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
PScanChIP_DM230.txt

5

10

10

0.75

UniProbe Mus Musculus
Yes

Yes

All

All

Count of motifs
1

20

14

10

14

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

2.0

bifs

1 JAsATA

Webilaga 34

Reverse complement motif

2.0

=

0.0

Consensus sequence: DHTATTTACBD

Best Matches for Top Significant Motif ID 45 (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:
AATHATATWTHAAA
DHTATTTACBD---

2

9

Motif 9

Reverse Complement
Original Motif
Backward

4

11

0.0177412

Original motif =~ Consensus sequence: AATHATATWTHAAA

Reverse complement motif

mmIAlTIAQWH

Webilaga 3.4

Consensus sequence: TTTDAWATATHAT
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2.0

] QTA%IAIE

a.

bits

10

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: 0.0205821
Alignment:

AATTYDGAARTAWW

—-——-DBGTAAATAHD

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

§H%IT$§TT AAALT

10
Welilogo 3.4 Webilogo 3.4

Dataset #: 2
Motif ID: 4
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Motif name:
Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
AWGKAAWTTTT
DBGTAAATAHD

Original motif

Motif 4

Original Motif
Reverse Complement
Backward

1

11

0.0288058

Consensus sequence: AAAAWTTRCWT

Reverse complement motif

bits

2.0

1.0

XAEAQ%T

Consensus sequence: AWGKAAWTTTT

10
WetiLoga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

2

3

Motif 3

Reverse Complement
Original Motif
Backward

2

11

0.0337252
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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

0.0404685

Original motif = Consensus sequence: AWTAAATAYAATTT

Reverse complement motif

Consensus sequence: AAATTKTATTTAW
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Welsloge 34

Welloge 3.4

Dataset #: 5

Motif ID: 55

Motif name: Pax5
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 10

Number of overlap: 11

Similarity score: 0.0439858
Alignment:

DGVBCABTGDWGCGKRRCSR

DBGTAAATAHD-—-—-——————

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

20

Reverse complement motif
MSGKKRCGCWDCABTGBBCD

20

Consensus sequence:

bits

0.0 QT:’C == e

ST$§AC L:CA 1o ¢

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

DBGTAAATAHD--—-—-—————

31

Pax5

Original Motif
Original Motif
Forward

1

11
0.0439858

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

59

GABPA
Original Motif
Original Motif
Backward

1

11
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Similarity score:

Alignment:
CCGGAAGTGVV
DBGTAAATAHD

0.0439962

Original motif = Consensus sequence: CCGGAAGTGVV

2.0
=
o C
a0 = ey P
5 10

Webiioga 34

Reverse complement motif

Consensus sequence: VVCACTTCCGG

?QAQT cc -

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
DBGTAAATAHD

3

35

GABPA
Original Motif
Original Motif
Backward

1

11
0.0439962

Original motif = Consensus sequence: CCGGAAGTGVV

Reverse complement motif

Consensus sequence: VVCACTTCCGG
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2.0

}5
<D
[
§3='
=

K

m

0.0

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 number: 2

Number of overlap: 11

Similarity score: 0.0477737

Alignment:

TWTAATCTAWGAA

-DHTATTTACBD-

Original motif = Consensus sequence: TTCWTAGATTAWA Reverse complement motif  Consensus sequence: TWTAATCTAWGA/
g%““A‘A A“AAA g%‘A‘AA‘“‘AA AA

0o 5 - 10 P 5 10 .

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

: (:¢cCCCLCC

o T
5
Wit oo S Wieda oo S

oits
n]
oits

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

Dataset #: 4

Motif ID: 36

Motif name: ¢csGCCCCGCCCCsc

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Backward

Position number: 5

Number of overlap: 8

Similarity score: 0

Alignment:

HVGCCCCGCCCCBB

-—-GCCCCGCC———~-

Original motif = Consensus sequence: HVYGCCCCGCCCCBB Reverse complement motif = Consensus sequence: BBGGGGCGGGGC
20 20
- ‘:'E‘TCQQCACQCQ-- - 0.0 =N o ; W WiW Tq:.—.g_w_:ﬂ_::‘

Webslogo 3.4
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Dataset #: 4

Motif ID: 38

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

Position number: 5

Number of overlap: 8

Similarity score: 0.00250079
Alignment:

BCCGCCCCGCCCCBB

---GCCCCGCC-—--~

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 #: 2
Motif ID: 7
Motif name: Motif 7
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 5
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Number of overlap: 8
Similarity score: 0.0149958

Alignment:
MSGGGGCGGGGYSG

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

Original motif

2.0

Reverse complement motif

Consensus sequence: MSGGGGCGGGGY

Dataset #: 5
Motif ID: 51
Motif name: KIf4
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
3
8
0.0349983

Position number:
Number of overlap:
Similarity score:

Alignment:
DGGGYGKGGC

--GGCGGGGC
Consensus sequence: DGGGYGKGGC

Original motif

Reverse complement motif

Consensus sequence: GCCYCMCCCD
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bits
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bits
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Wbl oga 3 4 Wbl aga 3 4

2.0 2.0
== o0

:
o

Dataset #: 3

Motif ID: 27

Motif name: Kif4

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position number: 3

Number of overlap: 8

Similarity score: 0.0349983

Alignment:

DGGGYGKGGC

--GGCGGGGC

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

o VS CQRCACCCA

sl C VTP s o

Dataset #: 3

Motif ID: 22
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Motif name: Zfx

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 4

Number of overlap: 8

Similarity score: 0.0708224

Alignment:

VAGGCCBBGGCVBB

-—-—-GCCCCGCC--~

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

its

b

b CCT“ |

0.0 ~
5

2.0
e - .-
o= A EﬂA%}_:QA e

Webilogo 3.4

Webilogo 3.4

Dataset #: 5

Motif ID: 46

Motif name: Zfx

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

Position nhumber: 4

Number of overlap: 8

Similarity score: 0.0708224
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Alignment:
VAGGCCBBGGCVEB
-—-—-GCCCCGCC---

Original motif = Consensus sequence: BBVGCCBVGGCCTV

bits
B

0.0 =

5

N=¢‘¢¢Q¢QWCCT“

WelsLage 3.4

Reverse complement motif

ts

b

Consensus sequence: VAGGCCBBGGCVE

10

2.0

1.0

. VAT —
: 5

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:
DGVBCABTGDWGCGKRRCSR
—————————— GGCGGGGC--

5

55

Pax5

Original Motif
Original Motif
Backward

3

8

0.0853847

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

Reverse complement motif
MSGKKRCGCWDCABTGBBCD

Consensus sequence:
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20

20

TA Cc c C C
R\ mgénlgAé CACAXER o TTT GTT 192 Is= T=
5 10 15 20 20
Dataset #: 3
Motif ID: 31
Motif name: Pax5
Matching format of first motif: Original Motif

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

Number of overlap: 8

Similarity score: 0.0853847
Alignment:

DGVBCABTGDWGCGKRRCSR

—————————— GGCGGGGC--

Reverse complement motif =~ Consensus sequence:

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR MSGKKRCGCWDCABTGBBCD
i Ao C
JoB —ca TG.oVCXIA.YoR Feiell SoYSWI=CA 1o T,
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:
HGCGTGGGCGK
GGCGGGGC---

23

Egrl

Original Motif
Original Motif
Backward

4

8

0.0878731

Original motif = Consensus sequence: HGCGTGGGCGK

2.0

Reverse complement motif

Consensus sequence: YCGCCCACGCH

" CT c\s

QQ&JCACAQT

=N — >
2 Weitaaas e

Dataset #: 5
Motif ID: 47
Motif name: Egrl
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 4
Number of overlap: 8
Similarity score: 0.0878731
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Alignment:
HGCGTGGGCGK
GGCGGGGC—--

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

_GOUTG

5 10

Wetiiaga 34 Wekiiaga 34

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

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

=_4

=0
K=, o
e e
T e,
Pes — — —-— — — P — = —
s s

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

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

Dataset #: 5

Motif ID: 56

Motif name: ArntAhr
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: 6

Similarity score: 0

Alignment:

YGCGTG

YGCGTG

Original motif = Consensus sequence: YGCGTG Reverse complement motif = Consensus sequence: CACGCM
o I— C —— I o ——

Dataset #: 5

Motif ID: 47

Motif name: Egrl

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position number: 1

Number of overlap: 6

Similarity score: 0.0340278

Alignment:

HGCGTGGGCGK

YGCGTG——-—-—-—

Original motif = Consensus sequence: HGCGTGGGCGK Reverse complement motif = Consensus sequence: YCGCCCACGCH
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Dataset #: 5

Motif ID: 53

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: 0.0452724

Alignment:

VBACGTGV

-YGCGTG-

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

Fals) N, e :-.—, —_
Dataset #: 5
Motif ID: 57
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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:
GCCACGTGSD
--YGCGTG--

Original motif

2.0

Mycn

Original Motif
Reverse Complement
Forward

3

6

0.0718227

Consensus sequence: HSCACGTGGC

Reverse complement motif

2.0

Consensus sequence: GCCACGTGSD

= - =G 0ol
= S e = S oiria
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: 5
Number of overlap: 6
Similarity score: 0.0736681
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Alignment:

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

2.0

Ao o S B o

Wellage 3.4

WelsLage 3.4

Dataset #: 5

Motif ID: 58

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: 0.0739492
Alignment:

DCCACGTGCV

--YGCGTG--

Original motif = Consensus sequence: VGCACGTGGH Reverse complement motif = Consensus sequence: DCCACGTGCV
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10 5 10
Wbl oga 3 4 Wbl aga 3 4

EE.E_GACAI 1G_ .- F?QGAQAI_ <

Dataset #: 1

Motif ID: 1

Motif name: Motif 1

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 3

Number of overlap: 6

Similarity score: 0.0746528

Alignment:

GCCCCGCC

--CACGCM

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

Dataset #: 4

Motif ID: 42
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Motif name: SSGTCACGTGACSs

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward

Position number: 5

Number of overlap: 6

Similarity score: 0.0752315

Alignment:

SGGTCACGTGACCS

-—-—-YGCGTG----

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

Dataset #: 4

Motif ID: 38

Motif name: cccGCCCCGCCCCsb

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Forward

Position nhumber: 6

Number of overlap: 6

Similarity score: 0.0765366

Page 24 of 80



Alignment:
BCCGCCCCGCCCCEB
————— CACGCM----

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

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

Dataset #: 2
Motif ID: 7
Motif name: Motif 7
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 5
Number of overlap: 6
Similarity score: 0.0806145
Alignment:
MSGGGGCGGGGYSG
--—-YGCGTG----
Original motif = Consensus sequence: CSKCCCCGCCCCSY Reverse complement motif  Consensus sequence: MSGGGGCGGGGY
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2.0

S

Welsloge 34

Dataset #: 5 Motif ID: 56 Motif name: ArntAhr

Reverse complement motif = Consensus sequence: CACGCM

-CACCC.

R P = I

Original motif = Consensus sequence: YGCGTG

= i
a0
— .
[ = = S —— —_ — =
L=

R P = I

bis
bis

Best Matches for Top Significant Motif ID 56 (Highest to Lowest)

Dataset #: 3

Motif ID: 32

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

Number of overlap: 6

Similarity score: 0

Alignment:

YGCGTG

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

=0 =0
=
= 4 0O 1.0
—
o I— o —— . —

" ks L cmoy e " ks L cmoy e

i

Dataset #: 3

Motif ID: 23

Motif name: Egri

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: 0.0340278

Alignment:

YCGCCCACGCH

————— CACGCM

Original motif = Consensus sequence: HGCGTGGGCGK Reverse complement motif = Consensus sequence: YCGCCCACGCH
20 20
. %Ac TAA % BN m@é&g‘?

5 10 5 1o

Webiioga 34 Webiiaga 34
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
VBACGTGV
-YGCGTG-

3

29
HIF1AARNT
Original Motif
Original Motif
Backward

2

6

0.0452724

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: Reverse Complement

Matching format of second motif: Original Motif

Direction: Forward

Position number: 3

Number of overlap: 6
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Similarity score: 0.0718227

Alignment:

HSCACGTGGC

--CACGCM--

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: Original Motif

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 5

Number of overlap: 6

Similarity score: 0.0736681

Alignment:

BBGGGGCGGGGCVD

--—--YGCGTG----

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: Reverse Complement

Matching format of second motif: Original Motif

Direction: Forward

Position number: 3

Number of overlap: 6

Similarity score: 0.0739492

Alignment:

VGCACGTGGH

--CACGCM--

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

0.0746528

Original motif = Consensus sequence: GGCGGGGC

Reverse complement motif

Consensus sequence: GCCCCGCC

z.0 z.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: Backward

Position nhumber: 5

Number of overlap: 6

Similarity score: 0.0752315
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Alignment:

SGGTCACGTGACCS
--—--YGCGTG----
Original motif = Consensus sequence: SGGTCACGTGACCS Reverse complement motif  Consensus sequence: SGGTCACGTGACC

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: 6

Number of overlap: 6

Similarity score: 0.0765366
Alignment:

BBGGGGCGGGGCGGR

————— YGCGTG—---

Reverse complement motif ~ Consensus sequence:

Original motif = Consensus sequence: BCCGCCCCGCCCCBB BBGGGGCGGGGCGGR
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2.0

20
=?9TCQ c CC i >
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
0.0806145

Position number:
Number of overlap:
Similarity score:

Alignment:
MSGGGGCGGGGYSG

Original motif

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

QETCQCCT CCQCE

Reverse complement motif

Consensus sequence: MSGGGGCGGGGY

Motif name: SP1

Page 33 of 80
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2.0

bits
bits
5

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 #: 5

Motif ID: 48

Motif name: SP1

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward

Position number: 1

Number of overlap: 10

Similarity score: 0

Alignment:

CCCCKCcccee

CCCCKcCcccee

Original motif = Consensus sequence: CCCCKCCCCC Reverse complement motif  Consensus sequence: GGGGGYGGGG
20 z0
" QQQQIQQQQQ e W - —

5 10 5 10

L e Wbt aga 3 4
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Dataset #: 2

Motif ID: 7

Motif name: Motif 7
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 4

Number of overlap: 10

Similarity score: 0.043504
Alignment:

CSKCCCCGCCCCeSsy

-——-CCCCKCCcce-

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

2.0

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

36

¢csGCCCCGCCCCsc
Reverse Complement
Reverse Complement
Backward

4

10
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Similarity score:

Alignment:
BBGGGGCGGGGCVD
-GGGGGYGGGG——-

0.0486461

Original motif = Consensus sequence: HVGCCCCGCCCCBB

- 00000:006c

Webiioga 3.4

Reverse complement motif

2.0

0.0 e e — —_— e W

Consensus sequence: BBGGGGCGGGGC

C

= e

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:
BCCGCCCCGCCCCEB
-—-—-CCCCKCCCCC-

4
38
cccGCCCCGCCCCsb
Original Motif
Original Motif
Backward

2

10

0.0517173

Original motif = Consensus sequence: BCCGCCCCGCCCCBB

Reverse complement motif
BBGGGGCGGGGCGGB

Consensus sequence:
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2.0

20
o =€=§TCQ Cﬂ CCCG':,,‘:’;A ol == T F T TV —
Dataset #: 5

Motif ID: 46
Motif name: Zfx
Matching format of first motif: Original Motif
Matching format of second motif Reverse Complement
Direction: Backward
1
10
0.0930706

Position number:
Number of overlap:
Similarity score:

Alignment:
VAGGCCBBGGCVEBB

-—-—-—-CCCCKCCcCcCC
Consensus sequence: BBVGCCBVGGCCTV

Reverse complement motif

bits

Consensus sequence: VAGGCCBBGGCVE

20
‘H:I A
— -_— e at — S
o= C c =—AcS _—
5 10
WebiLoga 34

Original motif
Dataset #: 5
54
Page 37 of 80

Motif ID:



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

PLAG1
Original Motif
Reverse Complement

Direction: Forward

Position number: 2

Number of overlap: 10

Similarity score: 0.0990873
Alignment:

CCCCCTTGGGCCCC

-CCCCKcceeee---

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

20 20
510 CC A s10 Q T C C
001 WA WG TE_Té? = - " |QQ C C:rﬁ IA:—: ~C¥ CT C

Dataset #: 5

Motif ID: 51

Motif name: KlIf4

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Backward

Position nhumber: 1

Number of overlap: 10

Similarity score: 0.102706
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Alignment:

GCCYCMCCCD
CCCCKcCcccece
Original motif = Consensus sequence: DGGGYGKGGC Reverse complement motif = Consensus sequence: GCCYCMCCCD
2.0
- A% s GECACCC
oo = S5 C ‘e“:-TQ = E
= m-gu_c.gl?zs W b .-_.gaa-s
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: 0.103809
Alignment:
MTMMTCMMTCTKCK
-—-—-—-CCCCKCCcCcCC
Original motif =~ Consensus sequence: RGRAGARRGARRAR Reverse complement motif = Consensus sequence: MTMMTCMMTCTK(
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2.0 2.0

o A%A?AAAE%AAAA |} l?gfgggl?légl
Dataset #: 5
Motif ID: 47
Motif name: Egrl
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: 0.106429
Alignment:
HGCGTGGGCGK
GGGGGYGGGG-
Original motif = Consensus sequence: HGCGTGGGCGK Reverse complement motif = Consensus sequence: YCGCCCACGCH

abcc.

10
WekiLoga 34

Dataset #: 5
Motif ID: 55
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Motif name: Pax5

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

Position number: 8

Number of overlap: 10

Similarity score: 0.11125

Alignment:

DGVBCABTGDWGCGKRRCSR

——————— GGGGGYGGGG——--

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

MSGKKRCGCWDCABTGBBCD
2.0 2.0
a( C C
oi=A _.;Qé“lgf\# .QAT aXGA . ST%IéTI gggé_ I8 T
= 5 10 15 20 = 5 10 15 20
Dataset #: 5 Motif ID: 48 Motif name: SP1
Original motif = Consensus sequence: CCCCKCCCCC Reverse complement motif  Consensus sequence: GGGGGYGGGG
2.0 2.0
o QQQQIQQT_A._Q .- = W N e T P
5 10 5 10

Wabloga 3 4
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Best Matches for Top Significant Motif ID 48 (Highest to Lowest)

Dataset #: 3

Motif ID: 24

Motif name: SP1

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position number: 1

Number of overlap: 10

Similarity score: 0

Alignment:

CCCCKcCccecece

CCCCKCCcccee

Original motif = Consensus sequence: CCCCKCCCCC Reverse complement motif  Consensus sequence: GGGGGYGGGG
20 20
s QQQQTQQQQQ S W - —

= i = L

Dataset #: 2

Motif ID: 7

Motif name: Motif 7

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:
CSKCCCCGCceeesy
—-—-—-CCCCKcCcccee-

Forward
4

10
0.043504

Original motif = Consensus sequence: CSKCCCCGCCCCSY

ST CQCCT CCQCE

Webiioga 3.4

Reverse complement motif

Consensus sequence: MSGGGGCGGGGY

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:
BBGGGGCGGGGCVD
-GGGGGYGGGG---

4
36
csGCCCCGCCCCsc

Reverse Complement
Reverse Complement

Backward
4

10
0.0486461
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Original motif = Consensus sequence: HVGCCCCGCCCCBB Reverse complement motif  Consensus sequence: BBGGGGCGGGGC

2.0

0.0 ==

Welilogo 3.4

Dataset #: 4

Motif ID: 38

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

Number of overlap: 10

Similarity score: 0.0517173
Alignment:

BCCGCCCCGCCCCRBB

-—-—-—-CCCCKCCccC-

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

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

WetiLoga 34 WetiLoga 34
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
BBVGCCBVGGCCTV
—-———-GGGGGYGGGG

3

22

Zfx

Reverse Complement
Original Motif
Backward

1

10

0.0930706

Original motif = Consensus sequence: BBVGCCBVGGCCTV

e\ CCT“

0.0 = =

5

Webiioga 3.4

Reverse complement motif = Consensus sequence: VAGGCCBBGGCVE

2.0
i
=1 1.0
_—
a.0 = = =
5

10
Webiloga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

3

30

PLAG1

Reverse Complement
Original Motif
Forward

2

10
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Similarity score: 0.0990873
Alignment:

GGGGCCCAAGGGGG

-GGGGGYGGGG——-

Original motif =~ Consensus sequence: GGGGCCCAAGGGGG

2.0

£10 GU\ QQQ__I_Aé?

Reverse complement motif

bits

2.0

1.0

Consensus sequence: CCCCCTITGGGCCC

0.0 = - - 00
Dataset #: 3
Motif ID: 27
Motif name: KIf4
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: 0.102706
Alignment:
DGGGYGKGGC
GGGGGYGGGG

Original motif = Consensus sequence: DGGGYGKGGC

Reverse complement motif

Consensus sequence: GCCYCMCCCD
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2.0
o0

"AQQEC%CCC%

PN
S
MV VIS —
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: 0.103809

Alignment:
MTMMTCMMTCTKCK
—-——-CCCCKCCcCcCC

Original motif =~ Consensus sequence: RGRAGARRGARRAR

2.0

Reverse complement motif = Consensus sequence: MTMMTCMMTCTK(

2.0

5 A%AéAAAééAAAA 5 ;Qgrggglglégl
Dataset #: 3
Motif ID: 23
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Motif name:
Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
YCGCCCACGCH
CCCCKcCcceee-

Egrl

Original Motif
Reverse Complement
Forward

1

10

0.106429

Original motif = Consensus sequence: HGCGTGGGCGK

2.0

Reverse complement motif = Consensus sequence: YCGCCCACGCH

QQ&JCACAQT

==& =AY AN
% L Webtoga 3.4

Dataset #: 3
Motif ID: 31
Motif name: Pax5
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position nhumber: 8
Number of overlap: 10
Similarity score: 0.11125
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Alignment:
MSGKKRCGCWDCABTGBBCD
——————— CCCCKCcceee---

Reverse complement motif ~ Consensus sequence:
MSGKKRCGCWDCABTGBBCD

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

Dataset #: 5 Motif ID: 53 Motif name: HIF1AARNT

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

=20 =20

s oL
== 4 0 n = 1.0
- e
[al s Ry, — -y — —

Wk oo Ed

Best Matches for Top Significant Motif ID 53 (Highest to Lowest)

Dataset #: 3

Motif ID: 29

Motif name: HIF1AARNT
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
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Position number: 1

Number of overlap: 8
Similarity score: 0
Alignment:
VBACGTGV
VBACGTGV
Original motif = Consensus sequence: VBACGTGV Reverse complement motif = Consensus sequence: VCACGTBV
=0
Pl s N, e ——
2 R
Dataset #: 3
Motif ID: 33
Motif name: Mycn
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 2
Number of overlap: 8
Similarity score: 0.0575825
Alignment:
GCCACGTGSD
-VBACGTGV-
Original motif = Consensus sequence: HSCACGTGGC Reverse complement motif = Consensus sequence: GCCACGTGSD
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a0

10
Wbl ogo 3 S

£J¢QCAQIQ

10
Wbl ogo 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:
DCCACGTGCV
-VBACGTGV-

3

34

Myc

Original Motif
Reverse Complement
Backward

2

8

0.0597215

Original motif = Consensus sequence: VGCACGTGGH

2.0

o 1
- CAC I .
=== 8 8 = - e ===
5

10
L e

Reverse complement motif = Consensus sequence: DCCACGTGCV

z.0
o — — L] —-=-~—I e
5

10
Wbt aga 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:
GBTGCAGGTGB
—-—--VCACGTBV

Original motif

2.0

40

kcACCTGCAgc
Reverse Complement
Reverse Complement
Backward

1

8

0.0748197

Consensus sequence: BCACCTGCABC

Reverse complement motif

=

]

=1
.

0
L8}

0

A

Consensus sequence: GBTGCAGGTGB

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:

42
SSGTCACGTGACSs
Original Motif
Reverse Complement
Forward

4

8

0.0767561
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Alignment:
SGGTCACGTGACCS
-——-VBACGTGV---

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

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: 0.0829928

Alignment:

GCGGACGTTV

--VCACGTRV

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

0.100962

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:
HCAGAATGTHD
VBACGTGV—---

44

dhACATTCTkh
Original Motif
Reverse Complement
Forward

1

8

0.109275

Original motif = Consensus sequence: DHACATTCTGH

2.0

bits

Reverse complement motif

2.0

Consensus sequence: HCAGAATGTHD

—a =

0.0 - 0.0
Dataset #: 3
Motif ID: 35
Motif name: GABPA
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 2
Number of overlap: 8
Similarity score: 0.110088
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Consensus sequence: VVCACTTCCGG

Reverse complement motif
> -

Consensus sequence: BBGGGGCGGGGC

Alignment:
VVCACTTCCGG
--VBACGTGV-
Original motif =~ Consensus sequence: CCGGAAGTGVV
2.0 2.0
oo 1% c A;éa_ —_—
= iaaan
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: 4
Number of overlap: 8
Similarity score: 0.116389
Alignment:
HVGCCCCGCCCCBB
---VCACGTBV---
Consensus sequence: HVGCCCCGCCCCBB Reverse complement motif

Original motif
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2.0

-+ 00000e000e "

Welsloge 34

bits

bLts
o
D

|

Welloge 3.4

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

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

=20

= aCGTG

Wetiago 3

bits
:

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

Dataset #: 5

Motif ID: 53

Motif name: HIF1AARNT
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

Alignment:

VBACGTGV

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

A

-
P -~ ]

oits
:

Dataset #: 5
Motif ID: 57

Motif name: Mycn

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 2

Number of overlap: 8

Similarity score: 0.0575825

Alignment:

GCCACGTGSD

-VBACGTGV-

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

2.0

. (CACGxle. =~ 0aClT0_

0.0 0.0
10

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:
DCCACGTGCV
-VBACGTGV-

5

58

Myc

Original Motif
Reverse Complement
Backward

2

8

0.0597215

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: 0.0748197

Alignment:
GBTGCAGGTGB
-—-VCACGTBV

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

2.0
=
=10

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: 0.0767561

Alignment:

SGGTCACGTGACCS

-—-—-VCACGTBV—---

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

Page 60 of 80



2.0

%:?CEICACET?QCCT

Welsloge 34

2.

!
=BT

.

L1}

610ACH T cace.

Welloge 3.4

Dataset #: 5

Motif ID: 50

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: 0.0829928

Alignment:

GCGGACGTTV

--VCACGTRBV

Original motif = Consensus sequence: BAACGTCCGC

;ﬂeAQTIQCT%

WL g 3

ts

b

Reverse complement motif

2.0

Consensus sequence: GCGGACGTTV

Dataset #: 5
Motif ID: 55

Page 61 of 80



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

0.100962

Consensus sequence: DGVBCABTGDWGCGKRRCSR

Reverse complement motif
MSGKKRCGCWDCABTGBBCD

20

Consensus sequence:

bits

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

0.109275
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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 #: 5
Motif ID: 59
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: 0.110088
Alignment:
CCGGAAGTGVV
--VCACGTBV-

Original motif = Consensus sequence: CCGGAAGTGVV

Reverse complement motif

Consensus sequence: VVCACTTCCGG
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bits

0.1
5 10
Welsiaga 34

E:CC AAA;éa ot ?QAQT CCTQ

Watiiaga 34

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: 4

Number of overlap: 8

Similarity score: 0.116389
Alignment:

BBGGGGCGGGGCVD

---VBACGTGV---

Reverse complement motif = Consensus sequence: BBGGGGCGGGGC

2.0

2.0
2 2
=10 Q =10
0.0 ———w Ay . Jpe A - ¥ e 0.0 =" - = = = . W i, e
: 5 10 : 5 10
Webiloga 3.4

Welilogo 3.4

Original motif = Consensus sequence: HVGCCCCGCCCCBB

Dataset #: 5 Motif ID: 51 Motif name: Kif4
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Original motif = Consensus sequence: DGGGYGKGGC Reverse complement motif = Consensus sequence: GCCYCMCCCD

2.0

L 0UbeGGe ~.¢C=0-00C..

5 10
WL g 3 WL ogo 3 4

bits
(=]
bits

Best Matches for Top Significant Motif ID 51 (Highest to Lowest)

Dataset #: 3

Motif ID: 27

Motif name: KlIf4

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

Number of overlap: 10

Similarity score: 0

Alignment:

DGGGYGKGGC

DGGGYGKGGC

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

2.0

bits
B
bits

FVVIC ;ﬁQQRC%CCC%

10
L e Wbt aga 3 4

! vO'l
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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

0.0516385

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
Reverse Complement
Original Motif
Forward

3

10
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Similarity score: 0.0524114

Alignment:

HVGCCCCGCCCCBB

--GCCYCMCCCD--

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: Forward

Position number: 3

Number of overlap: 10

Similarity score: 0.0558821

Alignment:

BCCGCCCCGCCCCBB

--GCCYCMCCCD---

Reverse complement motif = Consensus sequence:

Original motif = Consensus sequence: BCCGCCCCGCCCCBB BBGGGGCGGGGCGER
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2.0

20
Dataset #: 3
Motif ID: 22
Motif name: Zfx
Matching format of first motif: Reverse Complement
Matching format of second motif Original Motif
Direction: Backward
4
10
0.0987519

Position number:
Number of overlap:
Similarity score:

Alignment:
BBVGCCBVGGCCTV

-GCCYCMCCCD---
Consensus sequence: BBVGCCBVGGCCTV

Reverse complement motif

20
‘H:I A
— -_— e at — S
o= C c =—AcS _—
5 10
WebiLoga 34

bits

Consensus sequence: VAGGCCBBGGCVE

Original motif
Dataset #: 3
24
Page 68 of 80

Motif ID:



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: 0.102706

Alignment:

GGGGGYGGGG

DGGGYGKGGC

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

= S e = Sk oiria

Dataset #: 3

Motif ID: 34

Motif name: Myc

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward

Position nhumber: 1

Number of overlap: 10

Similarity score: 0.105078
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Alignment:
VGCACGTGGH
DGGGYGKGGC

Original motif = Consensus sequence: VGCACGTGGH

2.0

~__CACGI(

Reverse complement motif

Consensus sequence: DCCACGTGCV

2.0
P ——— B T e ==
5

- i —— =
TR L TR L

Dataset #: 3

Motif ID: 31

Motif name: Pax5

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position number: 9

Number of overlap: 10

Similarity score: 0.105953

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

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

Reverse complement motif
MSGKKRCGCWDCABTGBBCD

Consensus sequence:

Page 70 of 80



20 20

bits
P

a( C
2 l-:f‘?% QAT.=5“TACA . STT (?—'Cl'jr CA IAG T=

0 ‘_“-A _-';g—-:— - — = - = = ===
5 10 15 weu.ﬂ m.;.,fg.,
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: 1
Number of overlap: 10
Similarity score: 0.10603
Alignment:
HSCACGTGGC
DGGGYGKGGC
Original motif = Consensus sequence: HSCACGTGGC Reverse complement motif = Consensus sequence: GCCACGTGSD
— ::-E,:‘—‘CAC l A.‘.--.. P ﬁg_ g __.__..;I_ 4 ‘?: 1_0-
Dataset #: 2
Motif ID: 2
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Motif name: Motif 2
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: 0.110488
Alignment:
MTMMTCMMTCTKCK
-GCCYCMCCCD---
Original motif = Consensus sequence: RGRAGARRGARRAR Reverse complement motif = Consensus sequence: MTMMTCMMTCTK(

2.0 2.0

AA A ? 99 QCT TTCI
REy.- & AV ye AA=~AAAA L = CQ.:Q‘[
5 10 5 10

Motif ID: 27 Motif name: Kif4

Dataset #: 3
Consensus sequence: GCCYCMCCCD

Reverse complement motif

Original motif = Consensus sequence: DGGGYGKGGC
2.0 2.0
o0 o= - e
5 10

=\ EVTYVC

O.0
5
Wbl ogo 3 4

bits

Wabloga 3.4

Best Matches for Top 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:
DGGGYGKGGC
DGGGYGKGGC

5

51

KlIf4

Original Motif
Original Motif
Forward

1

10

0

Original motif = Consensus sequence: DGGGYGKGGC

2.0

=
=10

Reverse complement motif = Consensus sequence: GCCYCMCCCD

000,

AV WM PMMGE
= i R

Dataset #: 2
Motif ID: 7
Motif name: Motif 7
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 3
Number of overlap: 10
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Similarity score: 0.0516385

Alignment:
CSKCCCCGCceeesy
--GCCYCMCCCD--

Original motif = Consensus sequence: CSKCCCCGCCCCSY

2.0

Reverse complement motif

Consensus sequence: MSGGGGCGGGGY

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

Matching format of first motif: Original Motif

Matching format of second motif:

Direction: Backward
Position number: 3

Number of overlap: 10
Similarity score: 0.0524114
Alignment:

BBGGGGCGGGGCVD

--DGGGYGKGGC--

Original motif = Consensus sequence: HVYGCCCCGCCCCBB

Reverse Complement

Reverse complement motif

Consensus sequence: BBGGGGCGGGGC
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2.0

bLts
o
D

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:
BBGGGGCGGGGCGGB
--DGGGYGKGGC—---

Original motif = Consensus sequence: BCCGCCCCGCCCCBB

2.0

bits

0.0

4
38
cccGCCCCGCCCCsb
Original Motif
Reverse Complement
Forward

3

10

0.0558821

Reverse complement motif =~ Consensus sequence:
BBGGGGCGGGGCGGB

2.0

it

0.0

<C0ol

CC : m
- = —=w v = W o P ¥ =
15

Webiloga 34 Webiloga 34

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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
VAGGCCBBGGCVEB
-DGGGYGKGGC-—--

Original motif

bits
B

0.0

5

46

Zfx

Original Motif
Reverse Complement
Backward

4

10

0.0987519

Consensus sequence: BBVGCCBVGGCCTV

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:

5

48

SP1

Reverse Complement
Original Motif
Backward

1

10

0.102706
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Alignment:

CCCCKCcccee
GCCYCMCCCD
Original motif = Consensus sequence: CCCCKCCCCC Reverse complement motif  Consensus sequence: GGGGGYGGGG
2.0 =0
G QQCQIQQT_A._Q - W - A'E% S
= TR L = TR L
Dataset #: 5
Motif ID: 58
Motif name: Myc
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1
Number of overlap: 10
Similarity score: 0.105078
Alignment:
VGCACGTGGH
DGGGYGKGGC
Original motif = Consensus sequence: VGCACGTGGH Reverse complement motif = Consensus sequence: DCCACGTGCV
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o0
5 10
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Dataset #: 5

Motif ID: 55

Motif name: Pax5
Matching format of first motif: Original Motif

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

Number of overlap: 10

Similarity score: 0.105953
Alignment:

DGVBCABTGDWGCGKRRCSR

———————— DGGGYGKGGC-~-

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:
Motif name:
Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
HSCACGTGGC
DGGGYGKGGC

Original motif

2.0

57

Mycn

Original Motif
Original Motif
Forward

1

10

0.10603

Consensus sequence: HSCACGTGGC

Reverse complement motif

2.0

Consensus sequence: GCCACGTGSD

p— rﬂ_gCACAl—-—?E OO -"},--c—-.g _g e ‘?.: =
= et = oL
Dataset #: 2
Motif ID: 2
Motif name: Motif 2

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Reverse Complement
Reverse Complement
Backward

4

10

0.110488
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Alignment:
MTMMTCMMTCTKCK
-GCCYCMCCCD---

Original motif =~ Consensus sequence: RGRAGARRGARRAR

2.0

1.0

bits

0.0

WelsLage 3.4

Reverse complement motif  Consensus sequence: MTMMTCMMTCTK(

bits

2.0

0.0

Wellage 3.4

Results created by MOTIFSIM on 06-18-2018 14:32:36
Runtime: 695.758 seconds

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