MOTIFSIM - MOTIF SIMilarity Detection Tool

Version 2.1

INPUT

Input Parameters

Number of files: 4

Number of top significant motifs: 10

Number of best matches: 5

Similarity cutoff >= 0.75

Matching motif database: UniProbe Mus Musculus
Phylogenetic tree: Yes

Combined similar motifs: Yes

Output file type: All

Output file format: All

Input files and motif counts

File name Count of motifs Dataset number
DREME_DM254.txt 45 1
MEME-CHIP_DM254.txt 24 2
PScanChIP_DM254.txt 63 3
RSAT_peak-motifs_DM254.txt 39 4
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RESULTS

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

Dataset #: 2

Motif ID: 46

Motif name: Motif 46

Original motif = Consensus sequence: AGRKGGCR

bifg
:

-AGacG0a

Waetiiaoa 32

Reverse complement motif

i3

b

Consensus sequence: KGCCYKCT

Best Matches for Top Significant Motif ID 46 (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:
AGRKGGCR
AGRKGGCR

1

1

Motif 1
Original Motif
Original Motif
Forward

1

8

0

Original motif = Consensus sequence: AGRKGGCR

Reverse complement motif

{00eaCT

Wt Laoa @3E

Consensus sequence: KGCCYKCT
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Dataset #: 4
Motif ID: 147
Motif name: asCAGrkGGCrsy
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: 0.00651548
Alignment:
ASCAGRGGGCRSB
-——-AGRKGGCR--

Original motif = Consensus sequence: ASCAGRGGGCRSB

ol
2=V . ATY =__

10

Webilogod 4

Reverse complement motif

20

+2(0ee

Consensus sequence: BSKGCCCMCTGST

Dataset #: 4
Motif ID: 165
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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:
KBKGCCCKCTHGTGGCHH
--KGCCYKCT-—=————~

wgGCCAshAGrGGGCrsy

Reverse Complement
Reverse Complement
Backward

9

8

0.0102443

Original motif = Consensus sequence: HDGCCACHAGRGGGCRBY

2.0

bits
5

A

S Acﬁ AT

Reverse complement motif =~ Consensus sequence:
KBKGCCCKCTHGTGGCHH

2.0

eub—c-I y QI ICI Tg"}ff-

== =5 0.0
Webiloga 34 10 13 Webloga 34
Dataset #: 4
Motif ID: 166
Motif name: CasCAGrGGGCrsy

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Reverse Complement
Reverse Complement
Forward

3

8

0.0104954
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Alignment:
BSKGCCCKCTGGTG
-—-KGCCYKCT----

Original motif = Consensus sequence: CACCAGRGGGCRSB

theQQA VWA

a.
10

WelsLage 3.4

Reverse complement motif

2.0

Consensus sequence: BSKGCCCKCTGGT

Dataset #: 4

Motif ID: 163

Motif name: gwGGCCAGMAGAGGGCrby
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: 0.0165822

Alignment:

KBKGCCCTCTYCTGGCCHV

--KGCCYKCT-—-———————

Original motif = Consensus sequence: VHGGCCAGMAGAGGGCRBY

Reverse complement motif
KBKGCCCTCTYCTGGCCHV

Consensus sequence:
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Dataset #: 1 Motif ID: 8 Motif name: Motif 8

Original motif = Consensus sequence: AAATAH Reverse complement motif = Consensus sequence: DTATT]

= O = O
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-
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Best Matches for Top Significant Motif ID 8 (Highest to Lowest)

Dataset #: 4

Motif ID: 150

Motif name: waATWAAAATAwWwW
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: 0.00224204
Alignment:

DHATWAAAATAHD

—————— AAATAH-
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Original motif = Consensus sequence: DHATWAAAATAHD

20

“|_ATsAAMATA

Webilogod 4

Reverse complement motif = Consensus sequence: DHTATTTTWATHD

=

20

“_TATITTZAT

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:
WWTAAAAATAD

4
157

WEATTTTTAwWwW
Original Motif
Reverse Complement
Forward

6

6

0.00556446

Original motif =~ Consensus sequence: DTATTTTTAWW

2.0

- ATmITA.

Webiioga 34

Reverse complement motif = Consensus sequence: WWTAAAAATAD
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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:
WAAWAAAWAWWWAA
-—-—--AAATAH----

2

68

Motif 68
Original Motif
Original Motif
Forward

5

6

0.0128826

Original motif = Consensus sequence: WAAWAAAWAWWWAA

Reverse complement motif
TTWWWTWTTTWTTW

TTTT% TTATTI

bits

2.0

1.0

a.0

Consensus sequence:

Webiloga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

52

Motif 52
Original Motif
Original Motif
Forward

1
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Number of overlap: 6

Similarity score: 0.0167304
Alignment:
AAATAAAW
AAATAH—-
Original motif = Consensus sequence: AAATAAAW Reverse complement motif = Consensus sequence: WTTTATTI
£ 1.0 u £ 1.0 T
OO 0.1 =
Dataset #: 3
Motif ID: 118
Motif name: SRF
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: 0.0210491
Alignment:
GCCCATATATGG
-—-——-AAATAH--
Original motif = Consensus sequence: GCCCATATATGG Reverse complement motif = Consensus sequence: CCATATATGGGC
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Wetiloga 34

Welaloga 34

Dataset #: 1 Motif ID: 20 Motif name: Motif 20
Original motif = Consensus sequence: CACGTR Reverse complement motif = Consensus sequence: MACGTG

[ = =
L=

R P = I R P = I

Best Matches for Top Significant Motif ID 20 (Highest to Lowest)

Dataset #: 3

Motif ID: 71

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

Number of overlap: 6

Similarity score: 0

Alignment:

CACGTG

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

o.o - oo T—-:
Dataset #: 3
Motif ID: 95
Motif name: MYCMAX
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 3
Number of overlap: 6
Similarity score: 0.0102183
Alignment:
RASCACGTGGT
---MACGTG--
Original motif = Consensus sequence: RASCACGTGGT Reverse complement motif = Consensus sequence: ACCACGTGSTM

2.0

Gz Ef&QCAC =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:
BCACGTGDTD
-CACGTR-—--

3

91

MAX

Original Motif
Reverse Complement
Backward

4

6

0.011152

Original motif = Consensus sequence: DAHCACGTGD

2.0

=
=10

A

a0 = — =

Wbl ogo 3 S

Reverse complement motif

&=
=

2.0

1

-0

0.0

Consensus sequence: BCACGTGDTD

T

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:

3

126

USF1

Original Motif
Reverse Complement
Forward

2

6
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Similarity score: 0.0131944

Alignment:
MCACGTG
-CACGTR
Original motif = Consensus sequence: CACGTGR Reverse complement motif = Consensus sequence: MCACGTG
=0 =0
e — - s:ZCAC - I
7 = W oy o T 7 = W ey o T
Dataset #: 3
Motif ID: 94
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: 0.0253396
Alignment:
DCCACGTGCV
--CACGTR--
Original motif = Consensus sequence: VGCACGTGGH Reverse complement motif = Consensus sequence: DCCACGTGCV
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Dataset #: 1 Motif ID: 1 Motif name: Motif 1

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

“AGaglGCa - 200z

WetLago 3

bits
bits

Wetiago 3

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

Dataset #: 2

Motif ID: 46

Motif name: Motif 46
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:

AGRKGGCR

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

RVA A - %l CCCATQC |

Wit oo S Wieda oo S

oits
hits
G

Dataset #: 4
Motif ID: 147

Motif name: asCAGrkGGCrsy

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: 0.00628523

Alignment:

ASCAGRGGGCRSB

-——-AGRKGGCR--

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

2.0

10

WabLogod 4
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Dataset #: 4
Motif ID: 165
Motif name:

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: 0.0102152
Alignment:

KBKGCCCKCTHGTGGCHH

--KGCCYKCT--—-—-———

Original motif = Consensus sequence: HDGCCACHAGRGGGCRBY

2.0

bits
5

oN==—=

_ﬂe_sAcﬁ mAT ._A?E

Wetiloga 3.4

wgGCCAshAGrGGGCrsy

Reverse complement motif = Consensus sequence:
KBKGCCCKCTHGTGGCHH

2.0

_oerylelle
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Dataset #: 4

Motif ID: 166

Motif name: CasCAGrGGGCrsy
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: 8
Similarity score: 0.0106761

Alignment:
CACCAGRGGGCRSB
—-——-—-AGRKGGCR--

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

2.0

EIQAQQA AWWWA.. JE Ql | MGV

10 5 1
Webilogo 3.4

bits

Dataset #: 4
Motif ID: 163
Motif name: gwGGCCAGMAGAGGGCrby
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: 0.016658
Alignment:
KBKGCCCTCTYCTGGCCHV
--KGCCYKCT--—-—=————
. . Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: VHGGCCAGMAGAGGGCRBY KBKGCCCTCTYCTGGCCHY
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Dataset #: 4
Motif ID: 164
Motif name: asyAGrkGGCRGCAga
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: 0.0201849
Alignment:
ASYAGRKGGCAGCABH
-——-AGRKGGCR-----

Original motif = Consensus sequence: ASYAGRKGGCAGCABH

20

QMTF?AEAT mAECA

15
Weblogad 4

Reverse complement motif
HBTGCTGCCYMCTKST

Consensus sequence:

- Teetll

Dataset #: 3 Motif ID: 127 Motif name: YY1
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Original motif = Consensus sequence: RCCATB Reverse complement motif = Consensus sequence: BATGGM

= 0 = 0
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Best Matches for Top Significant Motif ID 127 (Highest to Lowest)

Dataset #: 2

Motif ID: 61

Motif name: Motif 61

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Backward

Position number: 2

Number of overlap: 6

Similarity score: 0.00122549

Alignment:

AGATGGY

BATGGM-

Original motif = Consensus sequence: AGATGGY Reverse complement motif  Consensus sequence: KCCATCT
2.0 z.0

hits
:

Fal sl T Fal s
L e L=
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Page 19 of 776



Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
GAGCCATC
RCCATB--

1

12

Motif 12

Original Motif
Reverse Complement
Backward

3

6

0.00857843

Original motif = Consensus sequence: GATGGCTC

Reverse complement motif

Consensus sequence: GAGCCATC

=20 =20

e = R =W aa e = R =W P B
Dataset #: 4
Motif ID: 145
Motif name: grCCACyAGAkG

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

Reverse Complement
Reverse Complement
Backward

2

6
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Similarity score: 0.022036

Alignment:
CYTCTKGTGGHH
————— BATGGM-

Original motif = Consensus sequence: DDCCACYAGAKG

2.0

oy
B A A =
S N ==
10

0.0 =

WatiLoga 3.4

Reverse complement motif

Consensus sequence: CYTCTKGTGGHH

10
Wetiiogo 3.4

Dataset #: 4

Motif ID: 138

Motif name: grCCACyAGAkG
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: 0.0223679
Alignment:

DDCCACYAGAKG

-RCCATB-----

Original motif = Consensus sequence: DDCCACYAGAKG

Reverse complement motif

Consensus sequence: CYTCTMGTGGHH
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Dataset #: 4

Motif ID: 156

Motif name: rgyGCCMyCTksTGGccd
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: 0.0275501

Alignment:
DDGCCASYAGMGGGCKVM
--RCCATB-—-————————

Original motif = Consensus sequence: RVYGCCCYCTKSTGGCHD

2.0

“eilhenlleT

Reverse complement motif =~ Consensus sequence:
DDGCCASYAGMGGGCKVM

2.0

Ovhe Aaiits

15
Webilogo 3.4

Dataset #: 2 Motif ID: 48

Motif name: Motif 48
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Original motif = Consensus sequence: CCACYAGR Reverse complement motif  Consensus sequence: MCTKGTGG
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Best Matches for Top Significant Motif ID 48 (Highest to Lowest)

Dataset #: 1

Motif ID: 21

Motif name: Motif 21

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: 0.00903109

Alignment:

CCACYAGG

CCACYAGR

Original motif = Consensus sequence: CCACYAGG Reverse complement motif = Consensus sequence: CCTKGTGG
2.0 2.0

bifs
a

bifs
:

C

OO OO
= =

Wkl aga @A

LR TS SR
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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:
DDCCACYAGAKG
—-—CCACYAGR--

4
145
grCCACyAGAKG
Original Motif
Original Motif
Forward

3

8

0.0155354

Original motif = Consensus sequence: DDCCACYAGAKG

2.0

(CAGeAUA.<

0.0
5

10
WatiLoga 3.4

Reverse complement motif

Consensus sequence: CYTCTKGTGGHH

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

4
158
grCCACwAGrk
Original Motif
Original Motif
Backward

2

8
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Similarity score:

Alignment:
DDCCACWAGRK
—-—CCACYAGR-

0.0192652

Original motif = Consensus sequence: DDCCACWAGRK

2.0

Webiioga 34

Reverse complement motif

Consensus sequence: YMCTWGTGGHH

10
wWebiiaga 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:
DDCCACYAGAKG
-—-CCACYAGR--

4
138
grCCACyAGAkKG
Original Motif
Original Motif
Forward

3

8

0.0244381

Original motif = Consensus sequence: DDCCACYAGAKG

Reverse complement motif

Consensus sequence: CYTCTMGTGGHH
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Welaloga 34

Dataset #: 3
Motif ID: 74
Motif name: CTCF

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward
Position number: 9

Number of overlap: 8
Similarity score: 0.0284404
Alignment:

BMSMGCCYMCTKSTGGMHM

———————— MCTKGTGG--~-

Original motif = Consensus sequence: YDRCCASYAGRKGGCRSYV

20

MZ$C Ag%_ AT TQAEEﬂ

.

5 10 15

WebLagn 34

Reverse complement motif =~ Consensus sequence:
BMSMGCCYMCTKSTGGMHM

20

%m G T
. -L‘_‘t;gz; gg LaCalzs_2
5 10 15

I

O

Lagads

Dataset #: 2 Motif ID: 65

Motif name: Motif 65
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Original motif = Consensus sequence: ARAACA Reverse complement motif = Consensus sequence: TGTTMIT

N T c

. .
" ks L cmoy e " ks L cmoy e
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Best Matches for Top Significant Motif ID 65 (Highest to Lowest)

Dataset #: 4

Motif ID: 141

Motif name: raCAAAACam

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position number: 4

Number of overlap: 6

Similarity score: 0.00122368

Alignment:

DACAAAACAH

—-—-—-ARAACA-

Original motif = Consensus sequence: DACAAAACAH Reverse complement motif = Consensus sequence: HTGTTTTGTD
20 2.0

C_{i‘% == =

L e Wbt aga 3 4
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Dataset #: 1

Motif ID: 44

Motif name: Motif 44

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward

Position number: 1

Number of overlap: 6

Similarity score: 0.0101983

Alignment:

GDAAACA

—-ARAACA

Original motif = Consensus sequence: GDAAACA Reverse complement motif = Consensus sequence: TGTTTDC
2.0 2.0

-_

a.o i a.o p——

Dataset #: 4

Motif ID: 159

Motif name: kkAAGAGCAsy

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward

Position number: 3

Number of overlap: 6
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Similarity score:

Alignment:
DBAAGAGCAVH
-—-—-ARAACA--

0.0232212

Original motif = Consensus sequence: DBAAGAGCAVH

2.0

Webiioga 34

Reverse complement motif

2.0

=
=19
Jr—
0.0 =

Consensus sequence: HVTGCTCTTBH

[

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
HVAMCATCTGKT
ARAACA-—-———--

3

121
TAL1TCF3
Original Motif
Original Motif
Backward

7

6

0.0330056

Original motif = Consensus sequence: HVAMCATCTGKT

Reverse complement motif

Consensus sequence: ARCAGATGRTVD
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3 1o Wishiloga 34 3 1o WebLogo 34

Dataset #: 1
Motif ID: 2
Motif name: Motif 2
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 3
Number of overlap: 6
Similarity score: 0.0333069
Alignment:
AAAAHAAA
ARAACA--

Original motif  Consensus sequence: AAAAHAAA

=20

bits
5

[n

Wit oo S

Reverse complement motif

T T

s

b

Consensus sequence: TTTDTTTT

Wieda oo S

Dataset #: 1 Motif ID: 5 Motif name: Motif 5
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Original motif = Consensus sequence: CCCCDCCC Reverse complement motif = Consensus sequence: GGGDGGGG

=20

-CCCC.CCC - (CL.

Wit oo S Wieda oo S
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Best Matches for Top Significant Motif ID 5 (Highest to Lowest)

Dataset #: 2
Motif ID: 59

Motif name: Motif 59

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: 0.00363191

Alignment:

CCCCRCCC

CCccebpecee

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

=0

C000aCCC -GGGz

Wkl aga @A LR TS SR

fs
bifs
:

b
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Dataset #: 4

Motif ID: 155

Motif name: ¢csCSCCdCCCcs

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: 0.00464015

Alignment:

VBCCCCDCCCHV

--CCCCDCcCC--

Original motif = Consensus sequence: VBCCCCDCCCHV Reverse complement motif  Consensus sequence: VDGGGDGGGGBV
2.0 2.0
" CCCCICC —_— JC ——— ZVIVICWYL___

3 10 WebiLoga 3.4 c 10 WetiLoga 34

Dataset #: 3

Motif ID: 89

Motif name: KIf4

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 2

Number of overlap: 8
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Similarity score:

Alignment:
GCCYCMCCCD
—-CCccDhcce-

0.0352587

Original motif = Consensus sequence: DGGGYGKGGC

2.0

=
=10

Reverse complement motif

Consensus sequence: GCCYCMCCCD

000,

AV WM PMMGE
= i Nosmbi o3t 28

Dataset #: 4
Motif ID: 154
Motif name: ¢csCsCCTCCcc
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: 0.0361349

Alignment:
VBCCCCTCCHB
-—-CCCccCDCCC-

Original motif = Consensus sequence: VBCCCCTCCHB

Reverse complement motif

Consensus sequence: BDGGAGGGGBV
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Dataset #: 3
Motif ID: 116
Motif name: SP1
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: 0.0368066
Alignment:
CCCCKcCcccee
Ccccepecee--
Original motif = Consensus sequence: CCCCKCCCCC Reverse complement motif  Consensus sequence: GGGGGYGGGG
Dataset #: 3 Motif ID: 72 Motif name: ArntAhr
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Original motif = Consensus sequence: YGCGTG

= 0
g
e
—
LR eSS — =
=

Best Matches for Top Significant Motif ID 72 (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:
BSCGWGCGBV
YGCGTG----

" ks L cmoy e

4
134
ssCGwGCGss
Original Motif
Original Motif
Backward

5

6

0.0128947

Original motif = Consensus sequence: BSCGWGCGBV

10
L e

i
:

(= =

Reverse complement motif

2.0

Reverse complement motif

= i

Consensus sequence: CACGCM

" ks L cmoy e

Consensus sequence: VBCGCWCGSB

i

10
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:
MACGTG
YGCGTG

1

20

Motif 20

Original Motif
Reverse Complement
Forward

1

6

0.0206428

Original motif = Consensus sequence: CACGTR

=_

O

N s L cwcy o T

Reverse complement motif

=_

Consensus sequence: MACGTG

N s L cwcy o T

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

1

42

Motif 42

Original Motif
Reverse Complement
Forward

1

6
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Similarity score: 0.0259081

Alignment:

CSGCGCG

YGCGTG-

Original motif = Consensus sequence: CGCGCSG Reverse complement motif = Consensus sequence: CSGCGCG
=0 : : =0
- = W e - = ] = [= e S

Dataset #: 4

Motif ID: 152

Motif name: yrCATGCAyr

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: 0.0279287

Alignment:

BRCATGCABD

--CACGCM--

Original motif = Consensus sequence: BRCATGCABD Reverse complement motif = Consensus sequence: HVTGCATGKYV
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Wbl oga 3 4

-}
PR

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
ACACACAY
-CACGCM-

2

57

Motif 57

Reverse Complement
Original Motif
Forward

2

6

0.0315171

Original motif = Consensus sequence: ACACACAY

=20

bits
5

0.0

C

Wit oo S

Reverse complement motif

bits

=20

OO

Consensus sequence: KTGTGTGT

Wieda oo S

Dataset #: 3

Motif ID: 101

Motif name: NFIC
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Original motif = Consensus sequence: TTGGCD Reverse complement motif  Consensus sequence: DGCCAA

= i

s

=
|

=1 | Gle _ . ITCCQ%-

(=] (=]

" ks L cmoy e " ks L cmoy e

Best Matches for Top Significant Motif ID 101 (Highest to Lowest)

Dataset #: 4

Motif ID: 165

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

Position number: 12

Number of overlap: 6

Similarity score: 0.0215379

Alignment:

HDGCCACHAGRGGGCRBY

-DGCCAA-———————————

Reverse complement motif = Consensus sequence:
KBKGCCCKCTHGTGGCHH

2.0 2.0

o . Acﬁ AT ..A?E MeEI_+ QI ICI -QG

Original motif = Consensus sequence: HDGCCACHAGRGGGCRBY

bits
=

i —

15
WebLaga 3.4 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:
DDGCCASYAGMGGGCKVM
-DGCCAA-——————————

Original motif = Consensus sequence: RVYGCCCYCTKSTGGCHD

2.0

4
156
rgyGCCMyCTksTGGccd
Reverse Complement
Reverse Complement
Forward

2

6

0.026631

Reverse complement motif = Consensus sequence:
DDGCCASYAGMGGGCKVM

2.0

£1o A C

“eillenlleT

— P
15 10
Wetiloga 3.4 Wetiloga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

4
151

agrCCAGmAGrg
Original Motif
Reverse Complement
Backward

2
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Number of overlap: 6

Similarity score: 0.0273632
Alignment:

CKCTRCTGGCVH

————— TTGGCD-

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

anl=—== A ’ AA = ﬁ——"—- 0.0 Qlclﬁﬂ -1ln_-;= =

Dataset #: 1

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: 6

Similarity score: 0.0280507

Alignment:

SWGCCACC

-DGCCAA-

Original motif = Consensus sequence: GGTGGCWS Reverse complement motif = Consensus sequence: SWGCCACC
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=0 =0
OO = C = [n Rl E

el ago @ ek ago @

Dataset #: 4

Motif ID: 163

Motif name: gwGGCCAGmMAGAGGGCrby
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: 0.0280858

Alignment:

KBKGCCCTCTYCTGGCCHV

——————————— TTGGCD--

Reverse complement motif =~ Consensus sequence:

KBKGCCCTCTYCTGGCCHV

Original motif = Consensus sequence: VHGGCCAGMAGAGGGCRBY

==

20 20
00— i e Ve =SS

AGuCa WG
rylice Cumd AL LA ACE=0 CIVVAC =
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Significant Motifs - Global and Local Matching (Highest to Lowest)

Dataset #: 3

Motif ID: 71

Motif name: Arnt

Original motif = Consensus sequence: CACGTG

~-cACGT

ks W cmey e S

Reverse complement motif

=

=
i —

Consensus sequence: CACGTG

[ = =

Best Matches for Significant Motif ID 71 (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:
MACGTG
CACGTG

1

20

Motif 20

Original Motif
Reverse Complement
Forward

1

6

0

Original motif = Consensus sequence: CACGTR

Reverse complement motif

L=
ks W cmey e S

Consensus sequence: MACGTG
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ks i cmey e TE ks i cmey e TE

Dataset #: 3

Motif ID: 91

Motif name: MAX

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

Position number: 2

Number of overlap: 6

Similarity score: 0.00380329
Alignment:

BCACGTGDTD

-CACGTG---

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

2.0 2.0

T

5 10
WL g 3 WL ogo 3 4

Dataset #: 3
Motif ID: 126
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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:
MCACGTG
-CACGTG

Original motif

USF1

Original Motif
Reverse Complement
Backward

1

6

0.00445689

Consensus sequence: CACGTGR

Reverse complement motif

Consensus sequence: MCACGTG

2.0 2.0
~LACUT UL -_CACC

Dataset #: 3

Motif ID: 95

Motif name: MYCMAX

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward

Position nhumber: 3

Number of overlap: 6

Similarity score: 0.00495292
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Alignment:
RASCACGTGGT
-—-—-CACGTG--

Original motif = Consensus sequence: RASCACGTGGT

240

Wetiiaga 34

Reverse complement motif

2.0

Consensus sequence: ACCACGTGSTM

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
--CACGTG--

3

94

Myc

Reverse Complement
Reverse Complement
Backward

3

6

0.0173209

Original motif = Consensus sequence: VGCACGTGGH

Reverse complement motif

Consensus sequence: DCCACGTGCV
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-

-|__CACaxGc. - cCaCCTG

113

10
Wbl aga 3 4

Wbl oga 3 4

Dataset #: 2 Motif ID: 46 Motif name: Motif 46

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

~MGacllCa - alillexlT

Wetiago 3 WetLago 3

bns
b|ls

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

Dataset #: 1

Motif ID: 1

Motif name: Motif 1
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:

AGRKGGCR

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

WoackGls  ~GC0aLT

Wit oo S Wieda oo S

oits
hits
G

Dataset #: 4
Motif ID: 147

Motif name: asCAGrkGGCrsy

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: 0.00651548

Alignment:

ASCAGRGGGCRSB

-——-AGRKGGCR--

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

2.0

10

WabLogod 4
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:

KBKGCCCKCTHGTGGCHH
~-KGCCYKCT-——-—-—-—

Original motif

4
165

wgGCCAshAGrGGGCrsy

Reverse Complement
Reverse Complement
Backward

9

8

0.0102443

Consensus sequence: HDGCCACHAGRGGGCRBY

Reverse complement motif = Consensus sequence:

KBKGCCCKCTHGTGGCHH
2.0 2.0
I > 8. A = T U= " &-;I i AI :";CI . Q-Ef_
5 10 15 tonn i 5 10 15 i Sitonn i3
Dataset #: 4
Motif ID: 166
Motif name: CasCAGrGGGCrsy

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

Reverse Complement
Reverse Complement
Forward

3
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Number of overlap: 8
Similarity score: 0.0104954

Alignment:
BSKGCCCKCTGGTG
-—-KGCCYKCT----

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

2.0

EIQAQQA AWWWA.. JE Ql | MGV

10 5 1
Webilogo 3.4

bits

Dataset #: 4
Motif ID: 163
Motif name: gwGGCCAGMAGAGGGCrby
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: 0.0165822
Alignment:
KBKGCCCTCTYCTGGCCHV
--KGCCYKCT--—-—=————
. . Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: VHGGCCAGMAGAGGGCRBY KBKGCCCTCTYCTGGCCHY
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) X2 c2 AT _ CA-:—‘% -ﬁa:n -e-ﬁ-cr,; 5 Ql , TCT Ccn

Dataset #: 4 Motif ID: 133 Motif name: shAGrGGGCAgy

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

Thedth 7 Tl

WetiLogo A4

bits
5

WehiLogo 34

Best Matches for Significant Motif ID 133 (Highest to Lowest)

Dataset #: 4

Motif ID: 165

Motif name: wgGCCAshAGrGGGCrsy
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: 0.00159897
Alignment:

HDGCCACHAGRGGGCRBY

—————— SHAGRGGGCABH
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- . ) Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: HDGCCACHAGRGGGCRBY KBKGCCCKCTHGTGGCHH

2.0

me_sAcﬁ mAT _TA?E heﬁl_g QI MIC TQE?

2.0

bits
5

0=
15 15
Webilogo 3.4

Webilogo 3.4

Dataset #: 4
Motif ID: 143
Motif name: AgmMAGAGGGCrscAGak
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 5
Number of overlap: 12
Similarity score: 0.00815796
Alignment:
AGMAGAGGGCASCAGAK
-SHAGRGGGCABH-—---
. . Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: AGMAGAGGGCASCAGAK RTCTGSTGCCCTCTYCT
20 20
Ach " 0T TU0T
. lﬁé ! AT <= : ‘.:-"g_ L_s_é_,'f o6 é; -::#:.:j : [ @ TC.:I
: 10 15 : 10 s

Watiloga 3.4
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Dataset #: 4

Motif ID: 163

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

Number of overlap: 12

Similarity score: 0.0109424
Alignment:

VHGGCCAGMAGAGGGCRBY

——————— SHAGRGGGCABH

Reverse complement motif = Conse equence:
Original motif ~ Consensus sequence: VHGGCCAGMAGAGGGCRBY verse comp ot -onsensus sequenc

KBKGCCCTCTYCTGGCCHV
20 20
=X ¥ YL ce2 AT ; GA"?9 " .c_xﬁ-cr,f Ql ] iCI Agga&;
2 10 8 WebLogad4 2 10 8 WebiLoga 34

Dataset #: 4
Motif ID: 166
Motif name: CasCAGrGGGCrsy
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 1
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Number of overlap: 12
Similarity score: 0.0124424

Alignment:
BSKGCCCKCTGGTG
DBTGCCCKCTDS--

Original motif = Consensus sequence: CACCAGRGGGCRSB

- QAQQA AGULA.

10

Welilogo 3.4

Reverse complement motif

2.0

bits

N

T _TWCT

Consensus sequence: BSKGCCCKCTGGT

P
Webilogo 3.4

Dataset #: 4

Motif ID: 147

Motif name: asCAGrkGGCrsy
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: 0.0128393
Alignment:

ASCAGRGGGCRSB

-SHAGRGGGCABH

Original motif = Consensus sequence: ASCAGRGGGCRSB

Reverse complement motif

Consensus sequence: BSKGCCCMCTGST
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et +2i(0ee

g S 10
Dataset #: 1 Motif ID: 8 Motif name: Motif 8
Original motif  Consensus sequence: AAATAH Reverse complement motif = Consensus sequence: DTATT]

= O = O
= =
= A = T
-
. .
o o
L= L=

R P = I R P = I

Best Matches for Significant Motif ID 8 (Highest to Lowest)

Dataset #: 4

Motif ID: 150

Motif name: waATWAAAATAwWW
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: 0.00224204
Alignment:

DHATWAAAATAHD

—————— AAATAH-
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Original motif = Consensus sequence: DHATWAAAATAHD

20

“|_ATsAAMATA

Webilogod 4

Reverse complement motif = Consensus sequence: DHTATTTTWATHD

=

20

“_TATITTZAT

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:
WWTAAAAATAD

4
157

WEATTTTTAwWwW
Original Motif
Reverse Complement
Backward

1

6

0.00556446

Original motif =~ Consensus sequence: DTATTTTTAWW

2.0

- ATmITA.

Webiioga 34

Reverse complement motif = Consensus sequence: WWTAAAAATAD
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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:
TTWWWTWTTTWTTW
-——-DTATTT----

2

68

Motif 68

Reverse Complement
Reverse Complement
Backward

5

6

0.0128826

Original motif = Consensus sequence: WAAWAAAWAWWWAA

Reverse complement motif = Consensus sequence:
TTWWWTWTTTWTTW

bits

2.0

1.0

a.0

TTTT% TTATTI

Webiloga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

52

Motif 52
Original Motif
Original Motif
Forward

1
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Number of overlap: 6

Similarity score: 0.0167304
Alignment:
AAATAAAW
AAATAH—-
Original motif = Consensus sequence: AAATAAAW Reverse complement motif = Consensus sequence: WTTTATTI
£ 1.0 u £ 1.0 T
OO 0.1 =
Dataset #: 3
Motif ID: 118
Motif name: SRF
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: 0.0210491
Alignment:
GCCCATATATGG
-—-——-AAATAH--
Original motif = Consensus sequence: GCCCATATATGG Reverse complement motif = Consensus sequence: CCATATATGGGC
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2.0 2.0

e CaTATALGC -

Wetiloga 34

bits
=

(0aTATAZG e

Welaloga 34

Dataset #: 4 Motif ID: 153 Motif name: scAGrkGGCGcy

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

| = @I | C = | F-ECAEQCQ. .CI CT =

bits
o
bits
&

g = —————

WehiLogo 34 WetiLogo A4

Best Matches for Significant Motif ID 153 (Highest to Lowest)

Dataset #: 4

Motif ID: 137

Motif name: rgCGCCmyCTgs
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

Alignment:

SHAGKGGGCGCB

SHAGRGGGCGCB
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Original motif = Consensus sequence: VGCGCCCYCTDS Reverse complement motif = Consensus sequence: SHAGKGGGCGCB

2.0

a.ol= ‘?C 5QCQT 2 = P — . .;:é:l: ! » = .

Wekiloga A4

bits
bits
&

Wekiloga A4

Dataset #: 4
Motif ID: 147

Motif name: asCAGrkGGCrsy

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: 0.0112071

Alignment:

ASCAGRGGGCRSB

-SHAGRGGGCGCR

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

2.0 2.0

10

WabLogod 4
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Dataset #: 3

Motif ID: 74

Motif name: CTCF
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: 0.0133899
Alignment:

YDRCCASYAGRKGGCRSYV

—————— SHAGRGGGCGCB-

Original motif = Consensus sequence: YDRCCASYAGRKGGCRSYV

20

Mzec A?%_ AImnggéﬂ

5 10
WabiLogod 4

Reverse complement motif = Consensus sequence:
BMSMGCCYMCTKSTGGMHM

20

0
= 1.0

u-ﬁ‘_‘t;gxg gg _:ecl P

15

WabiLogod 4

Dataset #: 4

Motif ID: 165

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

Matching format of second motif: Original Motif
Direction: Backward

Position number: 1
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Number of overlap: 12
Similarity score: 0.0146442

Alignment:
HDGCCACHAGRGGGCRBY
—————— SHAGRGGGCGCB

Original motif = Consensus sequence: HDGCCACHAGRGGGCRBY

2.0

— = WYX T VIV =

Webilogo 3.4

Reverse complement motif
KBKGCCCKCTHGTGGCHH

2.0

Consensus sequence:

£ x =

 TeTy e

Dataset #: 4
Motif ID: 166

Motif name: CasCAGrGGGCrsy
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: 0.0200811
Alignment:

CACCAGRGGGCRSB

--SHAGRGGGCGCR

Original motif = Consensus sequence: CACCAGRGGGCRSB

Reverse complement motif

Consensus sequence: BSKGCCCKCTGGT
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Dataset #: 1 Motif ID: 20 Motif name: Motif 20

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

= i = i
= =
= = c
[ = = [ = =
L= L=

R P = I R P = I

Best Matches for Significant Motif ID 20 (Highest to Lowest)

Dataset #: 3

Motif ID: 71

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

Number of overlap: 6

Similarity score: 0

Alignment:

CACGTG

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

o.o - oo -;—_'I:
Dataset #: 3
Motif ID: 95
Motif name: MYCMAX
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: 0.0102183
Alignment:
ACCACGTGSTM
--CACGTR---
Original motif = Consensus sequence: RASCACGTGGT Reverse complement motif = Consensus sequence: ACCACGTGSTM

2.0

Gz Ef&QCAC =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:
BCACGTGDTD
-CACGTR-—--

3

91

MAX

Original Motif
Reverse Complement
Forward

2

6

0.011152

Original motif = Consensus sequence: DAHCACGTGD

2.0

=
=10

A

a0 = — =

Wbl ogo 3 S

Reverse complement motif

&=
=

2.0

1

-0

0.0

Consensus sequence: BCACGTGDTD

T

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:

3

126

USF1

Original Motif
Reverse Complement
Forward

2

6
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Similarity score: 0.0131944

Alignment:
MCACGTG
-CACGTR
Original motif = Consensus sequence: CACGTGR Reverse complement motif = Consensus sequence: MCACGTG
=0 =0
e — - s:ZCAC - I
7 = W oy o T 7 = W ey o T
Dataset #: 3
Motif ID: 94
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: 0.0253396
Alignment:
DCCACGTGCV
--CACGTR--
Original motif = Consensus sequence: VGCACGTGGH Reverse complement motif = Consensus sequence: DCCACGTGCV
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Dataset #: 1 Motif ID: 1 Motif name: Motif 1

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

“AGaglGCa - 200z

WetLago 3

s
bits

b

Wetiago 3

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

Dataset #: 2

Motif ID: 46

Motif name: Motif 46
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:

AGRKGGCR

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

RVA A - %l CCCATQC |

Wit oo S Wieda oo S

oits
hits
G

Dataset #: 4
Motif ID: 147

Motif name: asCAGrkGGCrsy

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: 0.00628523

Alignment:

ASCAGRGGGCRSB

-——-AGRKGGCR--

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

2.0

10

WabLogod 4
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Dataset #: 4

Motif ID: 165

Motif name: wgGCCAshAGrGGGCrsy
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: 0.0102152

Alignment:

HDGCCACHAGRGGGCRBY

———————— AGRKGGCR--

Original motif = Consensus sequence: HDGCCACHAGRGGGCRBY

2.0

bits
5

oN==—=

_ﬂe_sAcﬁ mAT ._A?E

Wetiloga 3.4

Reverse complement motif = Consensus sequence:
KBKGCCCKCTHGTGGCHH

2.0

_oerylelle

£ = B ==

Dataset #: 4

Motif ID: 166

Motif name: CasCAGrGGGCrsy
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: 8
Similarity score: 0.0106761

Alignment:
CACCAGRGGGCRSB
—-——-—-AGRKGGCR--

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

2.0

EIQAQQA AWWWA.. JE Ql | MGV

10 5 1
Webilogo 3.4

bits

Dataset #: 4
Motif ID: 163
Motif name: gwGGCCAGMAGAGGGCrby
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: 0.016658
Alignment:
KBKGCCCTCTYCTGGCCHV
--KGCCYKCT--—-—=————
. . Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: VHGGCCAGMAGAGGGCRBY KBKGCCCTCTYCTGGCCHY
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2 1o 3 WabiLagad 2 10 12 WabiLagad
Dataset #: 4
Motif ID: 164
Motif name: asyAGrkGGCRGCAga
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: 0.0201849
Alignment:
ASYAGRKGGCAGCABH
-——-AGRKGGCR-----

Original motif = Consensus sequence: ASYAGRKGGCAGCABH

20

QMTF?AEAT mAECA

15
Weblogad 4

Reverse complement motif
HBTGCTGCCYMCTKST

Consensus sequence:

- Teetll

Dataset #: 4 Motif ID: 136 Motif name: dwCAGAAGwh
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Consensus sequence: HDCTTCTGHD

Reverse complement motif

WL ogo 3 4

Consensus sequence: DHCAGAAGDH

Original motif

WL g 3

Best Matches for Significant Motif ID 136 (Highest to Lowest)

Dataset #: 4
Motif ID: 151
Motif name: agrCCAGmAGrg
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 3
Number of overlap: 10
0.00562474
Consensus sequence: CKCTRCTGGCVH

Similarity score:
Alignment:

HVGCCAGMAGRG

--DHCAGAAGDH

Consensus sequence: HVGCCAGMAGRG Reverse complement motif
2.0
QECITQI -
5 10 T

Original motif

AA —~
_ .
Page 72 of 776
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Dataset #: 4

Motif ID: 141

Motif name: raCAAAACam
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: 0.0107169
Alignment:

DACAAAACAH

DHCAGAAGDH

Original motif = Consensus sequence: DACAAAACAH Reverse complement motif

2.0

0.0

Consensus sequence: HTGTTITGTD

Wbl ogo 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

158
grCCACwAGrk
Original Motif
Original Motif
Backward

1

10
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Similarity score:

Alignment:
DDCCACWAGRK
—-DHCAGAAGDH

0.0167426

Original motif = Consensus sequence: DDCCACWAGRK

2.0

Webiioga 34

Reverse complement motif

2.0

[alnl

Consensus sequence: YMCTWGTGGHH

10
wWebiiaga 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:
HBCTTTTCBD
HDCTTCTGHD

4

139

mkCTyTTCsg
Reverse Complement
Original Motif
Forward

1

10

0.0207259

Original motif = Consensus sequence: HBCTTTTCBD

Reverse complement motif

Consensus sequence: HBGAAAAGBD
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>

0.0
Wbl oga 3 4

Dataset #: 4
Motif ID: 163
Motif name: gwGGCCAGmMAGAGGGCrby
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: 0.0212719
Alignment:
VHGGCCAGMAGAGGGCRBY
—---DHCAGAAGDH------

. . ) Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: VHGGCCAGMAGAGGGCRBY KBKGCCCTCTYCTGGCCHY

e A A -Cé .. o ’ C ?% a0 ‘-i.'h:m._=c-_-— _ IQC - ICI {ng.ﬁ—‘-‘?

Dataset #: 3 Motif ID: 127 Motif name: YY1
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Original motif = Consensus sequence: RCCATB Reverse complement motif = Consensus sequence: BATGGM

= 0 = 0
g R
e = 1.0

ala— i et oy — 0.0

e W
Best Matches for Significant Motif ID 127 (Highest to Lowest)
Dataset #: 2
Motif ID: 61
Motif name: Motif 61
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 2
Number of overlap: 6
Similarity score: 0.00122549
Alignment:
KCCATCT
-RCCATB
Original motif = Consensus sequence: AGATGGY Reverse complement motif = Consensus sequence: KCCATCT
=0 =0

hits
:

Fal sl T Fal s
L e L=

L e -
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
GAGCCATC
RCCATB--

1

12

Motif 12

Original Motif
Reverse Complement
Backward

3

6

0.00857843

Original motif = Consensus sequence: GATGGCTC

Reverse complement motif

Consensus sequence: GAGCCATC

=20 =20

e = R =W aa e = R =W P B
Dataset #: 4
Motif ID: 145
Motif name: grCCACyAGAkG

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

Reverse Complement
Reverse Complement
Backward

2

6
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Similarity score: 0.022036
Alignment:

CYTCTKGTGGHH

————— BATGGM-

Original motif = Consensus sequence: DDCCACYAGAKG

WatiLoga 3.4

0.0

Reverse complement motif

Consensus sequence: CYTCTKGTGGHH

10
Wetiiogo 3.4

Dataset #: 3

Motif ID: 74

Motif name: CTCF

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

Position number: 3

Number of overlap: 6

Similarity score: 0.0220417

Alignment:

BMSMGCCYMCTKSTGGMHM

——————————— BATGGM-~-

Original motif = Consensus sequence: YDRCCASYAGRKGGCRSYV

Reverse complement motif
BMSMGCCYMCTKSTGGMHM

Consensus sequence:
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0.0 —
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WebiLagad4

gg 15 euCl FTE_ 2

2
£10
0o ! e Py
5

5

Dataset #: 4

Motif ID: 138

Motif name: grCCACyAGAkG
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: 0.0223679
Alignment:

DDCCACYAGAKG

-RCCATB—-——--

Original motif = Consensus sequence: DDCCACYAGAKG

< COAC.AGA .

0.0

bits
=

Wekiloga A4

Reverse complement motif

}%&lCJ‘? T W

ts

bi

Consensus sequence: CYTCTMGTGGHH

Wekiloga A4

Dataset #: 3

Motif ID: 72 Motif name: ArntAhr
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Original motif = Consensus sequence: YGCGTG Reverse complement motif = Consensus sequence: CACGCM

= 0 =0
g R
e e
—
— — v ——— 3
=

(= =

" ks L cmoy e " ks L cmoy e

Best Matches for Significant Motif ID 72 (Highest to Lowest)

Dataset #: 3

Motif ID: 86

Motif name: HIF1AARNT
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 2

Number of overlap: 6

Similarity score: 0

Alignment:

VBACGTGV

-YGCGTG-

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

=0

£
o A
-_ P
Fa i n N, — = = ——

Wkl aga @A LR TS SR
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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:
BSCGWGCGBV
YGCGTG——-—--

Original motif

2.0

4
134
ssCGwGCGss
Original Motif
Original Motif
Backward

5

6

0.0128947

Consensus sequence: BSCGWGCGBV

10

Wbl ogo 3 S

Reverse complement motif

0.0

Consensus sequence: VBCGCWCGSB

n

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:

3

71

Arnt

Original Motif
Original Motif
Forward

1

6
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Similarity score: 0.0203526

Alignment:
CACGTG
YGCGTG
Original motif = Consensus sequence: CACGTG Reverse complement motif  Consensus sequence: CACGTG
=_{ =_{
oo oo —""——_-.:
R L S s P i A WE-:t_. Lomcgcn Tk
Dataset #: 1
Motif ID: 20
Motif name: Motif 20
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 1
Number of overlap: 6
Similarity score: 0.0206428
Alignment:
MACGTG
YGCGTG
Original motif = Consensus sequence: CACGTR Reverse complement motif = Consensus sequence: MACGTG
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Dataset #: 3

Motif ID: 126

Motif name: USF1

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 2

Number of overlap: 6

Similarity score: 0.0255609

Alignment:

MCACGTG

-YGCGTG

Original motif = Consensus sequence: CACGTGR Reverse complement motif = Consensus sequence: MCACGTG
0.0 C lﬁ _— o FECA =

s ey cx 3 e ey cx E3
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Best Matches for Each Motif (Highest to Lowest)

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

Original motif = Consensus sequence: AGRKGGCR

-AGac(G0a
o

ekl ago O

bifs
:

Best Matches for Motif ID 1 (Highest to Lowest)

Dataset #: 2

Motif ID: 46

Motif name: Motif 46
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:

AGRKGGCR

AGRKGGCR

Original motif = Consensus sequence: AGRKGGCR

Reverse complement motif

=0

bifs
:

[a Rl

Reverse complement motif

Consensus sequence: KGCCYKCT

C

5
ekl ago S

Consensus sequence: KGCCYKCT
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Dataset #: 4
Motif ID: 147
Motif name: asCAGrkGGCrsy
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: 0.00628523
Alignment:
ASCAGRGGGCRSB
-——-AGRKGGCR--

Original motif = Consensus sequence: ASCAGRGGGCRSB

ol
2=V . ATY =__

10

Webilogod 4

Reverse complement motif

20

+2(0ee

Consensus sequence: BSKGCCCMCTGST

Dataset #: 4
Motif ID: 165
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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:
HDGCCACHAGRGGGCRBY
———————— AGRKGGCR--

Original motif

2.0

wgGCCAshAGrGGGCrsy

Original Motif
Original Motif
Backward

3

8

0.0102152

Consensus sequence: HDGCCACHAGRGGGCRBY

Reverse complement motif =~ Consensus sequence:

KBKGCCCKCTHGTGGCHH

2.0

" TWeLYLelle

Py S =GI1V o L AS = " SVt
Dataset #: 4
Motif ID: 166
Motif name: CasCAGrGGGCrsy
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: 0.0106761
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Alignment:
CACCAGRGGGCRSB
—-———-AGRKGGCR--

Original motif = Consensus sequence: CACCAGRGGGCRSB

theQQA VWA

a.
10

WelsLage 3.4

Reverse complement motif

2.0

Consensus sequence: BSKGCCCKCTGGT

Dataset #: 4

Motif ID: 163

Motif name: gwGGCCAGMAGAGGGCrby
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: 0.016658

Alignment:

KBKGCCCTCTYCTGGCCHV

--KGCCYKCT-—-———————

Original motif = Consensus sequence: VHGGCCAGMAGAGGGCRBY

Reverse complement motif
KBKGCCCTCTYCTGGCCHV

Consensus sequence:

Page 87 of 776



20 20
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2 1o 3 WabiLagad 2 10 12 WabiLagad
Dataset #: 4
Motif ID: 164
Motif name: asyAGrkGGCRGCAga
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: 0.0201849
Alignment:
ASYAGRKGGCAGCABH
-——-AGRKGGCR-----

. : ) Reverse complement motif = Consensus sequence:
Original motif =~ Consensus sequence: ASYAGRKGGCAGCABH HBTGCTGCCYMCTKST

* Teer sl

15
Weblogad 4 Weblogad 4

20

QMTF?AEAT mAECA

Dataset #: 1 Motif ID: 2 Motif name: Motif 2
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Original motif  Consensus sequence: AAAAHAAA Reverse complement motif = Consensus sequence: TTTDTTT]

A T T

Wit oo S Wieda oo S

oits
hits

Best Matches for Motif ID 2 (Highest to Lowest)

Dataset #: 2

Motif ID: 68

Motif name: Motif 68
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: 0.034263
Alignment:

WAAWAAAWAWWWAA

-—-—-AAAAHAAA---

Reverse complement motif = Consensus sequence:
TTWWWTWTTTWTTW

2.0

210 TTTT# TIATTI

0.0

Original motif = Consensus sequence: WAAWAAAWAWWWAA

Weblogo 3.4
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Dataset #: 4

Motif ID: 150

Motif name: waATWAAAATAwWwW

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 1

Number of overlap: 8

Similarity score: 0.061025

Alignment:

DHTATTTTWATHD

TTTDTTTT--—-—-—

Original motif = Consensus sequence: DHATWAAAATAHD Reverse complement motif = Consensus sequence: DHTATTTTWATHD
20 2.0
_AToAARATA " TATTTTxAT

e 10 WabLogad g e 10 WabLogad s

Dataset #: 2

Motif ID: 52

Motif name: Motif 52

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position number: 1

Number of overlap: 8

Page 90 of 776



Similarity score: 0.0613251

Alignment:

AAATAAAW

AAAAHAAA

Original motif = Consensus sequence: AAATAAAW Reverse complement motif = Consensus sequence: WTTTATTT
=20 =20

£ 1.0 A 1.0 T

e = R =W aa e = R =W P B

Dataset #: 4

Motif ID: 157

Motif name: WEATTTTTAwWwW

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: 0.0669479

Alignment:

WWTAAAAATAD

AAAAHAAA---

Original motif = Consensus sequence: DTATTTTTAWW Reverse complement motif = Consensus sequence: WWTAAAAATAD
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Dataset #: 4

Motif ID: 148

Motif name: WWTWAAAAWW
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: 0.0808845
Alignment:

DDTWAAAAHH

AAAAHAAA--

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

2.0 2.0

WL g 3 WL ogo 3 4

Dataset #: 1 Motif ID: 3 Motif name: Motif 3
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Original motif = Consensus sequence: CACACACA Reverse complement motif = Consensus sequence: TGTGTGTG

OO = OO . - . - =
Best Matches for Motif ID 3 (Highest to Lowest)
Dataset #: 1
Motif ID: 24
Motif name: Motif 24
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 1
Number of overlap: 8
Similarity score: 0.0443933
Alignment:
CACCCACA
CACACACA
Original motif = Consensus sequence: TGTGGGTG Reverse complement motif = Consensus sequence: CACCCACA
=0 =0
[ s
5 5

Wkl aga @A LR TS SR
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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:
CATGYACA
CACACACA

1

31

Motif 31
Original Motif
Original Motif
Backward

1

8

0.0599548

Original motif = Consensus sequence: CATGYACA

=0

for.
=10

ok

C

Wk oo Ed

Reverse complement motif

=0

Consensus sequence: TGTKCATG

Wk oo T

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

3

120

T

Original Motif
Reverse Complement
Forward

3

8
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Similarity score:

Alignment:
TTCACACCTAG
—-—-CACACACA-

0.065511

Original motif = Consensus sequence: CTAGGTGTGAA

+oIA

Reverse complement motif

2.0

[alnl

Consensus sequence: TTCACACCTAG

wWebiiaga 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:
CATATRCA
CACACACA

64

Motif 64
Original Motif
Original Motif
Backward

1

8

0.0681512

Original motif = Consensus sequence: CATATRCA

Reverse complement motif

Consensus sequence: TGMATATG
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Dataset #: 3
Motif ID: 114
Motif name: RUNX1
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: 0.0795385
Alignment:
BBYTGTGGTTT
-—-TGTGTGTG
Original motif = Consensus sequence: BBYTGTGGTTT Reverse complement motif = Consensus sequence: AAACCACAKVB

0.0 — ;'-:g ’ I—'-_.-.—=--__ :-—_C;I O éeén - i e _A_._:"—;__
Dataset #: 1 Motif ID: 4 Motif name: Motif 4
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Original motif = Consensus sequence: TTTWWAW

s ey cx 3

s

Best Matches for Motif ID 4 (Highest to Lowest)

Dataset #: 4
Motif ID: 148
Motif name: wwTwAAAAWW

Matching format of first motif: Reverse Complement

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

Number of overlap: 7

Similarity score: 0.0204013
Alignment:

DDTWAAAAHH

-WTWWAAA--

Original motif = Consensus sequence: DDTWAAAAHH

2.0

o
=10

Reverse complement motif

=

==
=1

Reverse complement motif

O

2.0

o

]

R n

Consensus sequence: WTWWAAA

ANy AN

i

e ey cx E3

Consensus sequence: HHTTTTWADD
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Dataset #: 4

Motif ID: 150

Motif name: waATWAAAATAwWwW

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Forward

Position number: 3

Number of overlap: 7

Similarity score: 0.0245609

Alignment:

DHATWAAAATAHD

—-—WTWWAAA-——-

Original motif = Consensus sequence: DHATWAAAATAHD Reverse complement motif = Consensus sequence: DHTATTTTWATHD
20 2.0
_AToAARATA " TATTTTxAT

e 10 WabLogad g e 10 WabLogad s

Dataset #: 4

Motif ID: 157

Motif name: WEATTTTTAwWwW

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 2

Number of overlap: 7
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Similarity score: 0.028753

Alignment:
WWTAAAAATAD
-WTWWAAA-—-

Original motif = Consensus sequence: DTATTTTTAWW

2.0

o
Z 1.0 I
. - - =
5 10

0.0

Webiioga 34

Reverse complement motif

TAMARAT_

2.0

[alnl

Consensus sequence: WWTAAAAATAD

10

wWebiiaga 3.4

Dataset #: 2

Motif ID: 68

Motif name: Motif 68
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 1

Number of overlap: 7

Similarity score: 0.048084
Alignment:

TTWAWWTWTTTWTTW

——————— TTTWWAW

Original motif = Consensus sequence: WAAWAAAWAWWWAA

Reverse complement motif
TTWWWTWTTTWTTW

Consensus sequence:

Page 99 of 776



Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
WITTTATTT
-TTTWWAW

52

Motif 52

Original Motif
Reverse Complement
Backward

1

7

0.0637767

Original motif =~ Consensus sequence: AAATAAAW

=20

bits
5

0.0

A

Wit oo S

Reverse complement motif

bits

=20

0.0

Consensus sequence: WTTTATTT

-

Wieda oo S

Dataset #: 1

Motif ID: 5

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

-CCCC.CCC

Wit oo S

oits

Best Matches for Motif ID 5 (Highest to Lowest)

Dataset #: 2

Motif ID: 59

Motif name: Motif 59
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: 0.00363191
Alignment:

CCCCRCCC

cccebcecce

Original motif = Consensus sequence: CCCCRCCC

-0CCCACCC

Wkl aga @A

fs

b

Reverse complement motif

hits

=20

—

Consensus sequence: GGGDGGGG

Reverse complement motif

bifs

=0

OO

T
C

Wieda oo S

Consensus sequence: GGGKGGGG

LR TS SR
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Dataset #: 4

Motif ID: 155

Motif name: ¢csCSCCdCCCcs

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: 0.00464015

Alignment:

VBCCCCDCCCHV

--CCCCDCcCC--

Original motif = Consensus sequence: VBCCCCDCCCHV Reverse complement motif  Consensus sequence: VDGGGDGGGGBV
2.0 2.0
" CCCCICC —_— JC ——— ZVIVICWYL___

3 10 WebiLoga 3.4 c 10 WetiLoga 34

Dataset #: 3

Motif ID: 89

Motif name: KIf4

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 2

Number of overlap: 8
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Similarity score:

Alignment:
GCCYCMCCCD
—-CCccDhcce-

0.0352587

Original motif = Consensus sequence: DGGGYGKGGC

2.0

=
=10

Reverse complement motif

Consensus sequence: GCCYCMCCCD

000,

P @
oo = W Q I "E"‘:-TQ
= mu_cgl?z =< el oga 3 S
Dataset #: 4
Motif ID: 154
Motif name: ¢csCsCCTCCcc

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
BDGGAGGGGBV
-GGGDGGGG--

Reverse Complement
Reverse Complement
Forward

2

8

0.0361349

Original motif = Consensus sequence: VBCCCCTCCHB

Reverse complement motif

Consensus sequence: BDGGAGGGGBV
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2.0

0.0 0.0 = c
e

Dataset #: 3
Motif ID: 116
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: 8
Similarity score: 0.0368066
Alignment:
CCCCKcCcccee
Ccccepecee--
Original motif = Consensus sequence: CCCCKCCCCC Reverse complement motif  Consensus sequence: GGGGGYGGGG
Dataset #: 1 Motif ID: 6 Motif name: Motif 6
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Original motif

=2
==

Consensus sequence: CTGGRRA

CTGGx=A

s ey cx 3

Best Matches for Motif ID 6 (Highest to Lowest)

Dataset #: 1

Motif ID: 40

Motif name: Motif 40

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

Position number: 1

Number of overlap: 7

Similarity score: 0.0326828

Alignment:
CTGGGAMT
CTGGRRA-

Original motif

bits

=0

OO

Consensus sequence: ARTCCCAG

Wkl aga @A

Reverse complement motif

=0

| CcCcC
=8 L o

Consensus sequence: TMMCCAG

Reverse complement motif

=0

bifs
:

OO

e ey cx E3

Consensus sequence: CTGGGAMT

C

LR TS SR
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2

Dataset #:
Motif ID: 69
Motif name: Motif 69
Matching format of first motif: Original Motif
Matching format of second motif Original Motif
Direction: Backward
Position number: 7
Number of overlap: 7
Similarity score: 0.0472643
Alignment:
CCTGGARCTGGAGT
-CTGGRRA-———-~-
Original motif = Consensus sequence: CCTGGARCTGGAGT Reverse complement motif = Consensus sequence: ACTCCAGMTCCAC
20 20
: A A ” CTCCA CIQCA
GQLGIA? . AC—EG% b .éT;i: = TN I TT LY~ -
Dataset #: 3
Motif ID: 85
Motif name: Hand1Tcfe2a
Matching format of first motif: Original Motif
Matching format of second motif Original Motif
Forward
4
7
Page 106 of 776

Direction:
Position number:

Number of overlap:



Similarity score: 0.0513687

Alignment:
BRTCTGGMWT
-——CTGGRRA
Original motif = Consensus sequence: BRTCTGGMWT Reverse complement motif  Consensus sequence: AWRCCAGAMB
2.0 2.0
- B euelc ‘ .::“.,_.%@_:-: ol &éIICCA Ag
7 = mu_cgl?z =< 7 2 mu-u;l?] =
Dataset #: 4
Motif ID: 151
Motif name: agrCCAGmAGrg
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 6
Number of overlap: 7
Similarity score: 0.0514331
Alignment:
HVGCCAGMAGRG
TMMCCAG—————
Original motif = Consensus sequence: HVGCCAGMAGRG Reverse complement motif = Consensus sequence: CKCTRCTGGCVH
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2.0 2.0

:QICIyﬁT c_

1

ANV~ ﬂ

Wetiloga 34

bits

Welaloga 34

Dataset #:

Motif ID:

Motif name:

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

1

33

Motif 33

Reverse Complement
Reverse Complement

Direction: Forward
Position number: 2

Number of overlap: 7
Similarity score: 0.0553656
Alignment:

GWAGCCAG

-TMMCCAG

Original motif = Consensus sequence: CTGGCTWC

=20

bits
:

T e

Wit oo S

0.0

=20

1.0

0.0

Reverse complement motif

A

Consensus sequence: GWAGCCAG

Wieda oo S

Dataset #: 1 Motif ID: 7 Motif name: Motif 7
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Original motif = Consensus sequence: AGRAAA Reverse complement motif = Consensus sequence: TTTMCT

= i = i

i
:
i
:

C
o - oo n

. .
" ks L cmoy e " ks L cmoy e

Best Matches for Motif ID 7 (Highest to Lowest)

Dataset #: 1

Motif ID: 2

Motif name: Motif 2

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 1

Number of overlap: 6

Similarity score: 0.0617932

Alignment:

TTTDTTTT

TTTMCT--

Original motif = Consensus sequence: AAAAHAAA Reverse complement motif = Consensus sequence: TTTDTTTT
2.0

15

bits
L
bi

TIT TT1.

LR TS SR

OO

Wkl aga @A
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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:
TTTATTY
TTTMCT-

1

32

Motif 32

Reverse Complement
Reverse Complement
Forward

1

6

0.0627423

Original motif = Consensus sequence: KAATAAA

=0

B s R B

Reverse complement motif

=0

Consensus sequence: TTTATTY

B s L R B

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

2

52

Motif 52

Reverse Complement
Reverse Complement
Backward

2

6
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Similarity score: 0.0627423

Alignment:
WITTTATTT
-TTTMCT-

Original motif = Consensus sequence: AAATAAAW

Reverse complement motif

Consensus sequence: WTTTATTT

=20 =20
£ 1.0 n 1.0 T

e = R =W aa e = R =W P B

Dataset #: 2

Motif ID: 68

Motif name: Motif 68

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward

Position number: 8

Number of overlap: 6

Similarity score: 0.0627423

Alignment:

WAAWAAAWAWWWAA

-AGRAAA-—————-

Original motif = Consensus sequence: WAAWAAAWAWWWAA

Reverse complement motif
TTWWWTWTTTWTTW

Consensus sequence:

Page 111 of 776



5 To e =
Dataset #: 3

Motif ID: 119

Motif name: Stat3

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward

Position number: 1

Number of overlap: 6

Similarity score: 0.069443

Alignment:

TTCCAGGAAG

-—-—--AGRAAA

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

2.0

its

b

oC.GGAAS <1 100.GCaA

WL g 3 WL ogo 3 4

Dataset #: 1 Motif ID: 8 Motif name: Motif 8
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Original motif  Consensus sequence: AAATAH Reverse complement motif = Consensus sequence: DTATT]

= i = i

A L —— I
———— . .
L= = (= =

. .
" ks L cmoy e " ks L cmoy e

i
:
i
:

Best Matches for Motif ID 8 (Highest to Lowest)

Dataset #: 4

Motif ID: 150

Motif name: wWaATWAAAATAwWwW

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: 0.00224204

Alignment:

DHATWAAAATAHD

—————— AAATAH-

Original motif = Consensus sequence: DHATWAAAATAHD Reverse complement motif = Consensus sequence: DHTATTTTWATHD
20 20

0.0 — —— - ——

T 0T

Wb agod 4 Wbl agod 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:

WWTAAAAATAD
————— AAATAH

Original motif

2.0

pors

0.0

4
157

WEATTTTTAwWw
Original Motif
Reverse Complement
Backward

1

6

0.00556446

Consensus sequence: DTATTTTTAWW

Zi0 I I
= - N - = =
5 10

Webiioga 34

Reverse complement motif

2.0

[alnl

_TAMAMAT

Consensus sequence: WWTAAAAATAD

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

2

68

Motif 68

Reverse Complement
Reverse Complement
Backward

5

6
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Similarity score: 0.0128826
Alignment:

TTWWWITWTTTWTTW

———-DTATTT----

Reverse complement motif = Consensus sequence:
TTWWWTWTTTWTTW

! TTTT% TTATTI

Webiloga 3.4

Original motif = Consensus sequence: WAAWAAAWAWWWAA

bits

Dataset #: 2

Motif ID: 52

Motif name: Motif 52
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: 0.0167304
Alignment:

AAATAAAW

AAATAH--

Original motif = Consensus sequence: AAATAAAW Reverse complement motif = Consensus sequence: WTTTATTT
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bits

[T PR o 2 [T PR
Dataset #: 3
Motif ID: 118
Motif name: SRF
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: 0.0210491
Alignment:
GCCCATATATGG
-—-——AAATAH--
Original motif = Consensus sequence: GCCCATATATGG Reverse complement motif = Consensus sequence: CCATATATGGGC

2.0

CaTATAXGS

CCQTAT TWeC

Wekiloga A4 Wekiloga A4

Dataset #: 1 Motif ID: 9

Motif name: Motif 9
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Original motif = Consensus sequence: GGTGGCWS Reverse complement motif = Consensus sequence: SWGCCACC

=.0 =.0
| CA
0.0 = 0.0 =

Wit oo S Wieda oo S

oits
hits

Best Matches for Motif ID 9 (Highest to Lowest)

Dataset #: 4

Motif ID: 144

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

Position number: 5

Number of overlap: 8

Similarity score: 0.0240374
Alignment:

ASTAGGYGGCMSCAGDD

-—-—-GGTGGCWS—-—---

R lement motif  C :
Original motif ~ Consensus sequence: HDCTGSYGCCMCCTAST everse complement motif— Lonsensus sequence

ASTAGGYGGCMSCAGDD
20 20
%QA l C cg 1Acx Met?lA XGVVWGCSENY
5 10 1 5 10 15

Webiiaga 3.4 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:

4

146
myrGYGCCmCCTast

Original Motif
Reverse Complement
Forward

5

8
0.0280157

Consensus sequence: ASTAGGYGGCGCT

Reverse complement motif

Page 118 of 776

Alignment:
ASTAGGYGGCGCTBB
-——-GGTGGCWS—--
Original motif =~ Consensus sequence: VBAGCGCCMCCTAST
20 20
+alelllclr.., e AUTUNRLT
2 10 Witeot ik 2 10 Witea ia
Dataset #: 4
Motif ID: 164
Motif name: asyAGrkGGCRGCAga
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Backward
5
8

Direction:
Position number:

Number of overlap:



Similarity score:

Alignment:
ASYAGRKGGCAGCABH
-———-GGTGGCWS——-—--

0.0360935

Original motif = Consensus sequence: ASYAGRKGGCAGCABH

2.0

E:f??ASAT mAQCAﬁ'

Wabiogad 4

Reverse complement motif
HBTGCTGCCYMCTKST

2.0

' TeeT

0.0 T ——

Consensus sequence:

5

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
ASCAGRGGGCRSB
-——-GGTGGCWS-

4
147
asCAGrkGGCrsy
Original Motif
Original Motif
Backward

2

8

0.0392839

Original motif = Consensus sequence: ASCAGRGGGCRSB

Reverse complement motif

Consensus sequence: BSKGCCCMCTGST
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2.0

~asVIYAT=VNC=
Dataset #: 3
Motif ID: 74
Motif name: CTCF
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: 0.0429881
Alignment:
YDRCCASYAGRKGGCRSYV
————————— GGTGGCWS—--

Reverse complement motif =~ Consensus sequence:
BMSMGCCYMCTKSTGGMHM

20 20

. E___.e.c A_C% VAT _TQAEE:: . 'Lﬁc;gxg gg __eGl e o

= Wi - — =

5 10 15

Original motif = Consensus sequence: YDRCCASYAGRKGGCRSYV

I

O

WebLagn 34 Logadd

Dataset #: 1 Motif ID: 10 Motif name: Motif 10
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Original motif = Consensus sequence: CTGGCCTC Reverse complement motif  Consensus sequence: GAGGCCAG

CT6LCTC - GAGCSCAC

Wit oo S Wieda oo S

oits
u]
oits
:

Best Matches for Motif ID 10 (Highest to Lowest)

Dataset #: 2
Motif ID: 49

Motif name: Motif 49

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 1

Number of overlap: 8

Similarity score: 0

Alignment:

GAGGCCAG

GAGGCCAG

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

ﬂ CCI VA CCA

Wkl aga @A LR TS SR

Page 121 of 776



Dataset #: 1

Motif ID: 33

Motif name: Motif 33

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: 0.0326888

Alignment:

CTGGCTWC

CTGGCCTC

Original motif = Consensus sequence: CTGGCTWC Reverse complement motif = Consensus sequence: GWAGCCAG
2.0 2.0

o T o

o.o v S o.o o

Dataset #: 4

Motif ID: 143

Motif name: AgmAGAGGGCrscAGak

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Forward

Position number: 5

Number of overlap: 8
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Similarity score: 0.047812

Alignment:
AGMAGAGGGCASCAGAK
--—--GAGGCCAG-----
. . ) Reverse complement motif = Consensus sequence:
Original motif =~ Consensus sequence: AGMAGAGGGCASCAGAK RTCTGSTGCCCTCTYCT
20 20
JAga AT . GQAAT i} é;GL:—:—I ch xrcl
5 10 15 ek 5 10 15 e
Dataset #: 4
Motif ID: 163
Motif name: gwGGCCAGmMAGAGGGCrby
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: 0.0506629
Alignment:
VHGGCCAGMAGAGGGCRBY
GAGGCCAG-—-——==————-
. . ] Reverse complement motif  Consensus sequence:
Original motif = Consensus sequence: VHGGCCAGMAGAGGGCRBY KBKGCCCTCTYCTGGCCHY
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20

20
e=mxaVYILIcS AT AA'?% " =m-Cr,_= . Al | =G A VI X
2 1o 3 WabiLagad 2 10 12 WabiLagad
Dataset #: 4
Motif ID: 133
Motif name: shAGrGGGCAgy
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 2
8
0.0509007

Number of overlap
Similarity score:

Alignment:
SHAGRGGGCABH

—-—-—-GAGGCCAG-

Original motif

0
) A
0 — 2
5

2.

bits

a.

Consensus sequence: SHAGRGGGCABH

Wekiloga A4

Reverse complement motif

Motif name: Motif 11

Consensus sequence: DBTGCCCKCTDS

Page 124 of 776

Dataset #: 1

Motif ID: 11



Original motif = Consensus sequence: CTBCCTCY

=20

oits
:

T

Wit oo S

0.0

Best Matches for Motif ID 11 (Highest to Lowest)

Dataset #: 2

Motif ID: 63

Motif name: Motif 63
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: 0.0297241
Alignment:

CWCCCTCT

CTBCCTCY

Original motif = Consensus sequence: AGAGGGWG

=0

bifs
:

A
T

Wkl aga @A

OO

Reverse complement motif

=20

oits
:

Consensus sequence: MGAGGBAG

OO

Reverse complement motif

bifs
:

Wieda oo S

Consensus sequence: CWCCCTCT

-GxCCCTCT

LR TS SR
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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:
CCDCCTCC
CTBCCTCY

Original motif

Consensus sequence: CCDCCTCC

1

17

Motif 17
Original Motif
Original Motif
Backward

1

8

0.0448422

Reverse complement motif

Consensus sequence: GGAGGDGG

2.0 2.0
. - . -
5 i 5 R
Dataset #: 4
Motif ID: 169
Motif name: yvTGCyGCCmCCwGgtG
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 6
Number of overlap: 8
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Similarity score: 0.0620322

Alignment:
BVTGCTGCCACCWGGDG
--—-CTBCCTCY-—----
. . ) Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: BVTGCTGCCACCWGGDG CDCCWGGTGGCAGCAVY
20 20
- IQCIA - CCQIQA - 0 CAQC%AG - - CAECA
5 10 15 S 5 10 15 S
Dataset #: 4
Motif ID: 164
Motif name: asyAGrkGGCRGCAga
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 5
Number of overlap: 8
Similarity score: 0.0623054
Alignment:
HBTGCTGCCYMCTKST
--—--CTBCCTCY----
. . ] Reverse complement motif  Consensus sequence:
Original motif = Consensus sequence: ASYAGRKGGCAGCABH HBTGCTGCCYMCTKST
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2.0

Tt:?A NATY

AcCA

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:
VBCCCCTCCHB
-CTBCCTCY--

Original motif

4
154
¢csCsCCTCCcc
Original Motif
Original Motif
Backward

3

8

0.067516

Consensus sequence: VBCCCCTCCHB

- (elCr

Weiloga 34

Reverse complement motif

bits

2.0

0g—

A

Consensus sequence: BDGGAGGGGBV

10
WekiLoga 34

Dataset #: 1

Motif ID: 12

Motif name: Motif 12
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Original motif = Consensus sequence: GATGGCTC

~GATGGCTe

Wit oo S

Best Matches for Motif ID 12 (Highest to Lowest)

Dataset #: 1

Motif ID: 9

Motif name: Motif 9

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

Position number: 1

Number of overlap: 8

Similarity score: 0.0446318

Alignment:

SWGCCACC

GAGCCATC

Original motif = Consensus sequence: GGTGGCWS

=0
| CIC
OO =

Wkl aga @A

bits

Reverse complement motif

hits

Reverse complement motif

bifs

=20

OO

=0

OO

Consensus sequence: GAGCCATC

- W
i

Wieda oo S

Consensus sequence: SWGCCACC

LR TS SR
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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:

DBTSCAGMGCCCTCTRST
—————— GAGCCATC----

Original motif

2.0

n
£1.0 ﬂ

0.0

4

149
asmAGRGGGCrCTGsmkc
Reverse Complement
Reverse Complement
Backward

5

8

0.053856

Consensus sequence: ASMAGAGGGCRCTGSABH

A=K NGy V VY ACTQCé

Reverse complement motif
DBTSCAGMGCCCTCTRST

2.0

Wetiloga 34

Consensus sequence:

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

146
myrGYGCCmCCTast
Original Motif
Reverse Complement
Forward

5
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Number of overlap: 8

Similarity score: 0.0558657
Alignment:
ASTAGGYGGCGCTBB

-—-——-GATGGCTC---

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

ALG CgACCL AT I
0ol =CG-T CTVAL T WL =LLAYI A VATC .

Dataset #: 4

Motif ID: 163

Motif name: gwGGCCAGMAGAGGGCrby

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position number: 11

Number of overlap: 8

Similarity score: 0.0592323

Alignment:

VHGGCCAGMAGAGGGCRBY

—————————— GATGGCTC-

. . Reverse complement motif = Consensus sequence:
: VH AGMAGA RBY
Original motif = Consensus sequence GGCCAGMAGAGGGC KBKGCCCTCTYCTGGCCHY
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20

“1eThcTee

=X o ¥ YLICS =5 oim=GC '@ | G ALV N =
2 19 WabiLoga 3.4 2 19 2 WabiLega 3
Dataset #: 4
Motif ID: 165
Motif name: wgGCCAshAGrGGGCrsy
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 2
Number of overlap: 8
Similarity score: 0.0607886

Alignment:
HDGCCACHAGRGGGCRBY
————————— GATGGCTC-

Original motif = Consensus sequence: HDGCCACHAGRGGGCRBY

2.0

bits

0.0 e

=29 . Acﬁ AT

A

=T

Webilogo 3.4

Reverse complement motif =~ Consensus sequence:
KBKGCCCKCTHGTGGCHH

2.0

hegl_T AI AC

il e
o

15
Webilogo 3.4

Dataset #: 1

Motif ID: 13

Motif name: Motif 13
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Original motif = Consensus sequence: CAGYDCC

= 0

=2
pail C

-

5
s ey cx 3

Best Matches for Motif ID 13 (Highest to Lowest)

Dataset #: 2

Motif ID: 47

Motif name: Motif 47

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

Position number: 1

Number of overlap: 7

Similarity score: 0

Alignment:

GGDKCTG

GGDKCTG

Original motif = Consensus sequence: CAGYDCC

=0

KT R
o C

L e L=

Reverse complement motif

Reverse complement motif

=0

=0

Consensus sequence: GGDKCTG

e ey cx E3

Consensus sequence: GGDKCTG

L e -

Page 133 of 776



Dataset #: 2

Motif ID: 53

Motif name: Motif 53

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 2

Number of overlap: 7

Similarity score: 0.0294104

Alignment:

GGGATCTG

-GGDKCTG

Original motif = Consensus sequence: CAGATCCC Reverse complement motif  Consensus sequence: GGGATCTG
2.0 2.0

Dataset #: 3

Motif ID: 113

Motif name: REST

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward

Position number: 13

Number of overlap: 7
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Similarity score: 0.0500473

Alignment:

TTCAGCACCATGGACAGCKCC
~-CAGYDCC--—-——-—=——-

Original motif = Consensus sequence: TTCAGCACCATGGACAGCKCC

Hu _T A CAI AC ve.cC

wm_ng o34

Reverse complement motif
GGYGCTGTCCATGGTGCTGAA

2.0

Consensus sequence:

4,

——=

- = e e —

20
Wetiloga 34

Dataset #: 1
Motif ID: 22
Motif name: Motif 22

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward
Position number: 2

Number of overlap: 7
Similarity score: 0.0533516
Alignment:

GGKATCTG

-GGDKCTG

Original motif = Consensus sequence: CAGATYCC

Reverse complement motif

Consensus sequence: GGKATCTG
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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:
DBTSCAGMGCCCTCTRST
-—-—-CAGYDCC-=—=——-

4
149
asmAGRGGGCrCTGsmkc
Original Motif

Reverse Complement
Backward

8

7

0.0558573

Original motif = Consensus sequence: ASMAGAGGGCRCTGSABH

2.0

4 CT N
0. 1.;A . -__—é?ﬂ

= <=4 § el WO

5

Webilogo 3.4

Reverse complement motif =~ Consensus sequence:
DBTSCAGMGCCCTCTRST

2.0

.0

|

Acg_ ¢ QI 1 T<SL

Webilogo 3.4

Dataset #: 1 Motif ID: 14 Motif name: Motif 14
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Original motif = Consensus sequence: TSTGTR Reverse complement motif = Consensus sequence: MACASA

~AT<TGT v ¥

15
i

Best Matches for Motif ID 14 (Highest to Lowest)
Dataset #: 2
Motif ID: 57
Motif name: Motif 57
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 2
Number of overlap: 6
Similarity score: 0.0165773
Alignment:
KTGTGTGT
-TSTGTR-
Original motif = Consensus sequence: ACACACAY Reverse complement motif = Consensus sequence: KTGTGTGT
=0 =0
oo oo
5 5

Wkl aga @A LR TS SR
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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:
CACACACA
MACASA--

1

3

Motif 3

Reverse Complement
Original Motif
Backward

3

6

0.0165773

Original motif = Consensus sequence: CACACACA

=0

for.
=10

C

ok

Wk oo Ed

Reverse complement motif

bifs

=0

[u)

sl

Consensus sequence: TGTGTGTG

Wk oo T

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

4
136

dwCAGAAGwh
Original Motif
Reverse Complement
Backward

1

6
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Similarity score: 0.0401476

Alignment:

HDCTTCTGHD

-—-—-TSTGTR

Original motif = Consensus sequence: DHCAGAAGDH Reverse complement motif = Consensus sequence: HDCTTCTGHD
2.0 2.0

0.0

Wbl ogo 34

Wbl ogo 3 S

Dataset #: 3
Motif ID: 114

Motif name: RUNX1

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: 0.0445836

Alignment:

BBYTGTGGTTT

-TSTGTR-—-—--

Original motif = Consensus sequence: BBYTGTGGTTT Reverse complement motif = Consensus sequence: AAACCACAKVB
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Webilaga 34

tn4

Watiiaga 34

Dataset #: 1

Motif ID: 24

Motif name: Motif 24

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward

Position number: 1

Number of overlap: 6

Similarity score: 0.0456841

Alignment:

TGTGGGTG

--TSTGTR

Original motif = Consensus sequence: TGTGGGTG Reverse complement motif = Consensus sequence: CACCCACA
OO - :'__‘ OO =

Dataset #: 1 Motif ID: 15 Motif nhame: Motif 15
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Original motif = Consensus sequence: GCTCTTAA

EWCTCIIAA

Wit oo S

Best Matches for Motif ID 15 (Highest to Lowest)

Dataset #: 4

Motif ID: 159

Motif name: kkAAGAGCAsy
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: 0.0216416
Alignment:

DBAAGAGCAVH

TTAAGAGC—---

Original motif = Consensus sequence: DBAAGAGCAVH

2.0

a0 — : o —_—

Wetiiaga 34

Reverse complement motif

=20

oits
2

Reverse complement motif

bits

0.0

2.0

0.0

Consensus sequence: TTAAGAGC

Wieda oo S

Consensus sequence: HVTGCTCTTBH
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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:
GCTCACAA
GCTCTTAA

2

55

Motif 55
Original Motif
Original Motif
Forward

1

8

0.0390835

Original motif = Consensus sequence: GCTCACAA

=.0
for.
=10
o.0 -
5

Wk oo Ed

Reverse complement motif

Consensus sequence: TTGTGAGC

=0
=2
= 1.0
a0

5

Wk oo T

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

4
148

wwTwAAAAWW
Original Motif
Reverse Complement
Backward

3

8
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Similarity score: 0.0584188

Alignment:

HHTTTTWADD

GCTCTTAA--

Original motif = Consensus sequence: DDTWAAAAHH Reverse complement motif = Consensus sequence: HHTTTTWADD
2.0 2.0

% 1.0 % 1.0

P = I OO

Dataset #: 3

Motif ID: 120

Motif name: T

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: 0.0666592

Alignment:

CTAGGTGTGAA

—-——-GCTCTTAA

Original motif = Consensus sequence: CTAGGTGTGAA Reverse complement motif  Consensus sequence: TTCACACCTAG
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Webilaga 34

Dataset #: 3

Motif ID: 118

Motif name: SRF

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: 0.0676161

Alignment:

CCATATATGGGC

-—-—--TTAAGAGC

Original motif = Consensus sequence: GCCCATATATGG Reverse complement motif = Consensus sequence: CCATATATGGGC
0 :Ig 2l ‘ l -IA’_@. W =

Dataset #: 1 Motif ID: 16 Motif name: Motif 16
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Consensus sequence: GGAAGRR

Original motif
[ =l u' A
Best Matches for Motif ID 16 (Highest to Lowest)
Dataset #: 3
Motif ID: 84
Motif name: GABPA
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Backward
3
7

Position number:
Number of overlap:
Similarity score:

0.0238137

Alignment:
VVCACTTCCGG

--MMCTTCC--
Consensus sequence: CCGGAAGTGVV

Original motif

2.0
=
| C
a.0 - B e e .
5 10
Wabiaga 34

Consensus sequence: MMCTTCC

Reverse complement motif

=0
£
TCC
[n N u
L=
e ey cx E3

2.0

£
=

1

L)

Consensus sequence: VVCACTTCCGG

Reverse complement motif
= e

0.0

Page 145 of 776




Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
GGAGGDGG
GGAAGRR-

Original motif

Consensus sequence: CCDCCTCC

1

17

Motif 17

Original Motif
Reverse Complement
Forward

1

7

0.0632856

Reverse complement motif

Consensus sequence: GGAGGDGG

=0 =0
- -
o 5 R -] = e o 5 R -] A
Dataset #: 4
Motif ID: 136
Motif name: dwCAGAAGwh

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

Reverse Complement
Reverse Complement
Forward

1

7
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Similarity score: 0.0705782

Alignment:

HDCTTCTGHD

MMCTTCC—--

Original motif = Consensus sequence: DHCAGAAGDH Reverse complement motif = Consensus sequence: HDCTTCTGHD
2.0 2.0

0.0

Wbl ogo 34

Wbl ogo 3 S

Dataset #: 3
Motif ID: 112

Motif name: RELA

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Backward

Position number: 1

Number of overlap: 7

Similarity score: 0.0712379

Alignment:

GGGRATTTCC

-——-MMCTTCC

Original motif = Consensus sequence: GGGRATTTCC Reverse complement motif = Consensus sequence: GGAAATKCCC
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bits
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a0 - "‘_? o 0.0
Dataset #: 4
Motif ID: 154
Motif name: ¢csCsCCTCCcc
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 3
Number of overlap: 7
Similarity score: 0.0768131

Alignment:
BDGGAGGGGBV
-—-GGAAGRR--

Original motif

Consensus sequence: VBCCCCTCCHB

- (elCr

Weiloga 34

Reverse complement motif

bits

2.0

0.0

A

Consensus sequence: BDGGAGGGGBV

10
WekiLoga 34

Dataset #: 1

Motif ID: 17

Motif name: Motif 17
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Original motif = Consensus sequence: CCDCCTCC Reverse complement motif = Consensus sequence: GGAGGDGG

=20 =20

oits
u]
oits
:

o x o T i

Wit oo S Wieda oo S

Best Matches for Motif ID 17 (Highest to Lowest)

Dataset #: 4

Motif ID: 154

Motif name: ¢csCsCCTCCcc

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 2

Number of overlap: 8

Similarity score: 0.0325807

Alignment:

BDGGAGGGGRV

--GGAGGDGG-

Original motif = Consensus sequence: VBCCCCTCCHB Reverse complement motif = Consensus sequence: BDGGAGGGGBYV
20 2.0
CCECT m 1 WvAUueT

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:
CTBCCTCY
CCDCCTCC

Original motif

Consensus sequence: CTBCCTCY

1

11

Motif 11
Original Motif
Original Motif
Backward

1

8

0.0441606

Reverse complement motif

Consensus sequence: MGAGGBAG

=0 =0
L ——
 e—
o 5 R -] = e o 5 R -] A
Dataset #: 4
Motif ID: 155
Motif name: csCSCCdCCCcs

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

Reverse Complement
Reverse Complement
Forward

4

8
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Similarity score: 0.0485525

Alignment:
VDGGGDGGGGBV
-—--GGAGGDGG-
Original motif = Consensus sequence: VBCCCCDCCCHV Reverse complement motif = Consensus sequence: VDGGGDGGGGBV
2.0 2.0
covbes CCCCICC —— oo l=—== =VIVICWYL___
V = 10 Weabiloga 3.4 V = 10 Wabilogo 34
Dataset #: 1
Motif ID: 27
Motif name: Motif 27
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: 0.0499486
Alignment:
CSGCCGCC
CCDCCTCC
Original motif = Consensus sequence: CSGCCGCC Reverse complement motif = Consensus sequence: GGCGGCSG
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Dataset #: 3

Motif ID: 116

Motif name: SP1

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: 0.0500496

Alignment:

CCCCKcCcccee

-—-CCDCCTCC

Original motif = Consensus sequence: CCCCKCCCCC Reverse complement motif  Consensus sequence: GGGGGYGGGG
Dataset #: 1 Motif ID: 18 Motif name: Motif 18
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Original motif = Consensus sequence: CATGYATG Reverse complement motif = Consensus sequence: CATKCATG

=20 =20

oits
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C

5

0.0

Wit oo S Wieda oo S

Best Matches for Motif ID 18 (Highest to Lowest)

Dataset #: 4
Motif ID: 152

Motif name: yrCATGCAyr

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 3

Number of overlap: 8

Similarity score: 0.058327

Alignment:

HVTGCATGKV

CATGYATG—-

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

2.0

bits

2.0
G l‘_LCC ‘
5

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:
CATGYACA
CATGYATG

1

31

Motif 31
Original Motif
Original Motif
Backward

1

8

0.0666244

Original motif = Consensus sequence: CATGYACA

=0

for.
=10

ok

C

Wk oo Ed

Reverse complement motif

=0

Consensus sequence: TGTKCATG

Wk oo T

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

3

125

TP53

Reverse Complement
Reverse Complement
Forward

8

8
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Similarity score: 0.068413

Alignment:
ACATGCCCGGKCATGTCCSR

Original motif = Consensus sequence: MSGGACATGYCCGGGCATGT

20

Reverse complement motif
ACATGCCCGGKCATGTCCSR

Consensus sequence:

Dataset #: 3

Motif ID: 118

Motif name: SRF

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: 0.0745698
Alignment:

CCATATATGGGC

-CATGYATG——--

Original motif = Consensus sequence: GCCCATATATGG

Reverse complement motif

Consensus sequence: CCATATATGGGC
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Wetiloga 34

bits

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
BAHYTCCCAKMATGCMWYGC
—————————— CATKCATG--

3

131

znf143

Reverse Complement
Original Motif
Backward

3

8

0.105729

Original motif = Consensus sequence: BAHYTCCCAKMATGCMWYGC

20

2. z]¢ A{eeTlmgx

26"

20
Weblaga 3.4

Reverse complement motif =~ Consensus sequence:
GCMWRGCATYRTGGGAMHTB

20

bits

1.

B oS & QAIzé | 4Aé?rﬁ

15 20
Weblagn a4

0.

Dataset #: 1 Motif ID: 19

Motif name: Motif 19
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Original motif = Consensus sequence: CAGSCAG

= 0

s ey cx 3

Best Matches for Motif ID 19 (Highest to Lowest)

Dataset #: 1

Motif ID: 33

Motif name: Motif 33
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 1

Number of overlap: 7

Similarity score: 0.0196488
Alignment:

GWAGCCAG

-CAGSCAG

Original motif = Consensus sequence: CTGGCTWC

=0

bifs
:

T

Wkl aga @A

OO

Reverse complement motif

Dis

Consensus sequence: CTGSCTG

Reverse complement motif

=0

bifs
:

A

OO

=.0
1.4

L ——
0.0 -

L=
e ey cx E3

Consensus sequence: GWAGCCAG

LR TS SR
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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:
CTTCCTG
CTGSCTG

1

28

Motif 28

Reverse Complement
Original Motif
Forward

1

7

0.0338273

Original motif = Consensus sequence: CTTCCTG

~CTTCC-

B s R B

Reverse complement motif

=.0
o
= 1.0
— T ————

Consensus sequence: CAGGAAG

B s L R B

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

1

11

Motif 11

Original Motif
Reverse Complement
Backward

2

7
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Similarity score:

Alignment:
MGAGGBAG
CAGSCAG-

Original motif = Consensus sequence: CTBCCTCY

0.0430055

Reverse complement motif

=0

Consensus sequence: MGAGGBAG

2.0
T -
oo o oo - e
Dataset #: 1
Motif ID: 10
Motif name: Motif 10
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 1
Number of overlap: 7
Similarity score: 0.0473229

Alignment:
GAGGCCAG
CAGSCAG-

Original motif = Consensus sequence: CTGGCCTC

Reverse complement motif

Consensus sequence: GAGGCCAG
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Dataset #: 1

Motif ID: 25

Motif name: Motif 25

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Forward

Position number: 1

Number of overlap: 7

Similarity score: 0.0479304

Alignment:

CTGRGTTC

CTGSCTG-

Original motif = Consensus sequence: CTGRGTTC Reverse complement motif  Consensus sequence: GAACKCAG
ﬂ.,%ﬂ 5 | | C _ ™

Dataset #: 1 Motif ID: 20 Motif name: Motif 20
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Original motif = Consensus sequence: CACGTR Reverse complement motif = Consensus sequence: MACGTG
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Best Matches for Motif ID 20 (Highest to Lowest)

Dataset #: 3
Motif ID: 71

Motif name: Arnt

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 1

Number of overlap: 6

Similarity score: 0

Alignment:

CACGTG

CACGTR

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

=_r

ﬂ.:.%gAc |5 — p_SSes =

s L cmey e TH s L cmey e TH

i
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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:
ACCACGTGSTM
--CACGTR---

Original motif

3

95

MYCMAX

Original Motif
Reverse Complement
Forward

3

6

0.0102183

Consensus sequence: RASCACGTGGT

Reverse complement motif

Lalnl

aC

Consensus sequence: ACCACGTGSTM

-
____l’,i?
10

— ————
5

wWebiiaga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

91

MAX

Original Motif
Reverse Complement
Forward

2

6
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Similarity score: 0.011152

Alignment:
BCACGTGDTD
-CACGTR-—--

Original motif = Consensus sequence: DAHCACGTGD

2.0

Reverse complement motif

2.0

Consensus sequence: BCACGTGDTD

P . e e — __._—-..__C i
7 = mu_cgl?z =< 7 2 mu-u;l?] =
Dataset #: 3
Motif ID: 126
Motif name: USF1

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

Direction: Forward
Position number: 2

Number of overlap: 6
Similarity score: 0.0131944
Alignment:

MCACGTG

-CACGTR

Original motif = Consensus sequence: CACGTGR

Original Motif
Reverse Complement

Reverse complement motif

Consensus sequence: MCACGTG
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Dataset #: 3

Motif ID: 94

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: 0.0253396

Alignment:

DCCACGTGCV

--CACGTR--

Original motif = Consensus sequence: VGCACGTGGH Reverse complement motif = Consensus sequence: DCCACGTGCV
o E“EC gAI- I"%—— P ——— <l ‘{A_ _— J ———_:;_

Dataset #: 1 Motif ID: 21 Motif name: Motif 21
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Original motif = Consensus sequence: CCACYAGG Reverse complement motif = Consensus sequence: CCTKGTGG

=20 =20
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Best Matches for Motif ID 21 (Highest to Lowest)

Dataset #: 2

Motif ID: 48

Motif name: Motif 48

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: 0.00903109

Alignment:

CCACYAGR

CCACYAGG

Original motif = Consensus sequence: CCACYAGR Reverse complement motif = Consensus sequence: MCTKGTGG
2.0 2.0

bifs
a
bifs

(sl s’ (sl s’
5 5
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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:
CYTCTKGTGGHH
-—CCTKGTGG--

4
145

grCCACyAGAKG
Reverse Complement
Reverse Complement
Forward

3

8

0.028408

Original motif = Consensus sequence: DDCCACYAGAKG

2.0

(CAGeAUA.<

0.0
5

WatiLoga 3.4

Reverse complement motif

Consensus sequence: CYTCTKGTGGHH

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

4
158
grCCACwAGrk
Original Motif
Original Motif
Backward

2

8
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Similarity score:

Alignment:
DDCCACWAGRK
—-—CCACYAGG-

0.0314791

Original motif = Consensus sequence: DDCCACWAGRK

2.0

Webiioga 34

Reverse complement motif

Consensus sequence: YMCTWGTGGHH

10
wWebiiaga 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:
DDCCACYAGAKG
-—-CCACYAGG--

4
138
grCCACyAGAkKG
Original Motif
Original Motif
Forward

3

8

0.0373754

Original motif = Consensus sequence: DDCCACYAGAKG

Reverse complement motif

Consensus sequence: CYTCTMGTGGHH
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Welaloga 34

Dataset #: 3
Motif ID: 74
Motif name: CTCF

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward
Position number: 9

Number of overlap: 8
Similarity score: 0.0387762
Alignment:

BMSMGCCYMCTKSTGGMHM

———————— CCTKGTGG---

Original motif = Consensus sequence: YDRCCASYAGRKGGCRSYV

20

MZ$C Ag%_ AT TQAEEﬂ

=

5 10 15

WebLagn 34

Reverse complement motif =~ Consensus sequence:
BMSMGCCYMCTKSTGGMHM

20

£10 G T
. -L‘_‘t;gz; gg LaCalzs_2
5 10 15

I

O

Lagads

Dataset #: 1 Motif ID: 22

Motif name: Motif 22
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Original motif = Consensus sequence: CAGATYCC

=20

oits
:

C

0.0

Wit oo S

Best Matches for Motif ID 22 (Highest to Lowest)

Dataset #: 2

Motif ID: 53

Motif name: Motif 53

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

Position number: 1

Number of overlap: 8

Similarity score: 0

Alignment:

GGGATCTG

GGKATCTG

Original motif = Consensus sequence: CAGATCCC

CAGALCCC

Wkl aga @A

Reverse complement motif

hits

=20

0.0

Reverse complement motif

bifs

=0

OO

A

H

Consensus sequence: GGKATCTG

Wieda oo S

Consensus sequence: GGGATCTG

LR TS SR
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2

Dataset #:
Motif ID: 69
Motif name: Motif 69
Matching format of first motif: Original Motif
Matching format of second motif Reverse Complement
Direction: Forward
Position number: 5
Number of overlap: 8
Similarity score: 0.060058
Alignment:
ACTCCAGMTCCAGG
--—--CAGATYCC--
Original motif = Consensus sequence: CCTGGARCTGGAGT Reverse complement motif = Consensus sequence: ACTCCAGMTCCAC
20 20
*1L0 | GaAg A ” CTCCA CIQCA
L—Lé AQ;%&EL_ ALLVYALTLCYAY
Dataset #: 4
Motif ID: 149
Motif name: asmAGRGGGCrCTGsmkc
Matching format of first motif: Original Motif
Matching format of second motif Reverse Complement
Backward
7
Page 170 of 776

Direction:
8

Position number:
Number of overlap:



Similarity score: 0.0603056

Alignment:

DBTSCAGMGCCCTCTRST
——--CAGATYCC------

Original motif = Consensus sequence: ASMAGAGGGCRCTGSABH

2.0

E.-gg_ AT“ _ACTsCé

0.0

Reverse complement motif = Consensus sequence:
DBTSCAGMGCCCTCTRST

2.0

Wetiloga 34

Dataset #: 2

Motif ID: 64

Motif name: Motif 64
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: 0.0721296
Alignment:

CATATRCA

CAGATYCC

Original motif = Consensus sequence: CATATRCA

Reverse complement motif = Consensus sequence: TGMATATG
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Dataset #: 4
Motif ID: 160
Motif name: brCAGGGCCrs

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

Direction: Forward
Position number: 2

Number of overlap: 8
Similarity score: 0.0730966
Alignment:

BBGGCCCTGBB

-GGKATCTG--

Original motif = Consensus sequence: BVCAGGGCCVB

240

bits

0.0

Weiloga 34

Reverse Complement
Reverse Complement

Reverse complement motif = Consensus sequence: BBGGCCCTGBB

bits

2.0

1.

la]

aelTh

WekiLoga 34

Dataset #: 1 Motif ID: 23

Motif name: Motif 23

Page 172 of 776



Original motif = Consensus sequence: GASAGAGA

Wit oo S

oits

Best Matches for Motif ID 23 (Highest to Lowest)

Dataset #: 3

Motif ID: 113

Motif name: REST
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 13

Number of overlap: 8

Similarity score: 0.0614501
Alignment:

TTCAGCACCATGGACAGCKCC

———————————— GASAGAGA-

Original motif = Consensus sequence: TTCAGCACCATGGACAGCKCC

o IIQA_,,(; CQE 'y AC v gxgg

Weblaga 34

Reverse complement motif = Consensus sequence: TCTCTSTC

TeICT<IC

Wieda oo S

oits
:

Reverse complement motif = Consensus sequence:
GGYGCTGTCCATGGTGCTGAA

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:
AAAAHAAA
GASAGAGA

1

2

Motif 2
Original Motif
Original Motif
Forward

1

8

0.0761109

Original motif = Consensus sequence: AAAAHAAA

=0

o
=T

ok

Wk oo Ed

Reverse complement motif = Consensus sequence: TTTDTTTT

~TIT T

Wk oo T

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

1

38

Motif 38
Original Motif
Original Motif
Forward

1

8
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Similarity score: 0.081673

Alignment:

GAGTTACA

GASAGAGA

Original motif = Consensus sequence: GAGTTACA Reverse complement motif = Consensus sequence: TGTAACTC
=20 =20

=2 40 % 1.0

e - = R =W aa e = R =W P B

Dataset #: 2

Motif ID: 51

Motif name: Motif 51

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: 0.081673

Alignment:

GAGTTACA

GASAGAGA

Original motif = Consensus sequence: GAGTTACA Reverse complement motif = Consensus sequence: TGTAACTC
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=0

£ 1.0
o0
Dataset #: 1
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: 1
Number of overlap: 8
Similarity score: 0.0826138
Alignment:
CACACACA
GASAGAGA
Original motif = Consensus sequence: CACACACA Reverse complement motif = Consensus sequence: TGTGTGTG
£ 1.0 C £ 1.0
OO = OO A = ==
Dataset #: 1 Motif ID: 24 Motif name: Motif 24
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Original motif = Consensus sequence: TGTGGGTG

=20

oits
:

0.0

Wit oo S

Best Matches for Motif ID 24 (Highest to Lowest)

Dataset #: 1

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: 1

Number of overlap: 8

Similarity score: 0.0589779
Alignment:

CACACACA

CACCCACA

Original motif = Consensus sequence: CACACACA

_ C

Wkl aga @A

bifs
:

C

OO

Reverse complement motif

hits

Reverse complement motif

bifs

=20

0.0

=0

OO

Consensus sequence: CACCCACA

Wieda oo S

Consensus sequence: TGTGTGTG

LR TS SR
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Dataset #: 4

Motif ID: 162

Motif name: ccAsCCCCAcc
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: 0.060611

Alignment:

HVASCCCCABH

-CACCCACA--

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

2.0

= C

wWebiiaga 3.4

Dataset #: 3

Motif ID: 114

Motif name: RUNX1

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

Position number: 4

Number of overlap: 8
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Similarity score:

Alignment:
AAACCACAKVB
CACCCACA---

Original motif

2.0

)
—

0.0649239

Consensus sequence: BBYTGTGGTTT

0.0

V) O

Webiioga 34

Reverse complement motif

pors
=

Consensus sequence: AAACCACAKVB

2.0

1

Lu]

ZQAéQCACAAﬁ

wWebiiaga 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:
TGTKCATG
TGTGGGTG

Original motif

1

31

Motif 31

Original Motif
Reverse Complement
Backward

1

8

0.0828996

Consensus sequence: CATGYACA

Reverse complement motif

Consensus sequence: TGTKCATG
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bifs
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OO
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ek ago @

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
TGTGGYCA
TGTGGGTG

Original motif

=20

bits
5

- o .

Consensus sequence: TGKCCACA

1

34

Motif 34

Original Motif
Reverse Complement
Forward

1

8

0.0843302

Reverse complement motif

=20

bits
5

0.0

Consensus sequence: TGTGGYCA

C

Wit oo S

Wieda oo S

Dataset #: 1

Motif ID: 25

Motif name: Motif 25
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Original motif = Consensus sequence: CTGRGTTC

CTCACTTC

Wit oo S

oits

Best Matches for Motif ID 25 (Highest to Lowest)

Dataset #: 1

Motif ID: 33

Motif name: Motif 33
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: 0.0224867
Alignment:

CTGGCTWC

CTGRGTTC

Original motif = Consensus sequence: CTGGCTWC

=0

bifs
:

T

Wkl aga @A

OO

Reverse complement motif

hits

Reverse complement motif

bifs

=20

=0

OO

A

Consensus sequence: GAACKCAG

—

5
Wieda oo S

Consensus sequence: GWAGCCAG

LR TS SR
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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:
CTGGCCTC
CTGRGTTC

1

10

Motif 10
Original Motif
Original Motif
Backward

1

8

0.034485

Original motif = Consensus sequence: CTGGCCTC

=.0
for.
=10
o6 PN
5

Wk oo Ed

Reverse complement motif

=0

[u)

sl

Consensus sequence: GAGGCCAG

cCAC

Wk oo T

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

2

49

Motif 49
Original Motif
Original Motif
Forward

1

8
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Similarity score: 0.052298

Alignment:
CTGGCCTC
CTGRGTTC
Original motif = Consensus sequence: CTGGCCTC Reverse complement motif  Consensus sequence: GAGGCCAG
=20 =20
= W ek Locga 3 = W ek Loca 3
Dataset #: 3
Motif ID: 107
Motif name: NR2F1
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: 0.0551569
Alignment:
TGAMCTTTGMMCYT
-GAACKCAG-----
Original motif = Consensus sequence: TGAMCTTTGMMCYT Reverse complement motif = Consensus sequence: AKGYYCAAAGRTC
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Welsloge 34

bits
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bits
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o GAAAUE T CA

Welloge 3.4

0.0

0.0

Dataset #: 1

Motif ID: 37

Motif name: Motif 37

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: 0.0560348

Alignment:

CTGAGCYA

CTGRGTTC

Original motif = Consensus sequence: CTGAGCYA Reverse complement motif = Consensus sequence: TKGCTCAG
ﬂﬂ%ﬂ A :'__‘ CtA OO =

Dataset #: 1 Motif ID: 26 Motif name: Motif 26
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Original motif = Consensus sequence: CAGAGGAY

=20

oits
:

C

Wit oo S

0.0

Best Matches for Motif ID 26 (Highest to Lowest)

Dataset #: 4

Motif ID: 136

Motif name: dwCAGAAGwh
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: 0.0359628
Alignment:

DHCAGAAGDH

--CAGAGGAY

Original motif = Consensus sequence: DHCAGAAGDH

Reverse complement motif  Consensus sequence: KTCCTCTG

oits
5

=

[ul

i

=ICCTCT

Wieda oo S

Reverse complement motif = Consensus sequence: HDCTTCTGHD

2.0

Wbt aga 3 4
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Dataset #: 4

Motif ID: 166
Motif name: CasCAGrGGGCrsy
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: 0.036576
Alignment:
CACCAGRGGGCRSB
-—--CAGAGGAY---
Original motif = Consensus sequence: CACCAGRGGGCRSB Reverse complement motif = Consensus sequence: BSKGCCCKCTGGT
20 20
E1.0 A A H510 T CCTQT
- GAQQA - U= o=l AC Hely
2 10 Wehiioga 3.4 2 10 Wehiioga 3.4
Dataset #: 4
Motif ID: 143
Motif name: AgmAGAGGGCrscAGak
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 8
Number of overlap: 8
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Similarity score:

Alignment:
AGMAGAGGGCASCAGAK
-—-CAGAGGAY-—————-—

0.0438271

Original motif = Consensus sequence: AGMAGAGGGCASCAGAK

2.0

Emc o A \ AggAéét

Watiloga 3.4

Reverse complement motif = Consensus sequence:
RTCTGSTGCCCTCTYCT

2.0

o élgléfl i Q.cr Icl

5 15
Watiloga 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:
CACCAGMGGGCGCTGBD
—-——-CAGAGGAY—-—-———-

4
168
yrcrGYGCCMyCTGGtG
Original Motif
Reverse Complement
Backward

7

8

0.0450811

Original motif = Consensus sequence: HVCAGCGCCCYCTGGTG

Reverse complement motif = Consensus sequence:
CACCAGMGGGCGCTGBD
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Websiags 3.4

Dataset #: 4
Motif ID: 149
Motif name: asmAGRGGGCrCTGsmkc
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 9
Number of overlap: 8
Similarity score: 0.0460269
Alignment:
DBTSCAGMGCCCTCTRST
———————— KTCCTCTG--
. . ) Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: ASMAGAGGGCRCTGSABH DBTSCAGMGCCCTCTRST
JAasXilvigYy .ACI&?éﬁu hfIEQAcT- Qc 15t
Dataset #: 1 Motif ID: 27 Motif name: Motif 27
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Original motif = Consensus sequence: CSGCCGCC Reverse complement motif = Consensus sequence: GGCGGCSG

=240 =240
= ( :C _ -
0.0 0.0 T c

Wit oo S Wieda oo S

oits
oits
:

Best Matches for Motif ID 27 (Highest to Lowest)

Dataset #: 4

Motif ID: 144

Motif name: ctCTrsyGCCmCCTast
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: 0.0594103

Alignment:

ASTAGGYGGCMSCAGDD

-—-—--GGCGGCSG———-—-

R lement motif  C :
Original motif ~ Consensus sequence: HDCTGSYGCCMCCTAST everse complement motif— Lonsensus sequence

ASTAGGYGGCMSCAGDD
2.0 2.0
fol=== ‘_‘“—‘? l v CT A1.5 =X 06 A=y 5A — Cg_--f?:_:__

Webiiaga 3.4 Webiiaga 34

Page 189 of 776



Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
CDCCWGGTGGCAGCAVV
————— GGCGGCSG———-

Original motif = Consensus sequence: BVTGCTGCCACCWGGDG

2.0

bits

0.0

4
169
yvTGCyGCCmCCwGgtG
Reverse Complement
Reverse Complement
Forward

6

8

0.0661709

Reverse complement motif
CDCCWGGTGGCAGCAVV

"¢ olagar

Consensus sequence:

1GacCA

Watiloga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

17

Motif 17
Original Motif
Original Motif
Forward

1
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Number of overlap:
Similarity score:

Alignment:
CCDCCTCC
CSGCCGCC

Original motif = Consensus sequence: CCDCCTCC

=20

oits
:

0.0

8
0.0678225

Reverse complement motif

=20

oits
:

Consensus sequence: GGAGGDGG

0.0

Wit oo S

Wieda oo 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:
ASTAGGYGGCGCTBB
-—-—-—-GGCGGCSG——--

Original motif = Consensus sequence: VBAGCGCCMCCTAST

4
146
myrGYGCCmCCTast
Reverse Complement
Reverse Complement
Backward

4

8

0.0682918

Reverse complement motif

Consensus sequence: ASTAGGYGGCGCT
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Webiloga 3.4 Webiloga 3.4

Dataset #: 4

Motif ID: 135

Motif name: ssCGGCCGss
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: 0.0688339

Alignment:

BSCGGCCGSV

GGCGGCSG--

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

2.0

20—

Dataset #: 1 Motif ID: 28 Motif name: Motif 28
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Original motif = Consensus sequence: CTTCCTG

~CTTCC-

s ey cx 3

s

Best Matches for Motif ID 28 (Highest to Lowest)

Dataset #: 3

Motif ID: 119

Motif name: Stat3
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 4

Number of overlap: 7

Similarity score: 0.0301014
Alignment:

TTCCAGGAAG

-—-—-CAGGAAG

Original motif = Consensus sequence: TTCCAGGAAG

-T1CC. GGAA

L e

ts

b

Reverse complement motif = Consensus sequence: CAGGAAG

=0

his
:

L

e ey cx E3

Reverse complement motif = Consensus sequence: CTTCCTGGAA

<[ TCC..GGaA

10
Wbt aga 3 4

bits
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Dataset #: 3

Motif ID: 84

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: 7

Similarity score: 0.0389741

Alignment:

CCGGAAGTGVV

CAGGAAG----

Original motif = Consensus sequence: CCGGAAGTGVV Reverse complement motif = Consensus sequence: VVCACTTCCGG
20 2.0

cCOlANG: 011000

s S Moo oSS T

Dataset #: 3

Motif ID: 80

Motif name: ELK4

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Forward

Position number: 2

Number of overlap: 7
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Similarity score: 0.044949
Alignment:

ACCGGAAGT

-CAGGAAG-

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

Wi Loga 3

2.0

Dataset #: 3
Motif ID: 79

Motif name: ELK1

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Backward

Position number: 1

Number of overlap: 7

Similarity score: 0.0709694

Alignment:

VDDCCGGAAR

-—-—-CAGGAAG

Original motif = Consensus sequence: VDDCCGGAAR Reverse complement motif = Consensus sequence: MTTCCGGHBV
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Dataset #: 1

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: 7

Similarity score: 0.0713134

Alignment:

CAGSCAG

CAGGAAG

Original motif = Consensus sequence: CAGSCAG Reverse complement motif = Consensus sequence: CTGSCTG
- —

OO 25y [ ] —— - sy
Dataset #: 1 Motif ID: 29 Motif name: Motif 29
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Original motif = Consensus sequence: CATTTCY

= 0

o
= 1.0

0.0

s ey cx 3

Best Matches for Motif ID 29 (Highest to Lowest)

Dataset #: 4

Motif ID: 139

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

Position number: 3

Number of overlap: 7

Similarity score: 0.0479916

Alignment:

HBGAAAAGBD

-MGAAATG--

Original motif = Consensus sequence: HBCTTTTCBD

© (TG

L e

bits
g

Reverse complement motif = Consensus sequence: MGAAATG

=0

his
:

o0

e ey cx E3

Reverse complement motif = Consensus sequence: HBGAAAAGBD

bits

2.0

O.0—=

Page 197 of 776



Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
TATAAATR
-MGAAATG

2

66

Motif 66

Reverse Complement
Original Motif
Backward

1

7

0.050303

Original motif = Consensus sequence: TATAAATR

=0

Reverse complement motif

bifs

=0

(a8

Consensus sequence: KATTTATA

Wk oo T

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

125

TP53

Original Motif
Reverse Complement
Forward

12

7
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Similarity score: 0.058821
Alignment:

ACATGCCCGGKCATGTCCSR
——————————— CATTTCY--

Original motif = Consensus sequence: MSGGACATGYCCGGGCATGT

20

Reverse complement motif
ACATGCCCGGKCATGTCCSR

Consensus sequence:

Dataset #: 3

Motif ID: 112

Motif name: RELA

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

Position number: 1

Number of overlap: 7

Similarity score: 0.0629654

Alignment:

GGAAATKCCC

MGAAATG———

Original motif = Consensus sequence: GGGRATTTCC

Reverse complement motif

Consensus sequence: GGAAATKCCC
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Dataset #: 3

Motif ID: 84

Motif name: GABPA

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 3

Number of overlap: 7

Similarity score: 0.0668119

Alignment:

VVCACTTCCGG

--CATTTCY--

Original motif = Consensus sequence: CCGGAAGTGVV Reverse complement motif = Consensus sequence: VVCACTTCCGG
0015 c - Aﬁs—AAlé% ool =D ‘LT

Dataset #: 1 Motif ID: 30 Motif name: Motif 30
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Original motif = Consensus sequence: CWGCAGC Reverse complement motif = Consensus sequence: GCTGCWG

Best Matches for Motif ID 30 (Highest to Lowest)
Dataset #: 3

Motif ID: 97

Motif name: Myf

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

Position number: 1

Number of overlap: 7

Similarity score: 0.0232337

Alignment:

MRGCARCWGSWG

————— GCTGCWG

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

2.0 2.0

CAéCAACI <1 VRVt | Vels

bits
=

o.

Wekiloga A4 Wekiloga A4
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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:
CCTGCTGK
GCTGCWG-

1

41

Motif 41

Reverse Complement
Original Motif
Backward

2

7

0.027698

Original motif = Consensus sequence: CCTGCTGK

2.0
i,
= 1.0
0.0
5

5 2

Wk oo Ed

Reverse complement motif

=2

=0

[u)

e C

sl

Consensus sequence: YCAGCAGG

Wk oo T

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

3

105

NHLH1

Original Motif
Reverse Complement
Forward

1

7
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Similarity score: 0.032311

Alignment:
VCGCAGCTGCGV
CWGCAGC-----
Original motif = Consensus sequence: VCGCAGCTGCGB Reverse complement motif = Consensus sequence: VCGCAGCTGCGV
2.0 2.0
- Qt-m:__cI - gT_-'_ o ""‘:QEGA?CT : .QT
= 10 Weabiloga 3.4 = 10 Wabilogo 34
Dataset #: 1
Motif ID: 27
Motif name: Motif 27
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 2
Number of overlap: 7
Similarity score: 0.037602
Alignment:
GGCGGCSG
-GCTGCWG
Original motif = Consensus sequence: CSGCCGCC Reverse complement motif = Consensus sequence: GGCGGCSG
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Dataset #: 4

Motif ID: 151

Motif name: agrCCAGmAGrg

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 5

Number of overlap: 7

Similarity score: 0.0377961

Alignment:

CKCTRCTGGCVH

-GCTGCWG—---

Original motif = Consensus sequence: HVGCCAGMAGRG Reverse complement motif = Consensus sequence: CKCTRCTGGCVH
anl=—== A ’ AA = ﬁ——"—- 0.0 Qlclﬁﬂ -1.0_-—: =

Dataset #: 1 Motif ID: 31 Motif name: Motif 31
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Original motif = Consensus sequence: CATGYACA

=20

£
= 1.0 C

o
5
Wit oo S

Best Matches for Motif ID 31 (Highest to Lowest)

Dataset #: 3

Motif ID: 125

Motif name: TP53

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

Position number: 8

Number of overlap: 8

Similarity score: 0.0607115

Alignment:

ACATGCCCGGKCATGTCCSR

——————— TGTKCATG----~-

Original motif = Consensus sequence: MSGGACATGYCCGGGCATGT

Reverse complement motif = Consensus sequence: TGTKCATG

=20

oits
:

0.0

Wieda oo S

Reverse complement motif = Consensus sequence:
ACATGCCCGGKCATGTCCSR

”=QAI?QQQA?A mlgg?%

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:
BRCATGCABD
—-—-CATGYACA

4
152
yrCATGCAyr
Original Motif
Original Motif
Backward

1

8

0.0609044

Original motif = Consensus sequence: BRCATGCABD

2.0
- I‘_‘Cc ‘
5

Wbl ogo 3 S

Reverse complement motif = Consensus sequence: HVTGCATGKV

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

1

18

Motif 18
Original Motif
Original Motif
Forward

1

8
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Similarity score: 0.0666244

Alignment:

CATGYATG

CATGYACA

Original motif = Consensus sequence: CATGYATG Reverse complement motif = Consensus sequence: CATKCATG
=20 =20

ﬂ =
== 40 C = 1.0

5 e 5 e =
Dataset #: 2

Motif ID: 64

Motif name: Motif 64

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: 0.0706964

Alignment:

CATATRCA

CATGYACA

Original motif = Consensus sequence: CATATRCA Reverse complement motif = Consensus sequence: TGMATATG
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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:
GGYGCTGTCCATGGTGCTGAA

Original motif

3

113

REST

Reverse Complement
Reverse Complement
Forward

6

8

0.0726387

Consensus sequence: TTCAGCACCATGGACAGCKCC

TIQAHQ Vaxl

{); (- ——

AC HQIQQ

Webiloga 34

Reverse complement motif
GGYGCTGTCCATGGTGCTGAA

2.0

%m—f :

L [ an
e A QE=-"A AT S QIUE-AL = =

5 10 15 20
Wetiloga 34

Consensus sequence:

Dataset #: 1

Motif ID: 32

Motif name: Motif 32
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Original motif = Consensus sequence: KAATAAA

= 0

s ey cx 3

Best Matches for Motif ID 32 (Highest to Lowest)

Dataset #: 2

Motif ID: 52

Motif name: Motif 52

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

Position number: 2

Number of overlap: 7

Similarity score: 0.017829

Alignment:

WTTTATTT

-TTTATTY

Original motif = Consensus sequence: AAATAAAW

=0

bifs
.

AN

Wkl aga @A

OO

Reverse complement motif

Dis

Reverse complement motif

bifs

=0

o0

=0

OO

Consensus sequence: TTTATTY

e ey cx E3

Consensus sequence: WTTTATTT

—

LR TS SR
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Dataset #: 1

Motif ID: 2
Motif name: Motif 2
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 1
Number of overlap: 7
Similarity score: 0.0445453
Alignment:
TTTDTTTT
TTTATTY-
Original motif = Consensus sequence: AAAAHAAA Reverse complement motif = Consensus sequence: TTTDTTTT
=20 =20
£ 1.0 £ 1.0
.

Wk oo Ed Wk oo T

Dataset #: 2

Motif ID: 68

Motif name: Motif 68

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

Position number: 8

Number of overlap: 7
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Similarity score: 0.0470498

Alignment:

TTWWWTWTTTWTTW
——————— TTTATTY

Original motif = Consensus sequence: WAAWAAAWAWWWAA

Reverse complement motif = Consensus sequence:

TTATTI

2.0
Webiloga 3.4

bits

TIT] A

&

5

Dataset #: 4
Motif ID: 150
Motif name: WaATWAAAATAww

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Backward
Position number: 1

Number of overlap: 7
Similarity score: 0.0674341
Alignment:

DHTATTTTWATHD

—————— TTTATTY

Original motif = Consensus sequence: DHATWAAAATAHD

Reverse complement motif = Consensus sequence: DHTATTTTWATHD
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TaAARATA

Webilogad 4

ol
=10

TA

o — . —

TTTTxAT

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:
HHTTTTWADD
-——-TTTATTY

Original motif

2.0

o
=10

I

e
0.0 -

4
148

wwTwAAAAwWwW
Reverse Complement
Reverse Complement
Backward

1

7

0.0811175

Consensus sequence: DDTWAAAAHH

WL g 3

Reverse complement motif

2.0

Consensus sequence: HHTTTTWADD

WL ogo 3 4

Dataset #: 1

Motif ID: 33

Motif name: Motif 33
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Original motif = Consensus sequence: CTGGCTWC Reverse complement motif = Consensus sequence: GWAGCCAG

=20 =20

T “MA

Wit oo S Wieda oo S

oits
u]
oits
:

Best Matches for Motif ID 33 (Highest to Lowest)

Dataset #: 2
Motif ID: 49

Motif name: Motif 49

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: 0.011666

Alignment:

CTGGCCTC

CTGGCTWC

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

ﬂ CCI VA CCA

Wkl aga @A LR TS SR
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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:
CTGGCCTC
CTGGCTWC

1

10

Motif 10
Original Motif
Original Motif
Backward

1

8

0.029479

Original motif = Consensus sequence: CTGGCCTC

=.0
for.
=10
o6 PN
5

Wk oo Ed

Reverse complement motif

=0

[u)

sl

Consensus sequence: GAGGCCAG

cCAC

Wk oo T

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

1

25

Motif 25
Original Motif
Original Motif
Backward

1

8
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Similarity score: 0.0400133

Alignment:

CTGRGTTC

CTGGCTWC

Original motif = Consensus sequence: CTGRGTTC Reverse complement motif  Consensus sequence: GAACKCAG
=20 =20

Dataset #: 4

Motif ID: 163

Motif name: gwGGCCAGmMAGAGGGCrby

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: 0.050611

Alignment:

KBKGCCCTCTYCTGGCCHV

——————————— CTGGCTWC

Reverse complement motif = Consensus sequence:

Original motif = Consensus sequence: VHGGCCAGMAGAGGGCRBY KBKGCCCTCTYCTGGCCHY
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Dataset #: 4
Motif ID: 133
Motif name: shAGrGGGCAgy
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 2
8
0.0636793

Number of overlap:
Similarity score:

Alignment:
DBTGCCCKCTDS

-CTGGCTWC---

Original motif

A

bits
=

a.0 —

Consensus sequence: SHAGRGGGCABH

Wekiloga A4

Reverse complement motif

Motif name: Motif 34

Consensus sequence: DBTGCCCKCTDS
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Dataset #: 1

Motif ID: 34



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

=20 =20
0.0 0.0 T
5

Wit oo S Wieda oo S

oits
hits
G

Best Matches for Motif ID 34 (Highest to Lowest)

Dataset #: 4

Motif ID: 171

Motif name: ySGTGGCCACsr

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: 0.0504663

Alignment:

VBGTGGCCACVB

---TGKCCACA-

Original motif = Consensus sequence: BVGTGGCCACBV Reverse complement motif = Consensus sequence: VBGTGGCCACVB
2.0 2.0

bits
bits

0.0

< (T6e0CAC - (TGeCAC

Wekiloga A4 Wekiloga A4
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Dataset #: 3

Motif ID: 114

Motif name: RUNX1

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: 0.0690177

Alignment:

BBYTGTGGTTT

---TGTGGYCA

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

2.0

0.0 —

2.0

IL. ﬁfQAéQCACAAﬁ

— Lu]

Webiioga 34 Webiiaga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

165
wgGCCAshAGrGGGCrsy
Reverse Complement
Reverse Complement
Forward

11

8
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Similarity score: 0.083395

Alignment:
KBKGCCCKCTHGTGGCHH
—————————— TGTGGYCA
. . Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: HDGCCACHAGRGGGCRBY KBKGCCCKCTHGTGGCHH
20 20
: bl
== Acﬁ T VN A":—*? ol==0C T VA AC . Q-Ea}
2 10 18 WetiLoga 3.4 2 10 18 Wetiloga 34
Dataset #: 1
Motif ID: 24
Motif name: Motif 24
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 1
Number of overlap: 8
Similarity score: 0.0843302
Alignment:
CACCCACA
TGKCCACA

Original motif = Consensus sequence: TGTGGGTG Reverse complement motif = Consensus sequence: CACCCACA
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Dataset #: 3
Motif ID: 74
Motif name: CTCF
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 12
Number of overlap: 8
Similarity score: 0.0872346
Alignment:
BMSMGCCYMCTKSTGGMHM

——————————— TGTGGYCA

Reverse complement motif =~ Consensus sequence:
BMSMGCCYMCTKSTGGMHM

20 20

nulec A_C% AT TQAQE:: . -L‘?t;?z,:c gg __eGl, T =2

Original motif = Consensus sequence: YDRCCASYAGRKGGCRSYV

I

= Wi - — =

5 10 15

O

WebLagn 34 Logadd

Dataset #: 1 Motif ID: 35 Motif name: Motif 35
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Original motif = Consensus sequence: ACAACCAY Reverse complement motif = Consensus sequence: KTGGTTGT

; ¢ =lGalTCT

Wit oo S Wieda oo S

oits
5

oits
(]

Best Matches for Motif ID 35 (Highest to Lowest)

Dataset #: 2

Motif ID: 57

Motif name: Motif 57

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: 0.0737654

Alignment:

ACACACAY

ACAACCAY

Original motif  Consensus sequence: ACACACAY Reverse complement motif = Consensus sequence: KTGTGTGT
2.0 2.0

s10 C =2 1.0

0o 5 0o 5

Wkl aga @A LR TS SR
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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:

TTCAGCACCATGGACAGCKCC
———ACAACCAY--—-—-—-—~—

Original motif

3

113

REST

Original Motif
Original Motif
Forward

4

8

0.0887654

Consensus sequence: TTCAGCACCATGGACAGCKCC

Hu _T A CAI AC ve.cC

wm_ng o34

Reverse complement motif

Consensus sequence:

GGYGCTGTCCATGGTGCTGAA

2.0

! s;-‘I VALY =V AAé

e — s

20
Wetiloga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

3

120

T

Reverse Complement
Original Motif
Backward

4
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Number of overlap: 8

Similarity score: 0.0890625

Alignment:

CTAGGTGTGAA

KTGGTTGT—---

Original motif = Consensus sequence: CTAGGTGTGAA Reverse complement motif = Consensus sequence: TTCACACCTAG
00— _—“A :'__. ‘ "'__'-':-_-: 0.0

Dataset #: 4

Motif ID: 162

Motif name: ccAsCCCCAcc

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward

Position number: 2

Number of overlap: 8

Similarity score: 0.0921848

Alignment:

HVASCCCCABH

—-—-ACAACCAY-

Original motif = Consensus sequence: HVASCCCCABH Reverse complement motif = Consensus sequence: DBTGGGGSTVD
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Dataset #: 4
Motif ID: 152
Motif name: yrCATGCAyr
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 2
Number of overlap: 8
Similarity score: 0.0932982
Alignment:
BRCATGCABD
—-ACAACCAY-

Original motif = Consensus sequence: BRCATGCABD

2.0
- I"_"Cc ‘
5

bits

WL g 3

Reverse complement motif

20—

Consensus sequence: HVTGCATGKV

Dataset #: 1 Motif ID: 36

Motif name: Motif 36
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Original motif = Consensus sequence: TCCTGGRA

- TCCTGGA

Wit oo S

bns

Best Matches for Motif ID 36 (Highest to Lowest)

Dataset #: 3

Motif ID: 119

Motif name: Stat3
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: 0.0190833
Alignment:

CTTCCTGGAA

--TCCTGGRA

Original motif = Consensus sequence: TTCCAGGAAG

2.0

bns

LT\ G

10
L e

Reverse complement motif = Consensus sequence: TMCCAGGA

hits

u]

T<CCACGA

Wieda oo S

Reverse complement motif = Consensus sequence: CTTCCTGGAA

bns

o] T0C.GCaA

[LTSTSSR r_Agled.
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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:
CKCTRCTGGCVH
—-—-TCCTGGRA-

4
151

agrCCAGmAGrg
Original Motif
Reverse Complement
Backward

2

8

0.0609014

Original motif = Consensus sequence: HVGCCAGMAGRG

2.0

A A

0.0 ='—“——‘"’A A o

WatiLoga 3.4

Reverse complement motif

2
©0
=L

(X

. QECI

Consensus sequence: CKCTRCTGGCVH

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

3

131

znf143

Reverse Complement
Original Motif
Backward

9

8
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Similarity score: 0.061907

Alignment:
BAHYTCCCAKMATGCMWYGC
-———-TMCCAGGA--—-—————

- : ) Reverse complement motif =~ Consensus sequence:
Original motif = Consensus sequence: BAHYTCCCAKMATGCMWYGC GCMWRGCATYRTGGGAMHTE

20 20

&
:E‘I.CI

a.z]¢ ATéé PVRLZCE GALT QAIlé GAa +s

5 10 15 20 15 20
Webslaga 3.4

Dataset #: 4
Motif ID: 163
Motif name: gwGGCCAGmMAGAGGGCrby
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 3
Number of overlap: 8
Similarity score: 0.0667495
Alignment:
KBKGCCCTCTYCTGGCCHV
————————— TCCTGGRA--
_ . Reverse complement motif  Consensus sequence:
Original motif ~ Consensus sequence: VHGGCCAGMAGAGGGCRBY KBKGCCCTCTDYCTGGCCHV a
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Dataset #: 3
Motif ID: 85
Motif name: Hand1Tcfe2a

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Backward
Position number: 2

Number of overlap: 8
Similarity score: 0.0719458
Alignment:

AWRCCAGAMB

-TMCCAGGA-

Original motif = Consensus sequence: BRTCTGGMWT

Reverse complement motif = Consensus sequence: AWRCCAGAMB

Dataset #: 1 Motif ID: 37

Motif name: Motif 37
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Original motif = Consensus sequence: CTGAGCYA

~CTUAGCSA

Wit oo S

oits

Best Matches for Motif ID 37 (Highest to Lowest)

Dataset #: 3

Motif ID: 100

Motif name: NFE2L2
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: 0.0542114
Alignment:

RTGACWHAGCA

-TKGCTCAG--

Original motif = Consensus sequence: RTGACWHAGCA

L Toke...a(Cs

Wetiiaga 34

Reverse complement motif = Consensus sequence: TKGCTCAG

=20

oits
:

0.0

Wieda oo S

Reverse complement motif = Consensus sequence: TGCTDWGTCAK

L QL,T_&A ‘ A S

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:
BBGGCCCTGEBB
-TKGCTCAG—--

4
160

brCAGGGCCrs
Reverse Complement
Reverse Complement
Backward

3

8

0.0573364

Original motif  Consensus sequence: BVCAGGGCCVB

2.0

bifs

e

0.0

Webiioga 34

Reverse complement motif = Consensus sequence: BBGGCCCTGBB

2.0

[alnl

et P[]

wWebiiaga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

4
142
ctCTTAACyw
Original Motif
Original Motif
Backward

1

8
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Similarity score: 0.0660909

Alignment:
HHCTTAACHD
--CTGAGCYA

Original motif = Consensus sequence: HHCTTAACHD

2.0

Wbl ogo 3 S

Reverse complement motif

bits

2.0

0.0

Consensus sequence: DDGTTAAGHD

Wbl ogo 34

Dataset #: 1

Motif ID: 25

Motif name: Motif 25
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: 0.0673416
Alignment:

CTGRGTTC

CTGAGCYA

Original motif = Consensus sequence: CTGRGTTC

Reverse complement motif

Consensus sequence: GAACKCAG

Page 231 of 776



=0 =0

bits
:
bifs
:

o.0 - o S
Dataset #: 3

Motif ID: 111

Motif name: PPARG
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 11

Number of overlap: 8

Similarity score: 0.0687591
Alignment:

STAGGTCACBGTGACCYABT

—————————— CTGAGCYA--

Reverse complement motif =~ Consensus sequence:
ABTMGGTCACBGTGACCTAS

ek Talkar andin Tk

Original motif = Consensus sequence: STAGGTCACBGTGACCYABT

Weblaga 3.4 Weblagn a4

Dataset #: 1 Motif ID: 38 Motif name: Motif 38
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Original motif = Consensus sequence: GAGTTACA

=20
) A HAQA
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5
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Best Matches for Motif ID 38 (Highest to Lowest)

Dataset #: 2

Motif ID: 51

Motif name: Motif 51
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

Alignment:

GAGTTACA

GAGTTACA

Original motif = Consensus sequence: GAGTTACA

=0

Wkl aga @A

Reverse complement motif

hits

Reverse complement motif

bifs

=20

0.0
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OO

Consensus sequence: TGTAACTC

Consensus sequence: TGTAACTC

C

Wieda oo S

LR TS SR
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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:
KATTTATA
GAGTTACA

2

66

Motif 66

Original Motif
Reverse Complement
Forward

1

8

0.0742432

Original motif = Consensus sequence: TATAAATR

=0

Reverse complement motif

bifs

=0

(a8

Consensus sequence: KATTTATA

Wk oo T

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

117

Spzl

Original Motif
Original Motif
Backward

3

8
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Similarity score: 0.0855279

Alignment:
AGGGTAWCAGC
-GAGTTACA--
Original motif  Consensus sequence: AGGGTAWCAGC Reverse complement motif = Consensus sequence: GCTGWTACCCT
2.0 2.0
0.0 gATI I — —:Q 0.0 —
& 5 10 &
Dataset #: 2
Motif ID: 69
Motif name: Motif 69
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: 0.0901267
Alignment:
CCTGGARCTGGAGT
--TGTAACTC—-—---
Original motif = Consensus sequence: CCTGGARCTGGAGT Reverse complement motif = Consensus sequence: ACTCCAGMTCCAC
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Dataset #: 3

Motif ID: 75

Motif name: Ddit3Cebpa

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: 0.0913372

Alignment:

GGRATTGCAKHB

-GAGTTACA---

Reverse complement motif = Consensus sequence: GGRATTGCAKHB

Original motif = Consensus sequence: VDRTGCAATMCC

i N QAAI?QQ L¢T TT CA

0.0

bns

bits

Wekiloga A4

Wekiloga A4

Dataset #: 1 Motif ID: 39 Motif name: Motif 39
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Original motif = Consensus sequence: BAGAAA Reverse complement motif = Consensus sequence: TTTCTB

LA ATTTCT.

.
" ks L cmoy e " ks L cmoy e

i
:
i
:

Best Matches for Motif ID 39 (Highest to Lowest)

Dataset #: 1

Motif ID: 23

Motif name: Motif 23
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: 0.0215381
Alignment:

GASAGAGA

-—-BAGAAA

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

%170: : E‘IGHCT C

Wkl aga @A LR TS SR
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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:
GSAGAGA
-BAGAAA

1

45

Motif 45
Original Motif
Original Motif
Forward

2

6

0.0344566

Original motif = Consensus sequence: GSAGAGA

Reverse complement motif

Consensus sequence: TCTCTSC

2.0 z.0
| C o C
a.o S oo M —
Dataset #: 4
Motif ID: 139
Motif name: mkCTyTTCsg
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 5
Number of overlap: 6
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Similarity score: 0.0384118

Alignment:
HBCTTTTCRBD
-——-TTTCTB

Original motif = Consensus sequence: HBCTTTTCBD

“ (ToTTC

Wbl ogo 3 S

Reverse complement motif

2.0

0.0

GAASAG

Wbl ogo 34

Dataset #: 1
Motif ID: 2
Motif name: Motif 2

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

Direction: Forward
Position number: 1

Number of overlap: 6
Similarity score: 0.0438306
Alignment:

TTTDTTTT

TTTCTB--

Original motif = Consensus sequence: AAAAHAAA

Reverse Complement
Reverse Complement

Reverse complement motif

Page 239 of 776
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bits

el ago @ ek ago @

Dataset #: 4

Motif ID: 136

Motif name: dwCAGAAGwh
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: 0.0496185
Alignment:

DHCAGAAGDH

--BAGAAA--—

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

WL g 3 WL ogo 3 4

Dataset #: 1 Motif ID: 40 Motif name: Motif 40
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Original motif = Consensus sequence: ARTCCCAG Reverse complement motif = Consensus sequence: CTGGGAMT

=20 =20

oits
n]
oits
:

C

0.1 OO :'__‘

Best Matches for Motif ID 40 (Highest to Lowest)

Dataset #: 4

Motif ID: 162

Motif name: ccAsCCCCAcc

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 3

Number of overlap: 8

Similarity score: 0.0511488

Alignment:

DBTGGGGSTVD

-CTGGGAMT -~

Original motif = Consensus sequence: HVASCCCCABH Reverse complement motif = Consensus sequence: DBTGGGGSTVD
2.0 2.0
a.0 _— Acm 0.0 _ = ——

5 10 5 10

Wetiiaga 34 Wekiiaga 34
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2

Dataset #:
Motif ID: 69
Motif name: Motif 69
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: 0.0574096
Alignment:
CCTGGARCTGGAGT
-CTGGGAMT-—----
Original motif = Consensus sequence: CCTGGARCTGGAGT Reverse complement motif = Consensus sequence: ACTCCAGMTCCAC
20 20
: A A ” CTCCA CIQCA
unLgIA—? AC‘IL;A__-__ﬁm = é-‘“‘r == T V- TT V-
Dataset #: 3
Motif ID: 131
Motif name: znf143
Matching format of first motif: Reverse Complement
Matching format of second motif Reverse Complement
Forward
11
8
Page 242 of 776

Direction:
Position number:

Number of overlap:



Similarity score: 0.0623563

Alignment:
GCMWRGCATYRTGGGAMHTR
—————————— CTGGGAMT--

Original motif = Consensus sequence: BAHYTCCCAKMATGCMWYGC

20

Reverse complement motif
GCMWRGCATYRTGGGAMHTB

20

1.0

bits

Consensus sequence:

u%ééglg Aréé T gxéeg MIQﬁQT QAIIé ééé?Iﬁ
F 0 15 5 10 15
Dataset #: 3
Motif ID: 125
Motif name: TP53
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 11
Number of overlap: 8
Similarity score: 0.0776137
Alignment:
MSGGACATGYCCGGGCATGT

—————————— CTGGGAMT--

Original motif = Consensus sequence: MSGGACATGYCCGGGCATGT

Reverse complement motif
ACATGCCCGGKCATGTCCSR

Consensus sequence:
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We_u:zgd Weblogad
Dataset #: 3
Motif ID: 114
Motif name: RUNX1
Matching format of first motif: Original Motif

Matching format of second motif:

Direction: Forward
Position number: 2
Number of overlap: 8
Similarity score: 0.080122
Alignment:

AAACCACAKVB

—-ARTCCCAG--

Original motif = Consensus sequence: BBYTGTGGTTT

240

bits

) _S= | _l T-c:r;:!:

0.0 —

5 10
Webioga 3.4

Reverse Complement

Reverse complement motif

=8
=

2.0

1.0

A

Hineessss i

Consensus sequence: AAACCACAKVB

5QGACAAT_

WekiLoga 34

Dataset #: 1 Motif ID: 41

Motif name: Motif 41
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Consensus sequence: YCAGCAGG

Reverse complement motif

Original motif = Consensus sequence: CCTGCTGK
Best Matches for Motif ID 41 (Highest to Lowest)
Dataset #: 4
Motif ID: 151
Motif name: agrCCAGmAGrg
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 4
8
0.028602
Consensus sequence: CKCTRCTGGCVH

Number of overlap:

Similarity score:
Alignment:
HVGCCAGMAGRG
-——YCAGCAGG-
Consensus sequence: HVGCCAGMAGRG Reverse complement motif
2.0
QECITQI -
5 10 T

Original motif

C A
A = =
Page 245 of 776
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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:
CACCAGMGGGCGCTGBD
-—-YCAGCAGG——————-

Original motif =~ Consensus sequence: HVCAGCGCCCYCTGGTG

2.0

4
168
yrcrGYGCCMyCTGGtG
Reverse Complement
Reverse Complement
Forward

3

8

0.0340048

Reverse complement motif = Consensus sequence:
CACCAGMGGGCGCTGBD

2.0

Lo gA?g . gg —?%;I 5 QACQS A-.— A ACI%

00 e T
5

Watiloga 3.4 Watiloga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

1

21

Motif 21

Original Motif
Reverse Complement
Forward

1
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Number of overlap: 8
Similarity score: 0.0342298

Alignment:
CCTKGTGG
CCTGCTGK

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

=20 =20

£a10 C £ 1.0
e 5 e 5
Dataset #: 4
Motif ID: 166
Motif name: CasCAGrGGGCrsy
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 5
Number of overlap: 8
Similarity score: 0.0366705
Alignment:
BSKGCCCKCTGGTG
-—-—-CCTGCTGK--
Original motif = Consensus sequence: CACCAGRGGGCRSB Reverse complement motif = Consensus sequence: BSKGCCCKCTGGT
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10
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Dataset #: 4
Motif ID: 163
Motif name: gwGGCCAGmMAGAGGGCrby
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 5
Number of overlap: 8
Similarity score: 0.0407982
Alignment:
VHGGCCAGMAGAGGGCRBY
-—-—--YCAGCAGG-—---——~

. . ) Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: VHGGCCAGMAGAGGGCRBY KBKGCCCTCTYCTGGCCHY

e XY Acé Cmmh LA C =5 " ==CV 2 QC ! ICI Agg:—u?-
Dataset #: 1 Motif ID: 42 Motif name: Motif 42
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Original motif = Consensus sequence: CGCGCSG Reverse complement motif = Consensus sequence: CSGCGCG

=0

%1-0 C c Cc | |

s ey cx 3 e ey cx E3

his
:

Best Matches for Motif ID 42 (Highest to Lowest)

Dataset #: 4
Motif ID: 161

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

Position number: 5

Number of overlap: 7

Similarity score: 0.0226692

Alignment:

VSCGCDGCGSB

-—-—-CSGCGCG

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

2.0 20—

9o
= 1.0 1 E 1.0
- - -
—_—— —_— - e —_———— —_— e —
0.0
5 10 5

10
Wetiiaga 34 Webilaga 3 4

bits
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Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
BSCGWGCGBV
-CSGCGCG--

Original motif

2.0

4
134

ssCGwGCGss
Reverse Complement
Original Motif
Forward

2

7

0.0315768

Consensus sequence: BSCGWGCGBV

10

Wbl ogo 3 S

Reverse complement motif

0.0

Consensus sequence: VBCGCWCGSB

n

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:

4
146
myrGYGCCmCCTast
Reverse Complement
Reverse Complement
Backward

3

7
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Similarity score: 0.0331622

Alignment:

ASTAGGYGGCGCTBB

—————— CSGCGCG--

Original motif = Consensus sequence: VBAGCGCCMCCTAST Reverse complement motif = Consensus sequence: ASTAGGYGGCGCT
2.0 2.0
ol =GET CﬁCQCIA«;:;; . eE’—f;A A AYC..

2 19 Wm_ugl?]tt 2 19 wm_ugl%za

Dataset #: 4

Motif ID: 168

Motif name: yrcrGYGCCMyCTGGtG

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 3

Number of overlap: 7

Similarity score: 0.0399606

Alignment:

CACCAGMGGGCGCTGRD

———————— CGCGCSG--

Reverse complement motif = Consensus sequence:

Original motif = Consensus sequence: HVCAGCGCCCYCTGGTG CACCAGMGGGCGCTGBD
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bits

00 e
Dataset #: 4
Motif ID: 170
Motif name: ssGGCrsTGCrs
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
4
7
0.0456255

Position number:
Number of overlap:
Similarity score:

Alignment:
VVGGCRSTGCVB

--CGCGCSG—--
Consensus sequence: VVGGCRSTGCVB

Original motif

2.0
A -— e
10

Wekiloga 34

-_—
5

bits
=

00—

Consensus sequence: BVGCASMGCCVV

Reverse complement motif

2

bits

Motif name: Motif 43

) C CC
1 CgcT v

0
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Original motif = Consensus sequence: ACATYTA

= 0

e
= 1.0 T

5
s ey cx 3

Best Matches for Motif ID 43 (Highest to Lowest)

Dataset #: 3

Motif ID: 120

Motif name: T

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

Number of overlap: 7

Similarity score: 0.0260628
Alignment:

TTCACACCTAG

—-——-ACATYTA-

Original motif = Consensus sequence: CTAGGTGTGAA

20

o

=10 |
0.0

Reverse complement motif

Reverse complement motif

=0

2.0

Consensus sequence: TAMATGT

e ey cx E3

Consensus sequence: TTCACACCTAG

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:
TACATGCA
TAMATGT-

2

58

Motif 58

Reverse Complement
Original Motif
Forward

1

7

0.0342454

Original motif = Consensus sequence: TACATGCA

MMQI

Wk oo Ed

Reverse complement motif

bifs

=0

[u)

sl

Consensus sequence: TGCATGTA

-~

5

Wk oo T

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

2

64

Motif 64

Reverse Complement
Reverse Complement
Backward

2

7
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Similarity score: 0.0444069
Alignment:

TGMATATG

TAMATGT-

Original motif = Consensus sequence: CATATRCA

Reverse complement motif

Consensus sequence: TGMATATG

=20 =20

e = R =W aa e = R =W P B
Dataset #: 4
Motif ID: 152
Motif name: yrCATGCAyr

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

Direction: Forward
Position number: 3

Number of overlap: 7
Similarity score: 0.0458993
Alignment:

HVTGCATGKV

-—-TAMATGT-

Original motif = Consensus sequence: BRCATGCABD

Reverse Complement
Reverse Complement

Reverse complement motif

Consensus sequence: HVTGCATGKYV
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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:
HVAMCATCTGKT
-——-ACATYTA--

3

121
TAL1TCF3
Original Motif
Original Motif
Forward

4

7

0.0525238

Original motif = Consensus sequence: HVAMCATCTGKT

2.0

. RAEEATQTWTL

Wekiloga A4

Reverse complement motif = Consensus sequence: ARCAGATGRTVD

Wekiloga A4

Dataset #: 1 Motif ID: 44

Motif name: Motif 44
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Original motif = Consensus sequence: GDAAACA

= 0

s ey cx 3

Best Matches for Motif ID 44 (Highest to Lowest)

Dataset #: 4

Motif ID: 141

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

Position number: 3

Number of overlap: 7

Similarity score: 0.0588603

Alignment:

HTGTTTTGTD

-TGTTTDC—--

Original motif = Consensus sequence: DACAAAACAH

2.0

£ ‘
o0 —— e

L e

Reverse complement motif

=0

oy
= 1.0

o0

Reverse complement motif

2.0

Consensus sequence: TGTTTDC

e ey cx E3

Consensus sequence: HTGTTTTGTD

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:
WAAWAAAWAWWWAA
--GDAAACA-————

Original motif = Consensus sequence: WAAWAAAWAWWWAA

2

68

Motif 68
Original Motif
Original Motif
Backward

6

7

0.0651624

Reverse complement motif = Consensus sequence:
TTWWWTWTTTWTTW

2.0

Tlale TTATTI

bits

a.0

Webiloga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

33

Motif 33

Reverse Complement
Original Motif
Backward

2
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Number of overlap: 7
Similarity score: 0.0667857
Alignment:

CTGGCTWC

TGTTTDC-

Original motif = Consensus sequence: CTGGCTWC

=20

Reverse complement motif

=20

Consensus sequence: GWAGCCAG

o T “TUIA
e 5 e 5
Dataset #: 1
Motif ID: 34
Motif name: Motif 34
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 2
Number of overlap: 7
Similarity score: 0.066941
Alignment:
TGKCCACA
—-GDAAACA

Original motif = Consensus sequence: TGKCCACA

Reverse complement motif

Consensus sequence: TGTGGYCA
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Dataset #: 2
Motif ID: 57
Motif name: Motif 57
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 1
Number of overlap: 7
Similarity score: 0.0694703
Alignment:
KTGTGTGT
-TGTTTDC
Original motif = Consensus sequence: ACACACAY Reverse complement motif = Consensus sequence: KTGTGTGT
0.1 o 0.1 =
Dataset #: 1 Motif ID: 45 Motif name: Motif 45
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Original motif = Consensus sequence: GSAGAGA

= 0

s ey cx 3

Best Matches for Motif ID 45 (Highest to Lowest)

Dataset #: 4

Motif ID: 140

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

Number of overlap: 7

Similarity score: 0.0315852
Alignment:

BCGYAGAGDV

--GSAGAGA-

Original motif = Consensus sequence: VDCTCTKCGB

2.0

bits
&

.0

Reverse complement motif = Consensus sequence: TCTCTSC

=0
=
= 1.0
[n N u
s

e ey cx E3

Reverse complement motif = Consensus sequence: BCGYAGAGDV

2.0

C QA AV

Wbt aga 3 4
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Dataset #: 1

Motif ID: 23

Motif name: Motif 23

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward

Position number: 1

Number of overlap: 7

Similarity score: 0.0364931

Alignment:

GASAGAGA

-GSAGAGA

Original motif = Consensus sequence: GASAGAGA Reverse complement motif = Consensus sequence: TCTCTSTC
2.0 2.0

= E%lc (:lc

x5 4 e cx TT 4 -

Dataset #: 4

Motif ID: 163

Motif name: gwGGCCAGmMAGAGGGCrby

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward

Position number: 6

Number of overlap: 7
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Similarity score: 0.0625376

Alignment:
VHGGCCAGMAGAGGGCRBY

Original motif = Consensus sequence: VHGGCCAGMAGAGGGCRBY

20

o T . A

Reverse complement motif = Consensus sequence:
KBKGCCCTCTYCTGGCCHV

Thl.clilee

m C
210 T
o nﬂ_uﬁc)_x N = e
5

WabiLogod 4

Dataset #: 4
Motif ID: 143
Motif name: AgmAGAGGGCrscAGak

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward
Position number: 10
Number of overlap: 7
Similarity score: 0.0633827
Alignment:

RTCTGSTGCCCTCTYCT

————————— TCTCTSC-

Original motif = Consensus sequence: AGMAGAGGGCASCAGAK

Reverse complement motif = Consensus sequence:
RTCTGSTGCCCTCTYCT
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Dataset #: 4
Motif ID: 139
Motif name: mkCTyTTCsg
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 2
Number of overlap: 7
Similarity score: 0.0693299

Alignment:
HBCTTTTCBD
-TCTCTSC--

Original motif

Consensus sequence: HBCTTTTCBD

2.0
= ==
=10 T =1

0.0 C e g

5 10

WL g 3

Reverse complement motif

2.0

Consensus sequence: HBGAAAAGBD

Dataset #: 2

Motif ID: 46

Motif name: Motif 46
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Original motif = Consensus sequence: AGRKGGCR Reverse complement motif = Consensus sequence: KGCCYKCT

ACagliCa 2l 00eall
o TL--. o 5
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Best Matches for Motif ID 46 (Highest to Lowest)

Dataset #: 1

Motif ID: 1

Motif name: Motif 1
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:

AGRKGGCR

AGRKGGCR

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

bifs
u]
bifs

-AGaglGla - a{00sz(CT

Wkl aga @A LR TS SR
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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:
ASCAGRGGGCRSB
—-——-AGRKGGCR--

Original motif

2.0

10

4
147
asCAGrkGGCrsy
Original Motif
Original Motif
Forward

4

8

0.00651548

Consensus sequence: ASCAGRGGGCRSB

Reverse complement motif

Consensus sequence: BSKGCCCMCTGST

0o ERES ATY -
V = L Weblogaod 4
Dataset #: 4
Motif ID: 165
Motif name: wgGCCAshAGrGGGCrsy

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

Position number:

Number of overlap:

Reverse Complement
Reverse Complement
Backward

9

8
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Similarity score: 0.0102443

Alignment:
KBKGCCCKCTHGTGGCHH
--KGCCYKCT-—-——————

Original motif = Consensus sequence: HDGCCACHAGRGGGCRBY

2.0

bits
5

==

e_sAcﬁ mAT ._A?E

Wetiloga 3.4

Reverse complement motif
KBKGCCCKCTHGTGGCHH

2.0

a
:E‘I.CI

Consensus sequence:

00—

_TWeIy el

Dataset #: 4

Motif ID: 166

Motif name: CasCAGrGGGCrsy
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: 0.0104954

Alignment:

BSKGCCCKCTGGTG

--KGCCYKCT----

Original motif = Consensus sequence: CACCAGRGGGCRSB

Reverse complement motif

Consensus sequence: BSKGCCCKCTGGT
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Dataset #: 4
Motif ID: 163
Motif name: gwGGCCAGmMAGAGGGCrby

Reverse Complement
Reverse Complement

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

Direction: Forward
Position number: 3
Number of overlap: 8
Similarity score: 0.0165822
Alignment:
KBKGCCCTCTYCTGGCCHV
--KGCCYKCT-—-=——————

. . ) Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: VHGGCCAGMAGAGGGCRBY KBKGCCCTCTYCTGGCCHY

L exaVYlics Cn A C =5 I ==C VY QC . ICI Agg,-.,?
Dataset #: 2 Motif ID: 47 Motif name: Motif 47
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Original motif = Consensus sequence: CAGYDCC

= 0

=2
S C

—

5
s ey cx 3

Best Matches for Motif ID 47 (Highest to Lowest)

Dataset #: 1

Motif ID: 13

Motif name: Motif 13

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

Position number: 1

Number of overlap: 7

Similarity score: 0

Alignment:

GGDKCTG

GGDKCTG

Original motif = Consensus sequence: CAGYDCC

=0

KT R
= C

L e L=

Reverse complement motif

Reverse complement motif

=0

=0

Consensus sequence: GGDKCTG

e ey cx E3

Consensus sequence: GGDKCTG

L e -
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
GGGATCTG
—GGDKCTG

Original motif

2

53

Motif 53

Reverse Complement
Reverse Complement
Forward

2

7

0.0288002

Consensus sequence: CAGATCCC

CACALCCC

Wk oo Ed

Reverse complement motif

=2
——

=0

1

[u)

sl

-0

a[Cl

Consensus sequence: GGGATCTG

Wk oo T

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

3

113

REST

Reverse Complement
Reverse Complement
Forward

13

7
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Similarity score: 0.0502666

Alignment:

GGYGCTGTCCATGGTGCTGAA
———————————— GGDKCTG--

Original motif = Consensus sequence: TTCAGCACCATGGACAGCKCC

Hu 10 A cAl AC -

WetiLoga 34

Reverse complement motif
GGYGCTGTCCATGGTGCTGAA

2.0

Consensus sequence:

4,

——=

- = e ]

20
Wetiloga 34

Dataset #: 1
Motif ID: 22
Motif name: Motif 22

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward
Position number: 2

Number of overlap: 7
Similarity score: 0.0531399
Alignment:

GGKATCTG

-GGDKCTG

Original motif = Consensus sequence: CAGATYCC

Reverse complement motif

Consensus sequence: GGKATCTG
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bits
bifs

GGATCT

el ago @ ek ago @

Dataset #: 4

Motif ID: 160

Motif name: brCAGGGCCrs

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward

Position number: 3

Number of overlap: 7

Similarity score: 0.0559697

Alignment:

BVCAGGGCCVB

--CAGYDCC--

Original motif = Consensus sequence: BVCAGGGCCVB Reverse complement motif = Consensus sequence: BBGGCCCTGBB
o 5 T 10 LR - CQC 10

Dataset #: 2 Motif ID: 48 Motif name: Motif 48
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Original motif = Consensus sequence: CCACYAGR Reverse complement motif  Consensus sequence: MCTKGTGG

=20 =20

0.0 0.0
5 5

Wit oo S

oits
hits

Wieda oo S

Best Matches for Motif ID 48 (Highest to Lowest)

Dataset #: 1

Motif ID: 21

Motif name: Motif 21

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: 0.00903109

Alignment:

CCACYAGG

CCACYAGR

Original motif = Consensus sequence: CCACYAGG Reverse complement motif = Consensus sequence: CCTKGTGG
2.0 2.0

bifs
a

bifs
:

C

OO OO
= =

Wkl aga @A

LR TS SR
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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:
DDCCACYAGAKG
—-—CCACYAGR--

4
145
grCCACyAGAKG
Original Motif
Original Motif
Forward

3

8

0.0155354

Original motif = Consensus sequence: DDCCACYAGAKG

2.0

(CAGeAUA.<

0.0
5

10
WatiLoga 3.4

Reverse complement motif

Consensus sequence: CYTCTKGTGGHH

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

4
158
grCCACwAGrk
Original Motif
Original Motif
Backward

2

8
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Similarity score:

Alignment:
DDCCACWAGRK
—-—CCACYAGR-

0.0192652

Original motif = Consensus sequence: DDCCACWAGRK

2.0

Webiioga 34

Reverse complement motif

Consensus sequence: YMCTWGTGGHH

10
wWebiiaga 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:
DDCCACYAGAKG
-—-CCACYAGR--

4
138
grCCACyAGAkKG
Original Motif
Original Motif
Forward

3

8

0.0244381

Original motif = Consensus sequence: DDCCACYAGAKG

Reverse complement motif

Consensus sequence: CYTCTMGTGGHH
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2.0

= OCACLAGA

0.0
10

Wetiloga 34

2.0

o e - ] e

Welaloga 34

Dataset #: 3

Motif ID: 74

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

Number of overlap: 8

Similarity score: 0.0284404
Alignment:

YDRCCASYAGRKGGCRSYV

-—-—-CCACYAGR-=——————-—

Original motif = Consensus sequence: YDRCCASYAGRKGGCRSYV

20

MZ$C Ag%_ AT TQAEEﬂ

.

5 10 15

WebLagn 34

Reverse complement motif =~ Consensus sequence:
BMSMGCCYMCTKSTGGMHM

20

%m G T
" -L‘_‘t;gz; gg LaCallisE_ 2
5 10 15

|

oAl

Lagads

Dataset #: 2 Motif ID: 49

Motif name: Motif 49
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Original motif = Consensus sequence: CTGGCCTC

~(1GGCCx

Wit oo S

Best Matches for Motif ID 49 (Highest to Lowest)

Dataset #: 1

Motif ID: 10

Motif name: Motif 10
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

Alignment:

CTGGCCTC

CTGGCCTC

Original motif = Consensus sequence: CTGGCCTC

CTC<CCTC

Wkl aga @A

bifs
:

Reverse complement motif = Consensus sequence: GAGGCCAG

=

oits

i

[al

B

aGGCCAG

Wieda oo S

Reverse complement motif = Consensus sequence: GAGGCCAG

=0

=
=

o

-0

-0

cCAC

LR TS SR
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Dataset #: 1

Motif ID: 33

Motif name: Motif 33

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: 0.0148758

Alignment:

CTGGCTWC

CTGGCCTC

Original motif = Consensus sequence: CTGGCTWC Reverse complement motif = Consensus sequence: GWAGCCAG
2.0 2.0

o T o

oo v S oo e

Dataset #: 4

Motif ID: 163

Motif name: gwGGCCAGmMAGAGGGCrby

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 12

Number of overlap: 8
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Similarity score: 0.0362649

Alignment:
KBKGCCCTCTYCTGGCCHV
——————————— CTGGCCTC

Original motif = Consensus sequence: VHGGCCAGMAGAGGGCRBY

20

Reverse complement motif
KBKGCCCTCTYCTGGCCHV

20

Consensus sequence:

W =

210 T C
G nﬂ_uﬁc)f LN
5

Thl.clilee

WabiLogod 4

Dataset #: 4

Motif ID: 171

Motif name: ySGTGGCCACsr
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: 0.0504205
Alignment:

VBGTGGCCACVB

--CTGGCCTC--

Original motif = Consensus sequence: BVGTGGCCACBV

Reverse complement motif

Consensus sequence: VBGTGGCCACVB
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2.0

2.0

bits
=

0.0

0.0

| (T6e00AC

Wetiloga 34

STGGCCAC

Welaloga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
SHAGRGGGCABH
-——GAGGCCAG-

Original motif

2.0
=
= 1.0 u
OO —— g
5

Consensus sequence: SHAGRGGGCABH

4
133

shAGrGGGCAgy
Reverse Complement
Original Motif
Backward

2

8

0.0509007

Wekiloga A4

Reverse complement motif

Consensus sequence: DBTGCCCKCTDS

Dataset #: 2

Motif ID: 50

Motif name: Motif 50
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Original motif = Consensus sequence: AGRAA Reverse complement motif = Consensus sequence: TTMCT

= _a3 = _a3

i
;
i
:

= , =
e : oo =

E=1 E=1
e e esln e e T =B

Best Matches for Motif ID 50 (Highest to Lowest)

Dataset #: 1

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: 5

Similarity score: 0

Alignment:

TTTMCT

-TTMCT

Original motif = Consensus sequence: AGRAAA Reverse complement motif = Consensus sequence: TTTMCT
=0 =0

i
:

L ]
- B =
[ = = - [ =N =

s L cmey e TH s L cmey e TH
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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:
BAGAAA
-AGRAA

1

39

Motif 39
Original Motif
Original Motif
Forward

2

5

0.0244128

Original motif = Consensus sequence: BAGAAA

Reverse complement motif

Consensus sequence: TTTCTB

=0 =0
£2 4.0 £2 4.0
-— -
Dataset #: 1
Motif ID: 28
Motif name: Motif 28
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 2
Number of overlap: 5
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Similarity score: 0.0419638

Alignment:

CAGGAAG

—-AGRAA-

Original motif = Consensus sequence: CTTCCTG Reverse complement motif = Consensus sequence: CAGGAAG
== TT C C =
- = W [= = - = ] = [= e S

Dataset #: 1

Motif ID: 29

Motif name: Motif 29

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Forward

Position number: 1

Number of overlap: 5

Similarity score: 0.0427966

Alignment:

CATTTCY

TTMCT--

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

Page 283 of 776



hits

W ey e B W oy e

Dataset #: 3

Motif ID: 119

Motif name: Stat3
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 2

Number of overlap: 5

Similarity score: 0.0502276
Alignment:

TTCCAGGAAG

----AGRAA-

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

ts
ts

b
b

o0 G0M:  ~oTTC0. e

WL g 3 WL ogo 3 4

Dataset #: 2 Motif ID: 51 Motif name: Motif 51
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Original motif = Consensus sequence: GAGTTACA

Wit oo S

Best Matches for Motif ID 51 (Highest to Lowest)

Dataset #: 1

Motif ID: 38

Motif name: Motif 38
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:

GAGTTACA

GAGTTACA

Original motif = Consensus sequence: GAGTTACA

=0
i A HAQA
OO -

=

Wkl aga @A

fs

b

Reverse complement motif

hits

Reverse complement motif

bifs

=20

0.0

=0

OO

Consensus sequence: TGTAACTC

C

Wieda oo S

Consensus sequence: TGTAACTC

LR TS SR
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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:
KATTTATA
GAGTTACA

2

66

Motif 66

Original Motif
Reverse Complement
Backward

1

8

0.0742432

Original motif = Consensus sequence: TATAAATR

=0

Reverse complement motif

bifs

=0

(a8

Consensus sequence: KATTTATA

Wk oo T

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

75

Ddit3Cebpa

Original Motif
Reverse Complement
Backward

4

8
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Similarity score: 0.0857192

Alignment:
GGRATTGCAKHB
-GAGTTACA---
Original motif = Consensus sequence: VDRTGCAATMCC Reverse complement motif = Consensus sequence: GGRATTGCAKHB
2.0 2.0
oade—— AT i QAAIECQ - é-ﬂ:::-:ATTT E,.., s
V = 10 Weabiloga 3.4 V = 10 Wabilogo 34
Dataset #: 3
Motif ID: 117
Motif name: Spzl
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: 0.0885417
Alignment:
AGGGTAWCAGC
-GAGTTACA--
Original motif = Consensus sequence: AGGGTAWCAGC Reverse complement motif = Consensus sequence: GCTGWTACCCT

Page 287 of 776



Dataset #: 3

Motif ID: 112

Motif name: RELA
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: 0.0911946
Alignment:

GGGRATTTCC

--GAGTTACA

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

bits
5
bits
5

= P
Dataset #: 2 Motif ID: 52 Motif name: Motif 52
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Original motif = Consensus sequence: AAATAAAW

=20

oits
5

A

Wit oo S

0.0

Best Matches for Motif ID 52 (Highest to Lowest)

Dataset #: 2
Motif ID: 68
Motif name: Motif 68

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: 0.0178205
Alignment:

TTWWWTWTTTWTTW

—————— WTTTATTT

Original motif = Consensus sequence: WAAWAAAWAWWWAA

Reverse complement motif

=20

oits
5

0.0

Reverse complement motif

TTWWWTWTTTWTTW

bits

2.0

0.0

TIT| A

5

=

Consensus sequence: WTTTATTT

-

Wieda oo S

Consensus sequence:

TTATTI

Weblogo 3.4
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Dataset #: 4

Motif ID: 150

Motif name: waATWAAAATAwWwW

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: 0.0502803

Alignment:

DHTATTTTWATHD

————— WTTTATTT

Original motif = Consensus sequence: DHATWAAAATAHD Reverse complement motif = Consensus sequence: DHTATTTTWATHD
20 2.0
_AToAARATA " TATTTTxAT

e 10 WabLogad g e 10 WabLogad s

Dataset #: 1

Motif ID: 2

Motif name: Motif 2

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position number: 1

Number of overlap: 8
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Similarity score: 0.0573886

Alignment:

AAAAHAAA

AAATAAAW

Original motif = Consensus sequence: AAAAHAAA Reverse complement motif = Consensus sequence: TTTDTTTT
=20 =20

% 1.0 % 1.0

e = R =W aa e = R =W P B

Dataset #: 4

Motif ID: 148

Motif name: wwTwAAAAWW

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: 0.0617903

Alignment:

HHTTTTWADD

——WTTTATTT

Original motif = Consensus sequence: DDTWAAAAHH Reverse complement motif = Consensus sequence: HHTTTTWADD
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Wbl aga 3 4

Dataset #: 4

Motif ID: 157
Motif name: WEATTTTTAwWwW
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: 0.0718936
Alignment:
DTATTTTTAWW
——WTTTATTT-
Original motif = Consensus sequence: DTATTTTTAWW Reverse complement motif = Consensus sequence: WWTAAAAATAD
% g o I A % g AAA
P ‘ AAI | = = PO " w N ‘ .
Dataset #: 2 Motif ID: 53 Motif name: Motif 53
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Original motif = Consensus sequence: CAGATCCC Reverse complement motif = Consensus sequence: GGGATCTG

“CAGMCOC - GGGATCT

Wieda oo S

oits
:

Wit oo S

Best Matches for Motif ID 53 (Highest to Lowest)

Dataset #: 1

Motif ID: 22

Motif name: Motif 22

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

Alignment:

CAGATYCC

CAGATCCC

Original motif = Consensus sequence: CAGATYCC Reverse complement motif = Consensus sequence: GGKATCTG
2.0

bifs
a
bifs

C _

Wkl aga @A

2.0
| ELAAI c |
0.0 0.0
5

LR TS SR
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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:

DBTSCAGMGCCCTCTRST
——--CAGATCCC------

Original motif

2.0

n
£1.0 ﬂ

0.0

4
149
asmAGRGGGCrCTGsmkc
Original Motif

Reverse Complement
Backward

7

8

0.0479917

Consensus sequence: ASMAGAGGGCRCTGSABH

A=K NGy V VY ACTQCé

Reverse complement motif = Consensus sequence:

DBTSCAGMGCCCTCTRST

2.0

Wetiloga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

160

brCAGGGCCrs
Reverse Complement
Reverse Complement
Backward

3
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Number of overlap: 8

Similarity score: 0.0605671

Alignment:

BBGGCCCTGBB

-GGGATCTG--

Original motif = Consensus sequence: BVCAGGGCCVB Reverse complement motif = Consensus sequence: BBGGCCCTGBB
00 5 10 LR = CQC 10

Dataset #: 2

Motif ID: 69

Motif name: Motif 69

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 5

Number of overlap: 8

Similarity score: 0.0606088

Alignment:

ACTCCAGMTCCAGG

--—--CAGATCCC--

Original motif = Consensus sequence: CCTGGARCTGGAGT Reverse complement motif  Consensus sequence: ACTCCAGMTCCAC
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0oTenslTolngr

Welsloge 34

2.0

“act(CACsTeCAC

Welloge 3.4

bits
&

Dataset #: 4

Motif ID: 168

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

Position number: 3

Number of overlap: 8

Similarity score: 0.065385

Alignment:

CACCAGMGGGCGCTGBD

——————— GGGATCTG--

Original motif = Consensus sequence: HVCAGCGCCCYCTGGTG

20

=2
Lo g
0.0 e

QT

Webiiogo 3.4

Reverse complement motif =~ Consensus sequence:
CACCAGMGGGCGCTGBD

20

CACQ W

—— - =

Dataset #: 2 Motif ID: 54 Motif name: Motif 54
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Original motif = Consensus sequence: ATTYY Reverse complement motif = Consensus sequence: MKAAT,

= 1.0 CT 1.0
“M I <= i

e e esln e e T =B

i

Best Matches for Motif ID 54 (Highest to Lowest)

Dataset #: 4

Motif ID: 157

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

Number of overlap: 5

Similarity score: 0.0491344
Alignment:

DTATTTTTAWW

——ATTYY-——-

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

2.0

1 ATTTITA...

Wetiiaga 34 Wekiiaga 34

bitg
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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:
CATTTCY
-ATTYY-

1

29

Motif 29
Original Motif
Original Motif
Backward

2

5

0.0551561

Original motif = Consensus sequence: CATTTCY

Reverse complement motif

Consensus sequence: MGAAATG

2.0 z.0
Dataset #: 4

Motif ID: 150

Motif name: waATWAAAATAwWwW

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 6

Number of overlap: 5
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Similarity score: 0.0567288

Alignment:
DHTATTTTWATHD
-——ATTYY--—--
Original motif = Consensus sequence: DHATWAAAATAHD Reverse complement motif = Consensus sequence: DHTATTTTWATHD
2.0 2.0
1Al AAAATA TATT” AT
oo e W ﬂ-—T_!, e T - :I)'¥5=— L = - AT R
= L Weblogaod 4 = 19 Weblogod 4
Dataset #: 4
Motif ID: 148
Motif name: wwTwAAAAWW
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 5
Number of overlap: 5
Similarity score: 0.0727457
Alignment:
HHTTTTWADD
-ATTYY-——-
Original motif = Consensus sequence: DDTWAAAAHH Reverse complement motif = Consensus sequence: HHTTTTWADD

Page 299 of 776



Wbl aga 3 4

Dataset #: 3

Motif ID: 131

Motif name: znf143

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

Position number: 8

Number of overlap: 5

Similarity score: 0.0737392

Alignment:

BAHYTCCCAKMATGCMIWYGC

Original motif

ugé-EIQCCATééTI R LG

5 10 20
Weblaga 3.4

Consensus sequence: BAHYTCCCAKMATGCMWYGC

Reverse complement motif
GCMWRGCATYRTGGGAMHTB

20

Consensus sequence:

0. : -
15 20
Weblagn a4

uzgﬁﬁrgélzé NGAa =

Dataset #: 2 Motif ID: 55

Motif name: Motif 55
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Original motif = Consensus sequence: GCTCACAA Reverse complement motif = Consensus sequence: TTGTGAGC

(CTCACAA - TTGTGACC

Wieda oo S

oits
hits

Wit oo S

Best Matches for Motif ID 55 (Highest to Lowest)

Dataset #: 1
Motif ID: 15

Motif name: Motif 15

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward

Position number: 1

Number of overlap: 8

Similarity score: 0.071643

Alignment:

GCTCTTAA

GCTCACAA

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

=0

E”CTCIIAA .

Wkl aga @A

bifs
i

LR TS SR
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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:
KTGTGTGT
TTGTGAGC

2

57

Motif 57

Reverse Complement
Reverse Complement
Forward

1

8

0.0907452

Original motif = Consensus sequence: ACACACAY

=0

for.
=10

ok

C

Wk oo Ed

Reverse complement motif

=0

[u)

sl

Consensus sequence: KTGTGTGT

Wk oo T

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

4
145

grCCACyAGAkKG
Reverse Complement
Reverse Complement
Forward

5

8
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Similarity score: 0.0949146
Alignment:

CYTCTKGTGGHH

-——-TTGTGAGC

Original motif = Consensus sequence: DDCCACYAGAKG

2.0
w
B CA A =
e ==
10

0.0 =

WatiLoga 3.4

Reverse complement motif

Consensus sequence: CYTCTKGTGGHH

10
Wetiiogo 3.4

Dataset #: 4
Motif ID: 158
Motif name: grCCACwAGrk

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

Direction: Forward
Position number: 4

Number of overlap: 8
Similarity score: 0.0951691
Alignment:

YMCTWGTGGHH

-——TTGTGAGC

Original motif = Consensus sequence: DDCCACWAGRK

Reverse Complement
Reverse Complement

Reverse complement motif

Consensus sequence: YMCTWGTGGHH
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Watiiaga 34

Webilaga 34

Dataset #: 3

Motif ID: 78

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

Number of overlap: 8

Similarity score: 0.103125
Alignment:

GCGCSAAA

GCTCACAA

Original motif = Consensus sequence: TTTSGCGC

=20

bits
:

0.0

Wit oo S

Reverse complement motif

LlGecArA

bits

=20

4

o

-0

i

Consensus sequence: GCGCSAAA

Wieda oo S

Dataset #: 2 Motif ID: 56 Motif name: Motif 56
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Original motif = Consensus sequence: CCACATGG

=20

o

E " T
o | =

Wit oo S

Best Matches for Motif ID 56 (Highest to Lowest)

Dataset #: 1

Motif ID: 21

Motif name: Motif 21

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: 0.0480363

Alignment:

CCTKGTGG

CCATGTGG

Original motif = Consensus sequence: CCACYAGG

=0

bifs
:

C

5

OO

Wkl aga @A

Reverse complement motif

CCATCT

hits

Reverse complement motif

bifs

o

=0

OO

Consensus sequence: CCATGTGG

Wieda oo S

Consensus sequence: CCTKGTGG

LR TS SR
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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:
MCTKGTGG
CCATGTGG

2

48

Motif 48

Reverse Complement
Reverse Complement
Forward

1

8

0.0609421

Original motif = Consensus sequence: CCACYAGR

=0

s
i C

ok

Wk oo Ed

Reverse complement motif

=0

. C

[u)

sl

Consensus sequence: MCTKGTGG

Wk oo T

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

3

95

MYCMAX
Original Motif
Original Motif
Backward

2

8
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Similarity score:

Alignment:
RASCACGTGGT
—-—CCACATGG-

0.0616071

Original motif = Consensus sequence: RASCACGTGGT

Reverse complement motif

OO0

Consensus sequence: ACCACGTGSTM

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
HSCACGTGGC
-CCACATGG-

96

Mycn

Original Motif
Original Motif
Backward

2

8

0.0634989

Original motif = Consensus sequence: HSCACGTGGC

Reverse complement motif

Consensus sequence: GCCACGTGSD
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2.0
1.0

bits

- —
e
10
WL o e 3

__(ACGT

.0

2.0

bits
s

]

Wbl aga 3 4

Dataset #: 4

Motif ID: 158

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

Number of overlap: 8

Similarity score: 0.0666667
Alignment:

DDCCACWAGRK

-—-CCACATGG-

Original motif = Consensus sequence: DDCCACWAGRK

240

Weiloga 34

Reverse complement motif

Consensus sequence: YMCTWGTGGHH

WekiLoga 34

Dataset #: 2 Motif ID: 57 Motif name: Motif 57
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Original motif = Consensus sequence: ACACACAY Reverse complement motif = Consensus sequence: KTGTGTGT

=20 =20

C

0.0 OO

oits
5
oits
5

Wit oo S Wieda oo S

Best Matches for Motif ID 57 (Highest to Lowest)

Dataset #: 1

Motif ID: 35

Motif name: Motif 35

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 1

Number of overlap: 8

Similarity score: 0.0591808

Alignment:

KTGGTTGT

KTGTGTGT

Original motif = Consensus sequence: ACAACCAY Reverse complement motif = Consensus sequence: KTGGTTGT
2.0 2.0

£ 40 C £ 10

oo oo

Wkl aga @A LR TS SR
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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:
BBYTGTGGTTT
—-—-KTGTGTGT-

Original motif

2.0

0.0 —

3

114

RUNX1

Reverse Complement
Original Motif
Backward

2

8

0.0712868

Consensus sequence: BBYTGTGGTTT

Reverse complement motif

pors
=

Consensus sequence: AAACCACAKVB

2.0

1

Lu]

ZQAéQCACAAﬁ

wWebiiaga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

Original Motif
Reverse Complement
Backward

3

8
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Similarity score:

Alignment:
TTCACACCTAG
—-ACACACAY--

0.0758601

Original motif = Consensus sequence: CTAGGTGTGAA

o TAGGIGT

Webiioga 34

Reverse complement motif

2.0

[alnl

Consensus sequence: TTCACACCTAG

wWebiiaga 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:
TTGTGAGC
KTGTGTGT

2

55

Motif 55

Reverse Complement
Reverse Complement
Forward

1

8

0.0761605

Original motif = Consensus sequence: GCTCACAA

Reverse complement motif

Consensus sequence: TTGTGAGC
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bifs
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ek ago @

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
DBTGGGGSTVD
-KTGTGTGT--

Original motif

240

Consensus sequence: HVASCCCCABH

4
162

ccAsCCCCAcc
Reverse Complement
Reverse Complement
Backward

3

8

0.0776002

Reverse complement motif

2.0

1.0

bits

Consensus sequence: DBTGGGGSTVD

C

Weiloga 34

10
WekiLoga 34

Dataset #: 2

Motif ID: 58

Motif name: Motif 58
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Original motif = Consensus sequence: TACATGCA Reverse complement motif = Consensus sequence: TGCATGTA

=0 =0
o o
£ 40 n =2 40 T
.0 .0 =
5 5

Wit oo S Wieda oo S

Best Matches for Motif ID 58 (Highest to Lowest)

Dataset #: 4

Motif ID: 152

Motif name: yrCATGCAyr
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: 0.0160706
Alignment:

BRCATGCABD

TACATGCA--

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

2.0

bits

2.0
G l‘_LCC ‘
5

L e Wbt aga 3 4

Page 313 of 776



Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
ACATGCCCGGKCATGTCCSR
————————— TGCATGTA-—--

Original motif

20

Z1o 3 A C

3

125

TP53

Reverse Complement
Reverse Complement
Backward

4

8

0.0595681

Consensus sequence: MSGGACATGYCCGGGCATGT

CAT

=

WebsLaga 3.4

Reverse complement motif

Consensus sequence:

ACATGCCCGGKCATGTCCSR

C

ATce

n w-C=1 B

5

0G5

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

64

Motif 64
Original Motif
Original Motif
Forward

1
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Number of overlap: 8

Similarity score: 0.0642891

Alignment:

CATATRCA

TACATGCA

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

=20

£
= C

=20

oits
:

e e 5
Dataset #: 1
Motif ID: 36
Motif name: Motif 36
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1
Number of overlap: 8
Similarity score: 0.0792922
Alignment:
TCCTGGRA
TGCATGTA
Original motif = Consensus sequence: TCCTGGRA Reverse complement motif = Consensus sequence: TMCCAGGA
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~TCCTL

el ago @

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
RASCACGTGGT
-TGCATGTA--

3
95
MYCMAX

Reverse Complement

Original Motif
Backward

3

8

0.0822408

Original motif = Consensus sequence: RASCACGTGGT

Reverse complement motif = Consensus sequence: ACCACGTGSTM

20—

0D
i)
< D
»—
A D
:

f

(=i

{

0.0

Dataset #: 2 Motif ID: 59

Motif name: Motif 59
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Original motif = Consensus sequence: CCCCRCCC

-0CCC-CCC

Wit oo S

oits

Best Matches for Motif ID 59 (Highest to Lowest)

Dataset #: 1

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: 8

Similarity score: 0.00363191
Alignment:

GGGDGGGG

GGGKGGGG

Original motif = Consensus sequence: CCCCDCCC

-CCCC.CCC

Wkl aga @A

fs

b

Reverse complement motif

=20

oits
:

T
C

Consensus sequence: GGGKGGGG

Reverse complement motif

=0

bifs
:

OO

Wieda oo S

Consensus sequence: GGGDGGGG

LR TS SR
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Dataset #: 4

Motif ID: 155

Motif name: ¢csCSCCdCCCcs

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: 0.0143924

Alignment:

VDGGGDGGGGBV

--GGGKGGGG--

Original motif = Consensus sequence: VBCCCCDCCCHV Reverse complement motif  Consensus sequence: VDGGGDGGGGBV
2.0 2.0
" CCCCICC —_— JC ——— ZVIVICWYL___

3 10 WebiLoga 3.4 c 10 WetiLoga 34

Dataset #: 3

Motif ID: 89

Motif name: KIf4

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 2

Number of overlap: 8
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Similarity score: 0.0334874

Alignment:
GCCYCMCCCD
-CCCCRCCC-
Original motif = Consensus sequence: DGGGYGKGGC Reverse complement motif = Consensus sequence: GCCYCMCCCD
2.0 2.0
= A% CQECAC
oo = W Q "E"‘:-TQ oo = - i
7 = mu_cgl?z =< 7 2 mu-u;l?] =
Dataset #: 3
Motif ID: 116
Motif name: SP1
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: 0.0421627
Alignment:
GGGGGYGGGG
--GGGKGGGG
Original motif = Consensus sequence: CCCCKCCCCC Reverse complement motif = Consensus sequence: GGGGGYGGGG
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Wbl aga 3 4

Dataset #: 4

Motif ID: 154

Motif name: ¢csCsCCTCCcc
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: 0.0467112
Alignment:

VBCCCCTCCHB

--CCCCRCCC-

Original motif = Consensus sequence: VBCCCCTCCHB

- (elCr

Weiloga 34

Reverse complement motif

bits

2.0

0.0

A

Consensus sequence: BDGGAGGGGBV

10
WekiLoga 34

Dataset #: 2 Motif ID: 60 Motif name: Motif 60
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Original motif = Consensus sequence: CTGGAR Reverse complement motif  Consensus sequence: MTCCAG

“CTGCA= - <TCCAC

" ks L cmoy e " ks L cmoy e

Best Matches for Motif ID 60 (Highest to Lowest)

Dataset #: 1
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: 2

Number of overlap: 6

Similarity score: 0.00500479

Alignment:

CTGGRRA

CTGGAR-

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

=0

% - CT % - cc
A aA AT

L e L= L e -
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
CCTGGARCTGGAGT
——————— CTGGAR-

2

69

Motif 69
Original Motif
Original Motif
Forward

8

6

0.0149252

Original motif = Consensus sequence: CCTGGARCTGGAGT

06T ecasCTobacr

Webiioga 3.4

Reverse complement motif

2.0

Consensus sequence: ACTCCAGMTCCACG

ne1(GA e ToGAL

Webiloga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

1

36

Motif 36
Original Motif
Original Motif
Forward

3

6
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Similarity score: 0.0273394

Alignment:

TCCTGGRA

--CTGGAR

Original motif = Consensus sequence: TCCTGGRA Reverse complement motif =~ Consensus sequence: TMCCAGGA
2“§TC 2°§T C C g g
e = R =W aa e = R =W P B

Dataset #: 4

Motif ID: 151

Motif name: agrCCAGmAGrg

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: 0.0324331

Alignment:

CKCTRCTGGCVH

————— CTGGAR-

Original motif = Consensus sequence: HVGCCAGMAGRG Reverse complement motif = Consensus sequence: CKCTRCTGGCVH
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Webiloga 34

Wetiloga 34

Dataset #: 3

Motif ID: 85

Motif name: Hand1Tcfe2a

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: 0.0370865

Alignment:

BRTCTGGMWT

--—-CTGGAR-

Original motif = Consensus sequence: BRTCTGGMWT Reverse complement motif = Consensus sequence: AWRCCAGAMB
s . -ek.&c ‘ c%é_x__

Dataset #: 2 Motif ID: 61 Motif name: Motif 61
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Original motif = Consensus sequence: AGATGGY

= 0

s
= C
- | i B

s ey cx 3

Best Matches for Motif ID 61 (Highest to Lowest)

Dataset #: 2

Motif ID: 63

Motif name: Motif 63

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

Position number: 2

Number of overlap: 7

Similarity score: 0.0339703

Alignment:

CWCCCTCT

—KCCATCT

Original motif = Consensus sequence: AGAGGGWG

=0

bifs
:

A
T

Wkl aga @A

OO

Reverse complement motif  Consensus sequence: KCCATCT

Dis

=0

o0

e ey cx E3

Reverse complement motif  Consensus sequence: CWCCCTCT

bifs

=0

OO

CCCTCT

LR TS SR
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Dataset #:

Motif ID:

Motif name:

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

3

121

TALITCF3

Original Motif
Reverse Complement

Direction: Forward

Position number: 4

Number of overlap: 7

Similarity score: 0.034782

Alignment:

ARCAGATGRTVD

-—-—-AGATGGY--

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

2.0

bits

2.0
2]

T _As ATQT JxT TéCATéT gl

WatiLoga 3.4 Wetiiogo 3.4

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

4
163
gwGGCCAGMAGAGGGCrby
Original Motif

Original Motif

Backward

4

7
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Similarity score: 0.0365189

Alignment:
VHGGCCAGMAGAGGGCRBY
————————— AGATGGY—---

Original motif = Consensus sequence: VHGGCCAGMAGAGGGCRBY

20

Reverse complement motif
KBKGCCCTCTYCTGGCCHV

20

Consensus sequence:

W =

210 T C
G nﬂ_uﬁc)f LN
5

Thl.clilee

WabiLogod 4

Dataset #: 2

Motif ID: 46

Motif name: Motif 46
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 2

Number of overlap: 7

Similarity score: 0.0371728
Alignment:

AGRKGGCR

AGATGGY-

Original motif = Consensus sequence: AGRKGGCR

Reverse complement motif

Consensus sequence: KGCCYKCT
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Dataset #: 1

Motif ID: 1

Motif name: Motif 1

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position number: 1

Number of overlap: 7

Similarity score: 0.0375558

Alignment:

AGRKGGCR

AGATGGY-

Original motif = Consensus sequence: AGRKGGCR Reverse complement motif = Consensus sequence: KGCCYKCT
0.1 l :'-1. ncgl CCQQ

Dataset #: 2 Motif ID: 62 Motif name: Motif 62
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Original motif = Consensus sequence: CGCCVCC

=0
=2
= 1.0
-
0.0
5

s ey cx 3

Best Matches for Motif ID 62 (Highest to Lowest)

Dataset #: 4

Motif ID: 146

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

Number of overlap: 7

Similarity score: 0.0315476
Alignment:

VBAGCGCCMCCTAST

----CGCCVCC----

Original motif = Consensus sequence: VBAGCGCCMCCTAST

2.0

+ abelaclr..

Webilaga 34

bits

Reverse complement motif

=0

Consensus sequence: GGVGGCG

Reverse complement motif

2.0

0.0 ——

Consensus sequence: ASTAGGYGGCGCT

A

e ey cx E3

ec&A j AT

10

T
L4 o8

Webilaga 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:
GGCGGCSG
GGVGGCG-

Original motif

=0

Nt

= C
a0

Consensus sequence: CSGCCGCC

1

27

Motif 27

Reverse Complement
Reverse Complement
Backward

2

7

0.0348335

Reverse complement motif

=0

ok

Consensus sequence: GGCGGCSG

, @=

Wk oo Ed

Wk oo T

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

4
137

rgCGCCmyCTgs
Reverse Complement
Reverse Complement
Forward

4

7
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Similarity score: 0.0357527

Alignment:
SHAGKGGGCGCB
---GGVGGCG--
Original motif = Consensus sequence: VGCGCCCYCTDS Reverse complement motif = Consensus sequence: SHAGKGGGCGCB
2.0 2.0
0.01= EC QCQTCT = e EAI >= .
= 10 Weabiloga 3.4 = 10 Wabilogo 34
Dataset #: 4
Motif ID: 153
Motif name: scAGrkGGCGcy
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 3
Number of overlap: 7
Similarity score: 0.0403279
Alignment:
VGCGCCCMCTDS
--CGCCVCC---
Original motif = Consensus sequence: SHAGRGGGCGCB Reverse complement motif = Consensus sequence: VGCGCCCMCTDS
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Dataset #: 4
Motif ID: 155
Motif name: ¢csCSCCdCCCcs
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 3
Number of overlap: 7
Similarity score: 0.0439081
Alignment:
VBCCCCDCCCHV
--CGCCVCC---
Original motif = Consensus sequence: VBCCCCDCCCHV Reverse complement motif = Consensus sequence: VDGGGDGGGGBV
ol __C CCICCC? — ol W NI VIVIC WYL
Motif ID: 63 Motif name: Motif 63
Page 332 of 776
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Original motif

oits

Consensus sequence: AGAGGGWG

NGAGECa
NWAT

Wit oo S

Best Matches for Motif ID 63 (Highest to Lowest)

Dataset #: 1

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: 1

Number of overlap: 8

Similarity score: 0.0323316

Alignment:
MGAGGBAG
AGAGGGWG

Original motif

bits

=0

OO

Consensus sequence: CTBCCTCY

I

Wkl aga @A

Reverse complement motif

oits
:

Consensus sequence: CWCCCTCT

-CxCCCTCT

Reverse complement motif

=0

bifs
:

OO

Wieda oo S

Consensus sequence: MGAGGBAG

LR TS SR
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Dataset #: 4
Motif ID: 149
Motif name:

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

Direction: Forward
Position number: 8
Number of overlap: 8
Similarity score: 0.040911
Alignment:

DBTSCAGMGCCCTCTRST

——————— CWCCCTCT---

Original motif = Consensus sequence: ASMAGAGGGCRCTGSABH

2.0

E.-gg_ AT“ _ACTsCé

0.0

asmAGRGGGCrCTGsmkc
Reverse Complement
Reverse Complement

Reverse complement motif = Consensus sequence:
DBTSCAGMGCCCTCTRST

2.0

Wetiloga 34

Dataset #: 4

Motif ID: 153

Motif name: scAGrkGGCGcy
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 3
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8

0.0435349
Consensus sequence: VGCGCCCMCTDS

Number of overlap:
Similarity score:
Reverse complement motif

Alignment:
SHAGRGGGCGCB
Consensus sequence: SHAGRGGGCGCB
C QCQT__G

Position number:
Number of overlap:
Similarity score:

Alignment:
VHGGCCAGMAGAGGGCRBY
AGAGGGWG--

Original motif

-—-AGAGGGWG--
Original motif
a.0 -— AI g"" 0.0—= ===
Dataset #: 4
Motif ID: 163
Motif name: gwGGCCAGMAGAGGGCrby
Matching format of first motif: Original Motif
Matching format of second motif Original Motif
Direction: Backward
3
8
0.0462891

Consensus sequence: VHGGCCAGMAGAGGGCRBY

Consensus sequence:

Reverse complement motif
KBKGCCCTCTYCTGGCCHV
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=X o ¥ YLICS o & =5 oo lm=G :
2 1o 3 WabLagada 2 10 12 WabiLagad
Dataset #: 4
Motif ID: 137
Motif name: rgCGCCmyCTgs
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: 0.0481673
Alignment:
VGCGCCCYCTDS
-—-CWCCCTCT--

Original motif

ts

b

2.0
1.0
0.0—=

?C GCQ?CE =

Consensus sequence: VGCGCCCYCTDS

Wekiloga A4

Reverse complement motif

2.0

Consensus sequence: SHAGKGGGCGCB

Dataset #: 2 Motif ID: 64

Motif name: Motif 64
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Original motif = Consensus sequence: CATATRCA Reverse complement motif = Consensus sequence: TGMATATG

=20 =20

oits
2

oits
2

C

0.0 0.0

Wit oo S Wieda oo S

Best Matches for Motif ID 64 (Highest to Lowest)

Dataset #: 1

Motif ID: 31

Motif name: Motif 31

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: 0.0465487

Alignment:

CATGYACA

CATATRCA

Original motif = Consensus sequence: CATGYACA Reverse complement motif = Consensus sequence: TGTKCATG
2.0 2.0

bifs
.

o
C il

5

OO

Wkl aga @A LR TS SR
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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:
CACACACA
CATATRCA

1

3

Motif 3
Original Motif
Original Motif
Backward

1

8

0.0585881

Original motif = Consensus sequence: CACACACA

=0

for.
=10

C

ok

Wk oo Ed

Reverse complement motif

bifs

=0

[u)

sl

Consensus sequence: TGTGTGTG

Wk oo T

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

2

58

Motif 58
Original Motif
Original Motif
Backward

1

8

Page 338 of 776



Similarity score: 0.0607109

Alignment:
TACATGCA
CATATRCA

Original motif = Consensus sequence: TACATGCA

Reverse complement motif

Consensus sequence: TGCATGTA

2.0 2.0
= 1o A =10 T
s [@= s :
5 i 5 R
Dataset #: 4
Motif ID: 152
Motif name: yrCATGCAyr
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: 0.0626249
Alignment:
BRCATGCABD
CATATRCA--

Original motif = Consensus sequence: BRCATGCABD

Reverse complement motif

Consensus sequence: HVTGCATGKYV
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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:
ACTCCAGMTCCAGG
-—-——-CATATRCA--

2

69

Motif 69

Original Motif
Reverse Complement
Forward

5

8

0.0676075

Original motif = Consensus sequence: CCTGGARCTGGAGT

Reverse complement motif = Consensus sequence: ACTCCAGMTCCAC

bits

2.0

“act0GACeTeoAc

Webilogo 3.4

Dataset #: 2 Motif ID: 65

Motif name: Motif 65
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Original motif = Consensus sequence: ARAACA

= i

i
:

(= =

.
" ks L cmoy e

Best Matches for Motif ID 65 (Highest to Lowest)

Dataset #: 4

Motif ID: 141

Motif name: raCAAAACam
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: 0.00122368
Alignment:

DACAAAACAH

—-—-—-ARAACA-

Original motif = Consensus sequence: DACAAAACAH

2.0

£ ‘
o0 —— e

Reverse complement motif

TGT Tl

= i

i
-

Reverse complement motif

2.0

Consensus sequence: TGTTMT

" ks L cmoy e

Consensus sequence: HTGTTTTGTD

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:
GDAAACA
—ARAACA

1

44

Motif 44
Original Motif
Original Motif
Backward

1

6

0.0101983

Original motif = Consensus sequence: GDAAACA

Reverse complement motif

Consensus sequence: TGTTTDC

=0 =0
-
Dataset #: 4
Motif ID: 159
Motif name: kkAAGAGCAsy

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

Reverse Complement
Reverse Complement
Forward

3

6
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Similarity score:

Alignment:
HVTGCTCTTBH
-—-TGTTMT---

0.0232212

Original motif = Consensus sequence: DBAAGAGCAVH

2.0

Webiioga 34

Reverse complement motif

2.0

=
=19
Jr—
0.0 =

Consensus sequence: HVTGCTCTTBH

[

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
HVAMCATCTGKT
ARAACA-—-———--

3

121
TAL1TCF3
Original Motif
Original Motif
Backward

7

6

0.0330056

Original motif = Consensus sequence: HVAMCATCTGKT

Reverse complement motif

Consensus sequence: ARCAGATGRTVD
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2.0

- Al pallcalleT

Webilaga 3.4 Webiloga 34

bits
5

Dataset #: 1

Motif ID: 2

Motif name: Motif 2

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward

Position number: 3

Number of overlap: 6

Similarity score: 0.0333069

Alignment:

AAAAHAAA

ARAACA--

Original motif  Consensus sequence: AAAAHAAA Reverse complement motif = Consensus sequence: TTTDTTT]
£ 1.0 £ 1.0

o1 o OO

Dataset #: 2 Motif ID: 66 Motif name: Motif 66
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Original motif = Consensus sequence: TATAAATR

Wit oo S

Best Matches for Motif ID 66 (Highest to Lowest)

Dataset #: 4

Motif ID: 157

Motif name: WEATTTTTAwWwW
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: 0.00950221
Alignment:

WWTAAAAATAD

-—-TATAAATR-

Original motif = Consensus sequence: DTATTTTTAWW

2.0

1 ATTTITA...

Wetiiaga 34

bitg

Reverse complement motif

=20

oits
5

0.0

Reverse complement motif

Consensus sequence: KATTTATA

Wieda oo S

Consensus sequence: WWTAAAAATAD
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Dataset #: 4

Motif ID: 150

Motif name: waATWAAAATAwWwW

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: 0.0358566

Alignment:

DHTATTTTWATHD

-—-KATTTATA---

Original motif = Consensus sequence: DHATWAAAATAHD Reverse complement motif = Consensus sequence: DHTATTTTWATHD
20 2.0
_AToAARATA " TATTTTxAT

e 10 WabLogad g e 10 WabLogad s

Dataset #: 1

Motif ID: 38

Motif name: Motif 38

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 1

Number of overlap: 8

Page 346 of 776



Similarity score: 0.0432007
Alignment:

TGTAACTC

TATAAATR

Original motif = Consensus sequence: GAGTTACA

Reverse complement motif

Consensus sequence: TGTAACTC

=0 =0
% 1.0 % 1.0
o 5 R =1 = e o 5 R =1 A
Dataset #: 2
Motif ID: 51
Motif name: Motif 51

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

Direction: Backward
Position number: 1

Number of overlap: 8
Similarity score: 0.0432007
Alignment:

TGTAACTC

TATAAATR

Original motif = Consensus sequence: GAGTTACA

Original Motif
Reverse Complement

Reverse complement motif

Consensus sequence: TGTAACTC
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el ago @ ek ago @

Dataset #: 2

Motif ID: 68

Motif name: Motif 68
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: 0.0496717
Alignment:

WAAWAAAWAWWWAA

-TATAAATR—-————

Reverse complement motif =~ Consensus sequence:

Original motif = Consensus sequence: WAAWAAAWAWWWAA TTWWWTWTTTWTTW

Al Baaala

Welilogo 3.4

Dataset #: 2 Motif ID: 67 Motif name: Motif 67
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Original motif = Consensus sequence: SYGCCCYCTDSTGG Reverse complement motif = Consensus sequence: CCASHAGKGGGCH

2.0

g0 C GCI_CI

Welilogo 3.4

bits
blts

I

10

Webilogo 3.4

Best Matches for Motif ID 67 (Highest to Lowest)

Dataset #: 4

Motif ID: 156

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

Number of overlap: 14

Similarity score: 0

Alignment:

RVYGCCCYCTKSTGGCHD

-SYGCCCYCTDSTGG---

Reverse complement motif = Consensus sequence:
DDGCCASYAGMGGGCKVM

2.0 2.0

E:Ahgxs gl TICI A ) - ACEA Acc

_——— = N 0.0 -

15

Original motif = Consensus sequence: RVYGCCCYCTKSTGGCHD

WebLaga 3.4 Webloga 34
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Dataset #: 3

Motif ID: 74

Motif name: CTCF

Original Motif
Reverse Complement

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

Direction: Forward
Position number: 3

Number of overlap: 14
Similarity score: 0.0137353
Alignment:

BMSMGCCYMCTKSTGGMHM

--SYGCCCYCTDSTGG---

Original motif = Consensus sequence: YDRCCASYAGRKGGCRSYV

20

;hec A?%_ AImnggéﬂ

0.0 =
5 10
WabiLogod 4

Reverse complement motif = Consensus sequence:
BMSMGCCYMCTKSTGGMHM

20

0
= 1.0

u-ﬁ‘_‘t;gxg gg _:ecl P

15

WabiLogod 4

Dataset #: 4
Motif ID: 165
Motif name: wgGCCAshAGrGGGCrsy

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: 14
Similarity score: 0.0259772

Alignment:
HDGCCACHAGRGGGCRBY
—-——CCASHAGKGGGCKS-

Reverse complement motif =~ Consensus sequence:
KBKGCCCKCTHGTGGCHH

2.0

Original motif = Consensus sequence: HDGCCACHAGRGGGCRBY

2.0

" WA AUAGUA " TWeLYlLelle

=t P = S5

===

Webilogo 3.4

Dataset #: 4
Motif ID: 163

Motif name: gwGGCCAGMAGAGGGCrby
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: 0.0316372

Alignment:

VHGGCCAGMAGAGGGCRBY

-———-CCASHAGKGGGCKS-
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Original motif = Consensus sequence: VHGGCCAGMAGAGGGCRBY

20

Reverse complement motif ~ Consensus sequence:
KBKGCCCTCTYCTGGCCHV

CIyL.C]

2
510

T
oi==C ¥

—_N g.-!-._-?-
WablLogada

15

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
BVTGCTGCCACCWGGDG
-SYGCCCYCTDSTGG—--

169
yvTGCyGCCmCCwGgtG
Original Motif

Original Motif
Backward

3

14

0.0786902

Original motif = Consensus sequence: BVTGCTGCCACCWGGDG

2.0

0.0

N IFGIA QCQIA%-%

Watiloga 3.4

Reverse complement motif = Consensus sequence:
CDCCWGGTGGCAGCAVV

¢ cfaicr{alh

Watiloga 3.4
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Dataset #: 2 Motif ID: 68 Motif name: Motif 68

Original motif = Consensus sequence: WAAWAAAWAWWWAA

2.0

“ sAaaAAH o Aanafin

Webiioga 3.4

Best Matches for Motif ID 68 (Highest to Lowest)

Dataset #: 4

Motif ID: 150

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

Position number: 1

Number of overlap: 13

Similarity score: 0.0423083

Alignment:

-DHTATTTTWATHD

TTWAWWTWTTTWTTW

Original motif = Consensus sequence: DHATWAAAATAHD

Reverse complement motif
TTWWWTWTTTWTTW

2.0

bits
5

0.0

Reverse complement motif

|

Consensus sequence:

TTATTI

Webiioga 3.4

Consensus sequence: DHTATTTTWATHD
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0.0 —

Webilogad 4 Webiloga 3 4

Dataset #: 4
Motif ID: 157
Motif name: WEATTTTTAwWwW
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: 1.06057
Alignment:
-——-WWTAAAAATAD
WAAWAAAWAWWWAA
Original motif = Consensus sequence: DTATTTTTAWW Reverse complement motif = Consensus sequence: WWTAAAAATAD
a I I I | A
- e _ T :-—E-I:I
Dataset #: 4
Motif ID: 148
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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:
DDTWAAAAHH--—--
WAAWAAAWAWWWAA

wwTwAAAAwWW
Original Motif
Original Motif
Forward

1

10

1.54726

Original motif = Consensus sequence: DDTWAAAAHH

2.0

Reverse complement motif

2.0

Consensus sequence: HHTTTTWADD

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:

141

raCAAAACam
Reverse Complement
Reverse Complement
Backward

1

10

1.55678
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Alignment:
—-———HTGTTTTGTD
TTWWWTWTTTWTTW

Original motif = Consensus sequence: DACAAAACAH

2.0

2.0

Reverse complement motif

Wbl oga 3 4

Consensus sequence: HTGTTTTGTD

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
AAATAAAW-—————
WAAWAAAWAWWWAA

Original motif = Consensus sequence: AAATAAAW

2

52

Motif 52
Original Motif
Original Motif
Forward

1

8

2.5

Reverse complement motif

Consensus sequence: WTTTATTT
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bits
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el ago @ ek ago @

OO

Dataset #: 2 Motif ID: 69 Motif name: Motif 69

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

LCT vl GUAGT CICQAACIQQAA%

Wehilogo 3.4

Wehilogo 3.4

Best Matches for Motif ID 69 (Highest to Lowest)

Dataset #: 4

Motif ID: 156

Motif name: rgyGCCMyCTksTGGccd
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: 0.070946

Alignment:

DDGCCASYAGMGGGCKVM

ACTCCAGMTCCAGG----
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Original motif = Consensus sequence: RVYGCCCYCTKSTGGCHD

2.0

=}

“eilenlL et

.

5

Webilogo 3.4

Reverse complement motif ~ Consensus sequence:
DDGCCASYAGMGGGCKVM

2.0

el
. S-S 4 TIC=l | o A==

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:
DBTSCAGMGCCCTCTRST

ACTCCAGMTCCAGG——-—--

4
149
asmAGRGGGCrCTGsmkc
Reverse Complement
Reverse Complement
Backward

5

14

0.073647

Original motif = Consensus sequence: ASMAGAGGGCRCTGSABH

2.0

Wetiloga 3.4

Reverse complement motif = Consensus sequence:
DBTSCAGMGCCCTCTRST

2.0

0.0

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:
VHGGCCAGMAGAGGGCRBY
—ACTCCAGMTCCAGG———--

4
163

gwGGCCAGMAGAGGGCrby

Reverse Complement
Original Motif
Forward

2

14

0.0761843

Original motif = Consensus sequence: VHGGCCAGMAGAGGGCRBY

20

0.0-=

L]

“
E'l.ﬂ A CA
e os 4 AT Eh B N a=5
5 1 15

WabiLogod 4

Reverse complement motif = Consensus sequence:
KBKGCCCTCTYCTGGCCHV

20

£10

W e

-

L TeTVlclUlee

15
WabiLogod 4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

3

115

RXRRAR_DR5
Reverse Complement
Original Motif
Forward

1
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Number of overlap: 14
Similarity score: 0.0775577

Alignment:
RGKTCABVVRGAGGTCA
ACTCCAGMTCCAGG---

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

TGACCTCKVVBTGAYCK

%A TTCA Eﬁ‘?‘ﬁAPTngA EéAGl-g’gl’__:‘_: -——EAA
Dataset #: 2
Motif ID: 67
Motif name: Motif 67
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: 0.0806144
Alignment:
CCASHAGKGGGCKS
CCTGGARCTGGAGT
Original motif = Consensus sequence: SYGCCCYCTDSTGG Reverse complement motif  Consensus sequence: CCASHAGKGGGCH
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2.0

EIE%IQQQCClTCl_I IQCAC?A AT1IQA?

[1]
Welsloge 34 Welloge 3.4

its

b

Dataset #: 3 Motif ID: 70 Motif name: Ar

Reverse complement motif =~ Consensus sequence:
VRVDGGHACAVDDKGTHCTDWH

2.0 20

: AIA«: A& gl T%g C, =1 TA Ag ‘?lT

Original motif = Consensus sequence: HWDAGHACRHHVTGTHCCHVMV

: ; 00 == Dk = — = ‘ - =
10 15 20 : 5 10 15 20
WabLogad 4 WabLogad 4

Best Matches for Motif ID 70 (Highest to Lowest)

Dataset #: 3

Motif ID: 113

Motif name: REST

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

Position number: 1

Number of overlap: 21

Similarity score: 0.0696331

Alignment:
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—GGYGCTGTCCATGGTGCTGAA
VRVDGGHACAVDDKGTHCTDWH

Original motif = Consensus sequence: TTCAGCACCATGGACAGCKCC

" IIQA-, c c‘.‘-’f; vy AC b gxgg

Webiloga 34

Reverse complement motif
GGYGCTGTCCATGGTGCTGAA

2.0

bits

T

D
)
P

0.0

1.0 T
F-28 A 238

Consensus sequence:

=~ = é_

en{ll

10

15
Watiloga 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:
—-—-STAGGTCACBGTGACCYABT
VRVDGGHACAVDDKGTHCTDWH

3

111

PPARG

Reverse Complement
Original Motif
Backward

1

20

0.55978

Original motif = Consensus sequence: STAGGTCACBGTGACCYABT

Reverse complement motif
ABTMGGTCACBGTGACCTAS

Consensus sequence:
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Dataset #: 3
Motif ID: 109
Motif name: Pax5

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Backward
Position number: 1
Number of overlap: 20
Similarity score: 0.564914
Alignment:

——-MSGKKRCGCWDCABTGBBCD

VRVDGGHACAVDDKGTHCTDWH

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

20

Reverse complement motif =~ Consensus sequence:

MSGKKRCGCWDCABTGBBCD

20

bits

0.0

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:
GCMWRGCATYRTGGGAMHTB--
VRVDGGHACAVDDKGTHCTDWH

131

znf143

Reverse Complement
Reverse Complement
Forward

1

20

0.566373

Original motif = Consensus sequence: BAHYTCCCAKMATGCMWYGC

20

Reverse complement motif = Consensus sequence:
GCMWRGCATYRTGGGAMHTB

20

1.0

bits

LA LAY ; G& B2 QCA:Izé 442712
% 1 P % 19 2 P
Dataset #: 3
Motif ID: 81
Motif name: ESR1
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 2
Number of overlap: 19
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Similarity score: 1.05195
Alignment:

VDBHMAGGTCACCCTGACCY—--
-VRVDGGHACAVDDKGTHCTDWH

Original motif = Consensus sequence: VDBHMAGGTCACCCTGACCY

20

0.0

bits

WebsLaga 3.4

Reverse complement motif
MGGTCAGGGTGACCTRDBHV

20

L < IGAT—_I}-;E;Q égg%—-—

Consensus sequence:

20
Webslaga 3.4

Dataset #: 3 Motif ID: 71 Motif name: Arnt

Original motif = Consensus sequence: CACGTG

~cACCT

ks i cmey e TE

Best Matches for Motif ID 71 (Highest to Lowest)

Dataset #: 1

Motif ID: 20

Motif name: Motif 20

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

Reverse complement motif

b

=_

Consensus sequence: CACGTG

ks i cmey e TE
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Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
MACGTG
CACGTG

Forward
1
6
0

Original motif = Consensus sequence: CACGTR

=_4

bis

(=

R TP S P T Y

Reverse complement motif

bis

=_4

(=

o

Consensus sequence: MACGTG

R TP S P T Y

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
BCACGTGDTD
-CACGTG---

3

91

MAX

Reverse Complement
Reverse Complement
Forward

2

6

0.00380329
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Original motif = Consensus sequence: DAHCACGTGD

2.0

WL g 3

Reverse complement motif

2.0

Consensus sequence: BCACGTGDTD

T

N

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:
MCACGTG
—-CACGTG

3

126

USF1

Original Motif
Reverse Complement
Backward

1

6

0.00445689

Original motif = Consensus sequence: CACGTGR

=0

g
= e
—
s

B s R B

Reverse complement motif

Consensus sequence: MCACGTG

- CACGT

B s L R B
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
RASCACGTGGT
—-—-—-CACGTG--

Original motif

3

95

MYCMAX
Original Motif
Original Motif
Backward

3

6
0.00495292

Consensus sequence: RASCACGTGGT

Reverse complement motif

Lalnl

aC

Consensus sequence: ACCACGTGSTM

-
____l’,i?
10

— ————
5

wWebiiaga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

94

Myc

Reverse Complement
Reverse Complement
Backward

3

6
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Similarity score: 0.0173209

Alignment:
DCCACGTGCV
--CACGTG--
Original motif = Consensus sequence: VGCACGTGGH Reverse complement motif = Consensus sequence: DCCACGTGCV
2.0 2.0
‘EECACAI - == _—_—_QQ QA_I_ . _J E_.__
o D P o s St
Dataset #: 3 Motif ID: 72 Motif name: ArntAhr
Original motif = Consensus sequence: YGCGTG Reverse complement motif = Consensus sequence: CACGCM
=_ =_
e
OO —_— — OO

L=
ks i cmey e TE

Best Matches for Motif ID 72 (Highest to Lowest)

Dataset #: 3

Motif ID: 86

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: 2
Number of overlap:
Similarity score: 0

Alignment:
VBACGTGV
-YGCGTG-

Original motif = Consensus sequence: VBACGTGV

=0

Reverse complement motif

Consensus sequence: VCACGTBV

PR |-t AC - _
Dataset #: 4
Motif ID: 134
Motif name: ssCGwGCGss
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: 0.0128947
Alignment:
BSCGWGCGBV
YGCGTG——-~

Original motif = Consensus sequence: BSCGWGCGBV

Reverse complement motif

Consensus sequence: VBCGCWCGSB
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10
Wbl ogo 3 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:
CACGTG
YGCGTG

3

71

Arnt

Original Motif
Original Motif
Forward

1

6

0.0203526

Original motif = Consensus sequence: CACGTG

~-cACGT

s L cmey e TH

Reverse complement motif = Consensus sequence: CACGTG

=_r

)
"

s L cmey e TH

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:
MACGTG
YGCGTG

20

Motif 20

Original Motif
Reverse Complement
Forward

1

6

0.0206428

Original motif = Consensus sequence: CACGTR

=_r

b

[ =

ks i cmey e TE

Reverse complement motif

b

=_r

(=

N

Consensus sequence: MACGTG

ks i cmey e TE

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

3

126

USF1

Original Motif
Reverse Complement
Forward

2

6

0.0255609
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Alignment:

MCACGTG

-YGCGTG

Original motif = Consensus sequence: CACGTGR Reverse complement motif = Consensus sequence: MCACGTG
=0 =0
[ =8 ! -._'__' — o O =

Dataset #: 3 Motif ID: 73 Motif name: CREB1

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

=0 =0
o o
= 1o I = 1o

Wk oo Ed

Best Matches for Motif ID 73 (Highest to Lowest)

Dataset #: 3

Motif ID: 92

Motif name: MIZF

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

Position number: 1
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Number of overlap: 8

Similarity score: 0.00956439

Alignment:

GCGGACGTTV

--TGACGTCA

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

2.0

1A QT VWi c

- ———

5 10
WL g 3

bits

Dataset #: 3

Motif ID: 115

Motif name: RXRRAR_DR5
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 10

Number of overlap: 8

Similarity score: 0.0133811
Alignment:

RGKTCABVVRGAGGTCA

————————— TGACGTCA

Reverse complement motif = Consensus sequence:

Original motif =~ Consensus sequence: RGKTCABVVRGAGGTCA TGACCTCKVVBTGAYCK
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DjA TTCA EﬁAﬁA&TIg

= . — — e E ==

10

15
Websiags 3.4

2.0

bits
a

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:
VDBHMAGGTCACCCTGACCY
-—--TGACGTCA--———————

3

81

ESR1

Reverse Complement
Original Motif
Forward

4

8

0.0197902

Original motif = Consensus sequence: VDBHMAGGTCACCCTGACCY

20

bits

0.0

| ﬁEgAIPICAnglkéCQE

Weblaga 3.4

Reverse complement motif =~ Consensus sequence:
MGGTCAGGGTGACCTRDBHYV

20

0o 15 ?ﬂICA‘-—’-*GE;EéGQ%TQM_— =

-
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:
BAGGYCABHBTGACCKHV
—————————— TGACGTCA

Original motif

2.0

82

ESR2

Original Motif
Reverse Complement
Backward

1

8

0.0208174

Consensus sequence: VHRGGTCABDBTGMCCTB

Reverse complement motif = Consensus sequence:

BAGGYCABHBTGACCKHV

2.0

AGG.CA ] ACQEI

—_——— ———

10
WebLaga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

34

Motif 34

Reverse Complement
Original Motif
Backward

1

8
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Similarity score: 0.0253747
Alignment:
TGKCCACA
TGACGTCA
Original motif = Consensus sequence: TGKCCACA
2°§T C G q G g
o I oy

Wk oo Ed

Reverse complement motif  Consensus sequence: TGTGGYCA

=0

= C

ok

Wk oo T

Dataset #: 3 Motif ID: 74 Motif name: CTCF

Original motif = Consensus sequence: YDRCCASYAGRKGGCRSYV

20

ME%CAC% AT TQAPEA

3 i — =
5

15

WebiLagad4

Best Matches for Motif ID 74 (Highest to Lowest)

Dataset #: 3

Motif ID: 70

Motif name: Ar

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

Reverse complement motif = Consensus sequence:
BMSMGCCYMCTKSTGGMHM

20

w1
E‘I.U Q T
. -L‘?-t;g}; gg LCAallzE_2
5 10 15

)

E o

Legads
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Direction: Forward

Position number: 3

Number of overlap: 19
Similarity score: 0.0903626
Alignment:

HWDAGHACRHHVTGTHCCHVMV
-—-BMSMGCCYMCTKSTGGMHM-

Reverse complement motif  Consensus sequence:
VRVDGGHACAVDDKGTHCTDWH

2.0 20

Original motif = Consensus sequence: HWDAGHACRHHVTGTHCCHVMV

I I I T s
Dataset #: 3
Motif ID: 109
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: 19
Similarity score: 0.0909586
Alignment:
DGVBCABTGDWGCGKRRCSR
YDRCCASYAGRKGGCRSYV-
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Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

20

Reverse complement motif ~ Consensus sequence:

MSGKKRCGCWDCABTGBBCD

20

bits

G=A =0 STTCCT= s
Dataset #: 3
Motif ID: 81
Motif name: ESR1
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 2
Number of overlap: 19
Similarity score: 0.0943322
Alignment:
VDBHMAGGTCACCCTGACCY
-BMSMGCCYMCTKSTGGMHM

Original motif = Consensus sequence: VDBHMAGGTCACCCTGACCY

20

WebsLaga 3.4

Reverse complement motif = Consensus sequence:

MGGTCAGGGTGACCTRDBHV

20

00 1 %ﬂIgAr_—ﬂxb—eigécg%—r@"- E

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:
HDGCCACHAGRGGGCRBY-
YDRCCASYAGRKGGCRSYV

Original motif

2.0

bits

4
165
wgGCCAshAGrGGGCrsy
Original Motif

Original Motif

Forward

1

18

0.504548

Consensus sequence: HDGCCACHAGRGGGCRBY

A

= W Acﬁ AT

Reverse complement motif
KBKGCCCKCTHGTGGCHH

a
:E‘I.CI

2.0

1171 1] e

Consensus sequence:

gy —— ¥ === AV e
18 WetiLoga 3.4 18 Wetiloga 34
Dataset #: 4
Motif ID: 156
Motif name: rgyGCCMyCTksTGGccd
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: 18
Similarity score: 0.515938

Alignment:
—RVYGCCCYCTKSTGGCHD
BMSMGCCYMCTKSTGGMHM

. . ) Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: RVYGCCCYCTKSTGGCHD DDGCCASYAGMGGGCKYM

2.0 2.0

" eletyl el S (PG
===TTY 150G _-I_ug‘fi-‘_: 5 =Y YILICXI | TV XA

[ —

5
Webilogo 3.4

Webilogo 3.4

Dataset #: 3 Motif ID: 75 Motif nhame: Ddit3Cebpa

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

2.0

| C A AT ¢ EWATTTCL

a 0.0

WatiLoga 3.4 Wetiiogo 34

Best Matches for Motif ID 75 (Highest to Lowest)

Dataset #: 3

Motif ID: 104

Motif name: NFYA

Matching format of first motif: Reverse Complement

Page 381 of 776



Matching format of second motif: Reverse Complement

Direction: Backward
Position number: 2

Number of overlap: 12

Similarity score: 0.018401
Alignment:
BHVCKSATTGGMKBVV

—-——GGRATTGCAKHB-

. . Reverse complement motif = Consensus sequence:
I f : VBBRRCCAATSRGVDB
Original moti Consensus sequence CcC SRG BHVCKSATTGGMKBVY
2.0 2.0
_=8A CA clg__ S =) $= s 2

Dataset #: 3

Motif ID: 131

Motif name: znf143

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Backward

Position number: 9

Number of overlap: 12

Similarity score: 0.037862

Alignment:
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BAHYTCCCAKMATGCMWYGC
GGRATTGCAKHB-—-—-=-——--

Original motif = Consensus sequence: BAHYTCCCAKMATGCMWYGC

Reverse complement motif
GCMWRGCATYRTGGGAMHTB

20

bits

1.0

PaZTS gélzé

0.0

Consensus sequence:

ééé?IE

15
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:
MGGTCAGGGTGACCTRDBHV
—————— VDRTGCAATMCC--

81

ESR1

Original Motif
Reverse Complement
Backward

3

12

0.0416577

Original motif = Consensus sequence: VDBHMAGGTCACCCTGACCY

Reverse complement motif
MGGTCAGGGTGACCTRDBHV

Consensus sequence:
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20

) ﬁEgAI%ICAggqlkéCQE

Weblaga 34

20

. QﬂIGA%ﬁ*ﬁlEéGQ%TQM_— =

Weblaga 34

Dataset #: 3
Motif ID: 70
Motif name: Ar

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: 0.0468764
Alignment:

HWDAGHACRHHVTGTHCCHVMV

—————————— GGRATTGCAKHB

Original motif = Consensus sequence: HWDAGHACRHHVTGTHCCHVMV

20

Reverse complement motif =~ Consensus sequence:
VRVDGGHACAVDDKGTHCTDWH

20

ALALA . . . Tl
RS & Yol ‘fﬁng A= g A= =L S LXWy é Fe=aCVlotXCxe -
5 10 15 20 5 10 15 20
Dataset #: 3
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Motif ID: 107

Motif name: NR2F1
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: 0.0480116
Alignment:
AKGYYCAAAGRTCA
VDRTGCAATMCC--
Original motif = Consensus sequence: TGAMCTTTGMMCYT Reverse complement motif  Consensus sequence: AKGYYCAAAGRTC
2.0 2.0
|| AC T 3 TCAAA TCA
L= -9 A v IIAA%é—T—%I a0 Ge‘—%—_—.—_?u A TGTC
Dataset #: 3 Motif ID: 76 Motif name: E2F1
Original motif = Consensus sequence: TTTSGCGC Reverse complement motif = Consensus sequence: GCGCSAAA
=0 = 0
Lol s — Fa i n "::C = AAA
5

Wetiago 3 WetLago 3
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Best Matches for Motif ID 76 (Highest to Lowest)

Dataset #: 3

Motif ID: 78

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: 8

Similarity score: 0

Alignment:

TTTSGCGC

TTTSGCGC

Original motif = Consensus sequence: TTTSGCGC Reverse complement motif = Consensus sequence: GCGCSAAA
2.0 2.0

- (ClechAA

oo - o oo -::C - S

Dataset #: 4

Motif ID: 143

Motif name: AgmAGAGGGCrscAGak

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Page 386 of 776



Direction: Backward

Position number: 2

Number of overlap: 8
Similarity score: 0.0915396
Alignment:

AGMAGAGGGCASCAGAK

———————— GCGCSAAA-

Original motif = Consensus sequence: AGMAGAGGGCASCAGAK

2.0

Reverse complement motif
RTCTGSTGCCCTCTYCT

2.0

| Gl p
=10

nél Génl
=" :

Consensus sequence:

W1

Tc_l

Watiloga 3.4

0.0 _'_QC - <= A = -
2 10 15 Wetiiaga 1.4

Dataset #: 4
Motif ID: 144
Motif name: ctCTrsyGCCmCCTast
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: 0.0943326
Alignment:
HDCTGSYGCCMCCTAST
-TTTSGCGC———————~—
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Original motif = Consensus sequence: HDCTGSYGCCMCCTAST

bits

" clez(ledl

Reverse complement motif ~ Consensus sequence:

ASTAGGYGGCMSCAGDD

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:
HSKAGKYGGCGCCRMCTMSD
———————— GCGCSAAA-——-

167
rsyAGrkGGCGCCmyCTrsy
Reverse Complement
Reverse Complement
Backward

5

8

0.0955357

Original motif = Consensus sequence: DSYAGRKGGCGCCMYCTRSH

20

Ac_

MHGEA?ATA_QAAQé%CI

20
WebsLaga 3.4

Reverse complement motif = Consensus sequence:
HSKAGKYGGCGCCRMCTMSD

20

MHGEA%ATA_QAAQé%Clﬁcé
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4

Dataset #:
Motif ID: 146
Motif name: myrGYGCCmCCTast
Matching format of first motif: Original Motif
Matching format of second motif Reverse Complement
Direction: Backward
Position number: 4
8
0.0975521

Number of overlap:
Consensus sequence: ASTAGGYGGCGCT

Similarity score:
Reverse complement motif

Alignment:
ASTAGGYGGCGCTBB
-——-TTTSGCGC---
Original motif = Consensus sequence: VBAGCGCCMCCTAST
2.0 2.0
ol =GET CﬁCQCIA«;:;; o eE::‘;A A yA¥YC. .
2 19 wm_oglin 2 19 Wd.l_oglls:‘].d-
Dataset #: 3 Motif ID: 77 Motif name: EBF1
Original motif = Consensus sequence: MCCCMAGGGA Reverse complement motif = Consensus sequence: TCCCTYGGGY
Page 389 of 776
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3

Best Matches for Motif ID 77 (Highest to Lowest)
110

Dataset #:

Motif ID:

Motif name: PLAG1
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement

Direction: Backward
4
10
0.0581959

Position number:
Number of overlap:
Similarity score:

Reverse complement motif

Consensus sequence: CCCCCTITGGGCCC

(Gl

Webiloga 3.4

UGMQIAIﬁ?

Alignment:
CCCCCTTGGGCCCC
-TCCCTYGGGY---
Original motif =~ Consensus sequence: GGGGCCCAAGGGGG
2.0
L -9 A ngé% A
5 10
Dataset #: 3
Motif ID: 129
Motif name: Zfp423
Original Motif
Original Motif

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

Position number: 4
Number of overlap: 10
Similarity score: 0.05861
Alignment:
GSMMCCYARGGKKKC
-—-MCCCMAGGGA--
Original motif = Consensus sequence: GSMMCCYARGGKKKC Reverse complement motif = Consensus sequence: GYRYCCMTKGGYR
2.0 2.0
cAl,l,cA TC Al Tal T Cc
GERCWER\WT C=X M|J'ACACE$AA TS
5 10 15 5 10 15
Dataset #: 4
Motif ID: 166
Motif name: CasCAGrGGGCrsy
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 4
Number of overlap: 10
Similarity score: 0.0747791
Alignment:
BSKGCCCKCTGGTG
-—--TCCCTYGGGY~-
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Original motif = Consensus sequence: CACCAGRGGGCRSB

- gggcA AGUILA_

10
Welilogo 3.4

Reverse complement motif  Consensus sequence: BSKGCCCKCTGGT

its

b

- 2il0erl]cess

10

Webilogo 3.4

Dataset #: 4

Motif ID: 168

Motif name: yrcrGYGCCMyCTGGtG
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: 0.076024

Alignment:

HVCAGCGCCCYCTGGTG

—————— TCCCTYGGGY-

Original motif = Consensus sequence: HVCAGCGCCCYCTGGTG

2.0

0.0 T
5

Watiloga 3.4

Reverse complement motif = Consensus sequence:
CACCAGMGGGCGCTGBD

2.0

Cacthing

=

Watiloga 3.4
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Dataset #: 2

Motif ID: 67

Motif name: Motif 67
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: 0.076343
Alignment:

SYGCCCYCTDSTGG

TCCCTYGGGY----

Original motif = Consensus sequence: SYGCCCYCTDSTGG

2.0

£:E%Ig099C1¢01_I

Webiioga 3.4

Reverse complement motif = Consensus sequence: CCASHAGKGGGCH

“cae Algeliica.

o

Webiloga 3.4

Dataset #: 3 Motif ID: 78 Motif name: Egrl

Original motif

=0

Consensus sequence: TTTSGCGC

bifs
:

[a Rl

el ago @

Reverse complement motif  Consensus sequence: GCGCSAAA

g KEE LT

ek ago @

fs

b
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Best Matches for Motif ID 78 (Highest to Lowest)

Dataset #: 3

Motif ID: 76

Motif name: E2F1

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

Alignment:

TTTSGCGC

TTTSGCGC

Original motif = Consensus sequence: TTTSGCGC Reverse complement motif = Consensus sequence: GCGCSAAA
2.0 2.0

- (ClechAA

—_— - — - -::C = e

Dataset #: 4

Motif ID: 143

Motif name: AgmAGAGGGCrscAGak

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif
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Direction: Forward

Position number: 9

Number of overlap: 8
Similarity score: 0.0915396
Alignment:

AGMAGAGGGCASCAGAK

———————— GCGCSAAA-

Original motif = Consensus sequence: AGMAGAGGGCASCAGAK

2.0

Reverse complement motif
RTCTGSTGCCCTCTYCT

2.0

| Gl p
=10

nél Génl
=" :

Consensus sequence:

W1

Tc_l

Watiloga 3.4

0.0 _'_QC - <= A = -
2 10 15 Wetiiaga 1.4

Dataset #: 4
Motif ID: 144
Motif name: ctCTrsyGCCmCCTast
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: 0.0943326
Alignment:
HDCTGSYGCCMCCTAST
-TTTSGCGC———————~—
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Original motif = Consensus sequence: HDCTGSYGCCMCCTAST

bits

g“?clcﬁég 12

Reverse complement motif ~ Consensus sequence:
ASTAGGYGGCMSCAGDD

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:
HSKAGKYGGCGCCRMCTMSD

———————— GCGCSAAA--—-

167
rsyAGrkGGCGCCmyCTrsy
Reverse Complement
Reverse Complement
Forward

9

8

0.0955357

Original motif = Consensus sequence: DSYAGRKGGCGCCMYCTRSH

20

Ac_

20

MHGEA?ATA_QAAQé%CI

WebsLaga 3.4

Reverse complement motif = Consensus sequence:
HSKAGKYGGCGCCRMCTMSD

20

MHGEA%ATA_QAAQé%Clﬁcé
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Dataset #: 4

Motif ID: 146
myrGYGCCmCCTast

Original Motif
Reverse Complement

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

Direction: Forward
Position number: 5

Number of overlap: 8
Similarity score: 0.0975521
Alignment:

ASTAGGYGGCGCTBB

-——-TTTSGCGC—---

Original motif = Consensus sequence: VBAGCGCCMCCTAST

2.0

B ?A?g CCéQCIAq%

0.0

WetiLoga 34

Reverse complement motif = Consensus sequence: ASTAGGYGGCGCT

2.0

QC;A . AT A,__lf_ﬁ -

0.0 — ——
10 5
WetiLoga 34

Dataset #: 3 Motif ID: 79 Motif name: ELK1

Consensus sequence: VDDCCGGAAR

QQT éA

Wbl oga 3 4

Original motif

2.0

bits
s

00— =———

Reverse complement motif = Consensus sequence: MTTCCGGHBV

~«11006.

ts

b

10
Wbl aga 3 4
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Best Matches for Motif ID 79 (Highest to Lowest)

Dataset #: 3

Motif ID: 85

Motif name: Hand1Tcfe2a

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: 0.0406986

Alignment:

AWRCCAGAMB

VDDCCGGAAR

Original motif = Consensus sequence: BRTCTGGMWT Reverse complement motif = Consensus sequence: AWRCCAGAMB
2.0 2.0
oo l— @-lCI ‘3%$I el E*LICCA Ag

= i = L

Dataset #: 3

Motif ID: 119

Motif name: Stat3

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement
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Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
CTTCCTGGAA
MTTCCGGHBV

Backward
1

10
0.0421921

Original motif = Consensus sequence: TTCCAGGAAG

bits

-T1CC. GGAAS

Wbl ogo 3 S

Reverse complement motif = Consensus sequence: CTTCCTGGAA

bits

MQT \ ;ATAA

5
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:
HVGCCAGMAGRG
VDDCCGGAAR--

4
151
agrCCAGmAGrg
Original Motif
Original Motif
Forward

1

10

0.0478168
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Original motif = Consensus sequence: HVGCCAGMAGRG

2.0

- AR\

Reverse complement motif = Consensus sequence: CKCTRCTGGCVH

MQECIIQT c_

bits

£ S
Dataset #: 4
Motif ID: 156
Motif name: rgyGCCMyCTksTGGccd
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 9
Number of overlap: 10
Similarity score: 0.0493569

Alignment:
RVYGCCCYCTKSTGGCHD
———————— MTTCCGGHBV

Original motif = Consensus sequence: RVYGCCCYCTKSTGGCHD

2.0

T

“eillenllLeT

5

15
Wetiloga 3.4

Reverse complement motif = Consensus sequence:
DDGCCASYAGMGGGCKVM

2.0

b el

10 15

Wetiloga 34
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Dataset #: 3

Motif ID: 74

Motif name: CTCF

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

Position number: 10

Number of overlap: 10

Similarity score: 0.0506531

Alignment:

BMSMGCCYMCTKSTGGMHM

————————— MTTCCGGHBV

Reverse complement motif = Consensus sequence:
BMSMGCCYMCTKSTGGMHM

20 20

Original motif = Consensus sequence: YDRCCASYAGRKGGCRSYV

0
=10

F1 5 C Q g T
. ;_,_ec AQ% VAT IQAQE:’: wacTxX g L=CaliE_2

15
WabiLogod 4 WabiLogod 4

5 10

Dataset #: 3 Motif ID: 80 Motif name: ELK4

Original motif = Consensus sequence: ACCGGAAGT Reverse complement motif = Consensus sequence: ACTTCCGGT
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Wiskal g a 34 ekl oga 34

Best Matches for Motif ID 80 (Highest to Lowest)

Dataset #: 4
Motif ID: 151
Motif name: agrCCAGmAGrg
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 3
Number of overlap: 9
Similarity score: 0.0699758
Alignment:
HVGCCAGMAGRG
--ACCGGAAGT-
Original motif = Consensus sequence: HVGCCAGMAGRG Reverse complement motif = Consensus sequence: CKCTRCTGGCVH
2.0 2.0
B510 E10 C
- XAV QECLH ¥
10 5 10

WatiLoga 3.4 Wetiiogo 3.4

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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
DHCAGAAGDH
ACCGGAAGT-

136
dwCAGAAGwh
Original Motif
Original Motif
Backward

2

9

0.0710473

Original motif = Consensus sequence: DHCAGAAGDH

Reverse complement motif

Consensus sequence: HDCTTCTGHD

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:

121

TALITCF3

Reverse Complement
Original Motif
Forward

4

9

0.0754906
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Alignment:
HVAMCATCTGKT
-——ACTTCCGGT

Original motif = Consensus sequence: HVAMCATCTGKT

Reverse complement motif

bits

Consensus sequence: ARCAGATGRTVD

HAéCAIéT Tl?

Wekaloga 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:
BSKGCCCKCTGGTG
-———-ACTTCCGGT-

166
CasCAGrGGGCrsy
Reverse Complement
Reverse Complement
Backward

2

9

0.0818647

Original motif = Consensus sequence: CACCAGRGGGCRSB

Reverse complement motif

Consensus sequence: BSKGCCCKCTGGT
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%;gegcA AL

bits
&

ﬁ-_:_--Cr 5 CQECJA¢EI

Dataset #: 4

Motif ID: 156

Motif name: rgyGCCMyCTksTGGccd
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: 0.0852431

Alignment:
RVYGCCCYCTKSTGGCHD
——————— ACTTCCGGT--

Original motif = Consensus sequence: RVYGCCCYCTKSTGGCHD

2.0

el

_.I_,_g-_:;-f

5

15
Webilogo 3.4

Reverse complement motif =~ Consensus sequence:
DDGCCASYAGMGGGCKVM

2.0

ACEA AG.-;

0.0 ——

Webilogo 3.4

Dataset #: 3 Motif ID: 81 Motif name: ESR1
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Original motif = Consensus sequence: VDBHMAGGTCACCCTGACCY

20

) ﬁ?EAIPICAgchkéCQE

Weblaga 3.4

Best Matches for Motif ID 81 (Highest to Lowest)

Dataset #: 3

Motif ID: 109

Motif name: Pax5

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

Position number: 1

Number of overlap: 20

Similarity score: 0.0624908

Alignment:

MSGKKRCGCWDCABTGBBCD

MGGTCAGGGTGACCTRDBHV

Original motif = Consensus sequence: DGVYBCABTGDWGCGKRRCSR

20

e

oA e TG4 QATAAQSA

5
WebLaga 34

Reverse complement motif ~ Consensus sequence:
MGGTCAGGGTGACCTRDBHYV

LCAICQ

Weblagn a4

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:
DSYAGRKGGCGCCMYCTRSH
VDBHMAGGTCACCCTGACCY

4
167
rsyAGrkGGCGCCmyCTrsy
Original Motif

Original Motif

Forward

1

20

0.0752066

Original motif = Consensus sequence: DSYAGRKGGCGCCMYCTRSH

20
2
S0

0.0——

=¢3A?ATA_QA“Qé%CI§Gg

Weblaga 3.4

Reverse complement motif =~ Consensus sequence:
HSKAGKYGGCGCCRMCTMSD

20

.= «,—.E_A-,?ATA Y QA v Qé%CIAGM

Weblagn a4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

3

70

Ar

Reverse Complement
Original Motif
Backward
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Position number:
Number of overlap:
Similarity score:

Alignment:
-HWDAGHACRHHVTGTHCCHVMV

MGGTCAGGGTGACCTRDBHV——-

4
19
0.556363

Original motif = Consensus sequence: HWDAGHACRHHVTGTHCCHVMV

2.0

Reverse complement motif
VRVDGGHACAVDDKGTHCTDWH

20

Consensus sequence:

RS e-el &= 160 3= 2 g::; wi=l = SLEXY Yoo s
5 e 5 B e e B B e
Dataset #: 3
Motif ID: 74
Motif name: CTCF
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1
Number of overlap: 19
0.579928

Similarity score:

Alignment:
—YDRCCASYAGRKGGCRSYV

MGGTCAGGGTGACCTRDBHV
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Original motif = Consensus sequence: YDRCCASYAGRKGGCRSYV

20

D
0= T e

10

WebLagn 34

Reverse complement motif ~ Consensus sequence:

BMSMGCCYMCTKSTGGMHM

20

. -LAc;gz.:Q gg d AGGI =S ’_"

15

? |.r|

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
STAGGTCACBGTGACCYABT--
—--MGGTCAGGGTGACCTRDBHV

3

111

PPARG

Reverse Complement
Original Motif
Forward

3

18

1.01936

Original motif = Consensus sequence: STAGGTCACBGTGACCYABT

vzh T

Jmeh,

15 20
WebsLaga 3.4

Reverse complement motif = Consensus sequence:

ABTMGGTCACBGTGACCTAS

%ATA TcA B Ac

Webslaga 3.4
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Dataset #: 3 Motif ID: 82 Motif name: ESR2

Reverse complement motif = Consensus sequence:
BAGGYCABHBTGACCKHV

2.0 2.0

Ll T g0 e [UAGes,

Original motif = Consensus sequence: VHRGGTCABDBTGMCCTB

bits

= = e = 0.0

5 5 10 15
Webiloga 3.4 Webloga 34

Best Matches for Motif ID 82 (Highest to Lowest)

Dataset #: 3

Motif ID: 111

Motif name: PPARG

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

Position number: 1

Number of overlap: 18

Similarity score: 0.0125377

Alignment:

ABTMGGTCACBGTGACCTAS

--BAGGYCABHBTGACCKHV

Reverse complement motif ~ Consensus sequence:

Original motif = Consensus sequence: STAGGTCACBGTGACCYABT ABTMGGTCACBGTGACCTAS
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Dataset #: 3

Motif ID: 70

Motif name: Ar

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

Number of overlap: 18

Similarity score: 0.0399216
Alignment:

HWDAGHACRHHVTGTHCCHVMV
--BAGGYCABHBTGACCKHV--

Reverse complement motif =~ Consensus sequence:
VRVDGGHACAVDDKGTHCTDWH

20 20

A a2 A“E%ﬁ; I% g : o T : A Az l TIAII%L

Original motif = Consensus sequence: HWDAGHACRHHVTGTHCCHVMV

g
= N - "‘T:"fA T SSRpsE
5 10 15

10 15
WabLogad 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:
GCMWRGCATYRTGGGAMHTB
—-BAGGYCABHBTGACCKHV-

131

znf143

Reverse Complement
Reverse Complement
Backward

2

18

0.0692215

Original motif = Consensus sequence: BAHYTCCCAKMATGCMWYGC

20

Reverse complement motif = Consensus sequence:
GCMWRGCATYRTGGGAMHTB

20

1.0

bits

A

R 2 $§ . :-;Qﬁ_esT QCA:IEC QA—QTIE
z 5 10 Wﬁ_ﬁgd z 5 10 15 m.ﬁga

Dataset #: 3

Motif ID: 109

Motif name: Pax5

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

Position number:

Number of overlap:

Reverse Complement
Reverse Complement
Backward

3

18
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Similarity score: 0.0761757

Alignment:
MSGKKRCGCWDCABTGBRBCD
BAGGYCABHBTGACCKHV--
. . ) Reverse complement motif = Consensus sequence:
Original motif =~ Consensus sequence: DGVBCABTGDWGCGKRRCSR MSGKKRCGCWDCABTGBECD
2.0 2.0
a _xaC C
LA wca TG.AVCKIA. V=R ey GTT =CA xo. T,
5 10 15 wmmﬁg‘ 10 Wm_mﬁ?]d
Dataset #: 4
Motif ID: 167
Motif name: rsyAGrkGGCGCCmyCTrsy
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 1
Number of overlap: 18
Similarity score: 0.0808384
Alignment:
HSKAGKYGGCGCCRMCTMSD
VHRGGTCABDBTGMCCTB—--
. . ] Reverse complement motif  Consensus sequence:
Original motif = Consensus sequence: DSYAGRKGGCGCCMYCTRSH HSKAGKYGGCGCCRMCTMSD
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20 20

D a = -:.E;A-,-—::ATA L QA v gé%CIAcm D n . -=:£;A:=—?ATA v QA v Qé%CIAcm

Weblaga 34

Weblaga 34

Dataset #: 3 Motif ID: 83 Motif name: Esrrb

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

_cANGGTCA TeallTre.

WehiLogo 34 WetiLogo A4

2.0

its

bits
=
bi

Best Matches for Motif ID 83 (Highest to Lowest)

Dataset #: 3

Motif ID: 107

Motif name: NR2F1
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: 0.0442611
Alignment:

AKGYYCAAAGRTCA

—-—-VBBYCAAGGTCA
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Original motif = Consensus sequence: TGAMCTTTGMMCYT Reverse complement motif  Consensus sequence: AKGYYCAAAGRTC

Tl s e GAMAGETO
oot e A ’ AA%é:::%l 0.0 G%i%—_—.—_“r?——.“_—-— e TGTC

Dataset #: 3

Motif ID: 115

Motif name: RXRRAR_DR5

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: 0.0442659

Alignment:

TGACCTCKVVBTGAYCK

TGACCTTGMBBB—-—-—-—-—

. . Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: RGKTCABVVRGAGGTCA P 9

TGACCTCKVVBTGAYCK
240 10 T
TTCA _ achbereh “1oaglTer _ [CRGVE

Watiloga 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:
RGGBCAAAGKYCA
-VBBYCAAGGTCA

Original motif = Consensus sequence: RGGBCAAAGKYCA

2.0

.G _cAAAG

ﬂ,G—'

bits

3

87

HNF4A
Original Motif
Original Motif
Backward

1

12
0.0470808

"l"'-.:—.—-—

WabLogod 4

Reverse complement motif

2.0

0.0

Consensus sequence: TGMYCTTTGBCCK

WabLogad 4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

3

130

Zfx

Reverse Complement
Reverse Complement
Forward

2

12

Page 416 of 776



Similarity score: 0.0625961
Alignment:

VAGGCCBBGGCVBB

-TGACCTTGMBBB-

Original motif = Consensus sequence: BBVGCCBVGGCCTV

e\ CCT“

0.0 = =
5

Webiioga 3.4

Reverse complement motif

Consensus sequence: VAGGCCBBGGCVE

2.0
m
:E‘I.l:l
— C
aol= v —_—=—— A =

10
Webiloga 3.4

Dataset #: 3

Motif ID: 81

Motif name: ESR1
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 9

Number of overlap: 12

Similarity score: 0.0628484
Alignment:

VDBHMAGGTCACCCTGACCY

TGACCTTGMBBB-—-——————

Original motif = Consensus sequence: VDBHMAGGTCACCCTGACCY

Reverse complement motif
MGGTCAGGGTGACCTRDBHV

Consensus sequence:
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20

0 h‘EEAI%ICA‘;E‘?IhéCQg 0o 1 QﬂIcAﬂ—’-‘ﬁlEéGQ;—r.—_ﬁ_— N

Weblaga 34

Weblaga 34

Dataset #: 3 Motif ID: 84 Motif name: GABPA

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

2.0

2.0
podt Pl
510 C s10
C . Algﬂ_ - < C——w ———
20 B o e 5

WetiLogo 3.4

WWehiiogo 34

Best Matches for Motif ID 84 (Highest to Lowest)

Dataset #: 4

Motif ID: 154

Motif name: ¢csCsCCTCCcc
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: 0.0708637
Alignment:

VBCCCCTCCHB

VVCACTTCCGG
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Original motif = Consensus sequence: VBCCCCTCCHB Reverse complement motif

240

bits

1 (el

2.0

blts
o
-

. [ » =

Consensus sequence: BDGGAGGGGBV

10
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:
CDCCWGGTGGCAGCAVV
—————— CCGGAAGTGVV

Original motif = Consensus sequence: BVTGCTGCCACCWGGDG

2.0

169
yvTGCyGCCmCCwGgtG
Original Motif

Reverse Complement
Forward

7

11

0.0756694

Reverse complement motif
CDCCWGGTGGCAGCAVV

Consensus sequence:

0.0

- 1ielacetl o "¢ olagar

Watiloga 3.4

1GacCA

Watiloga 3.4
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Dataset #: 2

Motif ID: 67

Motif name: Motif 67

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: 0.0810917

Alignment:

SYGCCCYCTDSTGG

VVCACTTCCGG---

Original motif = Consensus sequence: SYGCCCYCTDSTGG Reverse complement motif = Consensus sequence: CCASHAGKGGGCH
20 20
o E%xg_cg(£1.-_-.cl A= s QCAC‘EA AT IQA'C_-;

5 10 e 3 10 S

Dataset #: 3

Motif ID: 74

Motif name: CTCF

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 4

Number of overlap: 11
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Similarity score: 0.0813947

Alignment:
BMSMGCCYMCTKSTGGMHM
————— VVCACTTCCGG—---

Original motif = Consensus sequence: YDRCCASYAGRKGGCRSYV

20

;hec A?%_ AImnggéﬂ

0.0 =
5 10

WabiLogod 4

Reverse complement motif = Consensus sequence:
BMSMGCCYMCTKSTGGMHM

20

u-ﬁ‘_‘t;gxg gg _:ecl p

15

WabiLogod 4

Dataset #: 4

Motif ID: 156

Motif name: rgyGCCMyCTksTGGccd
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: 0.0837237

Alignment:

RVYGCCCYCTKSTGGCHD

-—-—-VVCACTTCCGG---

Original motif = Consensus sequence: RVYGCCCYCTKSTGGCHD

Reverse complement motif = Consensus sequence:
DDGCCASYAGMGGGCKVM
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2.0

sl

5 10 15

2.0

210

(e Auaclig
o TIC=I | T VWV A=

0.0

WebLaga 3.4

Dataset #: 3 Motif ID: 85 Motif name: Hand1Tcfe2a

Original motif = Consensus sequence: BRTCTGGMWT

2.0

) - eulcj -:‘Eél

0.0
10
Wbl ogo 3 S

bits

Best Matches for Motif ID 85 (Highest to Lowest)

Dataset #: 4

Motif ID: 151

Motif name: agrCCAGmAGrg
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: 0.0194367
Alignment:

HVGCCAGMAGRG

AWRCCAGAMB--

Reverse complement motif = Consensus sequence: AWRCCAGAMB

2.0
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Original motif = Consensus sequence: HVGCCAGMAGRG Reverse complement motif = Consensus sequence: CKCTRCTGGCVH

. GAU.... QECI G
Dataset #: 4
Motif ID: 163
Motif name: gwGGCCAGMAGAGGGCrby
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 2
Number of overlap: 10
Similarity score: 0.027647
Alignment:
VHGGCCAGMAGAGGGCRBY
-AWRCCAGAMB---—-—--~-

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

KBKGCCCTCTYCTGGCCHV
=1.0 A A S10 T CT CT
-S4 c& & C =% o ==CV rvacC L L:Qg,-x?
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Dataset #: 3

Motif ID: 79
Motif name: ELK1
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: 0.0297824
Alignment:
MTTCCGGHBV
BRTCTGGMWT
Original motif = Consensus sequence: VDDCCGGAAR Reverse complement motif = Consensus sequence: MTTCCGGHBV
20 20
i A i ]QT CC
s SE— gg—-— —A e WA T w
= i = L
Dataset #: 3
Motif ID: 114
Motif name: RUNX1
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 2
Number of overlap: 10
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Similarity score:

Alignment:
BBYTGTGGTTT
—-BRTCTGGMWT

Original motif

2.0

)
—

0.0323511

Consensus sequence: BBYTGTGGTTT

0.0

V) O

Webiioga 34

Reverse complement motif

pors
=

Consensus sequence: AAACCACAKVB

2.0

1

Lu]

ZQAéQCACAAﬁ

wWebiiaga 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:

RVYGCCCYCTKSTGGCHD
———————— BRTCTGGMWT

Original motif

4
156
rgyGCCMyCTksTGGccd
Original Motif

Original Motif

Forward

9

10

0.0371584

Consensus sequence: RVYGCCCYCTKSTGGCHD

Reverse complement motif

Consensus sequence:

DDGCCASYAGMGGGCKVM
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LG TI TWe_

5

bits

2.0

Aq:::.—_-;

WebLaga 3.4

Dataset #: 3 Motif ID: 86 Motif name: HIF1AARNT

Original motif = Consensus sequence: VBACGTGV

=20

L a0GIG

Wetiago 3

Best Matches for Motif ID 86 (Highest to Lowest)

Dataset #: 3

Motif ID: 91

Motif name: MAX

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

Position number: 3

Number of overlap: 8

Similarity score: 0.0166242

Alignment:

BCACGTGDTD

VCACGTBV—--

Reverse complement motif

Consensus sequence: VCACGTBV
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Original motif = Consensus sequence: DAHCACGTGD Reverse complement motif = Consensus sequence: BCACGTGDTD

2.0 2.0

T

0.0 = 0.0d== ’ —
Dataset #: 3
Motif ID: 96
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: 0.0228069
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-

3

94

Myc

Original Motif
Reverse Complement
Backward

2

8

0.0249459

Original motif = Consensus sequence: VGCACGTGGH

2.0

~__CACGa(

Reverse complement motif = Consensus sequence: DCCACGTGCV

_LEQQJ lQ_.:__I_ W=

- == e
o T T
Dataset #: 3
Motif ID: 95
Motif name: MYCMAX

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

Reverse Complement
Reverse Complement
Backward

3

8
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Similarity score: 0.0254922
Alignment:

ACCACGTGSTM

-VCACGTBV--

Original motif = Consensus sequence: RASCACGTGGT

Reverse complement motif

OO0

Consensus sequence: ACCACGTGSTM

Dataset #: 3

Motif ID: 125

Motif name: TP53
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 11

Number of overlap: 8

Similarity score: 0.0362969
Alignment:

MSGGACATGYCCGGGCATGT

--VBACGTGV-—-————————

Original motif = Consensus sequence: MSGGACATGYCCGGGCATGT

Reverse complement motif
ACATGCCCGGKCATGTCCSR

Consensus sequence:
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20

I6..

-
15 20
03

Dataset #: 3 Motif ID: 87 Motif name: HNF4A

Original motif = Consensus sequence: RGGBCAAAGKYCA Reverse complement motif = Consensus sequence: TGMYCTTTGBCCK
2.0 2.0
ﬁT,L%gAAAE:-:Egé lﬁ_ﬂggclllé%ggé

2 10 WabiLoga 3.4 2 10 WabiLoga 3.8

Best Matches for Motif ID 87 (Highest to Lowest)

Dataset #: 3

Motif ID: 107

Motif name: NR2F1

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: 0.0127044

Alignment:

AKGYYCAAAGRTCA

—-RGGBCAAAGKYCA
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Original motif = Consensus sequence: TGAMCTTTGMMCYT Reverse complement motif  Consensus sequence: AKGYYCAAAGRTC

Tl s e GAMAGETO
oot e A ’ AA%é:::%l 0.0 G%i%—_—.—_“r?——.“_—-— e TGTC

Dataset #: 3

Motif ID: 115

Motif name: RXRRAR_DR5

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 1

Number of overlap: 13

Similarity score: 0.0388151

Alignment:

TGACCTCKVVBTGAYCK

TGMYCTTTGBCCK—-—-—-—

. . Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: RGKTCABVVRGAGGTCA P 9

TGACCTCKVVBTGAYCK
240 10 T
TTCA _ achbereh “1oaglTer _ [CRGVE

Watiloga 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:
MSGKKRCGCWDCABTGBBCD
——————— RGGBCAAAGKYCA

3

109

Pax5

Original Motif
Reverse Complement
Forward

8

13

0.0538871

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

20

e, T

wl=A =S8 1G A Q ATé AQC QR

WebsLaga 3.4

Reverse complement motif = Consensus sequence:
MSGKKRCGCWDCABTGBBCD

=Y (;:g:-— 192 I--*= g—,-—:

Webslaga 3.4

bits
ps

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

3

82

ESR2

Original Motif
Original Motif
Forward

3
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Number of overlap: 13
Similarity score: 0.0571246

Alignment:
VHRGGTCABDBTGMCCTB
-—-RGGBCAAAGKYCA---

Reverse complement motif =~ Consensus sequence:
BAGGYCABHBTGACCKHV

2.0

Original motif = Consensus sequence: VHRGGTCABDBTGMCCTB

Dataset #: 3

Motif ID: 70

Motif name: Ar

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

Position number: 4

Number of overlap: 13

Similarity score: 0.0577381

Alignment:

VRVDGGHACAVDDKGTHCTDWH

—————— TGMYCTTTGBCCK—-—--
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Original motif

20

?EA

bits

ilbe s

= PN

15 20
WabLogad 4

Consensus sequence: HWDAGHACRHHVTGTHCCHVMV

Reverse complement motif

Consensus sequence:

VRVDGGHACAVDDKGTHCTDWH

20

%1.0 A
=) P o Ac

s o A =RESS

A
. - A

5 10

Dataset #: 3 Motif ID: 88

Original motif = Consensus sequence: TGYCAGGGGGCR

WatiLoga 3.4

Best Matches for Motif ID 88 (Highest to Lowest)

Dataset #: 3
Motif ID: 74
Motif name: CTCF

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

Direction: Backward
Position number: 5

Number of overlap: 12
Similarity score: 0.0323447

Alignment:

Motif name: INSM1

Reverse Complement
Reverse Complement

Reverse complement motif

)

bns

Consensus sequence: MGCCCCCTGMCA

Ts

Wetiiogo 34
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BMSMGCCYMCTKSTGGMHM
~--MGCCCCCTGMCA-—-—

Original motif = Consensus sequence: YDRCCASYAGRKGGCRSYV

20

0.0

CAEE‘}

-
15

5 10

WebLagad4

Reverse complement motif ~ Consensus sequence:
BMSMGCCYMCTKSTGGMHM

20

10

00 é’_‘t_zgxg gg -‘ELQl e A

bits

)

15

o

Legads

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
CCASHAGKGGGCKS
-TGYCAGGGGGCR-

2

67

Motif 67

Original Motif
Reverse Complement
Backward

2

12

0.0361443

Original motif = Consensus sequence: SYGCCCYCTDSTGG

Reverse complement motif = Consensus sequence: CCASHAGKGGGCH
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2.0

&1

EIE%IQCQCCL¢

Welsloge 34

bits

cline Migelc,.

[1]
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:
CACCAGRGGGCRSB
TGYCAGGGGGCR--

4
166
CasCAGrGGGCrsy
Original Motif
Original Motif
Backward

3

12

0.0386733

Original motif = Consensus sequence: CACCAGRGGGCRSB

ﬁ:cggﬁé AG

A

Reverse complement motif = Consensus sequence: BSKGCCCKCTGGT

2.0

T _TWET

bits

‘_:-_ A AQ;E
Dataset #: 4
Motif ID: 168
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Motif name: yrcrGYGCCMyCTGGtG

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: 0.0393748

Alignment:

HVCAGCGCCCYCTGGTG

————— MGCCCCCTGMCA

Reverse complement motif =~ Consensus sequence:
CACCAGMGGGCGCTGBD

2.0 2.0

CA__ZQ GIv |GG\ QACQ A2VVy ACI.:

0.0 T = e W 0.0 =

TR —
5 10 15 5 10 15

Original motif = Consensus sequence: HVCAGCGCCCYCTGGTG

Dataset #: 4

Motif ID: 156

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

Position number: 5

Number of overlap: 12

Similarity score: 0.0427424
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Alignment:
RVYGCCCYCTKSTGGCHD
--MGCCCCCTGMCA-—-—--

Original motif = Consensus sequence: RVYGCCCYCTKSTGGCHD

20

“eilenlL el

5

Reverse complement motif
DDGCCASYAGMGGGCKVM

20

pgl==m ===

Consensus sequence:

e Ml
- 4 1\1C=I1 | T i euA‘?—_‘?:—

Weblaga 3.4

Dataset #: 3 Motif ID: 89 Motif name: Kif4

Original motif = Consensus sequence: DGGGYGKGGC

2.0

=
=10

W EVTYVYC

5 10
Wb Ogo 3 S

Best Matches for Motif ID 89 (Highest to Lowest)

Dataset #: 4

Motif ID: 155

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

Reverse complement motif

Consensus sequence: GCCYCMCCCD

EZQQQRCACCC$

Wbl ogo 34
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2

10

Position number:
0.0234217

Number of overlap:

Similarity score:
Consensus sequence: VDGGGDGGGGBV

Reverse complement motif

Alignment:
VDGGGDGGGGBV
-DGGGYGKGGC-
Original motif = Consensus sequence: VBCCCCDCCCHV
2.0 2.0
ol _CCCCXCC V- PG : = WVIC i
Dataset #: 4
Motif ID: 154
Motif name: ¢csCsCCTCCcc
Matching format of first motif: Reverse Complement
Matching format of second motif Original Motif
Direction: Backward
Position number: 1
10
0.0429499

Number of overlap:
Consensus sequence: BDGGAGGGGBV

Similarity score:
Reverse complement motif
Page 439 of 776

Alignment:
VBCCCCTCCHB
-GCCYCMCCCD
Consensus sequence: VBCCCCTCCHB

Original motif



2.0

0.0

10
wWebiiaga 3.4

Dataset #: 4

Motif ID: 149

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

Number of overlap: 10

Similarity score: 0.0512984
Alignment:

ASMAGAGGGCRCTGSABH

————— DGGGYGKGGC---

Reverse complement motif = Consensus sequence:

Original motif = Consensus sequence: ASMAGAGGGCRCTGSABH DBTSCAGMGCCCTCTRST

2.0

MLQXA \ .A—.—___ .ACI&‘?‘-@:_-,_- . EIEQACQA ¢ I | S e=AN

0.0
10 15 5 15

WebLaga 3.4 Webloga 34

bits

Dataset #: 4
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Motif ID: 146

Motif name: myrGYGCCmCCTast
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: 0.0522764

Alignment:

VBAGCGCCMCCTAST

---GCCYCMCCCD--

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

2.0

0.0

‘. ?A?g CCQQCI

2.0

=2 =0 & Q‘CEA AT A,,l_,_ﬂ, 5

0.0 —
15 10 15
Webiloga 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:
Similarity score:

4
169
yvTGCyGCCmMCCwGgtG
Reverse Complement
Original Motif

Forward

4

10

0.0619219

Page 441 of 776



Alignment:

BVTGCTGCCACCWGGDG
---GCCYCMCCCD----
. . ) Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: BVTGCTGCCACCWGGDG CDCCWGGTGGCAGCAVY
0.0 I-‘—“"CI—-——"— = CCQXGQ - % 00 CAQC%AC : = CAECA
Dataset #: 3 Motif ID: 90 Motif name: Mafb
Original motif = Consensus sequence: GCTGACDB Reverse complement motif = Consensus sequence: BHGTCAGC
.- QI—-—éE‘L — PR, I —— .~ I gA.—-r__-:
Best Matches for Motif ID 90 (Highest to Lowest)
Dataset #: 4
Motif ID: 149
Motif name: asmAGRGGGCrCTGsmkc
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
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Position number: 1

Number of overlap: 8
Similarity score: 0.0232655
Alignment:

ASMAGAGGGCRCTGSABH

—————————— GCTGACDB

R lement motif  C :
Original motif ~ Consensus sequence: ASMAGAGGGCRCTGSABH ceverse complement motif Lonsensus sequence

DBTSCAGMGCCCTCTRST
20 20
LGXA AT__ L ACLL:%_-,__ pols EIEQACQA I 19t
2 19 13 Webilaga 2.4 2 19 13 WebiLaga 24

Dataset #: 3
Motif ID: 111
Motif name: PPARG
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 10
Number of overlap: 8
Similarity score: 0.0322069
Alignment:
STAGGTCACBGTGACCYART
---GCTGACDB-———————~
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Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: STAGGTCACBGTGACCYABT P g

ABTMGGTCACBGTGACCTAS
TATCh, Teabbeh 1 o ek, Tofnk
Dataset #: 3
Motif ID: 82
Motif name: ESR2
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 9
Number of overlap: 8
Similarity score: 0.035275
Alignment:
BAGGYCABHBTGACCKHV
———————— GCTGACDB--

Reverse complement motif = Consensus sequence:
BAGGYCABHBTGACCKHV

2.0 2.0

Original motif = Consensus sequence: VHRGGTCABDBTGMCCTB

bits

0.0——— = —— 0.0

Wetiloga 3.4 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:
CDCCWGGTGGCAGCAVV
—————— BHGTCAGC---

Original motif = Consensus sequence: BVTGCTGCCACCWGGDG

2.0

bits

0.0

4
169
yvTGCyGCCmCCwGgtG
Reverse Complement
Reverse Complement
Forward

7

8

0.0358393

Reverse complement motif
CDCCWGGTGGCAGCAVV

"¢ olagar

Consensus sequence:

1GacCA

Watiloga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

115
RXRRAR_DR5
Original Motif
Original Motif
Forward

2
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Number of overlap: 8

Similarity score: 0.0388936
Alignment:
RGKTCABVVRGAGGTCA
-GCTGACDB———————-
. . Reverse complement motif = Consensus sequence:
I f : RGKTCABVVRGAGGTCA
Original moti Consensus sequence: RGKTC GAGGTC TGACCTCKVVBTGAYCK
n.}A TTCA EI“QQA?J——AQA 0.0 EéAGITQ‘?? qg-AA
Dataset #: 3 Motif ID: 91 Motif name: MAX
Original motif = Consensus sequence: DAHCACGTGD Reverse complement motif = Consensus sequence: BCACGTGDTD
2.0 2.0
o = s o g d=—— C I __.-—-.__C_..-._
L e “'eu_csglgnt

Wabloga 3 4

Best Matches for Motif ID 91 (Highest to Lowest)

Dataset #: 3

Motif ID: 95

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

Direction: Forward
Position number: 1

Number of overlap: 10
Similarity score: 0.0266106
Alignment:

RASCACGTGGT

DAHCACGTGD-

Original motif = Consensus sequence: RASCACGTGGT

240

Wetiiaga 34

Reverse complement motif

2.0

Consensus sequence: ACCACGTGSTM

Dataset #: 3

Motif ID: 121

Motif name: TAL1TCF3

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

Position number: 2

Number of overlap: 10

Similarity score: 0.0735692

Alignment:
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Reverse complement motif

Consensus sequence: ARCAGATGRTVD

ARCAGATGRTVD
-BCACGTGDTD-
Original motif = Consensus sequence: HVAMCATCTGKT
2.0
0o G ‘ l l5 CT Tl_jqaa,
Dataset #: 4
Motif ID: 158
Motif name: grCCACwAGrk
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
2
10
0.0740659

Position number:
Number of overlap:
Similarity score:

Alignment:
DDCCACWAGRK

DAHCACGTGD-
Consensus sequence: DDCCACWAGRK

Original motif

2.0

Reverse complement motif

Consensus sequence: YMCTWGTGGHH

WetiLogo 3.4

Page 448 of 776



Dataset #: 4

Motif ID: 138

Motif name: grCCACyAGAkG
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: 0.0824309

Alignment:

DDCCACYAGAKG

DAHCACGTGD--

Original motif = Consensus sequence: DDCCACYAGAKG Reverse complement motif  Consensus sequence: CYTCTMGTGGHH
Dataset #: 3

Motif ID: 105

Motif name: NHLH1

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

Position number: 3
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10
0.0853797

Number of overlap:
Similarity score:

Alignment:

VCGCAGCTGCGB
--BCACGTGDTD
Original motif = Consensus sequence: VCGCAGCTGCGB
0.0 Q“-% - CT . —1—0—1___—_

Motif name: MIZF

Consensus sequence: VCGCAGCTGCGV

Reverse complement motif

-+ ¢.0AcC

1.
0.

ts

bi

Consensus sequence: GCGGACGTTV

Motif ID: 92

Dataset #: 3
Consensus sequence: BAACGTCCGC

Original motif

2.0
<=
=10
= E —-—:
onl=—= — — S S — —
s 10
Wablogo3 4

Best Matches for Motif ID 92 (Highest to Lowest)

Dataset #: 3
Motif ID: 84
Motif name: GABPA
Original Motif
Reverse Complement

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

Reverse complement motif

2.0
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Direction: Backward

Position number: 2

Number of overlap: 10
Similarity score: 0.0326212
Alignment:

VVCACTTCCGG

BAACGTCCGC-

Original motif = Consensus sequence: CCGGAAGTGVV

2.0
£
" C
0.0 - N —— P w
5 10

Wetiioga 34

Reverse complement motif =~ Consensus sequence: VVCACTTCCGG

bits

2.0

1.0

0.0

01005

wWabiiaga 3.4

Dataset #: 4

Motif ID: 168

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

Position number: 6

Number of overlap: 10

Similarity score: 0.0553693

Alignment:

CACCAGMGGGCGCTGRD

————— GCGGACGTTV--
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Reverse complement motif ~ Consensus sequence:
CACCAGMGGGCGCTGBD

QE | ¥dxy QACQ, aPVWRVIG

Webiiogo 3.4

Original motif = Consensus sequence: HVCAGCGCCCYCTGGTG

20

" call

= - e

5

Dataset #: 4

Motif ID: 149

Motif name: asmAGRGGGCrCTGsmkc
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: 0.0554206

Alignment:

DBTSCAGMGCCCTCTRST

----BAACGTCCGC----

Reverse complement motif = Consensus sequence:
DBTSCAGMGCCCTCTRST

2.0

Original motif = Consensus sequence: ASMAGAGGGCRCTGSABH

2.0

) SN A ACT cA ) . frggécg v QI Tx=l

e e e g

5 10 15
WetiLaga 3.4 WetiLaga 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:
ACCACGTGSTM
-BAACGTCCGC

Original motif

3

95

MYCMAX

Original Motif
Reverse Complement
Forward

2

10

0.0558866

Consensus sequence: RASCACGTGGT

Reverse complement motif

Lalnl

aC

Consensus sequence: ACCACGTGSTM

-
____l’,i?
10

— ————
5

wWebiiaga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

82

ESR2

Reverse Complement
Reverse Complement
Backward

1

10

Page 453 of 776



Similarity score: 0.0567619

Alignment:
BAGGYCABHBTGACCKHV
———————— GCGGACGTTV
) Reverse complement motif = Consensus sequence:
Consensus sequence: VHRGGTCABDBTGMCCTB BAGGYCABHBTGACCKHY

Original motif

2.0

2.0

B _e:_A_I%I 2 . IA%QQI-%_- ) -AIQ‘IQ-&.-%--‘— e ACQTI

bits
a

0.0
5 10
Wetiloga 34

10 15
Wetiloga 3.4

Dataset #: 3 Motif ID: 93 Motif name: Myb

Reverse complement motif  Consensus sequence: CAACVGMC

Original motif = Consensus sequence: GRCVGTTG

=0 =0
=] =]

bifs

bits

ek ago @

o
el ago @

Best Matches for Motif ID 93 (Highest to Lowest)

Dataset #: 3

Motif ID: 97

Motif name: Myf

Matching format of first motif: Reverse Complement
Original Motif

Matching format of second motif:
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Direction: Forward

Position number: 4

Number of overlap: 8

Similarity score: 0.0229626

Alignment:
MRGCARCWGSWG
-—-—-CAACVGMC-

Original motif = Consensus sequence: MRGCARCWGSWG

2.0

- sasOhsCrlier

0.0

WatiLoga 3.4

Reverse complement motif

bits

2.0

0.0

C

-

Consensus sequence: CWSCWGMTGCKR

¢lvels

Wetiiogo 3.4

Dataset #: 3
Motif ID: 87
Motif name: HNF4A

Matching format of first motif:

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

Number of overlap: 8

Similarity score: 0.0239903
Alignment:

RGGBCAAAGKYCA

-CAACVGMC----

Reverse Complement
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Original motif = Consensus sequence: RGGBCAAAGKYCA

20

00—

Webilogod 4

Reverse complement motif = Consensus sequence: TGMYCTTTGBCCK

20

cléggcllléﬂgga

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:
ARCAGATGRTVD
GRCVGTTG——---

3

121

TALITCF3

Original Motif
Reverse Complement
Forward

1

8

0.0259637

Original motif = Consensus sequence: HVAMCATCTGKT

2.0

bits

0.0

. “AECATQTWTL

WatiLoga 3.4

Reverse complement motif = Consensus sequence: ARCAGATGRTVD

Wetiiogo 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:
AAACCACAKVB
-—-—-CAACVGMC

Original motif

2.0

0.0 —

3

114

RUNX1

Reverse Complement
Reverse Complement
Forward

4

8

0.0297264

Consensus sequence: BBYTGTGGTTT

Reverse complement motif

pors
=

Consensus sequence: AAACCACAKVB

2.0

1

Lu]

ZQAéQCACAAﬁ

wWebiiaga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

104

NFYA

Reverse Complement
Original Motif
Backward

3

8
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Similarity score: 0.0310894

Alignment:

VBBRRCCAATSRGVDB
—————— CAACVGMC--

Original motif = Consensus sequence: VBBRRCCAATSRGVDB

_=2A CA l
5 10

0.0 —

2.0

bits
5

cA

Wabiogad 4

Reverse complement motif = Consensus sequence:

BHVCKSATTGGMKBVV

2.0

bits

)

0.0

- clga WEE.

WabiLogad 4

Dataset #: 3 Motif ID: 94 Motif name: Myc

Original motif = Consensus sequence: VGCACGTGGH

2.0

" 1
= CAC I Ll
=—_— 8 % = o e
5

10
Wbl oga 3 4

Best Matches for Motif ID 94 (Highest to Lowest)

Dataset #: 3

Motif ID: 96

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

Reverse complement motif  Consensus sequence: DCCACGTGCV

2.0
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Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
HSCACGTGGC
VGCACGTGGH

Backward
1

10

0

Original motif = Consensus sequence: HSCACGTGGC

2.0

bits

1 CACGG

Reverse complement motif

2.0

Consensus sequence: GCCACGTGSD

=S W W W =
oo = o
Dataset #: 3
Motif ID: 95
Motif name: MYCMAX
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: 0.0209359

Alignment:
RASCACGTGGT
-VGCACGTGGH
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Original motif = Consensus sequence: RASCACGTGGT Reverse complement motif = Consensus sequence: ACCACGTGSTM

240 20—

”éQCAC V=T

0.0

bits

1 TR

Weiloga 34 WekiLoga 34

Dataset #: 4

Motif ID: 169

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

Position number: 7

Number of overlap: 10

Similarity score: 0.0628757

Alignment:

CDCCWGGTGGCAGCAVV

-VGCACGTGGH------

Reverse complement motif = Consensus sequence:

Original motif = Consensus sequence: BVTGCTGCCACCWGGDG CDCCWGGTGGCAGCAVY

2.0

- 1ielacetl o "¢ olagar

0.0

Watiloga 3.4 Watiiogo 3.4
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Dataset #: 4
Motif ID: 147
Motif name: asCAGrkGGCrsy
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: 0.0675017
Alignment:
ASCAGRGGGCRSB
VGCACGTGGH---
Original motif = Consensus sequence: ASCAGRGGGCRSB Reverse complement motif = Consensus sequence: BSKGCCCMCTGST

20

. JE“«=CA AT-:: A"_:_‘:—

e 10 WabLogad g WabLogad s

Dataset #: 4
Motif ID: 158
Motif name: grCCACwAGrk
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1
Number of overlap: 10
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Similarity score: 0.0682475

Alignment:

DDCCACWAGRK

-DCCACGTGCV

Original motif = Consensus sequence: DDCCACWAGRK Reverse complement motif = Consensus sequence: YMCTWGTGGHH
2.0 2.0

10
wWebiiaga 3.4

Dataset #: 3 Motif ID: 95 Motif name: MYCMAX

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

2.0

Best Matches for Motif ID 95 (Highest to Lowest)

Dataset #: 3

Motif ID: 121

Motif name: TAL1TCF3
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
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1
11

Position number:
0.0652343
Consensus sequence: ARCAGATGRTVD

Number of overlap:

Similarity score:
Alignment:
HVAMCATCTGKT
-RASCACGTGGT
Original motif = Consensus sequence: HVAMCATCTGKT Reverse complement motif
2.0 2.0
AC ATCT T ACA AT I
oo __TVA AN = 0o o T e=s T —
5 10 i toanis 5 10 i toanih
Dataset #: 4
Motif ID: 158
Motif name: grCCACwAGrk
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: 0.0786918
Alignment:
DDCCACWAGRK
Reverse complement motif  Consensus sequence: YMCTWGTGGHH
Page 463 of 776

RASCACGTGGT
Consensus sequence: DDCCACWAGRK

Original motif



Webiioga 34

10
wWebiiaga 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:
CDCCWGGTGGCAGCAVV

RASCACGTGGT------

4
169
yVTGCyGCCmCCwGgtG
Original Motif

Reverse Complement
Backward

7

11

0.0804522

Original motif = Consensus sequence: BVTGCTGCCACCWGGDG

2.0

bits

0.0

g IQGIA %chéﬁ'%

Webiiaga 3.4

Reverse complement motif
CDCCWGGTGGCAGCAVV

Consensus sequence:

"¢ olager

Dataset #:
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Motif ID: 97

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

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 2

Number of overlap: 11

Similarity score: 0.0843705

Alignment:

CWSCWGMTGCKR

-ACCACGTGSTM

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

2.0 2.0

gtCAéCAACI ?I - NREVRUE G%ET

a.

bits
=

Wetiloga 34 Welaloga 34

Dataset #: 3

Motif ID: 74

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

Number of overlap: 11

Similarity score: 0.084904
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Alignment:
YDRCCASYAGRKGGCRSYV
-—-—-RASCACGTGGT----

. . ) Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: YDRCCASYAGRKGGCRSYV BMSMGCCYMCTKSTGGMHM

20

A C " ceb0yeel| T
ME%C -?%_ AI___I‘;-AEE:_’: R===X=1 b <- g LIP-N oF-X

20

- =
5 10

15

— A
>

WebLagad4

o

Legads

Dataset #: 3 Motif ID: 96 Motif name: Mycn

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

2.0 .0
E 1.0 A E 1.0
P - . l—-— -_ ¢ ——
5

i

o.0 e e

L__|
5 10
Wb Ogo 3 S

Best Matches for Motif ID 96 (Highest to Lowest)

Dataset #: 3

Motif ID: 94

Motif name: Myc

Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Forward
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Position number: 1

Number of overlap: 10

Similarity score: 0

Alignment:

DCCACGTGCV

GCCACGTGSD

Original motif = Consensus sequence: VGCACGTGGH Reverse complement motif = Consensus sequence: DCCACGTGCV
2-0_, 2.0
a.0 EEC_AQAI — e == o.o -—ﬁ-‘QQ QA—I- — -4 9___

= T L = T L

Dataset #: 3

Motif ID: 95

Motif name: MYCMAX

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: 0.0200467

Alignment:

RASCACGTGGT

-HSCACGTGGC

Original motif = Consensus sequence: RASCACGTGGT Reverse complement motif = Consensus sequence: ACCACGTGSTM
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“la CAC Yl

L LT

Dataset #: 4
Motif ID: 169
Motif name: yvTGCyGCCmCCwGgtG
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 2
Number of overlap: 10

0.0581322

Similarity score:

Alignment:
CDCCWGGTGGCAGCAVV

~HSCACGTGGC---—--

Original motif

2.0

bits

Consensus sequence: BVTGCTGCCACCWGGDG

T T6Cx

0.0

ACGIVg G

Webiiaga 3.4

Reverse complement motif
CDCCWGGTGGCAGCAVV

Consensus sequence:

"¢ olager

Dataset #:

Page 468 of 776



Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
ASCAGRGGGCRSB
HSCACGTGGC---

147

asCAGrkGGCrsy

Original Motif
Original Motif
Forward

1

10
0.0621075

Original motif = Consensus sequence: ASCAGRGGGCRSB

2.0
eqCA ; ATY

Reverse complement motif = Consensus sequence: BSKGCCCMCTGST

2.0

+2i(0ee

Dataset #: 3

Motif ID: 74

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

Number of overlap: 10

Similarity score: 0.0679017
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Alignment:
YDRCCASYAGRKGGCRSYV
————— HSCACGTGGC-—---

Original motif = Consensus sequence: YDRCCASYAGRKGGCRSYV

20

g L e~c Agg = AT __IQAE?Ef_’:

5

WebLagad4

Reverse complement motif
BMSMGCCYMCTKSTGGMHM

20

= e

0.0 =

Consensus sequence:

2
E1

ecl

— A
>

15

o

Legads

Dataset #: 3 Motif ID: 97 Motif name: Myf

Original motif = Consensus sequence: MRGCARCWGSWG

2.0

- eaOsCrlier

0.0

WatiLoga 3.4

Best Matches for Motif ID 97 (Highest to Lowest)

Dataset #: 3
Motif ID: 105
Motif name: NHLH1

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward

Reverse complement motif = Consensus sequence: CWSCWGMTGCKR

e C ‘ i 8
M&C%c E%CT

Wetiiogo 3.4
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Position number: 1

Number of overlap: 12

Similarity score: 0.0355504

Alignment:

VCGCAGCTGCGV

CWSCWGMTGCKR

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

2.0

+ ¢ 0ACC] G

Wekiloga A4

2.0

§ Q;GA“CIgTﬁ |

o.

its

bits
b

Wekiloga A4

Dataset #: 3

Motif ID: 74

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

Number of overlap: 12

Similarity score: 0.0508517
Alignment:

YDRCCASYAGRKGGCRSYV

-——CWSCWGMTGCKR-—-—~—
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Reverse complement motif ~ Consensus sequence:
BMSMGCCYMCTKSTGGMHM

20 20

;___-enc Agg JVAT IQAE_Q'_:_’: o4 é?@?xg gg __ekcl ) ¥ 2

0.0 P - =
5

5 10

Original motif = Consensus sequence: YDRCCASYAGRKGGCRSYV

f

WebLagn 34

H

blogads

Dataset #: 4

Motif ID: 166

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

Position number: 1

Number of overlap: 12

Similarity score: 0.055783

Alignment:

CACCAGRGGGCRSB

CWSCWGMTGCKR--

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

2.0

% GGCQA AT @ Ac.._- % "‘“_’-Cr : CQ-CI-QTAQ;I

10
Webiloga 3.4 WabiLlogo .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:
DDGCCASYAGMGGGCKVM
—-———CWSCWGMTGCKR--

Original motif = Consensus sequence: RVYGCCCYCTKSTGGCHD

2.0

4
156
rgyGCCMyCTksTGGccd
Reverse Complement
Reverse Complement
Backward

3

12

0.058463

Reverse complement motif = Consensus sequence:

“eillenlleT

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

DDGCCASYAGMGGGCKVM
2.0
e 1 Qv Ach ¥ _QA?%
18 Wetilaga 34 2 10 18 Wetilaga 34
2
69
Motif 69

Reverse Complement
Reverse Complement
Backward

2
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12

Number of overlap:
0.0591644

Similarity score:

Alignment:

ACTCCAGMTCCAGG
-CWSCWGMTGCKR-

Reverse complement motif  Consensus sequence: ACTCCAGMTCCAC

HAQICQAACIQQAAA

Webilogo 3.4

Original motif = Consensus sequence: CCTGGARCTGGAGT

2.0

ts

b

Dataset #: 3 Motif ID: 98 Motif name: MZF1_1-4

Reverse complement motif = Consensus sequence: TCCCCV

Consensus sequence: BGGGGA

Original motif
=_ =_
% ok % 1.0
P e e o N, P e
=1

W s ey S

Best Matches for Motif ID 98 (Highest to Lowest)

Dataset #: 3
Motif ID: 88
Motif name: INSM1

Reverse Complement

Matching format of first motif:
Reverse Complement

Matching format of second motif:
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Forward
3

Direction:
Position number:
Number of overlap: 6
Similarity score: 0.033712

Alignment:
MGCCCCCTGMCA

~-TCCCCV--—-

Original motif = Consensus sequence: TGYCAGGGGGCR

2.0

0.0 -
5 10

Reverse complement motif

bits

. kT

Consensus sequence: MGCCCCCTGMCA

Wetiiogo 3.4

Dataset #: 3

Motif ID: 77

Motif name: EBF1
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: 0.0339898
Alignment:

MCCCMAGGGA

--—--BGGGGA
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Original motif = Consensus sequence: MCCCMAGGGA Reverse complement motif  Consensus sequence: TCCCTYGGGY

A

Dataset #: 4
Motif ID: 155
Motif name: ¢csCSCCdCCCcs
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1
Number of overlap: 6
Similarity score: 0.0344568
Alignment:
VBCCCCDCCCHV
—————— TCCCCV
Original motif = Consensus sequence: VBCCCCDCCCHV Reverse complement motif = Consensus sequence: VDGGGDGGGGBV
2.0 2.0
CCCT CC
.- _-C . AC W o oo l===m= ! y = WVIC o

WatiLoga 3.4 Wetiiogo 3.4
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Dataset #: 3
Motif ID: 99
Motif name: MZF1_5-13
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 4
Number of overlap: 6
Similarity score: 0.0375315
Alignment:
BKAGGGGDAD
-—--BGGGGA-
Original motif = Consensus sequence: BKAGGGGDAD Reverse complement motif  Consensus sequence: BTHCCCCTYB

20

ool== K —-—CT—J‘—&f‘

= i

Dataset #: 4
Motif ID: 162
Motif name: ccAsCCCCAcc
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 4
Number of overlap: 6
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Similarity score: 0.0465466

Alignment:
HVASCCCCABH
-—--TCCCCV--

Consensus sequence: HVASCCCCABH Reverse complement motif
2.0

i
=10
a.0 ——

Original motif

20
=

=19

ool —0 VC

Consensus sequence: DBTGGGGSTVD

C

10
wWebiiaga 3.4

Motif ID: 99 Motif name: MZF1_5-13

Dataset #: 3

Original motif = Consensus sequence: BKAGGGGDAD Reverse complement motif

2.0

bits
s

A“"‘:

A e e e F
5 10
WL o e 3

Best Matches for Motif ID 99 (Highest to Lowest)

Dataset #: 3

Motif ID: 88

Motif name: INSM1
Matching format of first motif: Original Motif

Original Motif
Backward

Matching format of second motif:
Direction:

Clsle.

Consensus sequence: BTHCCCCTYB

10
Wbl aga 3 4
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Position number: 1

Number of overlap: 10
Similarity score: 0.0360532
Alignment:

TGYCAGGGGGCR

—-—-BKAGGGGDAD

Original motif = Consensus sequence: TGYCAGGGGGCR

2.0

Reverse complement motif

eecluOlI

its

b

Consensus sequence: MGCCCCCTGMCA

X ES T VMV
Dataset #: 4
Motif ID: 143
Motif name: AgmAGAGGGCrscAGak

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

Direction: Forward
Position number: 7

Number of overlap: 10
Similarity score: 0.0361803
Alignment:

RTCTGSTGCCCTCTYCT

—————— BTHCCCCTYB-

Reverse Complement
Reverse Complement
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Reverse complement motif ~ Consensus sequence:

Original motif  Consensus sequence: AGMAGAGGGCASCAGAK RTCTGSTGCCCTCTYCT
aMUAGUULA. A CTZUOWCTL |
=== j Lilen b il .<?SE__J;£§?T &uéglg c:4}ff : < f%q;l[

Webiiogo 3.4

Dataset #: 3
Motif ID: 131
Motif name: znf143
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: 0.0377199
Alignment:
GCMWRGCATYRTGGGAMHTB
———————— BKAGGGGDAD--
. . Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: BAHYTCCCAKMATGCMWYGC GCMWRGCATYRTGGGAMHTB

20 20

1.0

FCaLT QAIIé GBa_rs

Webslaga 3.4

bits

R—— zI¢ ATA& VS 2Ck

- 0.
5 10

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:
CCASHAGKGGGCKS
-BKAGGGGDAD---

2

67

Motif 67

Original Motif
Reverse Complement
Backward

4

10

0.0386182

Original motif = Consensus sequence: SYGCCCYCTDSTGG

2.0

ol T exlic

Webiioga 3.4

Reverse complement motif

Consensus sequence: CCASHAGKGGGC

IQAC

MQCACEA

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
163

gwGGCCAGMAGAGGGCrby

Reverse Complement

Reverse Complement

Forward
3
10
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Similarity score: 0.0397537

Alignment:
KBKGCCCTCTYCTGGCCHV

~-BTHCCCCTYB-—----~—

Reverse complement motif = Consensus sequence:
KBKGCCCTCTYCTGGCCHV

20

Original motif = Consensus sequence: VHGGCCAGMAGAGGGCRBY

20

=X E Ace ST Ve G =5 o ==-C 'V QC ! iCI gg;.-;
5 10 15 R i 5 10 15 Nk ndia
Dataset #: 3 Motif ID: 100 Motif name: NFE2L2
Original motif = Consensus sequence: RTGACWHAGCA Reverse complement motif = Consensus sequence: TGCTDWGTCAK

2.0

“‘a] GAc..ala “TUNT 0

Watiiaga 34

<

Webilaga 34

Best Matches for Motif ID 100 (Highest to Lowest)

Dataset #: 3

Motif ID: 125

Motif name: TP53

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

Position number: 4
Number of overlap: 11
Similarity score: 0.0588881
Alignment:
ACATGCCCGGKCATGTCCSR
-——-TGCTDWGTCAK-—-———-
. , Reverse complement motif = Consensus sequence:
Original motif =~ Consensus sequence: MSGGACATGYCCGGGCATGT ACATGCCCGGKCATGTCCSR
20
Ll ekl
i ==AA i _ T—.——.—ATA T A== TAGT_._—.—A TT==
: Y Wetonas L waam3s
Dataset #: 3
Motif ID: 81
Motif name: ESR1
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: 0.0627853
Alignment:
VDBHMAGGTCACCCTGACCY
———————— TGCTDWGTCAK-
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Reverse complement motif ~ Consensus sequence:
MGGTCAGGGTGACCTRDBHYV

20 20

: ﬁ?QAIPICAngIkéCQE f.sﬁICAﬂ\.ﬁlEéGQ;TW, :

20
Weblaga 3.4 Weblagn a4

Original motif = Consensus sequence: VDBHMAGGTCACCCTGACCY

Dataset #: 4

Motif ID: 170

Motif name: ssGGCrsTGCrs

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: 0.0672435

Alignment:

VVGGCRSTGCVB

RTGACWHAGCA-

Original motif = Consensus sequence: VVGGCRSTGCVB Reverse complement motif = Consensus sequence: BVGCASMGCCVV
2.0 2.0

1 Ggerbl _ ~ (Uacel(C

WatiLoga 3.4 Wetiiogo 3.4
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Dataset #: 4

Motif ID: 149

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

Number of overlap: 11

Similarity score: 0.070397
Alignment:

ASMAGAGGGCRCTGSABH

————— RTGACWHAGCA--

Original motif = Consensus sequence: ASMAGAGGGCRCTGSABH

2.0

E.-QE_SA ) ACTsCé

0.0

Reverse complement motif = Consensus sequence:
DBTSCAGMGCCCTCTRST

2.0

Wetiloga 34

Dataset #: 3

Motif ID: 109

Motif name: Pax5

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
0.0725913

Similarity score:

Alignment:

MSGKKRCGCWDCABTGBRBCD
- -RTGACWHAGCA-———-—-—
- : Reverse complement motif = Consensus sequence:
I f : DGVBCABTGDW KRRCSR
Original moti Consensus sequence: DGVBC GDWGCG CSs MSGKKRCGCWDCABTGBBCD
TA Cc SM C c
~BVCA 2ASA . c:T:r =CA Is= T+

10 15
Weblaga 3.4

Dataset #: 3 Motif ID: 101 Motif name: NFIC
Reverse complement motif = Consensus sequence: DGCCAA

Original motif = Consensus sequence: TTGGCD
=_{ =_{

K=,
= 10
l e —r—
ool — —F 0.0 = - ke —
s s
e ey ey o S

W s ey S
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#

Best Matches for Motif ID 101 (Highest to Lowest)

Dataset #: 3

Motif ID: 124

Motif name: TLX1NFIC
Original Motif

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

Direction: Forward
Position number: 1
Number of overlap: 6
Similarity score: 0
Alignment:
TTGGCHDBSTGCCA
TTGGCD-————————
Original motif = Consensus sequence: TGGCASBDHGCCAA Reverse complement motif = Consensus sequence: TTGGCHDBSTGCC
2.0
T 10 Webilaga A4 e = T 10 Webiloga A4
Dataset #: 3
Motif ID: 104
Motif name: NFYA
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 4
Number of overlap: 6
Similarity score: 0.020508
Alignment:
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VBBRRCCAATSRGVDB
~--DGCCAA--—-——-

R mplement motif nsen nce:
Original motif = Consensus sequence: VBBRRCCAATSRGVDB everse complement moti Consensus sequence

BHVCKSATTGGMKBVV
20 20
_=AR CA clg__ ~.cls s 2

” : i i i ” : i I
Dataset #: 4
Motif ID: 165
Motif name: wgGCCAshAGrGGGCrsy
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 12
Number of overlap: 6
Similarity score: 0.0215379
Alignment:
HDGCCACHAGRGGGCRBY
-DGCCAA-——————————

Reverse complement motif ~ Consensus sequence:

Original motif = Consensus sequence: HDGCCACHAGRGGGCRBY KBKGCCCKCTHGTGGCHH
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2.0

== W = T = AC iy =
5 10 — 5 10 15 —_
Dataset #: 4
Motif ID: 156
Motif name: rgyGCCMyCTksTGGccd

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
DDGCCASYAGMGGGCKVM
-DGCCAA-——————————

Reverse Complement
Reverse Complement

Backward
12

6
0.026631

Original motif = Consensus sequence: RVYGCCCYCTKSTGGCHD

2.0

.

“eillenlL et

Webilogo 3.4

Reverse complement motif =~ Consensus sequence:
DDGCCASYAGMGGGCKVM

2.0

el
0. = N Tcg_ 2 T% A'—?%

e e - =
15

Webilogo 3.4

Dataset #:
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Motif ID: 151

Motif name: agrCCAGmAGrg
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 2
Number of overlap: 6
Similarity score: 0.0273632
Alignment:
CKCTRCTGGCVH
————— TTGGCD-
Original motif = Consensus sequence: HVGCCAGMAGRG Reverse complement motif = Consensus sequence: CKCTRCTGGCVH
2.0 2.0
e AA ﬂ‘-———-'—- 0.0 Qlclﬂ _—
= 10 i oanis = 5 10 i oaeis
Dataset #: 3 Motif ID: 102 Motif name: NF-kappaB
Original motif = Consensus sequence: GGGRMTTYCC Reverse complement motif = Consensus sequence: GGMAAYKCCC
2.0 2.0
A.xlx AAATICCC
al
a.0 - = -—*C o B L "‘*C
5 10 5 mu_ugl-g‘
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Best Matches for Motif ID 102 (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:
GGGRATTTCC
GGGRMTTYCC

3

112

RELA

Original Motif
Original Motif
Backward

1

10
0.0219591

Original motif = Consensus sequence: GGGRATTTCC

2.0

Reverse complement motif

2.0

Consensus sequence: GGAAATKCCC

[ - e 0.0
i
Dataset #: 3
Motif ID: 103
Motif name: NFKB1
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:
GGGGRTTCCCC
GGGRMTTYCC-

Forward

1

10
0.0264912

Original motif = Consensus sequence: GGGGRTTCCCC

2.0

bits

0.0

vaxz(

Reverse complement motif

2.0

Consensus sequence: GGGGAAKCCCC

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
MSGGACATGYCCGGGCATGT
--GGMAAYKCCC—=—==————-

125

TP53

Reverse Complement
Original Motif
Backward

9

10

0.0780263
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Original motif = Consensus sequence: MSGGACATGYCCGGGCATGT

20

Reverse complement motif ~ Consensus sequence:
ACATGCCCGGKCATGTCCSR

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
DBTSCAGMGCCCTCTRST
--GGMAAYKCCC—————~

149
asmAGRGGGCrCTGsmkc
Reverse Complement
Reverse Complement
Backward

7

10

0.078539

Original motif = Consensus sequence: ASMAGAGGGCRCTGSABH

2.0

Wetiloga 3.4

Reverse complement motif = Consensus sequence:

DBTSCAGMGCCCTCTRST
QI 15<k

2.0
2}
1.0
Wetiloga 34

=

_«CACe

0.0
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Dataset #: 3
Motif ID: 124
Motif name: TLX1NFIC

Matching format of first motif:

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

Number of overlap: 10

Similarity score: 0.0847697
Alignment:

TGGCASBDHGCCAA

-GGMAAYKCCC---

Original motif = Consensus sequence: TGGCASBDHGCCAA

2.0
m A
E1.0

0.0 s e

10

Webiioga 3.4

Reverse Complement

Reverse complement motif = Consensus sequence: TTGGCHDBSTGCC

2.0

1.0 I
- ——-_—

a.0 =

bits

Webiloga 3.4

Dataset #: 3 Motif ID: 103

Original motif = Consensus sequence: GGGGRTTCCCC

240

1.0

bits

0.0

uarzCU\C

10
Watiiaga 34

Motif name: NFKB1

Reverse complement motif = Consensus sequence: GGGGAAKCCCC

2.0

Webilaga 34
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Best Matches for Motif ID 103 (Highest to Lowest)

Dataset #: 3

Motif ID: 125

Motif name: TP53
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: 0.100899
Alignment:

MSGGACATGYCCGGGCATGT

-GGGGAAKCCCC———=———~

Reverse complement motif  Consensus sequence:

Original motif =~ Consensus sequence: MSGGACATGYCCGGGCATGT ACATGCCCGGKCATGTCCSR

20

1 GOAUR\C CAT;

Dataset #: 3

Motif ID: 122

Motif name: Tcfcp2l1

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

Position number: 4

Number of overlap: 11

Similarity score: 0.103405

Alignment:

CKGGDTBDMMCTGG

GGGGRTTCCCC---

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

2.0

bits
=

CQA =X ":‘?Cjc:ﬂe

A VIRV T aaVIXW

10 5 10
Webiioga 3.4

Dataset #: 4
Motif ID: 167

Motif name: rsyAGrkGGCGCCmyCTrsy
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: 0.104275
Alignment:

DSYAGRKGGCGCCMYCTRSH

————— GGGGRTTCCCC----
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Original motif

20
2
H10

0.0——

Consensus sequence: DSYAGRKGGCGCCMYCTRSH

AT CiL0aclT..

20
Weblaga 3.4

Reverse complement motif

HSKAGKYGGCGCCRMCTMSD

2
H10

20

0.0

Consensus sequence:

AT Caclr..

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:

Alignment:
DBTSCAGMGCCCTCTRST
GGGGAAKCCCC—===———-—

Original motif

2.0

4
149
asmAGRGGGCrCTGsmkc
Reverse Complement
Reverse Complement
Forward

1

11

0.109809

Consensus sequence: ASMAGAGGGCRCTGSABH

Wetiloga 3.4

Reverse complement motif
DBTSCAGMGCCCTCTRST

=

2.0

w
1.0

0.0

_«CACe

Consensus sequence:

QI 19T

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:
AGGGTAWCAGC
GGGGAAKCCCC

3

117

Spz1l

Reverse Complement
Original Motif
Backward

1

11

0.11048

Original motif = Consensus sequence: AGGGTAWCAGC

2.0

0.0

Gc

- gATléégA

Webiioga 34

Reverse complement motif = Consensus sequence: GCTGWTACCCT

Dataset #: 3 Motif ID: 104

Motif name: NFYA

Original motif = Consensus sequence: VBBRRCCAATSRGVDB

Reverse complement motif = Consensus sequence:
BHVCKSATTGGMKBVV
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2.0

CA Ishce . cls INFE

15
Webloagad 4

2.0

=0

)

0.0

i)
.

Logad4

Best Matches for Motif ID 104 (Highest to Lowest)

Dataset #: 3

Motif ID: 109

Motif name: Pax5
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 4

Number of overlap: 16

Similarity score: 0.0555608
Alignment:

MSGKKRCGCWDCABTGBRBCD

-VBBRRCCAATSRGVDB—--

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

MSGKKRCGCWDCABTGBBCD
el aC C
- _--.-Qé--la?:‘i‘é QAT.=5°‘.‘AEA QCTTEC-TT ‘92 I,‘.: T=

WebsLaga 3.4 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:
BAHYTCCCAKMATGCMWYGC
-VBBRRCCAATSRGVDB-—-—

Original motif

20

3

131

znf143
Original Motif
Original Motif
Forward

2

16
0.0645227

Consensus sequence: BAHYTCCCAKMATGCMWYGC

Reverse complement motif
GCMWRGCATYRTGGGAMHTB

bits

20

1.0

Consensus sequence:

ééé?IE

7CALS ¢
:

Allé

15
Webslaga 3.4

Dataset #:

Motif ID:

Motif name:

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

Position number:

82

ESR2

Reverse Complement
Reverse Complement
Forward

3
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Number of overlap: 16
Similarity score: 0.0658537

Alignment:
BAGGYCABHBTGACCKHV
—-—-BHVCKSATTGGMKBVV

Reverse complement motif =~ Consensus sequence:
BAGGYCABHBTGACCKHV

2.0

Original motif = Consensus sequence: VHRGGTCABDBTGMCCTB

Dataset #: 3

Motif ID: 74

Motif name: CTCF

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

Position number: 2

Number of overlap: 16

Similarity score: 0.0705004

Alignment:

BMSMGCCYMCTKSTGGMHM

-—-BHVCKSATTGGMKBVV-
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Original motif = Consensus sequence: YDRCCASYAGRKGGCRSYV

20

0.0 = T
5 10

WebLagn 34

Reverse complement motif
BMSMGCCYMCTKSTGGMHM

20

£10 G
20 5 10

Consensus sequence:

LN

_4>C;L

—
= N =
5

f

H

blogads

Dataset #: 3
Motif ID: 70
Motif name: Ar

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

Position number: 3

Number of overlap: 16

Similarity score: 0.0709164

Alignment:

VRVDGGHACAVDDKGTHCTDWH

—-—-—--VBBRRCCAATSRGVDB--

Original motif = Consensus sequence: HWDAGHACRHHVTGTHCCHVMV

2.0

Reverse complement motif = Consensus sequence:
VRVDGGHACAVDDKGTHCTDWH

20

=L : TA é?q-‘:l TIQII%
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Dataset #: 3 Motif ID: 105 Motif name: NHLH1

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

2. 2.0

- ¢ OAGCTCes. 1 ¢ 0AGCTGes

o.

bits
bits

WatiLoga 3.4 Wetiiogo 34

Best Matches for Motif ID 105 (Highest to Lowest)

Dataset #: 3

Motif ID: 97

Motif name: Myf

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: 0.0173692

Alignment:

CWSCWGMTGCKR

VCGCAGCTGCGV

Original motif = Consensus sequence: MRGCARCWGSWG Reverse complement motif = Consensus sequence: CWSCWGMTGCKR
2.0 2.0

bits
bits

0.0

e lsCrler

0.

C T
A(?. e.: C%CT

Wehilogo 34 WetiLogo 34
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Dataset #:

Motif ID:

Motif name:

Matching format of 