MOTIFSIM - MOTIF SIMilarity Detection Tool

Version 2.1

INPUT

Input Parameters

Number of files: 2
Number of top significant motifs: 10
Number of best matches: 10
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
MEME-ChIP_DM721.txt 11 1
PScanChIP_DM721.txt 37 2

RESULTS

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

Dataset #: 1

Motif ID: 4

Motif name: Motif 4
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Original motif = Consensus sequence: CTCTGY Reverse complement motif = Consensus sequence: KCAGAG
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Best Matches for Top Significant Motif ID 4 (Highest to Lowest)

Dataset #: 2

Motif ID: 43

Motif name: NR1H2RXRA
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 6

Number of overlap: 6

Similarity score: 0.012269
Alignment:

AAAGGTCAAAGGTCAAC

————— KCAGAG--—-—---

Reverse complement motif = Consensus sequence:

Original motif = Consensus sequence: AAAGGTCAAAGGTCAAC GTTGACCTTTGACCTT
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Dataset #: 2

Motif ID: 20

Motif name: PPARGRXRA

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Forward

Position number: 6

Number of overlap: 6

Similarity score: 0.0140102

Alignment:

BTRGGDCARAGGKCA

————— KCAGAG----

Original motif = Consensus sequence: BTRGGDCARAGGKCA Reverse complement motif = Consensus sequence: TGRCCTKTGHCCK
RIAC S AA Vrch Léggll o C0x.

Dataset #: 2

Motif ID: 22

Motif name: NR2F1

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 5
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Number of overlap:
Similarity score:

Alignment:
AKGYYCAAAGRTCA

~-—-KCAGAG----

6
0.0186793

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

2

34

HNF4A

Reverse Complement
Original Motif
Forward

4

6

0.020602

Original motif = Consensus sequence: RGGBCAAAGKYCA

Reverse complement motif

Consensus sequence: TGMYCTTTGBCCK
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Dataset #: 2

Motif ID: 37

Motif name: MIZF

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: 0.0221665

Alignment:

BAACGTCCGC

-—-——-CTCTGY

Original motif = Consensus sequence: BAACGTCCGC Reverse complement motif = Consensus sequence: GCGGACGTTV
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Dataset #: 2
Motif ID: 35
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Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
TGYCAGGGGGCR
--KCAGAG----

INSM1

Reverse Complement
Original Motif
Backward

5

6

0.0255256

Original motif = Consensus sequence: TGYCAGGGGGCR

2.0
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Reverse complement motif

s

bi
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Consensus sequence: MGCCCCCTGMCA

WeshiLogo 3.4

Dataset #:

Motif ID:

Motif name:

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

Position nhumber:

Number of overlap:

Similarity score:

16

SP1

Original Motif
Original Motif
Backward

5

6

0.0349642
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Alignment:
CCCCEKCccce
CTCTGY----

Original motif = Consensus sequence: CCCCKCCCCC

bits
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Reverse complement motif

2.0

Consensus sequence: GGGGGYGGGG

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
GGYGCTGTCCATGGTGCTGAA
--CTCTGY--———————————

2

19

REST

Original Motif
Reverse Complement
Forward

3

6

0.0376108

Original motif = Consensus sequence: TTCAGCACCATGGACAGCKCC

Reverse complement motif
GGYGCTGTCCATGGTGCTGAA

Consensus sequence:
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Dataset #: 2
Motif ID: 12

Motif name: Zfx

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Backward

Position number: 6

Number of overlap: 6

Similarity score: 0.0448449

Alignment:

BBVGCCBVGGCCTV

-—-—-KCAGAG-----

Original motif = Consensus sequence: BBVGCCBVGGCCTV Reverse complement motif  Consensus sequence: VAGGCCBBGGCVE
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Dataset #: 2
Motif ID: 29
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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:
MGGTCAGGGTGACCTRDBHV
-—-—-KCAGAG-————————-—-

ESR1

Reverse Complement
Reverse Complement
Forward

4

6

0.0454269

Original motif = Consensus sequence: VDBHMAGGTCACCCTGACCY

20

| ﬁggAIPICAqgglﬁéCQE

Weblag 34

Reverse complement motif
MGGTCAGGGTGACCTRDBHV

20

Consensus sequence:

0o 1 9:~=IGAT_—J=~G=—;§&QQ-E[T~?_- —

Weblagn a4

Dataset #: 1 Motif ID: 5

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

Reverse complement motif
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Consensus sequence: RARAT
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Best Matches for Top Significant Motif ID 5 (Highest to Lowest)

Dataset #: 2
Motif ID: 18
Motif name: RREB1

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Backward
Position number: 10
Number of overlap: 5
Similarity score: 0.0256083
Alignment:

BGRRRGRGGRTGRTTYGGGG

—————— RARAT---------

Original motif = Consensus sequence: CCCCMAAMCAMCCMCMMMCV

20

Reverse complement motif
BGRRRGRGGRTGRTTYGGGG

20
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Consensus sequence:

TT-QIO_

Webslaga 3.4

Dataset #: 2

Motif ID: 44

Motif name: NR4A2

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

Position number: 4

Number of overlap: 5

Similarity score: 0.0276382

Alignment:

AAGGTCAC

RARAT---

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

=20

b|ls

——— l Q - IT o ‘—-—tﬁL_:!:_'
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Dataset #: 2

Motif ID: 22

Motif name: NR2F1

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

Position number: 3

Number of overlap: 5

Similarity score: 0.0279129

Alignment:

AKGYYCAAAGRTCA

——————— RARAT--
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Original motif = Consensus sequence: TGAMCTTTGMMCYT

2.0
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Reverse complement motif = Consensus sequence: AKGYYCAAAGRTC
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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:
AAAGGTCAAAGGTCAAC
————————— ATKTM---

2

43
NR1H2RXRA
Original Motif
Original Motif
Forward

10

5

0.0292478

Original motif = Consensus sequence: AAAGGTCAAAGGTCAAC
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Reverse complement motif = Consensus sequence:
GTTGACCTTTGACCTTI
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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:
BAACGTCCGC
-—-ATKTM---

2

37

MIZF

Original Motif
Original Motif
Backward

4

5

0.0292478

Original motif = Consensus sequence: BAACGTCCGC
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4 oACGTCCG.

Wbl ogo 3 S

Reverse complement motif

Consensus sequence: GCGGACGTTV

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

2

20

PPARGRXRA

Original Motif
Reverse Complement
Forward

5

5
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0.0305369
Consensus sequence: TGRCCTKTGHCCK

Similarity score:
Reverse complement motif

Alignment:
TGRCCTKTGHCCKAB
-——-ATKTM------
Original motif = Consensus sequence: BTRGGDCARAGGKCA
2.0 2.0
" A A T CCT B
e 9- ! '_A AIlgu . ‘EéA c:l_ == A
2 19 wm_oglsan 2 19 wm_oglsan
Dataset #: 2
Motif ID: 19
Motif name: REST
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 13
Number of overlap: 5
0.0315454
Consensus sequence:

Similarity score:
Reverse complement motif

Alignment:
GGYGCTGTCCATGGTGCTGAA
GGYGCTGTCCATGGTGCTGAA

-——-ATKTM-———————————
Consensus sequence: TTCAGCACCATGGACAGCKCC
Page 14 of 527
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Dataset #: 2
Motif ID: 47
Motif name: RXRRAR_DR5
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1
Number of overlap: 5
Similarity score: 0.0335956
Alignment:
RGKTCABVVRGAGGTCA
ATKTM--——-—-———————

Reverse complement motif =~ Consensus sequence:

Original motif = Consensus sequence: RGKTCABVVRGAGGTCA TGACCTCKVVBTGAYCK

0.0
10

Webiiogo 3.4 Webiiogo 3.4

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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
AWVDAGGTCA
-—-—RARAT--

46
RORA_1

Reverse Complement

Original Motif
Backward

3

5

0.0336052

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

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

2

34

HNF4A
Original Motif
Original Motif
Backward

2

5

0.0367105
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Alignment:

RGGBCAAAGKYCA

——————— ATKTM-

Original motif = Consensus sequence: RGGBCAAAGKYCA Reverse complement motif  Consensus sequence: TGMYCTTTGBCCK
.0 .0

-
0o a.

Webilagad 4 Webilogad 4

Dataset #: 1 Motif ID: 6 Motif name: Motif 6

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

~Lalla ~(0z0x

B s R B B s L R B

Best Matches for Top Significant Motif ID 6 (Highest to Lowest)

Dataset #: 2

Motif ID: 19

Motif name: REST
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 13
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Number of overlap: 7
Similarity score: 0.0205607

Alignment:
TTCAGCACCATGGACAGCKCC
--CMGCRGC-——===——————

Original motif = Consensus sequence: TTCAGCACCATGGACAGCKCC

TIQAUQ éEHAC “QIQQ

{); (- ——

Webiloga 34

Reverse complement motif =~ Consensus sequence:

GGYGCTGTCCATGGTGCTGAA

20
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Wetiloga 34

Dataset #: 2

Motif ID: 37

Motif name: MIZF

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: 0.0322623

Alignment:

GCGGACGTTV

GCKGCYG---

Original motif = Consensus sequence: BAACGTCCGC

Reverse complement motif

Consensus sequence: GCGGACGTTV

Page 18 of 527



ts

b

- aAcGTOCE

Dataset #: 2

Motif ID: 12

Motif name: Zfx

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

Number of overlap: 7

Similarity score: 0.038091
Alignment:

BBVGCCBVGGCCTV

-—-—--CMGCRGC---

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

20 20
% 1.0 = 1.0
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bits
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Dataset #: 2
Motif ID: 15
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Motif name:
Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
SCMVBBGGC
-—-CMGCRGC

Original motif

TFAP2A

Original Motif
Reverse Complement
Backward

1

7

0.0393168

Consensus sequence: GCCBBVRGS

Reverse complement motif

Consensus sequence: SCMVBBGGC

=0 =0
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Dataset #: 2
Motif ID: 45
Motif name: Pax5

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

Reverse Complement
Reverse Complement
Backward

7

7

0.0448462
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Alignment:
MSGKKRCGCWDCABTGBBCD

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

Reverse complement motif
MSGKKRCGCWDCABTGBBCD

Consensus sequence:

Weblaga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
HGCGTGGGCGK
-—-—-GCKGCYG-

28

Egrl

Reverse Complement
Original Motif
Backward

2

7

0.0453576

Original motif = Consensus sequence: HGCGTGGGCGK

Reverse complement motif

Consensus sequence: YCGCCCACGCH
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Dataset #: 2
Motif ID: 36
Motif name: KlIf4
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 2
Number of overlap: 7
Similarity score: 0.0476958
Alignment:
GCCYCMCCCD
-CMGCRGC--
Original motif = Consensus sequence: DGGGYGKGGC Reverse complement motif = Consensus sequence: GCCYCMCCCD
o VS CQXCACCCA
sl C VTP s o
Dataset #: 2
Motif ID: 16
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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:
GGGGGYGGGG
GCKGCYG---

Original motif

ts

b

SP1

Reverse Complement
Reverse Complement
Forward

1

7

0.0490991

Consensus sequence: CCCCKCCCCC

-0cle._cCoce

WL ogo 3 S

Reverse complement motif

bits

2.0

S W W _

Consensus sequence: GGGGGYGGGG

ANy,

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:

2

18

RREB1

Reverse Complement
Reverse Complement
Forward

6

7

0.0498726
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Alignment:
BGRRRGRGGRTGRTTYGGGG

Reverse complement motif ~ Consensus sequence:

Original motif = Consensus sequence: CCCCMAAMCAMCCMCMMMCV BGRRRGRGGRTGRTTYGGGG

Weblaga 3.4

Dataset #: 2

Motif ID: 35

Motif name: INSM1

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: 0.0511926

Alignment:

MGCCCCCTGMCA

--—-CMGCRGC--

Original motif = Consensus sequence: TGYCAGGGGGCR Reverse complement motif = Consensus sequence: MGCCCCCTGMCA
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Dataset #: 1 Motif ID: 8 Motif name: Motif 8
Original motif = Consensus sequence: CTGGGA Reverse complement motif = Consensus sequence: TCCCAG

- CxGGGA - [[CCCa

5
R P = I R P = I

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

Dataset #: 2

Motif ID: 19

Motif name: REST

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

Position number: 9

Number of overlap: 6

Similarity score: 0.0392549

Alignment:

GGYGCTGTCCATGGTGCTGAA

——————— TCCCAG--——-——-
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Original motif

“ 10A

0.0—== ————

Consensus sequence: TTCAGCACCATGGACAGCKCC

5

c _Q;H_Ac Ve,.cC

Webiloga 34

Reverse complement motif

Consensus sequence:

GGYGCTGTCCATGGTGCTGAA

20

%m
cT = AT Aé

[ e
ﬂ.u-”'=’-""-“"""'“'

-— = ———=

5 10

Wetiloga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
TCCCCV
TCCCAG

Original motif

=_4

2

23

MZF1_1-4

Reverse Complement
Reverse Complement
Forward

1

6

0.0416319

Consensus sequence: BGGGGA

P ST

N s L cwcy o T

Reverse complement motif

=_4

Consensus sequence: TCCCCV
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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:
BGRRRGRGGRTGRTTYGGGG
—————————————— CTGGGA

2

18

RREB1

Original Motif
Reverse Complement
Backward

1

6

0.0509122

Original motif = Consensus sequence: CCCCMAAMCAMCCMCMMMCV

20

Reverse complement motif = Consensus sequence:
BGRRRGRGGRTGRTTYGGGG

20

o :-—QTT;::T._I_ i TI ! X TT-2I0_

Webslaga 3.4

15

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

35

INSM1
Original Motif
Original Motif
Backward

4
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6

Number of overlap:
Similarity score: 0.0557857
Alignment:
TGYCAGGGGGCR
---CTGGGA---
Original motif = Consensus sequence: TGYCAGGGGGCR Reverse complement motif = Consensus sequence: MGCCCCCTGMCA
ﬂc-li1&:!2££_[' b ']:s:;ﬂ\ ﬂﬂ!;;4§!;a(:l::(:: _‘_}hl::éi
Dataset #: 2
13
Zfp423

Motif ID:
Reverse Complement

Motif name:
Matching format of first motif:
Reverse Complement

Matching format of second motif:
Direction: Forward
Position number: 4
Number of overlap: 6
Similarity score: 0.0624145
Alignment:
GYRYCCMTKGGYRSC
-——-TCCCAG—-—--—-—-
Consensus sequence: GSMMCCYARGGKKKC Reverse complement motif = Consensus sequence: GYRYCCMTKGGYR
Page 28 of 527
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Dataset #: 2
Motif ID: 43
Motif name: NR1H2RXRA
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 6
Number of overlap: 6
Similarity score: 0.0650784

Alignment:
GTTGACCTTTGACCTTT

Original motif = Consensus sequence: AAAGGTCAAAGGTCAAC

20

w
£1.0 A
0.0 — =
5

Reverse complement motif
GTTGACCTTTGACCTTT

Consensus sequence:

Dataset #:
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Motif ID: 48

Motif name: Tcfcp2l1

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 9

Number of overlap: 6

Similarity score: 0.0663804

Alignment:

CKGGDTBDMMCTGG

CTGGGA-—--————-

Original motif = Consensus sequence: CCAGYYHVADCCRG Reverse complement motif  Consensus sequence: CKGGDTBDMMCT(
20 20
. Cg{l_ _%g-__- ‘e?CQﬂ__ i Ees.:.%; = ‘?‘? le.:.

Dataset #: 2

Motif ID: 28

Motif name: Egrl

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 3

Number of overlap: 6

Similarity score: 0.0678562
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Alignment:
YCGCCCACGCH
-—-TCCCAG---

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

2.0

Wetiiaga 34

Dataset #: 2

Motif ID: 24

Motif name: Ar

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: 0.0714107
Alignment:

HWDAGHACRHHVTGTHCCHVMV

—————————————— TCCCAG--

Reverse complement motif ~ Consensus sequence:

Original motif =~ Consensus sequence: HWDAGHACRHHVTGTHCCHVMV VRVDGGHACAVDDKGTHCTDWH
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Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
BBVGCCBVGGCCTV
————— CTGGGA---

Original motif

bits
B

_—— - e ——

0.0 T
5

12

Zfx

Original Motif
Original Motif
Backward

4

6

0.0718041

Consensus sequence: BBVGCCBVGGCCTV

e (AL

Welilogo 3.4

Reverse complement motif

20

1.0

J= V- A
g 5 10

its

b

Consensus sequence: VAGGCCBBGGCVE

Webilogo 3.4

Dataset #: 1 Motif ID: 2

Motif name: Motif 2
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Original motif  Consensus sequence: AMACA

= _a3

£ 1.0 — j‘\h

e

Reverse complement motif

Consensus sequence: TGTRT

Best Matches for Top Significant Motif ID 2 (Highest to Lowest)

Dataset #: 2

Motif ID: 18

Motif name: RREB1
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 11

Number of overlap: 5

Similarity score: 0.0243918
Alignment:

CCCCMAAMCAMCCMCMMMCV

————— AMACA--————-—-—-

Original motif = Consensus sequence: CCCCMAAMCAMCCMCMMMCV

20

Reverse complement motif

BGRRRGRGGRTGRTTYGGGG

20

10

= X=X T L[ [ |V
5 10

e esln e e T =B

Consensus sequence:

TIT

TT

15

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:
HWDAGHACRHHVTGTHCCHVMV
-———-AMACA-—-————————————

Original motif

2.0

2

24

Ar

Original Motif
Original Motif
Forward

5

5

0.0429089

Consensus sequence: HWDAGHACRHHVTGTHCCHVMV

Reverse complement motif = Consensus sequence:
VRVDGGHACAVDDKGTHCTDWH

20

C
wemaeGy 8 = A< =l SZXTYSGo = L
5 10 15 e 5 10 15 20 e
Dataset #: 2
Motif ID: 20
Motif name: PPARGRXRA

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

Position number:

Reverse Complement
Reverse Complement
Backward

6

Page 34 of 527



Number of overlap: 5

Similarity score: 0.0595073

Alignment:

TGRCCTKTGHCCKAB

————— TGTRT-—---—

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

it
5

=M o n _ —1 R —
T 0.0 T

5 15

WeliLoga 3.4 WehiLoga 3.4

0.0

allb ¢ AAAI:CA Léggll < _CCx

Dataset #: 2
Motif ID: 26

Motif name: ArntAhr

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Backward

Position number: 2

Number of overlap: 5

Similarity score: 0.0600161

Alignment:

YGCGTG

TGTRT-

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

oo I—— e . =
o
Dataset #: 2
Motif ID: 45
Motif name: Pax5
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 11
Number of overlap: 5
0.0620995

Similarity score:

Alignment:
MSGKKRCGCWDCABTGBBCD

Original motif

20

Consensus sequence: DGVBCABTGDWGCGKRRCSR

Reverse complement motif =~ Consensus sequence:

MSGKKRCGCWDCABTGBBCD

20

bits

R ¢ cEAC LCA xo. O

ETECCT Xfes A5
5

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:
AKGYYCAAAGRTCA

Original motif

s

b

22

NR2F1

Original Motif
Reverse Complement
Backward

4

5

0.0650242

Consensus sequence: TGAMCTTTGMMCYT

TOAVIT] Gona

Welsloge 34

Reverse complement motif

bits

2.0

1.0

Consensus sequence: AKGYYCAAAGRTC

0.0

s ORRA L [CA

Welloge 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

2

35

INSM1

Original Motif
Reverse Complement
Forward

8

5

0.0670984
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Alignment:
MGCCCCCTGMCA

Original motif = Consensus sequence: TGYCAGGGGGCR

2.0

"

(-

%0
>

0.0

Reverse complement motif

Consensus sequence: MGCCCCCTGMCA

TTTCA

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:
VCACGTBV
AMACA---

33

HIF1AARNT

Original Motif
Reverse Complement
Forward

1

5

0.0700905

Original motif = Consensus sequence: VBACGTGV

Reverse complement motif

Consensus sequence: VCACGTBV
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=0

e alGT0

el ago @ ek ago @

bifs
:

Dataset #: 2

Motif ID: 38

Motif name: Myc

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward

Position number: 5

Number of overlap: 5

Similarity score: 0.0708148

Alignment:

VGCACGTGGH

-AMACA-—---

Original motif = Consensus sequence: VGCACGTGGH Reverse complement motif = Consensus sequence: DCCACGTGCV
o l=—== - gﬂl- I"%—— P ——— <l TA— = __...———_:;_

Dataset #: 2

Motif ID: 34
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Motif name: HNF4A

Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 4
Number of overlap: 5
Similarity score: 0.071574
Alignment:
TGMYCTTTGBCCK
————— TGTRT---
Original motif = Consensus sequence: RGGBCAAAGKYCA Reverse complement motif = Consensus sequence: TGMYCTTTGBCCK
2.0 2.0
cAAAG...c. c.<0IT[g O
PP e o = e:;IE__.-:—_'_ = " E%QE = gﬁéf?_?AE
Dataset #: 1 Motif ID: 3 Motif name: Motif 3
Original motif = Consensus sequence: AGSCWGG Reverse complement motif = Consensus sequence: CCWGSCT
=0

T = A cc.[

=]

B s R B B s e B

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

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
GGAAGGAAGGAAGGAAGG
——————— AGSCWGG———--

Original motif

2.0

bits

a0 v -

2

32
EWSR1-FLI1
Original Motif
Original Motif
Backward

5

7

0.0395671

Consensus sequence: GGAAGGAAGGAAGGAAGG

——
-

Wetiloga 3.4

Reverse complement motif
CCTTCCTTCCTTCCTTCC

bits

2.0

CElY

Consensus sequence:

Wetiloga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

2

35

INSM1

Reverse Complement
Reverse Complement
Backward

1
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Number of overlap: 7

Similarity score: 0.0494688
Alignment:
MGCCCCCTGMCA

————— CCWGSCT

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

o 3 Tlé—-!_ ! j{_gA - ?#Qmﬁc

Dataset #: 2

Motif ID: 48

Motif name: Tcfecp2ll

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: 0.0669354

Alignment:

CCAGYYHVADCCRG

CCWGSCT-—--=-———

Original motif = Consensus sequence: CCAGYYHVADCCRG Reverse complement motif = Consensus sequence: CKGGDTBDMMCT
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CQA xX A

(..

a.0 |- )

5

Welsloge 34

2.0

bits
&

0.0 1= (E%-:::_;_,:—; _ = %‘? ;%-:.
5

10
Welloge 3.4

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
TTCAGCACCATGGACAGCKCC

2

19

REST

Original Motif
Original Motif
Backward

9

7

0.0693747

Original motif = Consensus sequence: TTCAGCACCATGGACAGCKCC

{); (- ——

TlgAyg QEHAC HQIEQ

Webiloga 34

Reverse complement motif =~ Consensus sequence:
GGYGCTGTCCATGGTGCTGAA

20

1.0

=
= = W | =0 4 | =¥ —=

5 10 15 20
Wetiloga 34

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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
CCCCKCcccee
-CCWGSCT--

Original motif

ts

b

16

SP1

Reverse Complement
Original Motif
Backward

3

7

0.0695377

Consensus sequence: CCCCKCCCCC

-Ccle_¢Coce

Wbl oga 3 4

Reverse complement motif

bits

2.0

E Sy - W

Consensus sequence: GGGGGYGGGG

Ny

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:

2

12

Zfx

Reverse Complement
Original Motif
Backward

2

7

0.0720685
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Alignment:

BBVGCCBVGGCCTV

—————— CCWGSCT-

Original motif = Consensus sequence: BBVGCCBVGGCCTV Reverse complement motif = Consensus sequence: VAGGCCBBGGCVE
2.0 2.0
ool B g p—— CCT_- o A CC -=Ac¢-=-=-=

Dataset #: 2

Motif ID: 29

Motif name: ESR1

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 13

Number of overlap: 7

Similarity score: 0.0771405

Alignment:

MGGTCAGGGTGACCTRDBHV

———————————— CCWGSCT-

Reverse complement motif ~ Consensus sequence:

Original motif = Consensus sequence: VDBHMAGGTCACCCTGACCY MGGTCAGGGTGACCTRDBHVY
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20

) ﬁEgAI%ICAggglﬁécgg

Weblaga 34

20

. QﬁIgA%ﬁ*ﬁ;Eégg%—rﬁa_- =

Weblaga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
TGACCTDVWT
-—-—-CCWGSCT

2

46

RORA_1

Reverse Complement
Reverse Complement
Forward

4

7

0.0772276

Original motif = Consensus sequence: AWVDAGGTCA

bits

}$1E+@ TQA

WL g 3

Reverse complement motif = Consensus sequence: TGACCTDVWT

]Eékguéhgg

WL ogo 3 4

bits
5

.0

Dataset #:
Motif ID:

36
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Motif name:
Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
GCCYCMCCCD
-—-—CCWGSCT

KlIf4

Reverse Complement
Reverse Complement
Backward

1

7

0.0798994

Original motif = Consensus sequence: DGGGYGKGGC

2.0

Reverse complement motif = Consensus sequence: GCCYCMCCCD

bits

;ﬂQQRCACCC$

A=V MEMMGE
& Sk v TR

Dataset #: 2
Motif ID: 39
Motif name: MYCMAX
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position nhumber: 5
Number of overlap: 7
Similarity score: 0.0839075
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Alignment:
RASCACGTGGT
AGSCWGG—---

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

2.0

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

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

“WGCAA:  -TTCC:

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

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

Dataset #: 2

Motif ID: 32

Motif name: EWSR1-FLI1
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 12
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Number of overlap: 6
Similarity score: 0.0146511

Alignment:
GGAAGGAAGGAAGGAAGG
——————————— RGGAAR-

Original motif = Consensus sequence: GGAAGGAAGGAAGGAAGG

2.0

= = —_—

Webilogo 3.4

Reverse complement motif
CCTTCCTTCCTTCCTTCC

Consensus sequence:

20
2
:E‘I.CI

o et

: 5

Webilogo 3.4

Dataset #: 2
Motif ID: 37

Motif name: MIZF
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: 0.0608243
Alignment:

BAACGTCCGC

-—-—-MTTCCK-

Original motif = Consensus sequence: BAACGTCCGC

Reverse complement motif

Consensus sequence: GCGGACGTTV
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2.0

Dataset #: 2

Motif ID: 41

Motif name: MZF1_5-13
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: 0.0753789
Alignment:

BKAGGGGDAD

--—--RGGAAR

Original motif = Consensus sequence: BKAGGGGDAD

Reverse complement motif

2.0

Consensus sequence: BTHCCCCTYB

Dataset #: 2
Motif ID: 42
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Motif name:
Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
GGGGAAKCCCC
-RGGAAR-—-—--

NFKB1

Original Motif
Reverse Complement
Forward

2

6

0.0757695

Original motif = Consensus sequence: GGGGRTTCCCC

2.0

bits

0.0

vaxz(

C

Wehiiogo 34

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 nhumber:
Number of overlap:
Similarity score:

2

20
PPARGRXRA
Original Motif
Original Motif
Backward

7

6

0.0800484
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Alignment:
BTRGGDCARAGGKCA
-—-—RGGAAR-——-——-

Original motif = Consensus sequence: BTRGGDCARAGGKCA

20

it
5

=X oaan _ —1 1

5

0.0

2GG_cRaAUG A

15
Webiloga 3.4

Reverse complement motif

20

0.0

Consensus sequence: TGRCCTKTGHCCK

“TaallTxlo CC-.

Wm;,ga a4

Dataset #: 2

Motif ID: 19

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

Number of overlap: 6

Similarity score: 0.0829223
Alignment:

TTCAGCACCATGGACAGCKCC

—————————— RGGAAR-----

Original motif = Consensus sequence: TTCAGCACCATGGACAGCKCC

Reverse complement motif
GGYGCTGTCCATGGTGCTGAA

Consensus sequence:
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2.0

TIQAWQ AT Ac C Cg E%ﬁ%' cT =34 =¥ AAé

s U e B AP =2 e = F=
10 15 20 5 10 15 20
Wablaga 34

0.0—==

Webiloga 34

Dataset #: 2

Motif ID: 35

Motif name: INSM1

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: 0.0832926

Alignment:

TGYCAGGGGGCR

—————— RGGAAR

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

cA T<aCA

A ESPVVVVFER . #QCGC = X2

Dataset #: 2

Motif ID: 18
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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:
BGRRRGRGGRTGRTTYGGGG
-—-—--RGGAAR-—————————

Original motif

20

RREB1

Original Motif
Reverse Complement
Forward

5

6

0.0835516

Consensus sequence: CCCCMAAMCAMCCMCMMMCV

Reverse complement motif
BGRRRGRGGRTGRTTYGGGG

20

) TTT B E & i

i :-—QTTIT | | TT _ I

Consensus sequence:

15 20
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:

Ar

Original Motif
Original Motif
Forward

4

6

0.0836451
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Alignment:
HWDAGHACRHHVTGTHCCHVMV
--——-RGGAAR-————————————

Reverse complement motif ~ Consensus sequence:
VRVDGGHACAVDDKGTHCTDWH

20

" TA as. L TTQI

Original motif = Consensus sequence: HWDAGHACRHHVTGTHCCHVMV

[T e e ; -

S

5 10 15

PN
L w_ o
WabLagad 4

Dataset #: 2

Motif ID: 27

Motif name: E2F1

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: 0.0842331

Alignment:

GCGCSAAA

--RGGAAR

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

=0 =0
0.0 o.0 I _—= .

el ago @ ek ago @

Dataset #: 2

Motif ID: 13

Motif name: Zfp423

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 9

Number of overlap: 6

Similarity score: 0.0850287

Alignment:

GYRYCCMTKGGYRSC

———————— RGGAAR-

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

cAl,l,cA TC At Tal T Cc

SCACWFRVMTC=X T2CAWEAAWGTES

Dataset #: 1 Motif ID: 7 Motif name: Motif 7
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Original motif = Consensus sequence: CCCRCCCC Reverse complement motif  Consensus sequence: GGGGMGGG

=20 =20

oits
u]
oits
:

| C

Wit oo S Wieda oo S

Best Matches for Top Significant Motif ID 7 (Highest to Lowest)

Dataset #: 2

Motif ID: 16

Motif name: SP1

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: 0.0423611

Alignment:

CCCCKcCccecee

-CCCRCCCC-

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

5 10 5 10

L e Wbt aga 3 4
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
DGGGYGKGGC
GGGGMGGG—--

Original motif

2.0

=
=10

2

36

KlIf4

Reverse Complement
Original Motif
Forward

1

8

0.0461644

Consensus sequence: DGGGYGKGGC

Reverse complement motif

000,

Consensus sequence: GCCYCMCCCD

AV WM PMMGE
= i Nosmbi o3t 28

Dataset #: 2
Motif ID: 28
Motif name: Egril
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 1
Number of overlap: 8
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Similarity score: 0.0650374

Alignment:
YCGCCCACGCH
—-——-CCCRCCCC

Original motif = Consensus sequence: HGCGTGGGCGK

2.0

Reverse complement motif

Consensus sequence: YCGCCCACGCH

GG%ACAQ?

oo N P
* L Webtogo 3.4

Dataset #: 2
Motif ID: 18
Motif name: RREB1
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 7
Number of overlap: 8
Similarity score: 0.076401
Alignment:
CCCCMAAMCAMCCMCMMMCV
—————— CCCRCCCC—==———

Original motif = Consensus sequence: CCCCMAAMCAMCCMCMMMCV

Reverse complement motif
BGRRRGRGGRTGRTTYGGGG

Consensus sequence:
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20

20

=10

= C XX T I [ [
5 10

Weblaga 34

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
GGGGAAKCCCC
GGGGMGGG—---

42

NFKB1

Reverse Complement
Reverse Complement
Forward

1

8

0.0893429

Original motif = Consensus sequence: GGGGRTTCCCC

240

bits

vaxz(

0.0

C

10

Weiloga 34

Reverse complement motif

2.0

Consensus sequence: GGGGAAKCCCC

WekiLoga 34

Dataset #:
Motif ID:

35
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Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
TGYCAGGGGGCR
GGGGMGGG——---

Original motif

2.0

=y V¥

INSM1

Reverse Complement
Original Motif
Forward

1

8

0.0936832

Consensus sequence: TGYCAGGGGGCR

Reverse complement motif

s

bi

;j: ﬂgCQC

Consensus sequence: MGCCCCCTGMCA

WeshiLogo 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

32

EWSR1-FLI1

Reverse Complement
Original Motif
Backward

5

8

0.0950969
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Alignment:
GGAAGGAAGGAAGGAAGG
—————— GGGGMGGG——---

Original motif = Consensus sequence: GGAAGGAAGGAAGGAAGG

20

== —_—

15
WetaLaga 3.4

Reverse complement motif
CCTTCCTTCCTTCCTTCC

20

2
=10
ol :
5

Consensus sequence:

Weblaga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
GGGGCCCAAGGGGG
GGGGMGGG———-——--

2

21

PLAG1

Reverse Complement
Original Motif
Forward

1

8

0.0998932

Original motif = Consensus sequence: GGGGCCCAAGGGGG

Reverse complement motif

Consensus sequence: CCCCCTTGGGCCC
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2.0

bits

“JGUUCC_A
- Fo =< TQ_-ré? - -
Dataset #: 2
Motif ID: 12

Motif name: Zfx
Matching format of first motif: Original Motif
Matching format of second motif Original Motif
Direction: Forward
5
8
0.10221

Position number:
Number of overlap:
Similarity score:

Consensus sequence: V.

Reverse complement motif

AGGCCBBGGCVE

Alignment:
BBVGCCBVGGCCTV
-—-—-—-CCCRCCCC--
Original motif = Consensus sequence: BBVGCCBVGGCCTV
o lEmmmEa g__-:-’:"__ 9 CCT—- o6 -';*A CC:EA%Q‘3=G
Dataset #: 2
45
Page 63 of 527

Motif ID:



Motif name:
Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
DGVBCABTGDWGCGKRRCSR
———————— GGGGMGGG——---

Original motif

20

Pax5

Reverse Complement
Original Motif
Forward

9

8

0.102497

Consensus sequence: DGVBCABTGDWGCGKRRCSR

Reverse complement motif
MSGKKRCGCWDCABTGBBCD

20

bits

| &=
ST

aC

CT=

Consensus sequence:

C

z

g;
10

Weblagn a4

Dataset #: 2

Original motif

=_

bifs

a3

Motif ID: 26

Consensus sequence: YGCGTG

(==

_GCG|

W s Loy S

Motif name: ArntAhr

Reverse complement motif

=_r

bifs

(=

N

Consensus sequence: CACGCM

T e,

W s Loy S
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Best Matches for Top Significant Motif ID 26 (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: Forward
Position number: 7

Number of overlap: 6

Similarity score: 0.0308396
Alignment:

TGTGTGTGTGTKTG

—————— YGCGTG--

Original motif = Consensus sequence: CAYACACACACACA

(eacAohoaCach

Webiioga 3.4

Reverse complement motif

=
=

2.0

1.0

a.0

Consensus sequence: TGTGTGTGTGTKT:!

Torreleles

Webiloga 3.4

Dataset #: 1

Motif ID: 9

Motif name: Motif 9

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: 6
Similarity score: 0.0350575
Alignment:
CACACAVRCACACA
———————— CACGCM
Original motif = Consensus sequence: CACACAVRCACACA Reverse complement motif = Consensus sequence: TGTGTGKVTGTGT
2.0 2.0
o CA . AgAf AC ACATQ_A‘_ ool o~ & O ECC-FlTIC L
Dataset #: 1
Motif ID: 7
Motif name: Motif 7
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 1
Number of overlap: 6
Similarity score: 0.0586538
Alignment:
GGGGMGGG
YGCGTG--
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Original motif = Consensus sequence: CCCRCCCC Reverse complement motif = Consensus sequence: GGGGMGGG

=20 =20

oits
u]
oits
:

| C

Wit oo S Wieda oo S

Dataset #: 1

Motif ID: 3

Motif name: Motif 3

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 2

Number of overlap: 6

Similarity score: 0.0884818

Alignment:

CCWGSCT

-CACGCM

Original motif = Consensus sequence: AGSCWGG Reverse complement motif = Consensus sequence: CCWGSCT
2.0 2.0

=1 T == ALTC

5 £ s
L = N P L = S o
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Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
AMACA-
CACGCM

1

2

Motif 2

Reverse Complement
Original Motif
Forward

1

5

0.563057

Original motif = Consensus sequence: AMACA

=_ar

Reverse complement motif = Consensus sequence: TGTRT

=_ar

|E]|

TR ey ey T B

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Motif 6

Original Motif
Reverse Complement
Backward

3

5
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Similarity score: 0.572774

Alignment:
-GCKGCYG
YGCGTG--
Original motif = Consensus sequence: CMGCRGC Reverse complement motif = Consensus sequence: GCKGCYG
=0 =0
- Cc C - CC C
= W oy o T = W ey o T
Dataset #: 1
Motif ID: 8
Motif name: Motif 8
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 2
Number of overlap: 5
Similarity score: 0.581904
Alignment:
CTGGGA-
-YGCGTG
Original motif = Consensus sequence: CTGGGA Reverse complement motif = Consensus sequence: TCCCAG
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Dataset #: 1

Motif ID: 4

Motif name: Motif 4

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 3

Number of overlap: 4

Similarity score: 1.06919

Alignment:

--KCAGAG

YGCGTG--

Original motif = Consensus sequence: CTCTGY Reverse complement motif = Consensus sequence: KCAGAG
0.0 C I Lﬁ_‘( opad = %

Dataset #: 2 Motif ID: 33 Motif nhame: HIF1IAARNT
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Original motif = Consensus sequence: VBACGTGV Reverse complement motif = Consensus sequence: VCACGTBV

=20

o
= 1.0 u ‘ |
- [
o N, — py ——

Wit oo S

Best Matches for Top Significant Motif ID 33 (Highest to Lowest)

Dataset #: 1

Motif ID: 9

Motif name: Motif 9

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Backward

Position number: 2

Number of overlap: 8

Similarity score: 0.0745994

Alignment:

CACACAVRCACACA

————— VCACGTBV-

Original motif = Consensus sequence: CACACAVRCACACA Reverse complement motif = Consensus sequence: TGTGTGKVTGTGT
20 20

OlosgaschOOh - ToT0Tez v
0013 A . AgAf acst 1 ! " Tl CCe=a AcC

Webslogo 3.4 Weblogo 3.4
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Dataset #: 1

Motif ID: 11
Motif name: Motif 11
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 4
Number of overlap: 8
Similarity score: 0.0850889
Alignment:
CAYACACACACACA
---VCACGTBV---
Original motif = Consensus sequence: CAYACACACACACA Reverse complement motif = Consensus sequence: TGTGTGTGTGTKT
20 20
L10 CACAQA A E1.0 T T I
0o TGA —-:ICIII o ; X ‘ TCA
2 10 Wehiioga 3.4 2 10 Wehiioga 3.4
Dataset #: 1
Motif ID: 7
Motif name: Motif 7
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 2
Number of overlap: 7
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Similarity score: 0.588622
Alignment:

CCCRCcCCC-

-VCACGTRV

Original motif = Consensus sequence: CCCRCCCC

Reverse complement motif

Consensus sequence: GGGGMGGG

2.0 2.0
=10 S0 C

Dataset #: 1

Motif ID: 3

Motif name: Motif 3

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 3

Number of overlap: 5

Similarity score: 1.55675

Alignment:

CCWGSCT---

--VBACGTGV

Original motif = Consensus sequence: AGSCWGG

Reverse complement motif

Consensus sequence: CCWGSCT
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Dataset #: 1

Motif ID: 2

Motif name: Motif 2
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 1

Number of overlap: 5

Similarity score: 1.57238
Alignment:

TGTRT---

VBACGTGV

Original motif = Consensus sequence: AMACA

<HAUVA

E=1
e

bt
:

L= m

Reverse complement motif = Consensus sequence: TGTRT

=

-

-IGT<]

e esln e e T =B
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Significant Motifs - Global and Local Matching (Highest to Lowest)

Dataset #: 2 Motif ID: 14

Motif name: ZEB1

Original motif = Consensus sequence: CACCTD

--cACCT_

ks W cmey e S

Reverse complement motif

it

=_
C EA_:__
[ = = —

Consensus sequence: HAGGTG

—_—— e,

Best Matches for Significant Motif ID 14 (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:
TGACCTDVWT
—-CACCTD---

2

46

RORA_1

Original Motif
Reverse Complement
Backward

4

6

0.0141289

Original motif = Consensus sequence: AWVDAGGTCA

Reverse complement motif

ks W cmey e S

Consensus sequence: TGACCTDVWT
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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

2

19

REST

Reverse Complement
Reverse Complement
Backward

6

6

0.0143133

Consensus sequence: TTCAGCACCATGGACAGCKCC

IlgAyQ Vax

Reverse complement motif
GGYGCTGTCCATGGTGCTGAA

2.0

%m—i \

L =
0.0 = e S — - e : =3 "‘:“'..I:

5 10 15 20
Wetiloga 34

Consensus sequence:

Dataset #:
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Motif ID: 25

Motif name: Arnt

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Forward

Position number: 1

Number of overlap: 6

Similarity score: 0.0207244

Alignment:

CACGTG

HAGGTG

Original motif = Consensus sequence: CACGTG Reverse complement motif = Consensus sequence: CACGTG
=.0 =.0
o.o oo —_— W

Dataset #: 2

Motif ID: 31

Motif name: Esrrb

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Forward

Position number: 1

Number of overlap: 6

Similarity score: 0.0207244
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Alignment:

CACGTG

HAGGTG

Original motif = Consensus sequence: CACGTG Reverse complement motif = Consensus sequence: CACGTG
=_ =_
oo oo === = .:

Dataset #: 2

Motif ID: 43

Motif name: NR1H2RXRA

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: 0.0232753

Alignment:

GTTGACCTTTGACCTTT

—————————— CACCTD-

Reverse complement motif

Original motif = Consensus sequence: AAAGGTCAAAGGTCAAC GTTGACCTTTGACCTTT

Consensus sequence:
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Websiags 3.4 Websiags 3.4

Dataset #: 2
Motif ID: 33
Motif name: HIF1AARNT
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 2
Number of overlap: 6
Similarity score: 0.0237889
Alignment:
VBACGTGV
-HAGGTG-
Original motif = Consensus sequence: VBACGTGV Reverse complement motif = Consensus sequence: VCACGTBV
£ 1.0 n £ 1.0
- = e ——
0.1 — = :'__‘ - —— o1
Dataset #: 2
Motif ID: 35
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Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
TGYCAGGGGGCR
-—-—-HAGGTG---

Original motif

2.0

=y V¥

INSM1

Reverse Complement
Original Motif
Backward

4

6

0.0262123

Consensus sequence: TGYCAGGGGGCR

Reverse complement motif

s

bi

Consensus sequence: MGCCCCCTGMCA

2.0

‘eectllTaCa

WeshiLogo 3.4

Dataset #:

Motif ID:

Motif name:

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

Position nhumber:

Number of overlap:

Similarity score:

20

PPARGRXRA

Original Motif
Reverse Complement
Backward

9

6

0.0264837
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Alignment:
TGRCCTKTGHCCKAB
-CACCTD-—=—————

Original motif = Consensus sequence: BTRGGDCARAGGKCA

20

it
5

=X oaan _ —1 1

5

0.0

2GG_cRaAUG A

15
Webiloga 3.4

Reverse complement motif

20

0.0

Consensus sequence: TGRCCTKTGHCCK

_CCx

p gt

Iﬁéggll

5
WebiLoga 3.4

Dataset #: 2

Motif ID: 39

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: 0.0269744
Alignment:

RASCACGTGGT

---HAGGTG--

Original motif = Consensus sequence: RASCACGTGGT

Reverse complement motif

Consensus sequence: ACCACGTGSTM
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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:
GTGACCTT
-—-CACCTD

Original motif

20—

bits
:

I.Ill.l\

)

44

NR4A2

Original Motif
Reverse Complement
Backward

1

6

0.0288897

Consensus sequence: AAGGTCAC

Reverse complement motif

=20

Consensus sequence: GTGACCTT

Dataset #: 1

Motif ID: 4

Motif name: Motif 4
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Original motif = Consensus sequence: CTCTGY Reverse complement motif = Consensus sequence: KCAGAG

~CICle  -<0a

" ks L cmoy e " ks L cmoy e

i

Best Matches for Significant Motif ID 4 (Highest to Lowest)

Dataset #: 2

Motif ID: 43

Motif name: NR1H2RXRA
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 6

Number of overlap: 6

Similarity score: 0.012269
Alignment:

AAAGGTCAAAGGTCAAC

————— KCAGAG--—-—---

Reverse complement motif = Consensus sequence:
GTTGACCTTTGACCTTT

Original motif = Consensus sequence: AAAGGTCAAAGGTCAAC

2.0

w0
£10 A
0.0 —- - -
5

Ac

Webiiaga 3.4 Webiiaga 34
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Dataset #: 2

Motif ID: 20

Motif name: PPARGRXRA

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Backward

Position number: 5

Number of overlap: 6

Similarity score: 0.0140102

Alignment:

BTRGGDCARAGGKCA

————— KCAGAG----

Original motif = Consensus sequence: BTRGGDCARAGGKCA Reverse complement motif  Consensus sequence: TGRCCTKTGHCCK
20 20
RIS ) M= _ﬁengé § Léggll cggg& g

Dataset #: 2

Motif ID: 22

Motif name: NR2F1

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 5

Number of overlap: 6
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Similarity score: 0.0186793

Alignment:
AKGYYCAAAGRTCA
-——-KCAGAG----
Original motif = Consensus sequence: TGAMCTTTGMMCYT Reverse complement motif = Consensus sequence: AKGYYCAAAGRTC
2.0 2.0
K T C TCAAA TCA
. — A IIAAéé:‘;:EI o6 ‘3%%__'__.:1::.— z TETG
5 10 5 10
Dataset #: 2
Motif ID: 34
Motif name: HNF4A
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: 0.020602
Alignment:
RGGBCAAAGKYCA
-——-KCAGAG——---
Original motif = Consensus sequence: RGGBCAAAGKYCA Reverse complement motif = Consensus sequence: TGMYCTTTGBCCK
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Dataset #: 2

Motif ID: 37

Motif name: MIZF

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: 0.0221665

Alignment:

BAACGTCCGC

-—-——-CTCTGY

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

L0 c L2410
ARG\ c
aon—1=—"= —;—-—-—-— ————-:l—;- o0 =
Dataset #: 2
Motif ID: 35
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Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
TGYCAGGGGGCR
--KCAGAG----

INSM1

Reverse Complement
Original Motif
Forward

3

6

0.0255256

Original motif = Consensus sequence: TGYCAGGGGGCR

2.0

=y V¥

Reverse complement motif

s

bi

S kT

Consensus sequence: MGCCCCCTGMCA

WeshiLogo 3.4

Dataset #:

Motif ID:

Motif name:

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

Position nhumber:

Number of overlap:

Similarity score:

16

SP1

Original Motif
Original Motif
Backward

5

6

0.0349642
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Alignment:
CCCCEKCccce
CTCTGY----

Original motif = Consensus sequence: CCCCKCCCCC

bits

;QQCQTQ

Cecc

Wbl oga 3 4

Reverse complement motif

2.0

Consensus sequence: GGGGGYGGGG

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
GGYGCTGTCCATGGTGCTGAA
--CTCTGY--———————————

2

19

REST

Original Motif
Reverse Complement
Forward

3

6

0.0376108

Original motif = Consensus sequence: TTCAGCACCATGGACAGCKCC

Reverse complement motif
GGYGCTGTCCATGGTGCTGAA

Consensus sequence:
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2.0
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Wetiloga 34

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

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Backward
Position number: 1

Number of overlap: 6
Similarity score: 0.0446026
Alignment:

TCCCAG

KCAGAG

Original motif = Consensus sequence: CTGGGA

Reverse complement motif

Consensus sequence: TCCCAG

Dataset #: 2
Motif ID: 12
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Motif name:
Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
BBVGCCBVGGCCTV
-——-KCAGAG——----

Original motif

2.0

bits
B

—_— — b4

Zfx

Reverse Complement
Original Motif
Backward

6

6

0.0448449

Consensus sequence: BBVGCCBVGGCCTV

Wl

0.0 =
5

Webilogo 3.4

Reverse complement motif = Consensus sequence: VAGGCCBBGGCVE

2.0

1.0

co == . 9 :EAQ§E=-_::
* 5 10

Webilogo 3.4

ts

b

Dataset #: 1

Original motif

=_air

Motif ID: 5

Consensus sequence: ATKTM

&=

=
B = I

Motif name: Motif 5

Reverse complement motif = Consensus sequence: RARAT

= _r—y

B I

Best Matches for Significant Motif ID 5 (Highest to Lowest)
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
BGRRRGRGGRTGRTTYGGGG

2

18

RREB1

Reverse Complement
Reverse Complement
Backward

10

5

0.0256083

Original motif = Consensus sequence: CCCCMAAMCAMCCMCMMMCV

20

Reverse complement motif = Consensus sequence:
BGRRRGRGGRTGRTTYGGGG

20

21 TT

W I LT LI IV
5 10

:
T

Webslaga 3.4

15

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

10

Motif 10

Reverse Complement
Reverse Complement
Forward

2
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Number of overlap: 5

Similarity score: 0.0260117

Alignment:

AAAAAAACAAARRA

-RARAT---——-—-

Original motif ~ Consensus sequence: TKKTTTGTTTTTTI Reverse complement motif = Consensus sequence: AAAAAAACAAARR

Dataset #: 2

Motif ID: 44

Motif name: NR4A2

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

Position number: 4

Number of overlap: 5

Similarity score: 0.0276382

Alignment:

AAGGTCAC

RARAT---

Original motif = Consensus sequence: AAGGTCAC Reverse complement motif = Consensus sequence: GTGACCTT
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Dataset #: 2
Motif ID: 22
Motif name: NR2F1

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

Position number:

Number of overlap:

Similarity score:

Alignment:
AKGYYCAAAGRTCA

Reverse Complement
Reverse Complement
Backward

3

5

0.0279129

Original motif = Consensus sequence: TGAMCTTTGMMCYT

jTAAE IIIAéég%l

Welilogo 3.4

Reverse complement motif = Consensus sequence: AKGYYCAAAGRTC

=

2.0

2 40

0.0

ceéfégAAAmTIQA

Webilogo 3.4

Dataset #:
Motif ID:

37
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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:
BAACGTCCGC
-—-ATKTM---

MIZF

Original Motif
Original Motif
Backward

4

5

0.0292478

Original motif = Consensus sequence: BAACGTCCGC

2.0

" anC

bits

Reverse complement motif

Consensus sequence: GCGGACGTTV

1 c
& S e

Dataset #: 2
Motif ID: 43
Motif name: NR1H2RXRA
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position nhumber: 10
Number of overlap: 5
Similarity score: 0.0292478
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Alignment:
AAAGGTCAAAGGTCAAC
————————— ATKTM---

Reverse complement motif ~ Consensus sequence:
GTTGACCTTTGACCTTT

Original motif = Consensus sequence: AAAGGTCAAAGGTCAAC

Dataset #: 2

Motif ID: 20

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

Position number: 7

Number of overlap: 5

Similarity score: 0.0305369

Alignment:

TGRCCTKTGHCCKAB

-——-ATKTM------—

Original motif = Consensus sequence: BTRGGDCARAGGKCA Reverse complement motif = Consensus sequence: TGRCCTKTGHCCK
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5

15
Webiloga 3.4

2.0

0.0

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
GGYGCTGTCCATGGTGCTGAA
-——-ATKTM-—-——————————

2

19

REST

Original Motif
Reverse Complement
Backward

13

5

0.0315454

Original motif = Consensus sequence: TTCAGCACCATGGACAGCKCC

{); (- ——

1rlj;lxﬁ}; VAL

Reverse complement motif =~ Consensus sequence:
GGYGCTGTCCATGGTGCTGAA

2.0

%m—i \

L =
0.0 = e S — - e : =3 "‘:“'..I:

5 10 15 20
Wetiloga 34

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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
RGKTCABVVRGAGGTCA

Original motif = Consensus sequence: RGKTCABVVRGAGGTCA

47
RXRRAR_DR5
Original Motif
Original Motif
Forward

1

5

0.0335956

Reverse complement motif = Consensus sequence:
TGACCTCKVVBTGAYCK

2.0

== — £ =

—— e W 0.0

B TTQA EﬂAﬁA,&T{cA Eggglguc CAQ L

10

10 15
Websiags 3.4 Websiags 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

2

46

RORA_1

Reverse Complement
Original Motif
Forward

4

5
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Similarity score: 0.0336052

Alignment:
AWVDAGGTCA
-—-—RARAT--
Original motif = Consensus sequence: AWVDAGGTCA Reverse complement motif = Consensus sequence: TGACCTDVWT
2012 EA 20}‘ 1 ICC
o = kol o :
Dataset #: 2 Motif ID: 26 Motif name: ArntAhr
Original motif = Consensus sequence: YGCGTG Reverse complement motif = Consensus sequence: CACGCM
=_ =_

b
:

P e —_——— - - P e

ks i cmey e TE

Best Matches for Significant Motif ID 26 (Highest to Lowest)

Dataset #: 2

Motif ID: 28

Motif name: Egrl

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

Number of overlap: 6
Similarity score: 0
Alignment:

YCGCCCACGCH

————— CACGCM

Original motif = Consensus sequence: HGCGTGGGCGK

2.0

o CT c\s

Reverse complement motif

Consensus sequence: YCGCCCACGCH

GG@ACAQT

- P —
2 i e Wiebtoga 3.4

Dataset #: 2
Motif ID: 33
Motif name: HIF1AARNT
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 2
Number of overlap: 6
Similarity score: 0.0112447
Alignment:
VBACGTGV
-YGCGTG-

Original motif = Consensus sequence: VBACGTGV

Reverse complement motif

Consensus sequence: VCACGTBV
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Dataset #: 1
Motif ID: 11

Motif name: Motif 11

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 7

Number of overlap: 6

Similarity score: 0.0308396

Alignment:

TGTGTGTGTGTKTG

—————— YGCGTG--

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

2.0

iTeleTers

Webslogo 3.4 Weblogo 3.4

0.0

cACHCACAA

Dataset #: 2

Page 100 of 527



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

31

Esrrb

Original Motif
Original Motif
Backward

1

6

0.0315972

Original motif = Consensus sequence: CACGTG

Reverse complement motif

Consensus sequence: CACGTG

=.0 =.0
o.o oo T_’I:

Dataset #: 2

Motif ID: 25

Motif name: Arnt

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: 0.0315972
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Alignment:

CACGTG

YGCGTG

Original motif = Consensus sequence: CACGTG Reverse complement motif = Consensus sequence: CACGTG
=_ =_
[ =N = [ =N = = = .:

Dataset #: 1

Motif ID: 9

Motif name: Motif 9

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 1

Number of overlap: 6

Similarity score: 0.0350575

Alignment:

TGTGTGKVTGTGTG

YGCGTG——=—————

Original motif = Consensus sequence: CACACAVRCACACA Reverse complement motif = Consensus sequence: TGTGTGKVTGTGT
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EZCACAQAEACA .

W 0.0—1=

Welsloge 34

Dataset #: 2

Motif ID: 39

Motif name: MYCMAX

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: 0.0376488

Alignment:

RASCACGTGGT

---YGCGTG--

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

:—-—:"_'T ls;z

0.0 0.0 o5 — - TG

Dataset #: 2

Motif ID: 40
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Motif name:
Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
GCCACGTGSD
--YGCGTG--

Original motif

2.0

Mycn

Original Motif
Reverse Complement
Forward

3

6

0.0377949

Consensus sequence: HSCACGTGGC

Reverse complement motif

2.0

Consensus sequence: GCCACGTGSD

- = A bt 0ol
= S e = S oiria
Dataset #: 2
Motif ID: 38
Motif name: Myc
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position nhumber: 3
Number of overlap: 6
Similarity score: 0.0399214
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Alignment:
DCCACGTGCV
-—-YGCGTG--

Original motif = Consensus sequence: VGCACGTGGH

2.0

- |
g CAC I |
I—— g8 F = e
5

10
Wbl oga 3 4

Reverse complement motif

Consensus sequence: DCCACGTGCV

2.0
P ——— B T e ==
5

10
Wbl oga 3 4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
BGRRRGRGGRTGRTTYGGGG

2

18

RREB1

Original Motif
Reverse Complement
Backward

7

6

0.0433081

Original motif = Consensus sequence: CCCCMAAMCAMCCMCMMMCV

Reverse complement motif
BGRRRGRGGRTGRTTYGGGG

Consensus sequence:
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20 20

| TGGGVITYT

Weblaga 34

Dataset #: 1 Motif ID: 6 Motif name: Motif 6

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

CalCaiC  ECCC

W L o o 3

bits
.

W L o o T

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

Dataset #: 2

Motif ID: 19

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

Similarity score: 0.0205607
Alignment:

TTCAGCACCATGGACAGCKCC
--CMGCRGC—=======————
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Original motif = Consensus sequence: TTCAGCACCATGGACAGCKCC

“ 10A

{); (- —— =

5

C _Q;H_Ac HQIQQ

Webiloga 34

Reverse complement motif ~ Consensus sequence:
GGYGCTGTCCATGGTGCTGAA

2.0

£10] .

r-%
0.0 st e > 8= Y e = e

Wetiloga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
GCGGACGTTV
GCKGCYG—-—--

2

37

MIZF

Reverse Complement
Reverse Complement
Forward

1

7

0.0322623

Original motif = Consensus sequence: BAACGTCCGC

ohTOCC

Wbl ogo 3 S

Reverse complement motif = Consensus sequence: GCGGACGTTV

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:
BBVGCCBVGGCCTV
—-——-—-CMGCRGC---

2

12

Zfx

Original Motif
Original Motif
Forward

5

7

0.038091

Original motif = Consensus sequence: BBVGCCBVGGCCTV

e\ CCT“

0.0 = =

5

Webiioga 3.4

Reverse complement motif = Consensus sequence: VAGGCCBBGGCVE

2.0
i
=1 1.0
_—
a.0 = = =
5

10
Webiloga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

2

15

TFAP2A
Original Motif

Reverse Complement

Forward
3
7
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Similarity score: 0.0393168

Alignment:
SCMVBBGGC
—-—-CMGCRGC

Original motif = Consensus sequence: GCCBBVRGS

2.0

0O =

Reverse complement motif

2.0

Consensus sequence: SCMVBBGGC

Wi Loga 3

Dataset #: 1

Motif ID: 7

Motif name: Motif 7
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 2

Number of overlap: 7

Similarity score: 0.0443244
Alignment:

CCCRCCCC

-CMGCRGC

Original motif = Consensus sequence: CCCRCCCC

Reverse complement motif

Consensus sequence: GGGGMGGG
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=0
o0 o0 I
= L - = B - R
Dataset #: 2
Motif ID: 45
Motif name: Pax5

Reverse Complement
Reverse Complement

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

Direction: Backward
Position number: 7

Number of overlap: 7
Similarity score: 0.0448462
Alignment:

MSGKKRCGCWDCABTGBBCD

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

20

Reverse complement motif =~ Consensus sequence:

MSGKKRCGCWDCABTGBBCD

20

ETxCCTx ==
5

Weblagn a4

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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
HGCGTGGGCGK
-—-—-GCKGCYG-

28

Egrl

Reverse Complement
Original Motif
Backward

2

7

0.0453576

Original motif = Consensus sequence: HGCGTGGGCGK

2.0

Reverse complement motif = Consensus sequence: YCGCCCACGCH

QQ@ACAQT

P =P-N X LR
2 Weitaaas e

Dataset #: 2
Motif ID: 36
Motif name: Klif4
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 2
Number of overlap: 7
Similarity score: 0.0476958
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Alignment:
GCCYCMCCCD
-CMGCRGC--

Original motif = Consensus sequence: DGGGYGKGGC

2.0

Reverse complement motif

Consensus sequence: GCCYCMCCCD

=0
o P Vi CQECACCC
oo s C ‘e“:-TQ oo = ; - i
= et = oL
Dataset #: 2
Motif ID: 16
Motif name: SP1

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
GGGGGYGGGG
GCKGCYG---

Reverse Complement
Reverse Complement
Forward

1

7

0.0490991

Original motif = Consensus sequence: CCCCKCCCCC

Reverse complement motif

Consensus sequence: GGGGGYGGGG
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-0clc.cC

CC

W

e —
10

Wbl oga 3 4

Wbl aga 3 4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
BGRRRGRGGRTGRTTYGGGG

Original motif

20

2

18

RREB1

Reverse Complement
Reverse Complement
Forward

6

7

0.0498726

Consensus sequence: CCCCMAAMCAMCCMCMMMCV

Reverse complement motif
BGRRRGRGGRTGRTTYGGGG

20

810 TTT

W= C T XTI [ [ YT

Consensus sequence:

T=T

Weblagn a4

15

Dataset #: 1

Motif ID: 2

Motif name: Motif 2
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Original motif = Consensus sequence: AMACA Reverse complement motif = Consensus sequence: TGTRT

= O = O
=
= 1.0 c A 1.0 I I
[ = = [ = = l
=

L=
e e esln e e T =B

i

Best Matches for Significant Motif ID 2 (Highest to Lowest)

Dataset #: 1
Motif ID: 11

Motif name: Motif 11

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 5

Number of overlap: 5

Similarity score: 0

Alignment:

TGTGTGTGTGTKTG

~——-TGTRT----~-

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

2.0

w
B1.0

0.0

TiTeleTes

Webslogo 3.4 Weblogo 3.4

cACHCHCALA
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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:
TGTGTGKVTGTGTG

1

9

Motif 9

Reverse Complement
Reverse Complement
Backward

10

5

0.0040753

Original motif = Consensus sequence: CACACAVRCACACA

“Clloaca. acACACA

Webiioga 3.4

Reverse complement motif = Consensus sequence: TGTGTGKVTGTGT

=
=

2.0

1.0

a.0

T6TCTex zezelt

Webiloga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

2

18

RREB1
Original Motif
Original Motif
Backward

11

5
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Similarity score: 0.0243918

Alignment:
CCCCMAAMCAMCCMCMMMCV

Original motif = Consensus sequence: CCCCMAAMCAMCCMCMMMCV

20

Reverse complement motif
BGRRRGRGGRTGRTTYGGGG

20

&
:E‘I.CI

Consensus sequence:

= AT XTI T [ |
5 10

ITTT T=T

Webslaga 3.4

Dataset #: 1
Motif ID: 10

Motif name: Motif 10
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 6

Number of overlap: 5

Similarity score: 0.0394919
Alignment:

AAAAAAACAAARRA

-—-——-AMACA-—-—-—-

Original motif = Consensus sequence: TKKTTTGTTTTTTI

Reverse complement motif

Consensus sequence: AAAAAAACAAARR

Page 116 of 527



=

LTIl

Welsloge 34

Welloge 3.4

Dataset #: 2

Motif ID: 24

Motif name: Ar

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

Number of overlap: 5

Similarity score: 0.0429089
Alignment:

HWDAGHACRHHVTGTHCCHVMV
———-AMACA------——————-

Original motif = Consensus sequence: HWDAGHACRHHVTGTHCCHVMV

20

AAA A oy ) Ie ¢ K=

Weblogad 4

Reverse complement motif

VRVDGGHACAVDDKGTHCTDWH

20

BY; o

M

il

Consensus sequence:

10

15

I T
= = _I. =
20
Weblogad 4

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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:

TGRCCTKTGHCCKAB

Original motif

2.0

it
5

pol= S - ——1 I

A C AAA

20

PPARGRXRA

Reverse Complement
Reverse Complement
Backward

6

5

0.0595073

Consensus sequence: BTRGGDCARAGGKCA

UrcA

5

15
Webiloga 3.4

Reverse complement motif

2.0

0.0

“TaallTx]

Consensus sequence: TGRCCTKTGHCCK

CC

":‘RI CoA—

W&.lmgcl a4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

2

26

ArntAhr

Reverse Complement
Original Motif
Backward

2

5

0.0600161
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Alignment:
YGCGTG
TGTRT-

Original motif

=_

Consensus sequence: YGCGTG

Reverse complement motif

=

Consensus sequence: CACGCM

bis
:

Pars — OO —
Dataset #: 2
Motif ID: 45
Motif name: Pax5

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Forward
Position number: 6

Number of overlap: 5
Similarity score: 0.0620995
Alignment:

MSGKKRCGCWDCABTGBRBCD

————— AMACA-———————--

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

Reverse complement motif
MSGKKRCGCWDCABTGBBCD

Consensus sequence:
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o

20

g c %EAC

WA SETFCCTE
5

). 6
10

CA I‘"‘":'-: T-:-—:

-,Qgéé_ggég‘\4s 5;1\

1

TAAQ?A

Weblaga 34

———— -
15

Weblaga 34

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
AKGYYCAAAGRTCA
—————— AMACA---

Original motif

2.0

Consensus sequence: TGAMCTTTGMMCYT

2

22

NR2F1

Original Motif
Reverse Complement
Backward

4

5

0.0650242

Reverse complement motif

2.0

Consensus sequence: AKGYYCAAAGRTC

RES | AEIIIA%eQ%I McﬁgfggAAmTIQA
Dataset #: 2
Motif ID: 35
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Motif name: INSM1

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: 0.0670984

Alignment:

TGYCAGGGGGCR

TGTRT-—————-

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

2.0 2.0

_— — e 0.0

Dataset #: 2 Motif ID: 23 Motif nhame: MZF1_1-4

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

=_

bifs
:

o e TR e, O

=
W s Loy S

Best Matches for Significant Motif ID 23 (Highest to Lowest)
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Dataset #: 2

Motif ID: 35
Motif name: INSM1
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 5
Number of overlap: 6
Similarity score: 0.0276389
Alignment:
MGCCCCCTGMCA
--TCCCCV----
Original motif = Consensus sequence: TGYCAGGGGGCR Reverse complement motif = Consensus sequence: MGCCCCCTGMCA
2.0 2.0
B510 A B10 C T
= TlgT — lg._ﬁ_ - ?#Q C C
5 10 5
Dataset #: 2
Motif ID: 41
Motif name: MZF1_5-13
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 2
Number of overlap: 6
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Similarity score: 0.0314583

Alignment:
BKAGGGGDAD
—-——-BGGGGA-

Original motif = Consensus sequence: BKAGGGGDAD

2.0

Reverse complement motif

Consensus sequence: BTHCCCCTYB

a0 - l —-—-: - -
= mu_cn;l?za
Dataset #: 2
Motif ID: 36
Motif name: Klf4

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

Direction: Forward
Position number: 1

Number of overlap: 6
Similarity score: 0.0406514
Alignment:

GCCYCMCCCD

TCCCCV——--

Original motif = Consensus sequence: DGGGYGKGGC

Reverse Complement
Reverse Complement

Reverse complement motif

Consensus sequence: GCCYCMCCCD
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s - Teh::? —
Dataset #: 2
Motif ID: 21
Motif name: PLAG1
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 9
Number of overlap: 6
Similarity score: 0.0412963

Alignment:
GGGGCCCAAGGGGG
———————— BGGGGA

Original motif = Consensus sequence: GGGGCCCAAGGGGG

2.0

bits
B

HCAag

Reverse complement motif

Consensus sequence: CCCCCTTGGGCCC

06 Fos - -
Dataset #: 1
Motif ID: 8
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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:
TCCCAG
TCCCCV

Motif 8

Reverse Complement
Reverse Complement
Forward

1

6

0.0426517

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

10l - [[CCCa

i
5 5
R P = R P =

bis
:

Dataset #: 2

Motif ID: 16

Motif name: SP1

Matching format of first motif: Original Motif

Matching format of second motif:

Reverse Complement

Direction: Forward
Position nhumber: 5

Number of overlap: 6
Similarity score: 0.0464881
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Alignment:
GGGGGYGGGG
—-——-BGGGGA

Original motif = Consensus sequence: CCCCKCCCCC

-Cclie. cCoce

Wbl oga 3 4

bits

Reverse complement motif

2.0

Consensus sequence: GGGGGYGGGG

Dataset #: 2

Motif ID: 18

Motif name: RREB1
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 5

Number of overlap: 6

Similarity score: 0.0493561
Alignment:

CCCCMAAMCAMCCMCMMMCV

-——-TCCCCV-=———————~

Original motif = Consensus sequence: CCCCMAAMCAMCCMCMMMCV

Reverse complement motif
BGRRRGRGGRTGRTTYGGGG

Consensus sequence:
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20

20

=10

= C XX T I [ [
5 10

Weblaga 34

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
GGGGRTTCCCC
————— TCCCCV

42

NFKB1

Reverse Complement
Original Motif
Backward

1

6

0.0521759

Original motif = Consensus sequence: GGGGRTTCCCC

240

bits

vaxz(

0.0

C

10

Weiloga 34

Reverse complement motif

2.0

Consensus sequence: GGGGAAKCCCC

WekiLoga 34

Dataset #:
Motif ID:

19
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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:
GGYGCTGTCCATGGTGCTGAA

Original motif

REST

Reverse Complement
Reverse Complement
Backward

11

6

0.0581528

Consensus sequence: TTCAGCACCATGGACAGCKCC

TIQA clivyaxy AC “QIQQ

() (- —— e

5

Weloga 34

Reverse complement motif
GGYGCTGTCCATGGTGCTGAA

2.0

Consensus sequence:

—_— P W é_

Weiloga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

2

24

Ar

Reverse Complement
Original Motif
Backward

3

6

0.0585417
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Alignment:
HWDAGHACRHHVTGTHCCHVMV
—————————————— TCCCCV--

Reverse complement motif ~ Consensus sequence:

Original motif = Consensus sequence: HWDAGHACRHHVTGTHCCHVMV VRVDGGHACAVDDKGTHCTDWH

Dataset #: 2 Motif ID: 44 Motif name: NR4A2
Original motif = Consensus sequence: AAGGTCAC Reverse complement motif = Consensus sequence: GTGACCTT

~AGexCA< 4| GaGCT

Wk oo Ed Wk oo T

Best Matches for Significant Motif ID 44 (Highest to Lowest)

Dataset #: 2

Motif ID: 43

Motif name: NR1H2RXRA
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
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Position number:
Number of overlap:
Similarity score:

Alignment:
AAAGGTCAAAGGTCAAC
-AAGGTCAC-——————-

2
8
0.0167759

Original motif = Consensus sequence: AAAGGTCAAAGGTCAAC

2.0

w0
£10 A
0.0 e o
5

Ac

Webiiaga 3.4

Reverse complement motif
GTTGACCTTTGACCTTT

Consensus sequence:

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
VDBHMAGGTCACCCTGACCY
-—-—-AAGGTCAC———————-

2

29

ESR1

Original Motif
Original Motif
Forward

5

8

0.0195235
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Original motif = Consensus sequence: VDBHMAGGTCACCCTGACCY

20

“ ﬁg%exéIQAggqlkéCQE

Weblaga 3.4

Reverse complement motif ~ Consensus sequence:
MGGTCAGGGTGACCTRDBHYV

20

mqﬁIGA?ﬁﬁ;EAGQ%T%U

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:
BAGGYCABHBTGACCKHV
————————— GTGACCTT-

2

30

ESR2

Reverse Complement
Reverse Complement
Backward

2

8

0.0198372

Original motif = Consensus sequence: VHRGGTCABDBTGMCCTB

2.0

) %AITI A - ‘IAégQr%_

0.0

Wetiloga 3.4

Reverse complement motif = Consensus sequence:
BAGGYCABHBTGACCKHV

2.0

" AGG.CA I Al

0.0
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Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
VRVDGGHACAVDDKGTHCTDWH
———————————— GTGACCTT--

Original motif

2.0

2

24

Ar

Reverse Complement
Reverse Complement
Forward

13

8

0.0487608

Consensus sequence: HWDAGHACRHHVTGTHCCHVMV

Reverse complement motif = Consensus sequence:
VRVDGGHACAVDDKGTHCTDWH

20

wemaAelbhyog TEAEVAS g‘i:: o =1 =X = = L o
% 19 WabLogad & % 19 18 < WeatLogad 4
Dataset #: 2
Motif ID: 20
Motif name: PPARGRXRA
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 7
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Number of overlap: 8

Similarity score: 0.0495607

Alignment:

BTRGGDCARAGGKCA

-AAGGTCAC-————-—

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

2.0

Al ¢ AAAITCA Léggll < CCx.

P e o - —1 ==t oS
5

2.0

it
5

0.0
10 15

Webiloga 34

Dataset #: 2
Motif ID: 22

Motif name: NR2F1

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 7

Number of overlap: 8

Similarity score: 0.0564874

Alignment:

AKGYYCAAAGRTCA

—————— AAGGTCAC

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

Page 133 of 527



2.0

0ol X E IIIAééggl

Welsloge 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:

TTCAGCACCATGGACAGCKCC
————————— AAGGTCAC----

Original motif

2

19

REST

Original Motif
Original Motif
Backward

5

8

0.0594649

Consensus sequence: TTCAGCACCATGGACAGCKCC

IIQAHQ Vax

Rev

erse complement motif ~ Consensus sequence:

GGYGCTGTCCATGGTGCTGAA

2.0

"
£ 1.0

AW A,

d [ an
m— - VR~ =V

5 10 15 20
Wetiloga 34

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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
BBVGCCBVGGCCTV
GTGACCTT-———--

12

Zfx

Reverse Complement
Original Motif
Forward

1

8

0.0631514

Original motif = Consensus sequence: BBVGCCBVGGCCTV

bits
B

0.0

5

M:¢‘¢¢QiémCCT“

Welsloge 34

Reverse complement motif = Consensus sequence: VAGGCCBBGGCVE

bits

2.0

1.0

0.0

5 10

Welloge 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

2

18

RREB1

Reverse Complement
Reverse Complement
Backward

4

8

0.0720656
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Alignment:
BGRRRGRGGRTGRTTYGGGG
————————— GTGACCTT---

Original motif = Consensus sequence: CCCCMAAMCAMCCMCMMMCV

Reverse complement motif
BGRRRGRGGRTGRTTYGGGG

Consensus sequence:

Weblaga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
CKGGDTBDMMCTGG
————— GTGACCTT-

48

Tcfcp2l1

Reverse Complement
Reverse Complement
Backward

2

8

0.0740998

Original motif = Consensus sequence: CCAGYYHVADCCRG

Reverse complement motif

Consensus sequence: CKGGDTBDMMCTH
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Dataset #: 2 Motif ID: 15 Motif name: TFAP2A
Original motif = Consensus sequence: GCCBBVRGS Reverse complement motif = Consensus sequence: SCMVBBGGC
. _— e e e = - fcg—_— ===

5
Wiestalogo 3 st logo 3

Best Matches for Significant Motif ID 15 (Highest to Lowest)

Dataset #: 2

Motif ID: 12

Motif name: Zfx

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

Number of overlap: 9

Similarity score: 0.0131247
Alignment:

BBVGCCBVGGCCTV

---SCMVBBGGC-~-
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Original motif = Consensus sequence: BBVGCCBVGGCCTV

bits
B

0.0
5

NQ:%ﬁqgéemCCT“

Welilogo 3.4

Reverse complement motif

bits

Consensus sequence: VAGGCCBBGGCVE

20

=1.0
. < :EAQQE:-—E
: 5

10
Webilogo 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
GGGGCCCAAGGGGG
-—-—-GCCBBVRGS--

2

21

PLAG1
Original Motif
Original Motif
Forward

4

9

0.0414588

Original motif = Consensus sequence: GGGGCCCAAGGGGG

2.0

P

210 : GQQ__I_Aé?

Webiioga 3.4

Reverse complement motif

Consensus sequence: CCCCCTTGGGCCC
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
GYRYCCMTKGGYRSC
-—--SCMVBBGGC—---

Original motif

2.0

*1aGCA

A

2

13

Zfp423

Reverse Complement
Reverse Complement
Backward

4

9

0.0438157

Consensus sequence: GSMMCCYARGGKKKC

TTc

Reverse complement motif

2.0

51.0

Consensus sequence: GYRYCCMTKGGYR

AC
SCAV

%IAm TTCg

~SCAC A =A o
2 10 Witeot ik Witea ia

Dataset #: 2
Motif ID: 29
Motif name: ESR1
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 2
Number of overlap: 9
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Similarity score: 0.0450672

Alignment:
MGGTCAGGGTGACCTRDBHV
—————————— GCCBBVRGS-

Original motif = Consensus sequence: VDBHMAGGTCACCCTGACCY

20

| ﬁ?gAIQICAgngkéCQE

0.0

bits

WebsLaga 3.4

Reverse complement motif

Consensus sequence:

MGGTCAGGGTGACCTRDBHV

—_———

Webslaga 3.4

Dataset #: 2
Motif ID: 30
Motif name: ESR2

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward
Position number: 6

Number of overlap: 9
Similarity score: 0.0531668
Alignment:

BAGGYCABHBTGACCKHV

————— SCMVBBGGC—-—--~—

Original motif = Consensus sequence: VHRGGTCABDBTGMCCTB

Reverse complement motif
BAGGYCABHBTGACCKHV

Consensus sequence:
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00— 0.0
10 15 5 10
Webiloga 3.4

bits

Dataset #: 2

Motif ID: 40

Motif name: Mycn

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Forward

Position number: 2

Number of overlap: 9

Similarity score: 0.0550803

Alignment:

HSCACGTGGC

-SCMVBBGGC

Original motif = Consensus sequence: HSCACGTGGC Reverse complement motif = Consensus sequence: GCCACGTGSD
o0 =:§=CAGAI—-—TE a0 —— ..F——.g— g —--——;I— - ‘?: 1—0'

Dataset #: 2

Motif ID: 45
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Motif name:
Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
MSGKKRCGCWDCABTGBBCD
——————— GCCBBVRGS—-—---

Original motif

20

Pax5

Original Motif
Reverse Complement
Forward

8

9

0.0581255

Consensus sequence: DGVBCABTGDWGCGKRRCSR

Reverse complement motif =~ Consensus sequence:
MSGKKRCGCWDCABTGBBCD

20

bits

o5 STQEéQI %;92_ i5¢ﬁ g?‘?

Weblagn a4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

47
RXRRAR_DR5
Original Motif
Original Motif
Backward

7

9

0.0606062
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Alignment:
RGKTCABVVRGAGGTCA
--GCCBBVRGS————-—-

Reverse complement motif ~ Consensus sequence:

Original motif = Consensus sequence: RGKTCABVVRGAGGTCA TGACCTCKVVBTGAYCK

2.0

= 0 == oo 0.0 T
10
Webslaga 3.4 Wabilaga 3.4

10

Dataset #: 2

Motif ID: 38

Motif name: Myc

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

Position number: 2

Number of overlap: 9

Similarity score: 0.0613455

Alignment:

VGCACGTGGH

-SCMVBBGGC

Original motif = Consensus sequence: VGCACGTGGH Reverse complement motif = Consensus sequence: DCCACGTGCV
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o0 = 0.0
mu_c.glg Y 3 WisbLoga 3.8
Dataset #: 2
Motif ID: 48
Motif name: Tcfcp2ll
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 3
Number of overlap: 9
Similarity score: 0.0631412
Alignment:
CCAGYYHVADCCRG
—-—-—-GCCBBVRGS--
Original motif = Consensus sequence: CCAGYYHVADCCRG Reverse complement motif = Consensus sequence: CKGGDTBDMMCT(
C A A CCA . A
" g =3 _%g-___~ == 5 =1 L ol ‘E@:::i:-; - ? le.:.
Dataset #: 2 Motif ID: 25 Motif name: Arnt
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Original motif = Consensus sequence: CACGTG Reverse complement motif = Consensus sequence: CACGTG

= i

= 0
g R
e = 1.0
0.0 0.0 —_ W
=

" ks L cmoy e " ks L cmoy e

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

Dataset #: 2
Motif ID: 31

Motif name: Esrrb

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

Alignment:

CACGTG

CACGTG

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:
RASCACGTGGT
—-—-—-CACGTG--

Original motif

2

39

MYCMAX
Original Motif
Original Motif
Forward

4

6

0.0143849

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:

38

Myc

Reverse Complement
Reverse Complement
Backward

3

6
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Similarity score:

Alignment:
DCCACGTGCV
-—-CACGTG--

0.0267529

Original motif = Consensus sequence: VGCACGTGGH

~_CACGI(

Reverse complement motif

Consensus sequence: DCCACGTGCV

_LEQQJ lQ_.:__I_ W=

a.o i —
i L
Dataset #: 2
Motif ID: 40
Motif name: Mycn
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: 0.0272641

Alignment:
HSCACGTGGC
--CACGTG--

Original motif = Consensus sequence: HSCACGTGGC

Reverse complement motif

Consensus sequence: GCCACGTGSD
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Wbl oga 3 4

2.0

bits

]

Wbl aga 3 4

Dataset #:
Motif ID:
Motif name:

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

2

33

HIF1AARNT

Reverse Complement
Reverse Complement

Direction: Forward
Position number: 2

Number of overlap: 6
Similarity score: 0.0347756

Alignment:
VCACGTBV
-CACGTG-

Original motif

Consensus sequence: VBACGTGV

Reverse complement motif

Consensus sequence: VCACGTBV

[ = o —= — :'__‘ - ——— [ = o
Dataset #: 2
Motif ID: 26
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Motif name:
Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
YGCGTG
CACGTG

Original motif = Consensus sequence: YGCGTG

=_i
.
= 1.0
—
O I— - — -
5

ArntAhr
Original Motif
Original Motif
Backward

1

6

0.065625

=

=

R P =

Reverse complement motif

1CAC

Consensus sequence: CACGCM

R P =

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

2

14

ZEB1

Original Motif
Reverse Complement
Backward

1

6

0.0689533
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Alignment:

HAGGTG

CACGTG

Original motif = Consensus sequence: CACCTD Reverse complement motif = Consensus sequence: HAGGTG
=_ =_
o0 QACC = —___ — Fee %At——-— —_— e

Dataset #: 2

Motif ID: 28

Motif name: Egri

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward

Position number: 6

Number of overlap: 6

Similarity score: 0.0784722

Alignment:

HGCGTGGGCGK

CACGTG-—-—---

Original motif = Consensus sequence: HGCGTGGGCGK Reverse complement motif = Consensus sequence: YCGCCCACGCH
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Dataset #: 2

Motif ID: 37

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

Number of overlap: 6

Similarity score: 0.0854167
Alignment:

BAACGTCCGC

-CACGTG---

Original motif = Consensus sequence: BAACGTCCGC

| aACGTCCG,

WL g 3

ts

b

Reverse complement motif

Consensus sequence: GCGGACGTTV

Dataset #: 2
Motif ID: 21
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Motif name: PLAG1

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: 0.105093
Alignment:

GGGGCCCAAGGGGG

—————— CACGTG--

Original motif = Consensus sequence: GGGGCCCAAGGGGG

0. Aa

10

bits
B

TS

Webilogo 3.4

0.0

Reverse complement motif = Consensus sequence: CCCCCTTGGGCCC

HQQQQQIIIACQCQC

bits
=

Best Matches for Each Motif (Highest to Lowest)

Dataset #: 1 Motif ID: 1

Original motif = Consensus sequence: RGGAAR

Motif name: Motif 1

Reverse complement motif = Consensus sequence: MTTCCK
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Best Matches for Motif ID 1 (Highest to Lowest)

Dataset #: 2

Motif ID: 32

Motif name: EWSR1-FLI1
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Backward

Position number: 12

Number of overlap: 6

Similarity score: 0.0146511

Alignment:

CCTTCCTTCCTTCCTTCC

~MTTCCK-—————————~-

Original motif = Consensus sequence: GGAAGGAAGGAAGGAAGG

A

2.0

bits
5

=% ——
-

00 ==
15

5
Wetiloga 3.4

15

“ETTCC

ks i cmey e TE

Reverse complement motif = Consensus sequence:
CCTTCCTTCCTTCCTTCC

2.0
a
£10
ool A
5

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:
BAACGTCCGC
—-——-MTTCCK-

2

37

MIZF

Reverse Complement
Original Motif
Forward

4

6

0.0608243

Original motif = Consensus sequence: BAACGTCCGC

2.0

&=

a0

4 oACGTCCG.

Wbl ogo 3 S

Reverse complement motif

Consensus sequence: GCGGACGTTV

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

2

41
MZF1_5-13
Original Motif
Original Motif
Backward

1

6
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Similarity score: 0.0753789

Alignment:
BKAGGGGDAD
-—-—-RGGAAR
Original motif = Consensus sequence: BKAGGGGDAD Reverse complement motif = Consensus sequence: BTHCCCCTYB
2.0
oo l=— || —-—I:T'_-_'___i:“_“
= mu_cn;l?za
Dataset #: 2
Motif ID: 42
Motif name: NFKB1
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 5
Number of overlap: 6
Similarity score: 0.0757695
Alignment:
GGGGAAKCCCC
-RGGAAR——-—--
Original motif = Consensus sequence: GGGGRTTCCCC Reverse complement motif = Consensus sequence: GGGGAAKCCCC
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Dataset #: 2
Motif ID: 20
Motif name: PPARGRXRA
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 7
Number of overlap: 6
Similarity score: 0.0800484
Alignment:
BTRGGDCARAGGKCA
---RGGAAR----——
Original motif = Consensus sequence: BTRGGDCARAGGKCA Reverse complement motif = Consensus sequence: TGRCCTKTGHCCK
» AA A T CQTT L

g == sl - 9_ 1€ 19-_ - ﬁée e GEIIQAE
Dataset #: 1
Motif ID: 7
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Motif name: Motif 7

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: 0.0827261

Alignment:

GGGGMGGG

-RGGAAR-

Original motif = Consensus sequence: CCCRCCCC Reverse complement motif = Consensus sequence: GGGGMGGG
z.0 z.0

bits
u]

bits
:

| C

WelLaogo 3

WelLago 3

Dataset #: 2

Motif ID: 19

Motif name: REST
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position nhumber: 6

Number of overlap: 6

Similarity score: 0.0829223
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Alignment:
TTCAGCACCATGGACAGCKCC

Original motif = Consensus sequence: TTCAGCACCATGGACAGCKCC

AIIQAUQ Cégﬁéc

Reverse complement motif ~ Consensus sequence:

GGYGCTGTCCATGGTGCTGAA

2.0

,,Q:;:Eg . A=K 2N ot V=V .,__,._aé.@_;
A 2 = ® A
Dataset #: 2
Motif ID: 35
Motif name: INSM1
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 7
Number of overlap: 6
Similarity score: 0.0832926

Alignment:
TGYCAGGGGGCR
—————— RGGAAR

Original motif = Consensus sequence: TGYCAGGGGGCR

Reverse complement motif

Consensus sequence: MGCCCCCTGMCA
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Dataset #: 2
Motif ID: 18
Motif name: RREB1
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 5
Number of overlap: 6
Similarity score: 0.0835516
Alignment:
BGRRRGRGGRTGRTTYGGGG
----RGGAAR-————————-

Original motif = Consensus sequence: CCCCMAAMCAMCCMCMMMCV

20

Reverse complement motif =~ Consensus sequence:
BGRRRGRGGRTGRTTYGGGG

20

210 TTT

=TT IT YT IVT YT

Weblagn a4

15

Dataset #: 2
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Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
HWDAGHACRHHVTGTHCCHVMV

———RGGAAR--—-—-——————-

24

Ar

Original Motif
Original Motif
Forward

4

6

0.0836451

Original motif = Consensus sequence: HWDAGHACRHHVTGTHCCHVMV

2.0

ok A 2 A?ECI I

Reverse complement motif = Consensus sequence:
VRVDGGHACAVDDKGTHCTDWH

20

SPRT P R

Py - All £ g g-:. = S 9E 3 .
wessETEETEE——— T A R e
Dataset #: 2
Motif ID: 27
Motif name: E2F1
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 1
Number of overlap: 6
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Similarity score: 0.0842331
Alignment:

GCGCSAAA

--RGGAAR

Original motif = Consensus sequence: TTTSGCGC

=0

ok

Wk oo Ed

Reverse complement motif = Consensus sequence: GCGCSAAA

“ClooA

Wk oo T

Dataset #: 1 Motif ID: 2

Original motif = Consensus sequence: AMACA

=_

2.0 — A

L=
L e e

Best Matches for Motif ID 2 (Highest to Lowest)

Dataset #: 1
Motif ID: 11
Motif name: Motif 11

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

Direction: Forward

Reverse Complement

Motif name: Motif 2

Reverse complement motif = Consensus sequence: TGTRT

e s e e T
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Position number: 5
Number of overlap:
Similarity score:

Alignment:
TGTGTGTGTGTKTG

———-TGTRT-----

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

(heaclodoaCact - Texlmelelezs

0.0

bits
5

Webslogo 3.4 Weblogo 3.4

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: 10

Number of overlap: 5

Similarity score: 0.0040753

Alignment:

TGTGTGKVTGTGTG

TGTRT--——————-

Original motif = Consensus sequence: CACACAVRCACACA Reverse complement motif = Consensus sequence: TGTGTGKVTGTGT
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Dataset #: 2
Motif ID: 18
Motif name: RREB1
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 11
Number of overlap: 5
Similarity score: 0.0243918
Alignment:
CCCCMAAMCAMCCMCMMMCV
————— AMACA--————-—-—-

Original motif = Consensus sequence: CCCCMAAMCAMCCMCMMMCV

20

Reverse complement motif = Consensus sequence:
BGRRRGRGGRTGRTTYGGGG

20

0.0 :'TQTTIT.-_I— I TT ; I

15 20
Weblaga 34

Dataset #: 1
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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:
AAAAAAACAAARRA

———-AMACA-----

10

Motif 10

Original Motif
Reverse Complement
Backward

6

5

0.0394919

Original motif = Consensus sequence: TKKTTTGTTTTTTI Reverse complement motif = Consensus sequence: AAAAAAACAAARR
2.0

AéAA

=

ELIIIIIT | AA&&A&Q ]

i Ce—==5—
WebiLoga 34 Webiloga 34

its

b

Dataset #: 2

Motif ID: 24

Motif name: Ar

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

Number of overlap: 5

Similarity score: 0.0429089
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Alignment:
HWDAGHACRHHVTGTHCCHVMV
-—-—-AMACA-————————————

Reverse complement motif ~ Consensus sequence:
VRVDGGHACAVDDKGTHCTDWH

20

" il Tl

Original motif = Consensus sequence: HWDAGHACRHHVTGTHCCHVMV
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Dataset #: 2

Motif ID: 20

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

Position number: 6

Number of overlap: 5

Similarity score: 0.0595073

Alignment:

TGRCCTKTGHCCKAB

————— TGTRT-----—

Original motif = Consensus sequence: BTRGGDCARAGGKCA Reverse complement motif = Consensus sequence: TGRCCTKTGHCCK
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15
Webiloga 3.4

2.0

0.0

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
YGCGTG
TGTRT-

Original motif

bis

2

26

ArntAhr

Reverse Complement
Original Motif
Backward

2

5

0.0600161

Consensus sequence: YGCGTG

=0
1.0
O I— . —
=

" ks L cmoy e

Reverse complement motif

bis

= i

(=

o

Consensus sequence: CACGCM

" ks L cmoy e

Dataset #:
Motif ID:

45
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Motif name:
Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
MSGKKRCGCWDCABTGBBCD

Original motif

20

Pax5

Original Motif
Reverse Complement
Forward

6

5

0.0620995

Consensus sequence: DGVBCABTGDWGCGKRRCSR

Reverse complement motif =~ Consensus sequence:
MSGKKRCGCWDCABTGBBCD

20

bits

o5 STQEéQI %;92_ i5¢ﬁ g?‘?

Weblagn a4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

22

NR2F1

Original Motif
Reverse Complement
Backward

4

5

0.0650242
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Alignment:
AKGYYCAAAGRTCA

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

o OMAASTCA

bits
=

= ——

0.0 T
5

Wellage 3.4

Dataset #: 2

Motif ID: 35

Motif name: INSM1

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: 0.0670984

Alignment:

TGYCAGGGGGCR

TGTRT----—-—-

Original motif = Consensus sequence: TGYCAGGGGGCR Reverse complement motif = Consensus sequence: MGCCCCCTGMCA
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bits
=

0.0 P

5 10

Dataset #: 1 Motif ID: 3 Motif name: Motif 3
Original motif = Consensus sequence: AGSCWGG Reverse complement motif = Consensus sequence: CCWGSCT
Best Matches for Motif ID 3 (Highest to Lowest)

Dataset #: 2

Motif ID: 32

Motif name: EWSR1-FLI1

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: 0.0395671

Alignment:

GGAAGGAAGGAAGGAAGG

——————— AGSCWGG----
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Original motif = Consensus sequence: GGAAGGAAGGAAGGAAGG

2.0

bits

= =5 —_—
- - =

0.0
Webilogo 3.4

Reverse complement motif
CCTTCCTTCCTTCCTTCC

20
2
:E‘I.CI

o v w 1

: 5

Consensus sequence:

Webilogo 3.4

Dataset #: 2
Motif ID: 35
Motif name: INSM1

Reverse Complement
Reverse Complement

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

Direction: Forward
Position number: 6

Number of overlap: 7
Similarity score: 0.0494688
Alignment:

MGCCCCCTGMCA

————— CCWGSCT

Original motif = Consensus sequence: TGYCAGGGGGCR

2.0

0.0
5 10

Reverse complement motif

bits

2.0

1.0

Consensus sequence: MGCCCCCTGMCA
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Dataset #: 2

Motif ID: 48

Motif name: Tcfcp2ll

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: 0.0669354

Alignment:

CCAGYYHVADCCRG

CCWGSCT---——--

Original motif = Consensus sequence: CCAGYYHVADCCRG Reverse complement motif

. Cg{l_ =X __ ‘9“:Cgf_r LW T

2.0

bits

1.0

a.0

Consensus sequence: CKGGDTBDMMCTH

Webiioga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

2

19

REST

Original Motif
Original Motif
Backward

9

7
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Similarity score: 0.0693747

Alignment:
TTCAGCACCATGGACAGCKCC

Original motif = Consensus sequence: TTCAGCACCATGGACAGCKCC

Hu _T A CAI AC ve.cC

wm_ng o34

Reverse complement motif = Consensus sequence:

GGYGCTGTCCATGGTGCTGAA

2.0

4,

——=

- = e e —

20
Wetiloga 34

Dataset #: 2

Motif ID: 16

Motif name: SP1

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: 0.0695377
Alignment:

CCCCKCcccee

-CCWGSCT--

Original motif = Consensus sequence: CCCCKCCCCC

Reverse complement motif

Consensus sequence: GGGGGYGGGG
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Wbl oga 3 4 Wbl aga 3 4

Dataset #: 2

Motif ID: 12

Motif name: Zfx

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Forward

Position number: 7

Number of overlap: 7

Similarity score: 0.0720685

Alignment:

BBVGCCBVGGCCTV

—————— CCWGSCT-

Original motif = Consensus sequence: BBVGCCBVGGCCTV Reverse complement motif  Consensus sequence: VAGGCCBBGGCVE
o lEmmmEa g__-:-’:"__ 9 CCT—- o6 -';*A CC:EA%§E=G

Dataset #: 1

Motif ID: 7
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Motif name: Motif 7

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: 0.0742342

Alignment:

CCCRCCCC

CCWGSCT~-

Original motif = Consensus sequence: CCCRCCCC Reverse complement motif = Consensus sequence: GGGGMGGG
2.0 2.0

bits
u]

bits
:

| | C

WelLaogo 3

WelLago 3

Dataset #: 2

Motif ID: 29

Motif name: ESR1

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

Position nhumber: 13

Number of overlap: 7

Similarity score: 0.0771405
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Alignment:
MGGTCAGGGTGACCTRDBHV
———————————— CCWGSCT-

Original motif = Consensus sequence: VDBHMAGGTCACCCTGACCY

20

K ﬁ?EAIQICAgchhéCQE

WebLaga 3.4

Reverse complement motif
MGGTCAGGGTGACCTRDBHYV

Consensus sequence:

quﬁIGA%ﬁﬁlgéQQ%Tﬁu

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:
TGACCTDVWT
-—-—-CCWGSCT

2

46

RORA_1

Reverse Complement
Reverse Complement
Backward

1

7

0.0772276

Original motif = Consensus sequence: AWVDAGGTCA

Reverse complement motif

Consensus sequence: TGACCTDVWT
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Wbl aga 3 4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
GCCYCMCCCD
-—-—-CCWGSCT

Original motif

2.0

5 N
<=

2

36

KlIf4

Reverse Complement
Reverse Complement
Backward

1

7

0.0798994

Consensus sequence: DGGGYGKGGC

T WG

10
WL g 3

Reverse complement motif

QQECACCC%

bits

2.0
0.0

>

Consensus sequence: GCCYCMCCCD

WL ogo 3 4

Dataset #: 1

Motif ID: 4

Motif name: Motif 4
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Original motif = Consensus sequence: CTCTGY Reverse complement motif = Consensus sequence: KCAGAG

~CICle  -<0a

" ks L cmoy e " ks L cmoy e

i

Best Matches for Motif ID 4 (Highest to Lowest)

Dataset #: 2

Motif ID: 43

Motif name: NR1H2RXRA
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 6

Number of overlap: 6

Similarity score: 0.012269
Alignment:

AAAGGTCAAAGGTCAAC

————— KCAGAG--—-—---

Reverse complement motif = Consensus sequence:
GTTGACCTTTGACCTTT

Original motif = Consensus sequence: AAAGGTCAAAGGTCAAC

2.0

w0
£10 A
0.0 —- - -
5

Ac

Webiiaga 3.4 Webiiaga 34
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Dataset #: 2

Motif ID: 20

Motif name: PPARGRXRA

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Backward

Position number: 5

Number of overlap: 6

Similarity score: 0.0140102

Alignment:

BTRGGDCARAGGKCA

————— KCAGAG----

Original motif = Consensus sequence: BTRGGDCARAGGKCA Reverse complement motif  Consensus sequence: TGRCCTKTGHCCK
20 20
RIS ) M= _ﬁengé § Léggll cggg& g

Dataset #: 2

Motif ID: 22

Motif name: NR2F1

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 5

Number of overlap: 6
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Similarity score: 0.0186793

Alignment:
AKGYYCAAAGRTCA
-——-KCAGAG----
Original motif = Consensus sequence: TGAMCTTTGMMCYT Reverse complement motif = Consensus sequence: AKGYYCAAAGRTC
2.0 2.0
K T C TCAAA TCA
. — A IIAAéé:‘;:EI o6 ‘3%%__'__.:1::.— z TETG
5 10 5 10
Dataset #: 2
Motif ID: 34
Motif name: HNF4A
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: 0.020602
Alignment:
RGGBCAAAGKYCA
-——-KCAGAG——---
Original motif = Consensus sequence: RGGBCAAAGKYCA Reverse complement motif = Consensus sequence: TGMYCTTTGBCCK
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bits

Webilogad 4 Webiloga 3 4

Dataset #: 2

Motif ID: 37

Motif name: MIZF

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: 0.0221665

Alignment:

BAACGTCCGC

-—-——-CTCTGY

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

L0 c L2410
ARG\ c
aon—1=—"= —;—-—-—-— ————-:l—;- o0 =
Dataset #: 2
Motif ID: 35
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Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
TGYCAGGGGGCR
--KCAGAG----

INSM1

Reverse Complement
Original Motif
Forward

3

6

0.0255256

Original motif = Consensus sequence: TGYCAGGGGGCR

2.0

=y V¥

Reverse complement motif

s

bi

S kT

Consensus sequence: MGCCCCCTGMCA

WeshiLogo 3.4

Dataset #:

Motif ID:

Motif name:

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

Position nhumber:

Number of overlap:

Similarity score:

16

SP1

Original Motif
Original Motif
Backward

5

6

0.0349642
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Alignment:
CCCCEKCccce
CTCTGY----

Original motif = Consensus sequence: CCCCKCCCCC

bits

;QQCQTQ

Cecc

Wbl oga 3 4

Reverse complement motif

2.0

Consensus sequence: GGGGGYGGGG

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
GGYGCTGTCCATGGTGCTGAA
--CTCTGY--———————————

2

19

REST

Original Motif
Reverse Complement
Forward

3

6

0.0376108

Original motif = Consensus sequence: TTCAGCACCATGGACAGCKCC

Reverse complement motif
GGYGCTGTCCATGGTGCTGAA

Consensus sequence:
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Webiloga 34

2.0

840l
F10
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Wetiloga 34

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

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Backward
Position number: 1

Number of overlap: 6
Similarity score: 0.0446026
Alignment:

TCCCAG

KCAGAG

Original motif = Consensus sequence: CTGGGA

Reverse complement motif

Consensus sequence: TCCCAG

Dataset #: 2
Motif ID: 12
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Zfx

Motif name:
Reverse Complement

Matching format of first motif:

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

Number of overlap: 6

Similarity score: 0.0448449
Alignment:

BBVGCCBVGGCCTV

-—-KCAGAG-----

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

2.0 2.0
B E 1.0 C
Cg_@_-{:\ b 4 = - : % :EAQ§E=-_::
10 2.9 5 10 & >

its

b

bits
B

0.0 — e ——— = -
5
Webilogo 3.4

Dataset #: 1 Motif ID: 5 Motif name: Motif 5

Reverse complement motif = Consensus sequence: RARAT

= _r—y

Original motif = Consensus sequence: ATKTM

=_air

i
i

&=

=
B = I

|I.III.|II.II

B I

Best Matches for Motif ID 5 (Highest to Lowest)
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
BGRRRGRGGRTGRTTYGGGG

2

18

RREB1

Reverse Complement
Reverse Complement
Backward

10

5

0.0256083

Original motif = Consensus sequence: CCCCMAAMCAMCCMCMMMCV

20

Reverse complement motif = Consensus sequence:
BGRRRGRGGRTGRTTYGGGG

20

o :-—QTT;::T._I_ i TI ! X TT-2I0_

Webslaga 3.4

15

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

10

Motif 10

Reverse Complement
Reverse Complement
Forward

2
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Number of overlap: 5

Similarity score: 0.0260117

Alignment:

AAAAAAACAAARRA

-RARAT---——-—-

Original motif ~ Consensus sequence: TKKTTTGTTTTTTI Reverse complement motif = Consensus sequence: AAAAAAACAAARR

Dataset #: 2

Motif ID: 44

Motif name: NR4A2

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

Position number: 4

Number of overlap: 5

Similarity score: 0.0276382

Alignment:

AAGGTCAC

RARAT---

Original motif = Consensus sequence: AAGGTCAC Reverse complement motif = Consensus sequence: GTGACCTT
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Dataset #: 2
Motif ID: 22
Motif name: NR2F1

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

Position number:

Number of overlap:

Similarity score:

Alignment:
AKGYYCAAAGRTCA

Reverse Complement
Reverse Complement
Backward

3

5

0.0279129

Original motif = Consensus sequence: TGAMCTTTGMMCYT

jTAAE IIIAéég%l

Welilogo 3.4

Reverse complement motif = Consensus sequence: AKGYYCAAAGRTC

=

2.0

2 40

0.0

ceéfégAAAmTIQA

Webilogo 3.4

Dataset #:
Motif ID:

37
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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:
BAACGTCCGC
-—-ATKTM---

MIZF

Original Motif
Original Motif
Backward

4

5

0.0292478

Original motif = Consensus sequence: BAACGTCCGC

2.0

" anC

bits

Reverse complement motif

Consensus sequence: GCGGACGTTV

1 c
& S e

Dataset #: 2
Motif ID: 43
Motif name: NR1H2RXRA
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position nhumber: 10
Number of overlap: 5
Similarity score: 0.0292478
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Alignment:
AAAGGTCAAAGGTCAAC
————————— ATKTM---

Reverse complement motif ~ Consensus sequence:
GTTGACCTTTGACCTTT

Original motif = Consensus sequence: AAAGGTCAAAGGTCAAC

Dataset #: 2

Motif ID: 20

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

Position number: 7

Number of overlap: 5

Similarity score: 0.0305369

Alignment:

TGRCCTKTGHCCKAB

-——-ATKTM------—

Original motif = Consensus sequence: BTRGGDCARAGGKCA Reverse complement motif = Consensus sequence: TGRCCTKTGHCCK
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5

15
Webiloga 3.4

2.0

0.0

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
GGYGCTGTCCATGGTGCTGAA
-——-ATKTM-—-——————————

2

19

REST

Original Motif
Reverse Complement
Backward

13

5

0.0315454

Original motif = Consensus sequence: TTCAGCACCATGGACAGCKCC

{); (- ——

1rlj;lxﬁ}; VAL

Reverse complement motif =~ Consensus sequence:
GGYGCTGTCCATGGTGCTGAA

2.0

%m—i \

L =
0.0 = e S — - e : =3 "‘:“'..I:

5 10 15 20
Wetiloga 34

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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
RGKTCABVVRGAGGTCA

Original motif = Consensus sequence: RGKTCABVVRGAGGTCA

47
RXRRAR_DR5
Original Motif
Original Motif
Forward

1

5

0.0335956

Reverse complement motif = Consensus sequence:
TGACCTCKVVBTGAYCK

2.0

== — £ =

—— e W 0.0

B TTQA EﬂAﬁA,&T{cA Eggglguc CAQ L

10

10 15
Websiags 3.4 Websiags 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

2

46

RORA_1

Reverse Complement
Original Motif
Forward

4

5
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Similarity score: 0.0336052

Alignment:

AWVDAGGTCA

-—-—RARAT--

Original motif = Consensus sequence: AWVDAGGTCA Reverse complement motif = Consensus sequence: TGACCTDVWT
201 E EA -
o = kol o

Dataset #: 1 Motif ID: 6 Motif name: Motif 6

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

=.0

CaliCa < 1:0zCx

W oy e

i
bits
:

D

W ey e B

Best Matches for Motif ID 6 (Highest to Lowest)

Dataset #: 2

Motif ID: 19

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

Number of overlap: 7
Similarity score: 0.0205607
Alignment:

TTCAGCACCATGGACAGCKCC
--CMGCRGC-——-=—==—=———

Reverse complement motif = Consensus sequence:
GGYGCTGTCCATGGTGCTGAA

2.0

20
%m CA c AC %m T
; 1“1,;____*9 VALVVIIE ,,QIEQ AR < LYVALY =V aéé
5 10 15 20 ' |

Original motif = Consensus sequence: TTCAGCACCATGGACAGCKCC

0.
Weblaga 34

Dataset #: 2

Motif ID: 37

Motif name: MIZF

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: 0.0322623

Alignment:

GCGGACGTTV

GCKGCYG—---
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Original motif = Consensus sequence: BAACGTCCGC

bits

| aACGTCCG,

WL g 3

Reverse complement motif = Consensus sequence: GCGGACGTTV

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
BBVGCCBVGGCCTV
-——-—-CMGCRGC---

2

12

Zfx

Original Motif
Original Motif
Forward

5

7

0.038091

Original motif = Consensus sequence: BBVGCCBVGGCCTV

0.0

5

B _—— "-‘-qgi_.:-f:‘ v CCT—_

Webiioga 3.4

Reverse complement motif = Consensus sequence: VAGGCCBBGGCVE

2.0
o
:E‘I.CI

_— L ..=AC¢..: e ——
00— T =~ {1;—-1 ==

Webiloga 3.4
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Dataset #: 2

Motif ID: 15

Motif name: TFAP2A

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: 0.0393168

Alignment:

SCMVBBGGC

-—-CMGCRGC

Original motif = Consensus sequence: GCCBBVRGS Reverse complement motif = Consensus sequence: SCMVBBGGC
2.0 2.0

0O —

Wil ogo 34 Wi Loga 3

Dataset #: 1

Motif ID: 7

Motif name: Motif 7
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 2

Number of overlap: 7
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Similarity score: 0.0443244

Alignment:
CCCRCCCC
—CMGCRGC

Original motif = Consensus sequence: CCCRCCCC

=0

Reverse complement motif

=0

Consensus sequence: GGGGMGGG

=10 S0 C
A A W
Dataset #: 2
Motif ID: 45
Motif name: Pax5
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 7
Number of overlap: 7
Similarity score: 0.0448462
Alignment:
MSGKKRCGCWDCABTGBBCD

Original motif = Consensus sequence: DGVYBCABTGDWGCGKRRCSR

Reverse complement motif
MSGKKRCGCWDCABTGBBCD

Consensus sequence:
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5 5

bits

Weblaga 34

Dataset #: 2

Motif ID: 28

Motif name: Egrl

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Backward

Position number: 2

Number of overlap: 7

Similarity score: 0.0453576

Alignment:

HGCGTGGGCGK

-—-—-GCKGCYG-

Original motif = Consensus sequence: HGCGTGGGCGK Reverse complement motif = Consensus sequence: YCGCCCACGCH
. %AC =V 4 % BN b W = B:CAQ‘T‘

Dataset #: 2

Motif ID: 36
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Motif name:
Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
GCCYCMCCCD
-CMGCRGC--

Original motif

2.0

KlIf4

Original Motif
Reverse Complement
Forward

2

7

0.0476958

Consensus sequence: DGGGYGKGGC

Reverse complement motif

bits

Consensus sequence: GCCYCMCCCD

;ﬂQQRCACCC$

g w
e —— .k C I "E"‘:-Tg
= mu_cglg = WL oga 3 8
Dataset #: 2
Motif ID: 16
Motif name: SP1

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

Reverse Complement
Reverse Complement
Forward

1

7

0.0490991
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Alignment:
GGGGGYGGGG
GCKGCYG---

Original motif = Consensus sequence: CCCCKCCCCC

-0clie. cCoce

Wbl oga 3 4

bits

Reverse complement motif

2.0

Consensus sequence: GGGGGYGGGG

Dataset #: 2

Motif ID: 18

Motif name: RREB1

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

Position number: 6

Number of overlap: 7

Similarity score: 0.0498726

Alignment:

BGRRRGRGGRTGRTTYGGGG

————— GCKGCYG--————-—-

Original motif = Consensus sequence: CCCCMAAMCAMCCMCMMMCV

Reverse complement motif
BGRRRGRGGRTGRTTYGGGG

Consensus sequence:
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20 20

Dataset #: 1 Motif ID: 7 Motif name: Motif 7
Original motif = Consensus sequence: CCCRCCCC Reverse complement motif = Consensus sequence: GGGGMGGG

bits
o

bits
:

| C

Wetiago 3

WetLago 3

Best Matches for Motif ID 7 (Highest to Lowest)

Dataset #: 2

Motif ID: 16

Motif name: SP1

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: 0.0423611
Alignment:

CCCCKCcccee

-CCCRCCCC-
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Original motif = Consensus sequence: CCCCKCCCCC

-Ccle_¢Coce

WL g 3

bits

Reverse complement motif = Consensus sequence: GGGGGYGGGG

2.0

bits
5

Py W W - < Ny

— =

WL ogo 3 4

Dataset #: 2

Motif ID: 36

Motif name: KIf4

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: 0.0461644
Alignment:

DGGGYGKGGC

GGGGMGGG--

Original motif = Consensus sequence: DGGGYGKGGC

2.0

W EVTYVYC

Wbl ogo 3 S

Reverse complement motif = Consensus sequence: GCCYCMCCCD

20

=

10
0.0

>

QQgCACCC%

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:
YCGCCCACGCH
—-——-CCCRCCCC

2

28

Egrl

Original Motif
Reverse Complement
Forward

4

8

0.0650374

Original motif = Consensus sequence: HGCGTGGGCGK

2.0

C

Reverse complement motif = Consensus sequence: YCGCCCACGCH

2.0

O [ @= e ACAQ‘T‘

oo N >
* L = Webtogo 3.4

Dataset #: 2
Motif ID: 18
Motif name: RREB1
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 7
Number of overlap: 8
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Similarity score: 0.076401

Alignment:
CCCCMAAMCAMCCMCMMMCV

Original motif = Consensus sequence: CCCCMAAMCAMCCMCMMMCV

20

Reverse complement motif
BGRRRGRGGRTGRTTYGGGG

20

1.0

bits

Consensus sequence:

= AT XTI T [ |
5 10

ITTT T=T

Webslaga 3.4

Dataset #: 2

Motif ID: 42

Motif name: NFKB1

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: 0.0893429

Alignment:

GGGGAAKCCCC

GGGGMGGG---

Original motif = Consensus sequence: GGGGRTTCCCC

Reverse complement motif

Consensus sequence: GGGGAAKCCCC
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0.0 _
5 \:Jg.l_agagd Walslaga 34

Dataset #: 2
Motif ID: 35
Motif name: INSM1
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: 0.0936832
Alignment:
TGYCAGGGGGCR
GGGGMGGG-—---
Original motif = Consensus sequence: TGYCAGGGGGCR Reverse complement motif = Consensus sequence: MGCCCCCTGMCA
Dataset #: 2
Motif ID: 32
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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:
GGAAGGAAGGAAGGAAGG
—————— GGGGMGGG——---

Original motif

2.0

bits

EWSR1-FLI1

Reverse Complement
Original Motif
Forward

7

8

0.0950969

Consensus sequence: GGAAGGAAGGAAGGAAGG

—

0.0 T = - =

Webilogo 3.4

Reverse complement motif
CCTTCCTTCCTTCCTTCC

i
=

2.0

0

Consensus sequence:

(G 1L

Webiloga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

2

21

PLAG1

Reverse Complement
Original Motif
Forward

1

8

0.0998932
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Alignment:
GGGGCCCAAGGGGG
GGGGMGGG———-——--

Original motif = Consensus sequence: GGGGCCCAAGGGGG

2.0

Reverse complement motif

Consensus sequence: CCCCCTTGGGCCC

0.0 - -
Dataset #: 2
Motif ID: 12
Motif name: Zfx
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 5
Number of overlap: 8
Similarity score: 0.10221

Alignment:
BBVGCCBVGGCCTV
—-—-—-CCCRCCCC--

Original motif = Consensus sequence: BBVGCCBVGGCCTV

Reverse complement motif

Consensus sequence: VAGGCCBBGGCVE
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2.0

Welsloge 34

2.0

bits
&

5 10

Welloge 3.4

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:
DGVBCABTGDWGCGKRRCSR
———————— GGGGMGGG——---

2

45

Pax5

Reverse Complement
Original Motif
Backward

5

8

0.102497

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

20

2
S0

[TA==

A ca 1G4 QATAAQSA

Weblaga 3.4

Reverse complement motif =~ Consensus sequence:
MSGKKRCGCWDCABTGBBCD

20

bits

0.0 ST$§éQI %Egé s ?Eﬁ-tﬁ g__;?

Weblagn a4

Dataset #: 1 Motif ID: 8

Motif name: Motif 8
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Original motif = Consensus sequence: CTGGGA

T

i
:

(= =

L=
" ks L cmoy e

Best Matches for Motif ID 8 (Highest to Lowest)

Dataset #: 2

Motif ID: 19

Motif name: REST

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

Position number: 9

Number of overlap: 6

Similarity score: 0.0392549

Alignment:

GGYGCTGTCCATGGTGCTGAA

——————— TCCCAG-———-———-

Original motif = Consensus sequence: TTCAGCACCATGGACAGCKCC

MIIQAUQ CQEHAC ﬂgxgg

Weblaga 34

Reverse complement motif = Consensus sequence: TCCCAG

~-TCCCa

L=
" ks L cmoy e

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:
TCCCCV
TCCCAG

2

23

MZF1_1-4

Reverse Complement
Reverse Complement
Forward

1

6

0.0416319

Original motif = Consensus sequence: BGGGGA

Reverse complement motif

Consensus sequence: TCCCCV

=0
eI =— = - W

Dataset #: 2

Motif ID: 18

Motif name: RREB1

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 1

Number of overlap: 6
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Similarity score: 0.0509122

Alignment:
BGRRRGRGGRTGRTTYGGGG
—————————————— CTGGGA

Original motif = Consensus sequence: CCCCMAAMCAMCCMCMMMCV

20

Reverse complement motif
BGRRRGRGGRTGRTTYGGGG

20

&
:E‘I.CI

Consensus sequence:

1T

W I LT LI IV
5 10

T
T

Webslaga 3.4

15

Dataset #: 2

Motif ID: 35

Motif name: INSM1
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: 0.0557857
Alignment:

TGYCAGGGGGCR

-—-—-CTGGGA---

Original motif = Consensus sequence: TGYCAGGGGGCR

Reverse complement motif

Consensus sequence: MGCCCCCTGMCA
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2.0

eecluOlI

A ECPVMVVEER
Dataset #: 2
Motif ID: 13
Motif name: Zfp423

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward
Position number: 4

Number of overlap: 6
Similarity score: 0.0624145
Alignment:

GYRYCCMTKGGYRSC

-—--TCCCAG---—---

Original motif = Consensus sequence: GSMMCCYARGGKKKC

2.0

=1~GCA gAé T C

Reverse complement motif

2.0

bits

ASWs]

Consensus sequence: GYRYCCMTKGGYR

29 = T Eﬂ 29 AA 10 15
Dataset #: 2
Motif ID: 43
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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:
AAAGGTCAAAGGTCAAC

NR1H2RXRA

Reverse Complement
Original Motif
Backward

7

6

0.0650784

Original motif = Consensus sequence: AAAGGTCAAAGGTCAAC

2.0

w
£1.0 A
C —«
0.0 = =
5

Reverse complement motif

GTTGACCTTTGACCTTT

Consensus sequence:

1T

Webiiogo 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:

48

Tcfcp2ll

Original Motif
Reverse Complement
Forward

1

6

0.0663804
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Alignment:

CKGGDTBDMMCTGG

CTGGGA---—————

Original motif = Consensus sequence: CCAGYYHVADCCRG Reverse complement motif  Consensus sequence: CKGGDTBDMMCT(
2.0 2.0

3,
>

h

fH

)b
-y
5>

: =F 8 5 L= L o EA%-:—.:.—"—;; _Aa le-..:_
3 10 Welitags 3.4 = 10 Welstags 3.4

Dataset #: 2

Motif ID: 28

Motif name: Egrl

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 3

Number of overlap: 6

Similarity score: 0.0678562

Alignment:

YCGCCCACGCH

--TCCCAG---

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

QQ@ACAQ ?

oo l== N e
2 Weitaaas e

Dataset #: 2
Motif ID: 24
Motif name: Ar
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: 0.0714107

Alignment:
HWDAGHACRHHVTGTHCCHVMV
—————————————— TCCCAG--

Original motif = Consensus sequence: HWDAGHACRHHVTGTHCCHVMV

20

Weblogad 4

20

Reverse complement motif
VRVDGGHACAVDDKGTHCTDWH

M

-
B i —

[,

——

Consensus sequence:

10

15

AIQ -
20
Wb

Logads

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

Matching format of second motif:

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

Alignment:
BBVGCCBVGGCCTV
————— CTGGGA---

Original motif

12

Zfx

Original Motif
Original Motif
Backward

4

6

0.0718041

Consensus sequence: BBVGCCBVGGCCTV

G CCT“

0.0 =
5

Welsloge 34

Reverse complement motif

s

b

2.0

1.0 C

. : :EAQ(——E‘?:-_::
; 5 10

Consensus sequence: VAGGCCBBGGCVE

Welloge 3.4

Dataset #: 1 Motif ID: 9

Original motif

“Cllsca. ke

Motif name: Motif 9

Consensus sequence: CACACAVRCACACA

Wehilogo 3.4

Reverse complement motif

2.0

bits
=

-

Consensus sequence: TGTGTGKVTGTGT

1G]

- W ._CC-.——-ETAC =
5 10

Wehilogo 3.4

Page 215 of 527



Best Matches for Motif ID 9 (Highest to Lowest)

Dataset #: 1
Motif ID: 11
Motif name: Motif 11
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1
Number of overlap: 14
Similarity score: 0.0170175
Alignment:
CAYACACACACACA
CACACAVRCACACA
Original motif = Consensus sequence: CAYACACACACACA Reverse complement motif = Consensus sequence: TGTGTGTGTGTKT
20 20
~GhoacACACAGACA Tarmeleler
0o TGA o X A
2 10 Wehiioga 3.4 2 10 Wehiioga 3.4
Dataset #: 2
Motif ID: 18
Motif name: RREB1
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:
CCCCMAAMCAMCCMCMMMCV
—-——-—-CACACAVRCACACA--

Backward
3

14
0.0868786

Original motif = Consensus sequence: CCCCMAAMCAMCCMCMMMCV

20

WetsLaga 3.4

Reverse complement motif
BGRRRGRGGRTGRTTYGGGG

=

20

2}
1.0

W= E T FIT I I [ I VT

Consensus sequence:

T

T—Fél:

Webslaga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
TKKTTTGTTTTTTT-
-TGTGTGKVTGTGTG

1

10

Motif 10

Reverse Complement
Original Motif
Forward

2

13

0.578949
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Original motif = Consensus sequence: TKKTTTGTTTTTTI Reverse complement motif = Consensus sequence: AAAAAAACAAARR

I ITTa]

Welilogo 3.4 Webilogo 3.4

Dataset #: 2
Motif ID: 17

Motif name: RXRAVDR

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 3

Number of overlap: 13

Similarity score: 0.593978

Alignment:

TGAACKCBWTGACCC-

—-—-CACACAVRCACACA

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

2.0

L1o . A
an@AiAm il -N A

15
WebiLogo 34 Webilogo 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:
--VRVDGGHACAVDDKGTHCTDWH
CACACAVRCACACA-—————————

Original motif

2.0

2

24

Ar

Original Motif
Reverse Complement
Backward

11

12

1.09291

Consensus sequence: HWDAGHACRHHVTGTHCCHVMV

Reverse complement motif = Consensus sequence:
VRVDGGHACAVDDKGTHCTDWH

20

. inATé : Afiﬁ; I? g gf =L e--__IA 5?4?5 IIGII%;
% 19 8 WabLogad & % 19 18 < WeatLogad 4
Dataset #: 2
Motif ID: 28
Motif name: Egril
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1
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Number of overlap: 11
Similarity score: 1.57424

Alignment:
HGCGTGGGCGK---
TGTGTGKVTGTGTG

Original motif = Consensus sequence: HGCGTGGGCGK

240

! GOUT c\s

Reverse complement motif

Consensus sequence: YCGCCCACGCH

na&ﬁcéclﬁgﬁ

= - =V . W .
Dataset #: 2
Motif ID: 29
Motif name: ESR1
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 10
Number of overlap: 11
Similarity score: 1.58704
Alignment:
VDBHMAGGTCACCCTGACCY—-—--
————————— CACACAVRCACACA

Original motif = Consensus sequence: VDBHMAGGTCACCCTGACCY

Reverse complement motif
MGGTCAGGGTGACCTRDBHV

Consensus sequence:
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20 20

- -—-‘E_EAI-*_?—ICA‘?E‘?IkéCQE . 9:‘:ICA%‘_‘**1EAGQ;T&M—— E

-
5

Weblaga 34 Weblaga 34

Dataset #: 2

Motif ID: 35

Motif name: INSM1

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: 2.08086

Alignment:

--—--TGYCAGGGGGCR

TGTGTGKVTGTGTG--

Original motif = Consensus sequence: TGYCAGGGGGCR Reverse complement motif = Consensus sequence: MGCCCCCTGMCA
" —.—zg-r v _I'QA s gégmc —-—Acé

Dataset #: 2

Motif ID: 36
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Motif name:
Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
DGGGYGKGGC—-—---
TGTGTGKVTGTGTG

Original motif

2.0

KlIf4

Reverse Complement
Original Motif
Forward

1

10

2.0884

Consensus sequence: DGGGYGKGGC

Reverse complement motif

bits

Consensus sequence: GCCYCMCCCD

;ﬂQQRCACCC$

g w
e —— .k C I "E"‘:-Tg
= mu_cglg = Wbl ogo 3.4
Dataset #: 2
Motif ID: 34
Motif name: HNF4A

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

Reverse Complement
Reverse Complement
Forward

4

10

2.09226
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Alignment:
TGMYCTTTGBCCK-—---
-——TGTGTGKVTGTGTG

Original motif

2.0

Consensus sequence: RGGBCAAAGKYCA

2.0

= 1.0

0.0

Reverse complement motif

"6 .<CITlg C.

Consensus sequence: TGMYCTTTGBCCK

-

5 10

Dataset #: 1 Motif ID: 10 Motif name: Motif 10

Original motif

2.0

Consensus sequence: TKKTTTGTTTTTTI

EIIIITIT

2.0

i
:E‘I.CI

0.0

Reverse complement motif

Consensus sequence: AAAAAAACAAARR

Webiioga 3.4

Best Matches for Motif ID 10 (Highest to Lowest)

Dataset #: 2

Motif ID: 32

Motif name: EWSR1-FLI1
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward

Position number: 3

céAéAAég
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Number of overlap: 14
Similarity score: 0.0424269

Alignment:
GGAAGGAAGGAAGGAAGG
-—-AAAAAAACAAARRA--

Original motif = Consensus sequence: GGAAGGAAGGAAGGAAGG

2.0

bits

= = —_—

Webilogo 3.4

Reverse complement motif
CCTTCCTTCCTTCCTTCC

Consensus sequence:

20
2
:E‘I.CI

o et

: 5

Webilogo 3.4

Dataset #: 1
Motif ID: 9

Motif name: Motif 9
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 2

Number of overlap: 13

Similarity score: 0.529035
Alignment:

—CACACAVRCACACA

AAAAAAACAAARRA-

Original motif = Consensus sequence: CACACAVRCACACA

Reverse complement motif

Consensus sequence: TGTGTGKVTGTGT
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“Chotga.och

Wt 0.0
Dataset #: 1
Motif ID: 11
Motif name: Motif 11
Matching format of first motif: Original Motif

Matching format of second motif:

Direction: Backward
Position number: 2
Number of overlap: 13
Similarity score: 0.531594
Alignment:

—TGTGTGTGTGTKTG

TKKTTTGTTTTTTT-

Original motif = Consensus sequence: CAYACACACACACA

2.0

2 CAG C CA A

0.0

Welilogo 3.4

Reverse Complement

Reverse complement motif

Consensus sequence: TGTGTGTGTGTKT:!

Webilogo 3.4

Dataset #: 2
Motif ID: 43
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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:
—AAAGGTCAAAGGTCAAC
AAAAAAACAAARRA-—---

NR1H2RXRA

Reverse Complement
Original Motif
Backward

5

13

0.535643

Original motif = Consensus sequence: AAAGGTCAAAGGTCAAC

2.0

w
£1.0 A
C —«
0.0 = =
5

Reverse complement motif

GTTGACCTTTGACCTTT

Consensus sequence:

1T

Webiiogo 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:

20

PPARGRXRA

Reverse Complement
Original Motif
Backward

3

13

0.543043
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Alignment:
—-BTRGGDCARAGGKCA
AAAAAAACAAARRA--

Original motif

20

Consensus sequence: BTRGGDCARAGGKCA

Reverse complement motif

20

Consensus sequence: TGRCCTKTGHCCK

A AA A I CQTT CCT
== sl -9 g_ 1S AIlg= o -Eée- roc i A=
5 10 15 5 5
Dataset #: 2
Motif ID: 24
Motif name: Ar
Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Forward
Position number: 10
Number of overlap: 13
Similarity score: 0.544053
Alignment:

VRVDGGHACAVDDKGTHCTDWH-

————————— TKKTTTGTTTTTTT

Original motif = Consensus sequence: HWDAGHACRHHVTGTHCCHVMV

Reverse complement motif
VRVDGGHACAVDDKGTHCTDWH

Consensus sequence:
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2.0

£

WebLogad 4

20

I

21w
i

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
—-—AKGYYCAAAGRTCA
AAAAAAACAAARRA--

2

22

NR2F1

Reverse Complement
Reverse Complement
Backward

3

12

1.04059

Original motif = Consensus sequence: TGAMCTTTGMMCYT

jTAAE IIIAéég%l

Welilogo 3.4

Reverse complement motif = Consensus sequence: AKGYYCAAAGRTC

2.0

e CARAUSTCA

0.0

Webilogo 3.4

Dataset #:
Motif ID:

34
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Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
—-——-RGGBCAAAGKYCA
AAAAAAACAAARRA--

HNF4A

Reverse Complement
Original Motif
Backward

3

11

1.53429

Original motif = Consensus sequence: RGGBCAAAGKYCA

2.0

N AT r—

E—C.—A

o A‘ lj \
A_-__.-L_"?g - S e W
5 10

Wablogod s

Reverse complement motif = Consensus sequence: TGMYCTTTGBCCK

2.0

0.

Wablogod 4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

2

45

Pax5

Reverse Complement
Original Motif
Backward

10

11

1.54022
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Alignment:
—-—-DGVBCABTGDWGCGKRRCSR
AAAAAAACAAARRA-————————

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

Reverse complement motif

MSGKKRCGCWDCABTGBBCD

Consensus sequence:

ca 1S= T=

——

Weblaga 3.4

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
—-——-—-CCCCMAAMCAMCCMCMMMCV
AAAAAAACAAARRA-—————————

18

RREB1

Reverse Complement
Original Motif
Backward

11

10

2.0484

Original motif = Consensus sequence: CCCCMAAMCAMCCMCMMMCV

Reverse complement motif
BGRRRGRGGRTGRTTYGGGG

Consensus sequence:
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20

20

T—r'2I:

Weblaga 34

Dataset #: 1 Motif ID: 11 Motif name: Motif 11

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

Ohoclolobier T Tz

Wehilogo 3.4

its

b

Wehilogo 3.4

Best Matches for Motif ID 11 (Highest to Lowest)

Dataset #: 1

Motif ID: 9

Motif name: Motif 9
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1

Number of overlap: 14

Similarity score: 0.0170175
Alignment:

CACACAVRCACACA

CAYACACACACACA
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Original motif

Consensus sequence: CACACAVRCACACA

“Choac.cACACA

Welilogo 3.4

Reverse complement motif = Consensus sequence: TGTGTGKVTGTGT

ToT6Tex zezele

Webilogo 3.4

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:

CCCCMAAMCAMCCMCMMMCV
-—-——-CAYACACACACACA--

Original motif

20

" CVOVARAG

2

18

RREB1
Original Motif
Original Motif
Backward

3

14
0.0837439

Consensus sequence: CCCCMAAMCAMCCMCMMMCV

0.0

Reverse complement motif = Consensus sequence:

BGRRRGRGGRTGRTTYGGGG

20

) TTT B E i3 i

=S TFIT I T T I VT

15 20
Webslaga 3.4
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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: 2

Number of overlap: 13

Similarity score: 0.581509

Alignment:

AAAAAAACAAARRA-

—CAYACACACACACA

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

2.0

o AAA&A@Q

a0 Cee=—

2.0

AéeA

Webiloga 3.4

0.0

10

Dataset #: 2

Motif ID: 35

Motif name: INSM1

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

Position number: 1

Number of overlap: 12
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Similarity score: 1.09362
Alignment:

--TGYCAGGGGGCR

TGTGTGTGTGTKTG

Original motif = Consensus sequence: TGYCAGGGGGCR

2.0

0.0 E —

Reverse complement motif = Consensus sequence: MGCCCCCTGMCA

2.0

S |y )

Wetiiogo 3.4

Dataset #: 2

Motif ID: 28

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

Number of overlap: 11

Similarity score: 1.56977
Alignment:

HGCGTGGGCGK---

TGTGTGTGTGTKTG

Original motif = Consensus sequence: HGCGTGGGCGK

Reverse complement motif = Consensus sequence: YCGCCCACGCH
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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:
VDBHMAGGTCACCCTGACCY—--
————————— CAYACACACACACA

29

ESR1

Original Motif
Original Motif
Forward

10

11

1.59795

Original motif = Consensus sequence: VDBHMAGGTCACCCTGACCY

20

bits

0.0

| ﬁEgAIPICAgngﬁéCQE

Weblaga 3.4

Reverse complement motif =~ Consensus sequence:
MGGTCAGGGTGACCTRDBHYV

20

0.0 %ﬂIcA‘-—“-‘ﬁ;EéGQ%Tf_ﬁ_— ==

-
5

Weblagn a4

Dataset #:
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Motif ID: 36

Motif name: KIf4

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: 2.08683
Alignment:

DGGGYGKGGC----

TGTGTGTGTGTKTG

Reverse complement motif = Consensus sequence: GCCYCMCCCD

zﬂQQEC%CCC%

Original motif = Consensus sequence: DGGGYGKGGC

2.0

bits
B
bits

g @ I Q
oo === C:._ W
3 mu_c.glg - Wbl oga 3.4
Dataset #: 2
Motif ID: 16
Motif name: SP1

Matching format of first motif:

Matching format of second motif:

Reverse Complement
Reverse Complement

Direction: Backward
Position number: 2
Number of overlap: 9
Similarity score: 2.59204
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Alignment:

————— GGGGGYGGGG
TGTGTGTGTGTKTG-
Original motif = Consensus sequence: CCCCKCCCCC Reverse complement motif  Consensus sequence: GGGGGYGGGG
2.0 =0
a.0 C-QCQ'IQQQQ-Q——— .0 &TAAA-EA- 2
= TR L = TR L
Dataset #: 1
Motif ID: 7
Motif name: Motif 7
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1
Number of overlap: 8
Similarity score: 3.09205
Alignment:
—————— CCCRCCCC
CAYACACACACACA
Original motif = Consensus sequence: CCCRCCCC Reverse complement motif = Consensus sequence: GGGGMGGG
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o0 o0 I
= AL SR Ts  B = AL ST e B
Dataset #: 2
Motif ID: 33
Motif name: HIF1AARNT
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 2
Number of overlap: 7
Similarity score: 3.58699
Alignment:
——————— VBACGTGV
TGTGTGTGTGTKTG-
Original motif = Consensus sequence: VBACGTGV Reverse complement motif = Consensus sequence: VCACGTBV
ool C . | _

Wit oo S Wieda oo S

Dataset #: 2 Motif ID: 12 Motif name: Zfx
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Original motif = Consensus sequence: BBVGCCBVGGCCTV

2.0

=2
S 1.0
e
—_————— ———— W e

Welilogo 3.4

Best Matches for Motif ID 12 (Highest to Lowest)

Dataset #: 2

Motif ID: 45

Motif name: Pax5
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 5

Number of overlap: 14

Similarity score: 0.0611182
Alignment:

DGVBCABTGDWGCGKRRCSR

--BBVGCCBVGGCCTV----

Original motif = Consensus sequence: DGVYBCABTGDWGCGKRRCSR

20

oA e TG4 QATAAQSA

e

5

WebLaga 34

Reverse complement motif = Consensus sequence: VAGGCCBBGGCVE

bits

0.0

Webilogo 3.4

Reverse complement motif = Consensus sequence:

MSGKKRCGCWDCABTGBBCD

20

0 STQEéQI %;;9&_ IﬁE#ﬁ g_;_a_

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:
BAGGYCABHBTGACCKHV
—-—-—-BBVGCCBVGGCCTV-

Original motif

2.0

bits

Consensus sequence: VHRGGTCABDBTGMCCTB

2

30

ESR2

Original Motif
Reverse Complement
Backward

2

14

0.0635714

Reverse complement motif
BAGGYCABHBTGACCKHV

2.0

bits

—_—— -

Consensus sequence:

= = = 0.0 e

AT AmﬂlAégﬁl AGG.CA

Wetiloga 3.4

[ aCez.

Wetiloga 34

10

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

2

29

ESR1

Original Motif
Reverse Complement
Backward

5
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Number of overlap:
Similarity score:

Alignment:
MGGTCAGGGTGACCTRDBHV
--BBVGCCBVGGCCTV----

14
0.0722733

Original motif = Consensus sequence: VDBHMAGGTCACCCTGACCY

20

bits

0.0

| ﬁ?EAIPICAgchkéCQE

Weblaga 3.4

Reverse complement motif
MGGTCAGGGTGACCTRDBHV

Consensus sequence:

LCAICQ

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:
CCAGYYHVADCCRG
BBVGCCBVGGCCTV

2

48

Tcfecp2ll
Original Motif
Original Motif
Backward

1

14
0.0732898

Original motif = Consensus sequence: CCAGYYHVADCCRG

Reverse complement motif

Consensus sequence: CKGGDTBDMMCT(
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2.0

Mcgﬁuggn éfcgﬂ VILV. T aaVIXY

e 0.0
5 10

Welsloge 34 Welloge 3.4

Dataset #: 2

Motif ID: 13

Motif name: Zfp423

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 2

Number of overlap: 14

Similarity score: 0.0747812

Alignment:

GYRYCCMTKGGYRSC

-VAGGCCBBGGCVBB

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

cAl,l,cA TC At Tal T Cc

SCACWFRVMTC=X T2CAWEAAWGTES

Dataset #: 2

Motif ID: 21

Page 242 of 527



Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
CCCCCTTGGGCCCC
BBVGCCBVGGCCTV

Original motif

2.0

bits
B

PLAG1

Original Motif
Reverse Complement
Forward

1

14

0.0796879

Consensus sequence: GGGGCCCAAGGGGG

1CC_AnG

Reverse complement motif

bits

2.0

T

Consensus sequence: CCCCCTTGGGCCC

(Gl

oolle

00l Wi = - b S ASE =C
Dataset #: 2
Motif ID: 19
Motif name: REST

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

Position nhumber:

Number of overlap:

Similarity score:

Reverse Complement
Reverse Complement
Forward

5

14

0.0812253
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Alignment:
GGYGCTGTCCATGGTGCTGAA
-——-VAGGCCBBGGCVBB---

Original motif

Consensus sequence: TTCAGCACCATGGACAGCKCC

" IIQA-, c c‘.‘-’f; vy AC b gxgg

Webiloga 34

Reverse complement motif
GGYGCTGTCCATGGTGCTGAA

2.0

1.0 T
F-28 A 238

0.0 =

bits

D
)
P

~

=

s

Consensus sequence:

=

——

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:

HWDAGHACRHHVTGTHCCHVMV
————— VAGGCCBBGGCVBB---

Original motif

2

24

Ar

Reverse Complement
Original Motif
Backward

4

14

0.0832838

Consensus sequence: HWDAGHACRHHVTGTHCCHVMV

Reverse complement motif
VRVDGGHACAVDDKGTHCTDWH

Consensus sequence:
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wemaeGyso = = 45 % A =L = te P
3 10 2 & WabLogad 4 3 10 2 Lagad
Dataset #: 2
Motif ID: 20
Motif name: PPARGRXRA
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: 0.0836605
Alignment:
TGRCCTKTGHCCKAB
BBVGCCBVGGCCTV-
Original motif = Consensus sequence: BTRGGDCARAGGKCA Reverse complement motif = Consensus sequence: TGRCCTKTGHCCK

2.0 2.0

1266 cAaAUGxcA .Eégglllﬁgggﬁg

e
0.0 = e %A S 0.0

5

bits

10 15
Webiloga 34 Webiloga 34

Dataset #: 2
Motif ID: 47
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Motif name: RXRRAR_DRS5

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

Position number: 5

Number of overlap: 13

Similarity score: 0.570818

Alignment:

TGACCTCKVVBTGAYCK-

—-———-BBVGCCBVGGCCTV

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

TGACCTCKVVBTGAYCK
2.0 2.0
G“%A TTCA E""'e e PTIQA 0.0 EéAGITQ?‘? o 5= A c
5 10 5 1 15
Dataset #: 2 Motif ID: 13 Motif name: Zfp423
Original motif = Consensus sequence: GSMMCCYARGGKKKC Reverse complement motif = Consensus sequence: GYRYCCMTKGGYR

2.0

_gcKe\ AL FEG 9T METES

10

15

1
Webioga 34 Webiloga 34
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Best Matches for Motif ID 13 (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:
HWDAGHACRHHVTGTHCCHVMV
—-——-GSMMCCYARGGKKKC——--

Original motif

2.0

2

24

Ar

Original Motif
Original Motif
Backward

5

15
0.0400042

Consensus sequence: HWDAGHACRHHVTGTHCCHVMV

Reverse complement motif  Consensus sequence:
VRVDGGHACAVDDKGTHCTDWH

20

b =Aelyoc TE=S=VAT g‘l:: - ?Iv e == e B Sl e
% 19 8 & WabLogad & % 19 18 < WeatLogad 4
Dataset #: 2
Motif ID: 45
Motif name: Pax5
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:
DGVBCABTGDWGCGKRRCSR

-—-GSMMCCYARGGKKKC---

Forward

3

15
0.0400673

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

20

Reverse complement motif  Consensus sequence:
MSGKKRCGCWDCABTGBBCD

20

bits

ezl

8 =7a-2S, & BreectEl yee 1
Dataset #: 2
Motif ID: 19
Motif name: REST
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 4
Number of overlap: 15
Similarity score: 0.0410001

Alignment:
TTCAGCACCATGGACAGCKCC
—-——-GYRYCCMTKGGYRSC—---

Page 248 of 527



Original motif = Consensus sequence: TTCAGCACCATGGACAGCKCC

“ 10A

{); (- —— =

5

C _Q;H_Ac HQIQQ

Webiloga 34

Reverse complement motif
GGYGCTGTCCATGGTGCTGAA

2.0

Consensus sequence:

%m—i \
2 QT gA T 7 Aé

=V S o=L

Wetiloga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
GGGTCAWBGRGTTCA
GYRYCCMTKGGYRSC

2

17

RXRAVDR

Reverse Complement
Original Motif
Forward

1

15

0.0465067

Original motif = Consensus sequence: GGGTCAWBGRGTTCA

A

20
=10 | A A
L_T_T_c = i
5 10

15
WetiLoga 34

Reverse complement motif

2.0

Consensus sequence: TGAACKCBWTGAC

WetiLoga 34
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Dataset #: 2

Motif ID: 21

Motif name: PLAG1

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position number: 1

Number of overlap: 14

Similarity score: 0.527928

Alignment:

GGGGCCCAAGGGGG-

GSMMCCYARGGKKKC

Original motif = Consensus sequence: GGGGCCCAAGGGGG Reverse complement motif  Consensus sequence: CCCCCTTGGGCCC
2.0 2.0
00 £~ = CQQ_Té¢ - -\ o

5 10

Dataset #: 2

Motif ID: 12

Motif name: Zfx

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

Position number:

Number of overlap:

Reverse Complement
Reverse Complement
Backward

1

14
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Similarity score: 0.53991

Alignment:
-VAGGCCBBGGCVBB
GYRYCCMTKGGYRSC

Original motif = Consensus sequence: BBVGCCBVGGCCTV

2.0
i
E1.0
— T £
e — = N -
10

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 #: 2

Motif ID: 29

Motif name: ESR1
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 8

Number of overlap: 13

Similarity score: 1.03254
Alignment:

—--VDBHMAGGTCACCCTGACCY
GYRYCCMTKGGYRSC—-——--—-—-

Original motif = Consensus sequence: VDBHMAGGTCACCCTGACCY

Reverse complement motif
MGGTCAGGGTGACCTRDBHV

Consensus sequence:
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20

) hEgAI%ICAggqlkéCQE

Weblaga 34

20

. QﬂIGA%ﬁ*ﬁlEéGQ%TQM_— =

Weblaga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
BGRRRGRGGRTGRTTYGGGG--
——————— GYRYCCMTKGGYRSC

2

18

RREB1

Reverse Complement
Reverse Complement
Forward

8

13

1.04952

Original motif = Consensus sequence: CCCCMAAMCAMCCMCMMMCV

20

Reverse complement motif =~ Consensus sequence:
BGRRRGRGGRTGRTTYGGGG

20

810 TTT

W= I AT IT Y IVT

T=T

Weblagn a4

15

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:
-——-TGYCAGGGGGCR
GSMMCCYARGGKKKC

Original motif

2.0

P

TVxcA

35

INSM1
Original Motif
Original Motif
Backward

1

12

1.54193

Consensus sequence: TGYCAGGGGGCR

Reverse complement motif

ts

b

2.0
1.0

i AQ
0.0 - £

Consensus sequence: MGCCCCCTGMCA

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:

48

Tcfep2ll

Reverse Complement
Reverse Complement
Forward

4

11

2.04218
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Alignment:
CKGGDTBDMMCTGG———--
-——GYRYCCMTKGGYRSC

Original motif = Consensus sequence: CCAGYYHVADCCRG

2.0

0.0 ge— _%;_;____ G‘AC:Q:‘_?____

10

WelsLage 3.4

Reverse complement motif  Consensus sequence: CKGGDTBDMMCTH(

2.0

bits
&

IM¥WV. T aaVWINW

0.0
5 10

Wellage 3.4

Dataset #: 2 Motif ID: 14

Original motif = Consensus sequence: CACCTD

--cACCT_

N s L cwcy o T

Motif name: ZEB1

Reverse complement motif = Consensus sequence: HAGGTG

=0
o
e
- —_—— — e,
= — T

o
L=
N s L cwcy o T

Best Matches for Motif ID 14 (Highest to Lowest)

Dataset #: 2

Motif ID: 46

Motif name: RORA_1
Original Motif

Matching format of first motif:

Matching format of second motif:
Backward

4

Direction:
Position number:

Reverse Complement
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Number of overlap: 6
Similarity score: 0.0141289

Alignment:
TGACCTDVWT
-CACCTD---

Original motif = Consensus sequence: AWVDAGGTCA

Reverse complement motif

2.0

bits

Consensus sequence: TGACCTDVWT

I*_.L_!%;

WL ogo 3 4

Dataset #: 2

Motif ID: 19

Motif name: REST

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

Position number: 6

Number of overlap: 6

Similarity score: 0.0143133

Alignment:

GGYGCTGTCCATGGTGCTGAA

—————————— HAGGTG-----

Original motif = Consensus sequence: TTCAGCACCATGGACAGCKCC

Reverse complement motif
GGYGCTGTCCATGGTGCTGAA

Consensus sequence:
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2.0

840l
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001 A L 2V N e-s-ed AE-28 A L3S =VAio=H
z 5 10 15 \sa ; z 5 10 15 \sa ;
Dataset #: 2
Motif ID: 25
Motif name: Arnt

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

Position number: 1
Number of overlap: 6
Similarity score:

Alignment:
CACGTG
HAGGTG
Original motif

" ks L cmoy e

Consensus sequence: CACGTG

15

Reverse Complement
Original Motif
Forward

0.0207244

Reverse complement motif

= i

Consensus sequence: CACGTG

)
f

" ks L cmoy e

Dataset #: 2
Motif ID: 31
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Motif name:
Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
CACGTG
HAGGTG

Esrrb

Reverse Complement
Original Motif
Forward

1

6

0.0207244

Original motif = Consensus sequence: CACGTG

Reverse complement motif

Consensus sequence: CACGTG

=.0 =.0
oo i = W

Dataset #: 2

Motif ID: 43

Motif name: NR1H2RXRA

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Backward

Position nhumber: 2

Number of overlap: 6

Similarity score: 0.0232753
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Alignment:
GTTGACCTTTGACCTTT
—————————— CACCTD-

Reverse complement motif ~ Consensus sequence:
GTTGACCTTTGACCTTT

Original motif = Consensus sequence: AAAGGTCAAAGGTCAAC

Dataset #: 2

Motif ID: 33

Motif name: HIF1AARNT

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

Position number: 2

Number of overlap: 6

Similarity score: 0.0237889

Alignment:

VBACGTGV

-HAGGTG-

Original motif = Consensus sequence: VBACGTGV Reverse complement motif = Consensus sequence: VCACGTBV
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Dataset #: 2

Motif ID: 35

Motif name: INSM1

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

Position number: 4

Number of overlap: 6

Similarity score: 0.0262123

Alignment:
TGYCAGGGGGCR
-—-—-HAGGTG---

Original motif = Consensus sequence: TGYCAGGGGGCR

2.0

Reverse complement motif

s

;j: $¢QCB§C

Consensus sequence: MGCCCCCTGMCA

SAEYECPVVVVGEER TACA
Dataset #: 2
Motif ID: 20
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Motif name:
Matching format of first motif:

Matching format of second motif:

PPARGRXRA
Original Motif
Reverse Complement

Direction: Backward
Position number: 9

Number of overlap: 6
Similarity score: 0.0264837
Alignment:

TGRCCTKTGHCCKAB

-CACCTD-=-=—=———

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

20 20
L=al df .Pféﬂ:?% Léggll 2. 0l

Dataset #: 2

Motif ID: 39

Motif name: MYCMAX

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Backward

Position nhumber: 3

Number of overlap: 6

Similarity score: 0.0269744
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Alignment:
RASCACGTGGT
-—-—-HAGGTG--

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:
GTGACCTT
-—-CACCTD

2

44

NR4A2

Original Motif
Reverse Complement
Backward

1

6

0.0288897

Original motif = Consensus sequence: AAGGTCAC

Reverse complement motif

Consensus sequence: GTGACCTT
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ek ago @

+
x

Dataset #: 2 Motif ID: 15 Motif name: TFAP2A

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

2.0

=20 ]
=
- 1.
.:,C
e — o —— — e RS

5

bit

i

st logo 3

Best Matches for Motif ID 15 (Highest to Lowest)

Dataset #: 2

Motif ID: 12

Motif name: Zfx

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

Position number: 3

Number of overlap: 9

Similarity score: 0.0131247

Alignment:
BBVGCCBVGGCCTV
-—--SCMVBBGGC--
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Original motif = Consensus sequence: BBVGCCBVGGCCTV

bits
B

0.0
5

NQ:%ﬁqgéemCCT“

Welilogo 3.4

Reverse complement motif

bits

Consensus sequence: VAGGCCBBGGCVE

20

=1.0
. < :EAQQE:-—E
: 5

10
Webilogo 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
GGGGCCCAAGGGGG
-—-—-GCCBBVRGS--

2

21

PLAG1
Original Motif
Original Motif
Forward

4

9

0.0414588

Original motif = Consensus sequence: GGGGCCCAAGGGGG

2.0

P

210 : GQQ__I_Aé?

Webiioga 3.4

Reverse complement motif

Consensus sequence: CCCCCTTGGGCCC
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
GYRYCCMTKGGYRSC
-—--SCMVBBGGC—---

Original motif

2.0

*1aGCA

A

2

13

Zfp423

Reverse Complement
Reverse Complement
Backward

4

9

0.0438157

Consensus sequence: GSMMCCYARGGKKKC

TTc

Reverse complement motif

2.0

51.0

Consensus sequence: GYRYCCMTKGGYR

AC
SCAV

%IAm TTCg

~SCAC A =A o
2 10 Witeot ik Witea ia

Dataset #: 2
Motif ID: 29
Motif name: ESR1
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 2
Number of overlap: 9
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Similarity score: 0.0450672

Alignment:

MGGTCAGGGTGACCTRDBHV
—————————— GCCBBVRGS-

Original motif = Consensus sequence: VDBHMAGGTCACCCTGACCY

20

| ﬁ?gexgicéggqlkécgz

0.0

bits

WebsLaga 3.4

Reverse complement motif = Consensus sequence:

MGGTCAGGGTGACCTRDBHV

20

il ToelCs.

Webslaga 3.4

Dataset #: 2
Motif ID: 30
Motif name: ESR2

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward
Position number: 6

Number of overlap: 9
Similarity score: 0.0531668
Alignment:

BAGGYCABHBTGACCKHV

————— SCMVBBGGC—-—--~—

Original motif = Consensus sequence: VHRGGTCABDBTGMCCTB

Reverse complement motif = Consensus sequence:

BAGGYCABHBTGACCKHV
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2.0 2.0

) fa_‘\I%I 2. _.___IééggT(;ﬁ | -Axelgéﬁ—---—--ﬂ ACQTI

00— 0.0
10 15 5 10
Webiloga 3.4

bits

Dataset #: 2

Motif ID: 40

Motif name: Mycn

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Forward

Position number: 2

Number of overlap: 9

Similarity score: 0.0550803

Alignment:

HSCACGTGGC

-SCMVBBGGC

Original motif = Consensus sequence: HSCACGTGGC Reverse complement motif = Consensus sequence: GCCACGTGSD
o0 =:§=CAGAI—-—TE a0 —— ..F——.g— g —--——;I— - ‘?: 1—0'

Dataset #: 2

Motif ID: 45
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Motif name:
Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
MSGKKRCGCWDCABTGBBCD
——————— GCCBBVRGS—-—---

Original motif

20

Pax5

Original Motif
Reverse Complement
Forward

8

9

0.0581255

Consensus sequence: DGVBCABTGDWGCGKRRCSR

Reverse complement motif =~ Consensus sequence:
MSGKKRCGCWDCABTGBBCD

20

bits

o5 STQEéQI %;92_ i5¢ﬁ g?‘?

Weblagn a4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

47
RXRRAR_DR5
Original Motif
Original Motif
Backward

7

9

0.0606062
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Alignment:
RGKTCABVVRGAGGTCA
--GCCBBVRGS————-—-

Reverse complement motif ~ Consensus sequence:

Original motif = Consensus sequence: RGKTCABVVRGAGGTCA TGACCTCKVVBTGAYCK

2.0

= 0 == oo 0.0 T
10
Webslaga 3.4 Wabilaga 3.4

10

Dataset #: 2

Motif ID: 38

Motif name: Myc

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

Position number: 2

Number of overlap: 9

Similarity score: 0.0613455

Alignment:

VGCACGTGGH

-SCMVBBGGC

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

Page 268 of 527



" 1
= CAC I L
0 J S8 "o L W L
5

10
Wbl oga 3 4

T e,
—

4 c0aCG]l..

10

Wbl aga 3 4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

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

Alignment:
CCAGYYHVADCCRG

—-—-—-GCCBBVRGS--

Original motif

. Cg‘ﬂ.\_ =X e‘?cgﬂ__

2
48
Tcfcp2ll
Original Motif
Original Motif
Backward

3

9

0.0631412

Consensus sequence: CCAGYYHVADCCRG

Welilogo 3.4

Reverse complement motif

2.0

bits
=

XV L

Consensus sequence: CKGGDTBDMMCT(

_aaVYIXV
10

0.0 =
5

Webilogo 3.4

Dataset #: 2 Motif ID: 16

Motif name: SP1
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Original motif = Consensus sequence: CCCCKCCCCC

-Ccle_¢Coce

WL g 3

bits

Best Matches for Motif ID 16 (Highest to Lowest)

Dataset #: 2

Motif ID: 18

Motif name: RREB1

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: 0.0646465

Alignment:

BGRRRGRGGRTGRTTYGGGG

-GGGGGYGGGG-———————~

Original motif = Consensus sequence: CCCCMAAMCAMCCMCMMMCV

20

Reverse complement motif

2.0

bits
5

Reverse complement motif

Consensus sequence: GGGGGYGGGG

P e

E— oo GAA
i . . e A ™

BGRRRGRGGRTGRTTYGGGG

20

10

0.0 :-TQTTIT._I— I TT : I
5 10

WL ogo 3 4

Consensus sequence:

T[T

TT

15

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:
BBVGCCBVGGCCTV
—-———-GGGGGYGGGG

2

12

Zfx

Reverse Complement
Original Motif
Forward

5

10

0.0664832

Original motif = Consensus sequence: BBVGCCBVGGCCTV

e\ CCT“

0.0 = =

5

Webiioga 3.4

Reverse complement motif = Consensus sequence: VAGGCCBBGGCVE

2.0
i
=1 1.0
_—
a.0 = = =
5

10
Webiloga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

2

21

PLAG1

Original Motif
Reverse Complement
Forward

2

10
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Similarity score: 0.0725

Alignment:

CCCCCTTGGGCCcCC

-CCCCKCccee---

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

bits

1.0

0.0 =

£10 GU\ QQQ__I_Aé?

Webiioga 3.4

Dataset #: 2
Motif ID: 20

Motif name: PPARGRXRA

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 4

Number of overlap: 10

Similarity score: 0.0731995

Alignment:

TGRCCTKTGHCCKAB

-—-CCCCKCCcCcCcC——--

Original motif = Consensus sequence: BTRGGDCARAGGKCA Reverse complement motif = Consensus sequence: TGRCCTKTGHCCK
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2.0 2.0

aGG cAaAUGrcA " Tealllx

bits

=K (S =1 ¢
5

e ———

0.0

= = =
15 5
Webiloga 3.4 Webiloga 3.4

Dataset #: 2

Motif ID: 36

Motif name: KlIf4

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 1

Number of overlap: 10

Similarity score: 0.0761191

Alignment:

GCCYCMCCCD

CCCCKCCcccce

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

o pyvic CQECACCC

AW W Wl W T MM S AN KN =

Dataset #: 2

Motif ID: 28
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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:
HGCGTGGGCGK
GGGGGYGGGG-

Egrl

Reverse Complement
Original Motif
Forward

1

10

0.0798413

Original motif = Consensus sequence: HGCGTGGGCGK

2.0

Reverse complement motif = Consensus sequence: YCGCCCACGCH

QQ&JCACAQT

==& =AY AN
% L N tanan

Dataset #: 2
Motif ID: 45
Motif name: Pax5
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position nhumber: 8
Number of overlap: 10
Similarity score: 0.0846627
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Alignment:
DGVBCABTGDWGCGKRRCSR
——————— GGGGGYGGGG-—--

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

Reverse complement motif

MSGKKRCGCWDCABTGBBCD

Consensus sequence:

Weblaga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
BKAGGGGDAD
GGGGGYGGGG

41

MZF1_5-13

Reverse Complement
Original Motif
Forward

1

10

0.0884127

Original motif = Consensus sequence: BKAGGGGDAD

Reverse complement motif

Consensus sequence: BTHCCCCTYB
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Dataset #: 2

Motif ID: 35

Motif name: INSM1

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: 0.089127

Alignment:

TGYCAGGGGGCR

GGGGGYGGGG--

Original motif = Consensus sequence: TGYCAGGGGGCR Reverse complement motif = Consensus sequence: MGCCCCCTGMCA
- ngT AL _T_é—rgA ! gégmc —-—ACA

Dataset #: 2

Motif ID: 32
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Motif name: EWSR1-FLI1

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

Position number: 4

Number of overlap: 10

Similarity score: 0.0893651

Alignment:

CCTTCCTTCCTTCCTTCC

-—-—-CCCCKCCCCC-—--~

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

CCTTCCTTCCTTCCTTCC
2.0 2.0
Dataset #: 2 Motif ID: 17 Motif name: RXRAVDR
Original motif = Consensus sequence: GGGTCAWBGRGTTCA Reverse complement motif = Consensus sequence: TGAACKCBWTGAC
2.0 2.0
naL;lEAi A A
5 10 15
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Best Matches for Motif ID 17 (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:
HWDAGHACRHHVTGTHCCHVMV
—-——-TGAACKCBWTGACCC———--

Original motif

2.0

2

24

Ar

Reverse Complement
Original Motif
Backward

5

15

0.0566667

Consensus sequence: HWDAGHACRHHVTGTHCCHVMV

Reverse complement motif  Consensus sequence:
VRVDGGHACAVDDKGTHCTDWH

20

b =Aelyoc TE=S=VAT g‘l:: - ?Iv e == e B Sl e
% 19 8 & WabLogad & % 19 18 < WeatLogad 4
Dataset #: 2
Motif ID: 30
Motif name: ESR2
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:
VHRGGTCABDBTGMCCTB
—-—GGGTCAWBGRGTTCA-

Forward

3

15
0.0617507

Original motif = Consensus sequence: VHRGGTCABDBTGMCCTB

2.0

e S

| —%AI-ESI A -~ ‘IAéggl

Wetiloga 3.4

Reverse complement motif  Consensus sequence:
BAGGYCABHBTGACCKHV

2.0

B —
PO
O

AGe.cA  |VA

0.0 s e —— e -

10 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:
RGKTCABVVRGAGGTCA

GGGTCAWBGRGTTCA--

2

47
RXRRAR_DR5
Original Motif
Original Motif
Backward

3

15

0.062029
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Original motif = Consensus sequence: RGKTCABVVRGAGGTCA

Dn:u TTQA == Aﬁé.f__;rIQA

Webiiogo 3.4

Reverse complement motif
TGACCTCKVVBTGAYCK

20

0.0

Consensus sequence:

ACCTer _ cAg L

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
————— TGAACKCBWTGACCC

2

29

ESR1

Reverse Complement
Original Motif
Backward

1

15

0.0714525

Original motif = Consensus sequence: VDBHMAGGTCACCCTGACCY

20

| _E%AIPIQAngl&éCQ§

WebsLaga 3.4

Reverse complement motif

MGGTCAGGGTGACCTRDBHV

20

Consensus sequence:

L %ﬂIgA'-—ﬂHﬁ;QQGQ%Tﬁa_— —

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:
GSMMCCYARGGKKKC
TGAACKCBWTGACCC

2

13

Zfp423

Reverse Complement
Original Motif
Forward

1

15

0.0849495

Original motif = Consensus sequence: GSMMCCYARGGKKKC

2.0

acReWveas

TTc

Reverse complement motif

2.0

51.0

%IA

Consensus sequence: GYRYCCMTKGGYR

I15&e

AC
SCAV

ZCACN : =X . Y
Dataset #: 2

Motif ID: 43

Motif name: NR1H2RXRA

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position number: 3

Number of overlap: 15
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Similarity score:

Alignment:
AAAGGTCAAAGGTCAAC
—-—GGGTCAWBGRGTTCA

Original motif = Consensus sequence: AAAGGTCAAAGGTCAAC

2.0

w
E1.0 A
00 =0 AR A
5

0.0866667

Ac

Watiloga 3.4

Reverse complement motif = Consensus sequence:
GTTGACCTTTGACCTTI

2.0

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
GGGGCCCAAGGGGG--
—GGGTCAWBGRGTTCA

2

21

PLAG1
Original Motif
Original Motif
Forward

2

13

1.06201

Original motif = Consensus sequence: GGGGCCCAAGGGGG

Reverse complement motif = Consensus sequence: CCCCCTTGGGCCC
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2.0

bits
B

1CC_AnG

Welsloge 34 Welloge 3.4

Dataset #: 2

Motif ID: 20

Motif name: PPARGRXRA

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position number: 3

Number of overlap: 13

Similarity score: 1.07837

Alignment:

BTRGGDCARAGGKCA--

--GGGTCAWBGRGTTCA

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

¥ AUGcA CQT T Gl

= = - N ___9_ A '_A 19; oo — A L GEI =2

Dataset #: 2

Motif ID: 34
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Motif name: HNF4A
Matching format of first motif: Original Motif

Matching format of second motif: Original Motif
Direction: Forward

Position number: 1

Number of overlap: 13

Similarity score: 1.0801

Alignment:

RGGBCAAAGKYCA--

GGGTCAWBGRGTTCA

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

2.0

2.0

E_C'_A o l%2g011_l__é=:‘3g5

=- X

N AT r—

o A‘ lj \
A_-__.-L_"?g - S e W
5 10

Wablogod s Wablogod 4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

2

22

NR2F1

Original Motif
Reverse Complement
Forward

2

13

1.08482
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Consensus sequence: AKGYYCAAAGRTC

Reverse complement motif

Alignment:
AKGYYCAAAGRTCA--

-GGGTCAWBGRGTTCA
Consensus sequence: TGAMCTTTGMMCYT

bits

o

Original motif

2.0

Motif name: RREB1

kil

e CABASTOA

__q'.:z

Consensus sequence

Reverse complement motif

Motif ID: 18

Dataset #: 2
Consensus sequence: CCCCMAAMCAMCCMCMMMCV

Original motif

s

Best Matches for Motif ID 18 (Highest to Lowest)

20

AYA gﬁﬁgc

WebsLaga 3.4

Dataset #: 2
Motif ID: 29
Motif name: ESR1
Matching format of first motif Reverse Complement
Reverse Complement
Backward

Matching format of second motif

Direction:

BGRRRGRGGRTGRTTYGGGG

20

TTT BE J @

=T XTI T VT
5 10

&
:E‘I.CI
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Position number:
Number of overlap:
Similarity score:

Alignment:
-MGGTCAGGGTGACCTRDBHV
BGRRRGRGGRTGRTTYGGGG—

2
19
0.0874679

Original motif = Consensus sequence: VDBHMAGGTCACCCTGACCY

20

bits

0.0

_QEAIPICAgngkéCQz

WebLaga 34

Reverse complement motif = Consensus
MGGTCAGGGTGACCTRDBHV

20

sequence:

PRI (S

Weblaga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
—HWDAGHACRHHVTGTHCCHVMV
CCCCMAAMCAMCCMCMMMCV —-—

2

24

Ar

Original Motif
Original Motif
Backward

4

19
0.0927532
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Original motif

20

Consensus sequence: HWDAGHACRHHVTGTHCCHVMV

Reverse complement motif

Consensus sequence:

VRVDGGHACAVDDKGTHCTDWH

20

Hae

bits

‘.:rl | TTGII#

C
RS ¢ Jel L= e g A< =L SXX =t s = 2=
Dataset #: 2
Motif ID: 30
Motif name: ESR2

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

Position number:

Number of overlap:

Similarity score:

Alignment:
BAGGYCABHBTGACCKHV--
BGRRRGRGGRTGRTTYGGGG

Original motif

2.0

) %AITI A - ‘IAégQr%_

Reverse Complement
Reverse Complement
Forward

1

18

0.593122

Consensus sequence: VHRGGTCABDBTGMCCTB

0.0

Wetiloga 3.4

Reverse complement motif
BAGGYCABHBTGACCKHV

2.0

a
:E‘I.CI

Consensus sequence:

0.0
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
—-—--DGVBCABTGDWGCGKRRCSR

BGRRRGRGGRTGRTTYGGGG———

2

45

Pax5

Reverse Complement
Original Motif
Backward

4

17

1.09431

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

20

Reverse complement motif = Consensus sequence:
MSGKKRCGCWDCABTGBBCD

20

510 S0 c

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

Dataset #: 2

Motif ID: 21

Motif name: PLAG1

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 1
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Number of overlap: 14
Similarity score: 2.5804

Alignment:
CCCCCTTGGGCCCC—==———
CCCCMAAMCAMCCMCMMMCV

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

2.0 2.0

bits
=

“VGUUGC A Cr]
5 - Tg_'ré? = PN o8 TAI&C
Dataset #: 1
Motif ID: 9
Motif name: Motif 9
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1
Number of overlap: 14
Similarity score: 2.58596
Alignment:
—————— CACACAVRCACACA
CCCCMAAMCAMCCMCMMMCV
Original motif = Consensus sequence: CACACAVRCACACA Reverse complement motif = Consensus sequence: TGTGTGKVTGTGT
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“Chotga.och

- | 0.0
Dataset #: 1

Motif ID: 11

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

Number of overlap: 14

Similarity score: 2.59077
Alignment:

—————— CAYACACACACACA

CCCCMAAMCAMCCMCMMMCV

Original motif = Consensus sequence: CAYACACACACACA

2.0

~UHeACACHCALA

0.0

Welilogo 3.4

Reverse complement motif

Consensus sequence: TGTGTGTGTGTKT:!

Webilogo 3.4

Dataset #: 2
Motif ID: 47
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Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
RGKTCABVVRGAGGTCA-——-————

—-—-—-BGRRRGRGGRTGRTTYGGGG

Original motif

DJA TTCA EﬁAgA

RXRRAR_DR5
Reverse Complement
Original Motif
Forward

5

13

3.07964

Consensus sequence: RGKTCABVVRGAGGTCA

orch

= B e

10

—— -
15

Webriogo 3.4

Reverse complement motif
TGACCTCKVVBTGAYCK

2.0

o EACQTCT VL

0.0 | wd — —_— e
1 15
Wetilogo 3.4

Consensus sequence:

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

2

20

PPARGRXRA

Reverse Complement
Original Motif
Forward

3

13

3.08033
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Alignment:

BTRGGDCARAGGKCA-—-—=————

——-BGRRRGRGGRTGRTTYGGGG

Original motif = Consensus sequence: BTRGGDCARAGGKCA Reverse complement motif  Consensus sequence: TGRCCTKTGHCCK
2.0 2.0

it
5

GG cHaAlGrcA Léggll _CCx

RS =529 80 =S = . ; Xoea—
Dataset #: 2

Motif ID: 48

Motif name: Tcfcp2l1
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 2

Number of overlap: 13

Similarity score: 3.08771
Alignment:

——————— CCAGYYHVADCCRG

CCCCMAAMCAMCCMCMMMCV -

Original motif = Consensus sequence: CCAGYYHVADCCRG Reverse complement motif = Consensus sequence: CKGGDTBDMMCT(
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CQA_ =X A ?Cgﬂ__

Welsloge 34

2.0

0.0

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

Original motif = Consensus sequence: TTCAGCACCATGGACAGCKCC

mrlgAUQ vaxy AC HQIQQ

Webloga 34

Best Matches for Motif ID 19 (Highest to Lowest)

Dataset #: 2

Motif ID: 24

Motif name: Ar

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: 0.0685835

Alignment:

Reverse complement motif =~ Consensus sequence:
GGYGCTGTCCATGGTGCTGAA

2.0

b4 =WVAi_—AO

Weiloga 34
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VRVDGGHACAVDDKGTHCTDWH
-GGYGCTGTCCATGGTGCTGAA

Original motif

Consensus sequence

: HWDAGHACRHHVTGTHCCHVMV

Reverse complement motif
VRVDGGHACAVDDKGTHCTDWH

20

T —.—A A=

= L
00— — = g e

——

Buih:

Consensus sequence:

I

5 10

15

3

F.N
~ _W_ T
Wi

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:

MSGKKRCGCWDCABTGBBCD---
-—-GGYGCTGTCCATGGTGCTGAA

Original motif

45

Pax5

Reverse Complement
Reverse Complement
Forward

3

18

1.577

Consensus sequence: DGVBCABTGDWGCGKRRCSR

Reverse complement motif
MSGKKRCGCWDCABTGBBCD

Consensus sequence:
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20

20

bits
P

c EAC

w=A =L o< . p S ETECCTx xds A= T
% 1 2 Wetaen . : - e -
Dataset #: 2
Motif ID: 29
Motif name: ESR1
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 5
Number of overlap: 16
Similarity score: 2.56863
Alignment:
————— VDBHMAGGTCACCCTGACCY

TTCAGCACCATGGACAGCKCC—----

Original motif = Consensus sequence: VDBHMAGGTCACCCTGACCY

20

| ﬁEgAIPICAgngkéCQg

bits

0.0

Weblaga 3.4

Reverse complement motif
MGGTCAGGGTGACCTRDBHV

20

0o 15 ?ﬂICA‘-—ﬂ*ﬁ;EéGQ%TQM_— =

-
5

Consensus sequence:

Weblagn a4

Dataset #: 2
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Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
BAGGYCABHBTGACCKHV--=——=————

————— GGYGCTGTCCATGGTGCTGAA

30

ESR2

Reverse Complement
Reverse Complement
Forward

6

13

4.05754

Original motif = Consensus sequence: VHRGGTCABDBTGMCCTB

2.0

Reverse complement motif = Consensus sequence:
BAGGYCABHBTGACCKHV

2.0

“ aGg.en | uaCs.

e e - =

10 15

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

34

HNF4A

Reverse Complement
Reverse Complement
Forward

1

13
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Similarity score: 4.06973
Alignment:

TGMYCTTTGBCCK-———————
GGYGCTGTCCATGGTGCTGAA

Original motif = Consensus sequence: RGGBCAAAGKYCA

2.0

G cAAAG. ¢,

ﬂ,G—'

bits

WabLogod 4

Reverse complement motif

2.0

0.0

Consensus sequence: TGMYCTTTGBCCK

l,&_ﬁQECIIléwggg

WabLogad 4

Dataset #: 2

Motif ID: 20

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

Number of overlap: 13

Similarity score: 4.07172
Alignment:

———————— BTRGGDCARAGGKCA

TTCAGCACCATGGACAGCKCC--

Original motif = Consensus sequence: BTRGGDCARAGGKCA

Reverse complement motif

Consensus sequence: TGRCCTKTGHCCK
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bits

=K (S =1 ¢

xcA

e ———

0.0
5

2GG_cHaBuG

15
Webiloga 3.4

2.0

hits

Igég ll

0.0

e

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
CCAGYYHVADCCRG—==—=————
-—-GGYGCTGTCCATGGTGCTGAA

2

48

Tcfcp2ll

Reverse Complement
Original Motif
Forward

3

12

4.57098

Original motif = Consensus sequence: CCAGYYHVADCCRG

E:Cg4“§£néﬁccﬂf

Welilogo 3.4

Reverse complement motif

2.0

bits
=

Consensus sequence: CKGGDTBDMMCT(

_aaVYIXV
10

0.0

Webilogo 3.4

Dataset #:
Motif ID:

12
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Motif name:
Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
————————— BBVGCCBVGGCCTV
GGYGCTGTCCATGGTGCTGAA--

Zfx

Reverse Complement
Original Motif
Backward

3

12

4.57482

Original motif = Consensus sequence: BBVGCCBVGGCCTV

0.0 T e

b CCT“

5

Webilogo 3.4

Reverse complement motif = Consensus sequence: VAGGCCBBGGCVE

bits

2.0

1.0

0.0

5 10

Webilogo 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

2

17

RXRAVDR

Reverse Complement
Reverse Complement
Forward

5

11

5.05758
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Alignment:
TGAACKCBWTGACCC-=—====————
—-———-GGYGCTGTCCATGGTGCTGAA

Orlglnal motif  Consensus sequence: GGGTCAWBGRGTTCA Reverse complement motif  Consensus sequence: TGAACKCBWTGAC

20

A A
10 WeliLaga 34

Dataset #: 2
Motif ID: 47
Motif name: RXRRAR_DR5
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 7
Number of overlap: 11
Similarity score: 5.05947
Alignment:
TGACCTCKVVBTGAYCK-—-————————

—————— GGYGCTGTCCATGGTGCTGAA

Reverse complement motif ~ Consensus sequence:

Original motif =~ Consensus sequence: RGKTCABVVRGAGGTCA TGACCTCKVVBTGAYCK
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2.0

TTQA __agAUGTC " lcaglr

1 15

Dataset #: 2 Motif ID: 20 Motif name: PPARGRXRA
Original motif = Consensus sequence: BTRGGDCARAGGKCA Reverse complement motif = Consensus sequence: TGRCCTKTGHCCK
e - 9_ fq AIIQ-_— T R e K — =

Webilogo 34

Best Matches for Motif ID 20 (Highest to Lowest)

Dataset #: 2

Motif ID: 43

Motif name: NR1H2RXRA
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 3

Number of overlap: 15

Similarity score: 0.0442974
Alignment:

AAAGGTCAAAGGTCAAC

BTRGGDCARAGGKCA--
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Original motif = Consensus sequence: AAAGGTCAAAGGTCAAC

20

Ep A
Cam—rg
0.0 — ———
5

Reverse complement motif
GTTGACCTTTGACCTTT

Consensus sequence:

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
RGKTCABVVRGAGGTCA
—-—-BTRGGDCARAGGKCA

47
RXRRAR_DR5
Original Motif
Original Motif
Backward

1

15
0.0500583

Original motif = Consensus sequence: RGKTCABVVRGAGGTCA

2.0

0.0

Reverse complement motif
TGACCTCKVVBTGAYCK

2.0

gl [T P

- -_—
i = =

Consensus sequence:

-

1EASVE

10 15
WetiLaga .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:
VHRGGTCABDBTGMCCTB
BTRGGDCARAGGKCA---

2

30

ESR2

Original Motif
Original Motif
Backward

4

15
0.0602408

Original motif = Consensus sequence: VHRGGTCABDBTGMCCTB

2.0

=

L aG TA Te.00r

Wetiloga 3.4

Reverse complement motif = Consensus sequence:
BAGGYCABHBTGACCKHV

2.0

" 4G5 A ACQTI

bits

| -=-;:—.- —

0.0 =
10
Wetiloga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

2

24

Ar

Reverse Complement
Original Motif
Forward

8
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Number of overlap: 15
Similarity score: 0.0714981

Alignment:
HWDAGHACRHHVTGTHCCHVMV
——————— TGRCCTKTGHCCKAB

Reverse complement motif =~ Consensus sequence:
VRVDGGHACAVDDKGTHCTDWH

20

Original motif = Consensus sequence: HWDAGHACRHHVTGTHCCHVMV

20

RES € Jel i = e - -~ _A= .= X Se=alVioo xo-
Dataset #: 2
Motif ID: 45
Motif name: Pax5
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 4
Number of overlap: 15
Similarity score: 0.0720255
Alignment:
MSGKKRCGCWDCABTGBRBCD
—-——-TGRCCTKTGHCCKAB—--
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Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

20

Reverse complement motif ~ Consensus sequence:

MSGKKRCGCWDCABTGBBCD

20

bits

;“ c EAC 1.CA c

g ‘:A _-;gé- - - —.—T% - CT = e Iz:—ﬁ T:‘?:
Dataset #: 2
Motif ID: 29
Motif name: ESR1
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 3
Number of overlap: 15
Similarity score: 0.0723092
Alignment:
VDBHMAGGTCACCCTGACCY
-—-—-BTRGGDCARAGGKCA--

Original motif = Consensus sequence: VDBHMAGGTCACCCTGACCY

20

) _QQAIQICAngIkéCQE

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:
CCCCMAAMCAMCCMCMMMCV
—-TGRCCTKTGHCCKAB—-—-——

2

18

RREB1

Reverse Complement
Original Motif
Forward

2

15

0.0755648

Original motif = Consensus sequence: CCCCMAAMCAMCCMCMMMCV

20

Reverse complement motif = Consensus sequence:
BGRRRGRGGRTGRTTYGGGG

20

o :-—QTT;::T._I_ i TI ! X TT-2I0_

Webslaga 3.4

15

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

19

REST

Original Motif
Original Motif
Forward

2

Page 306 of 527



Number of overlap: 15
Similarity score: 0.0796159

Alignment:
TTCAGCACCATGGACAGCKCC
-BTRGGDCARAGGKCA-—-——-

Original motif = Consensus sequence: TTCAGCACCATGGACAGCKCC

GTICA AC Ve.cC

Wmag 034

Reverse complement motif =~ Consensus sequence:

GGYGCTGTCCATGGTGCTGAA

20

A

P-4 =Vi_-_ 5

15 20
Wetiloga 34

Dataset #: 2

Motif ID: 22

Motif name: NR2F1
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1

Number of overlap: 14

Similarity score: 0.536521
Alignment:

TGAMCTTTGMMCYT-

TGRCCTKTGHCCKAB

Original motif = Consensus sequence: TGAMCTTTGMMCYT

Reverse complement motif

Consensus sequence: AKGYYCAAAGRTC
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GﬁéT;QAAAmTIgé

2.0
o AAAEIIIA%éﬁﬁl o
Dataset #: 2
Motif ID: 21
Motif name: PLAG1
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1
Number of overlap: 14
Similarity score: 0.575248
Reverse complement motif = Consensus sequence: CCCCCTTGGGCCC

Alignment:
-GGGGCCCAAGGGGG
BTRGGDCARAGGKCA
Consensus sequence: GGGGCCCAAGGGGG

Orizguinal motif
Motif name: PLAG1
Page 308 of 527

Motif ID: 21

Dataset #: 2



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

KCAag

Best Matches for Motif ID 21 (Highest to Lowest)

bits
B

- - N

Welilogo 3.4

0.0

Dataset #: 2

Motif ID: 13

Motif name: Zfp423

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position number: 1

Number of overlap: 14

Similarity score: 0.0944264

Alignment:

GSMMCCYARGGKKKC

GGGGCCCAAGGGGG-

Original motif = Consensus sequence: GSMMCCYARGGKKKC Reverse complement motif = Consensus sequence: GYRYCCMTKGGYR
20 20

*1~GCAl\,cA 1 W e G _ACLl;,TalliTGee
SCKCWFRsVWTC=X T2cAWSARWCTCES

Webilaga 34 Webilaga 34

Page 309 of 527



Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
BGRRRGRGGRTGRTTYGGGG
GGGGCCCAAGGGGG—————--

2

18

RREB1

Original Motif
Reverse Complement
Backward

7

14

0.102814

Original motif = Consensus sequence: CCCCMAAMCAMCCMCMMMCV

20

Reverse complement motif = Consensus sequence:
BGRRRGRGGRTGRTTYGGGG

20

o :-—QTT;::T._I_ i TI ! X TT-2I0_

Webslaga 3.4

15

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

20
PPARGRXRA
Original Motif
Original Motif
Forward

2
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Number of overlap: 14

Similarity score: 0.107206
Alignment:
BTRGGDCARAGGKCA
-GGGGCCCAAGGGGG
Original motif = Consensus sequence: BTRGGDCARAGGKCA Reverse complement motif  Consensus sequence: TGRCCTKTGHCCK
" A A 1 CQT CC
e e -N ___g_ _A AI:_EQ-_— o6 -Eée- ¥ cl_ =W A
Dataset #: 2
Motif ID: 12
Motif name: Zfx
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 1
Number of overlap: 14
Similarity score: 0.111315
Alignment:
VAGGCCBBGGCVBB
GGGGCCCAAGGGGG
Original motif = Consensus sequence: BBVGCCBVGGCCTV Reverse complement motif = Consensus sequence: VAGGCCBBGGCVE
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bits

0.0 = === = 0.0

2.0 2.0
p.
510 =1.0
_————a T = = - W —AC ===
=
5 10

Welsloge 34 Welloge 3.4

Dataset #: 2
Motif ID: 48

Motif name: Tcfcp2ll

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Backward

Position number: 1

Number of overlap: 14

Similarity score: 0.115151

Alignment:

CCAGYYHVADCCRG

CCCCCTTGGGCCCC

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

2.0

bits
=

0.0

. Cg‘ﬂ.\_ =X e‘?cgﬂ__

Welilogo 3.4

IV T ~AaVYIYY
10

5
Webilogo 3.4

Dataset #: 2
Motif ID: 47
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Motif name:
Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
RGKTCABVVRGAGGTCA
GGGGCCCAAGGGGG——--

RXRRAR_DR5
Original Motif
Original Motif
Backward

4

14

0.116287

Original motif = Consensus sequence: RGKTCABVVRGAGGTCA

T

| e

DJA TTCA EﬂAF\A._

10

rch

Webriogo 3.4

Reverse complement motif
TGACCTCKVVBTGAYCK

2.0

0.0 A

i e

Consensus sequence:

2

o EACQTCT

15
Webiiogo 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

2

45

Pax5
Original Motif
Original Motif
Forward

1

14

0.117063
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Alignment:
DGVBCABTGDWGCGKRRCSR
GGGGCCCAAGGGGG—————-

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

Reverse complement motif
MSGKKRCGCWDCABTGBBCD

Consensus sequence:

===

Weblaga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
—GGGTCAWBGRGTTCA
GGGGCCCAAGGGGG--

17

RXRAVDR
Original Motif
Original Motif
Backward

3

13

0.590064

Original motif = Consensus sequence: GGGTCAWBGRGTTCA

Reverse complement motif

Consensus sequence: TGAACKCBWTGAC
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2.0

0.0

2 10 Wabtsat ik Wabtsat ik
Dataset #: 2
Motif ID: 34
Motif name: HNF4A
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1
Number of overlap: 13
Similarity score: 0.603385
Alignment:
-RGGBCAAAGKYCA
GGGGCCCAAGGGGG

Original motif = Consensus sequence: RGGBCAAAGKYCA

20

AT,-E?QSAAAS:EEQA

ool -

bits

Webilogod 4

Reverse complement motif  Consensus sequence: TGMYCTTTGBCCK

20

clezgclllgﬂgga

0.

Webilogo 3 4

Dataset #: 2
Motif ID: 22
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NR2F1

Motif name:
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 2
Number of overlap: 13

0.613207

Similarity score:

Alignment:
—-AKGYYCAAAGRTCA

GGGGCCCAAGGGGG-
Consensus sequence: AKGYYCAAAGRTC

Consensus sequence: TGAMCTTTGMMCYT Reverse complement motif
2.0

:TAAESIIIA%&QEI :GﬁéT%gAAAmTIgé

Original motif

bits

ts

b

Webilogo 3.4

Motif ID: 22 Motif name: NR2F1

Dataset #: 2
Consensus sequence: AKGYYCAAAGRTC

Reverse complement motif

2.0

:TAAEEIIIA?ég%I :ceéT;gAAAWTIQé

Webiioga 3.4

Original motif = Consensus sequence: TGAMCTTTGMMCYT

bits

bits

Best Matches for Motif ID 22 (Highest to Lowest)
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
GTTGACCTTTGACCTTT
-—TGAMCTTTGMMCYT-

2

43

NR1H2RXRA

Original Motif
Reverse Complement
Backward

2

14

0.0174588

Original motif = Consensus sequence: AAAGGTCAAAGGTCAAC

2.0

w
E1.0 A
00 =0 AR A
5

Ac

Watiloga 3.4

Reverse complement motif
GTTGACCTTTGACCTTTI

2.0

Consensus sequence:

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

2

20

PPARGRXRA

Reverse Complement
Original Motif
Backward

2
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Number of overlap: 14
Similarity score: 0.0278283

Alignment:
BTRGGDCARAGGKCA
AKGYYCAAAGRTCA-

Original motif = Consensus sequence: BTRGGDCARAGGKCA

2.0

it
5

A C AA TCA

Reverse complement motif

2.0

“TooS0Tal

Consensus sequence: TGRCCTKTGHCCK

CC

"':"EI CoSA—

wmECe A MG T " =
Dataset #: 2
Motif ID: 47
Motif name: RXRRAR_DR5
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1
Number of overlap: 14
Similarity score: 0.0625328
Alignment:
RGKTCABVVRGAGGTCA
-—-—-AKGYYCAAAGRTCA

Original motif = Consensus sequence: RGKTCABVVRGAGGTCA

Reverse complement motif
TGACCTCKVVBTGAYCK

Consensus sequence:
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2.0
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bits
a

- = e 0.0
10 15
Wablaga 2.4

Dataset #: 2

Motif ID: 30

Motif name: ESR2
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 2

Number of overlap: 14

Similarity score: 0.0710475
Alignment:

BAGGYCABHBTGACCKHV

-—--TGAMCTTTGMMCYT-

Reverse complement motif =~ Consensus sequence:
BAGGYCABHBTGACCKHV

2.0

Original motif = Consensus sequence: VHRGGTCABDBTGMCCTB

0.0 =

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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:

GGYGCTGTCCATGGTGCTGAA
--TGAMCTTTGMMCYT-----

Original motif

19

REST

Original Motif
Reverse Complement
Backward

6

14

0.071796

Consensus sequence: TTCAGCACCATGGACAGCKCC

. IIQA-, c cﬁ; vy AC ) QIQQ

Webiloga 34

Reverse complement motif
GGYGCTGTCCATGGTGCTGAA

20

Consensus sequence:

TV ] 6]

vi 5

= =

10

15
Wetiloga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

2

45

Pax5

Original Motif
Reverse Complement
Forward

5

14
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Similarity score: 0.0741987

Alignment:
MSGKKRCGCWDCABTGBBCD
-———-TGAMCTTTGMMCYT--

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

20

=A== LG AWC ATAAQC QR

—— _— - —_——— e, T

WebsLaga 3.4

Reverse complement motif = Consensus sequence:

MSGKKRCGCWDCABTGBBCD

c C CA IH‘: c

GTT — I---c T“_.-_:

Webslaga 3.4

bits
ps

Dataset #: 2

Motif ID: 34

Motif name: HNF4A
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1

Number of overlap: 13

Similarity score: 0.514048
Alignment:

-RGGBCAAAGKYCA

AKGYYCAAAGRTCA

Original motif = Consensus sequence: RGGBCAAAGKYCA

Reverse complement motif

Page 321 of 527

Consensus sequence: TGMYCTTTGBCCK



2.0 2.0
= e QAAAEIE_C'_‘%‘ g l%QECIIlé=__—?QE
3 1o Waeblogad 4 3 1o Waeblogod 4

Dataset #: 2
Motif ID: 12

Motif name: Zfx

Matching format of first motif: Reverse Complement

Matching format of second motif Original Motif
Direction: Forward
Position number: 2
Number of overlap: 13
Similarity score: 0.568042
Alignment:
BBVGCCBVGGCCTV-
-AKGYYCAAAGRTCA
Original motif = Consensus sequence: BBVGCCBVGGCCTV Reverse complement motif  Consensus sequence: VAGGCCBBGGCVE
o lEmmmEa g__-:é AL . CCT—— o6 -';*A ; CC:EA%§E=G
Dataset #: 2
29
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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:
VDBHMAGGTCACCCTGACCY-
——————— TGAMCTTTGMMCYT

Original motif

20

ESR1

Original Motif
Original Motif
Forward

8

13

0.569869

Consensus sequence: VDBHMAGGTCACCCTGACCY

Weblag 34

Reverse complement motif
MGGTCAGGGTGACCTRDBHV

Consensus sequence:

LCAICQ

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:

2

17

RXRAVDR

Original Motif
Reverse Complement
Backward

3

13

0.572226
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Alignment:

-TGAACKCBWTGACCC
TGAMCTTTGMMCYT—--
Original motif = Consensus sequence: GGGTCAWBGRGTTCA Reverse complement motif  Consensus sequence: TGAACKCBWTGAC
2.0 2.0
M|A k. ‘ g 2_AC oo |
Dataset #: 2 Motif ID: 23 Motif name: MZF1_1-4
Original motif = Consensus sequence: BGGGGA Reverse complement motif = Consensus sequence: TCCCCV
=_{O =_{O
s e e oo

N s L cwcy o T

Best Matches for Motif ID 23 (Highest to Lowest)

Dataset #: 2

Motif ID: 35

Motif name: INSM1

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

Position number: 5

Page 324 of 527



6

Number of overlap:
Similarity score: 0.0276389
Alignment:
MGCCCCCTGMCA
--TCCCCV----
Original motif = Consensus sequence: TGYCAGGGGGCR Reverse complement motif = Consensus sequence: MGCCCCCTGMCA
o Tlé—-!_ ! j{_gA - ?#Qmﬁc
Dataset #: 2
Motif ID: 41
Motif name: MZF1_5-13
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: 0.0314583
Alignment:
BKAGGGGDAD
--—-BGGGGA-
Reverse complement motif = Consensus sequence: BTHCCCCTYB
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Consensus sequence: BKAGGGGDAD

Original motif



2.0 2.0

bits
(=]
bits
s

oo l=—— _I'_ —-—CT-J--—-—:T:.-L 0.0

Dataset #: 2

Motif ID: 36

Motif name: KlIf4

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: 0.0406514

Alignment:

GCCYCMCCCD

TCCCCV-—--

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

o pyvic CQRCACCCA

sl C VTP s o

Dataset #: 2

Motif ID: 21

Page 326 of 527



Motif name: PLAG1

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position number: 9

Number of overlap: 6

Similarity score: 0.0412963

Alignment:

GGGGCCCAAGGGGG

———————— BGGGGA

Original motif = Consensus sequence: GGGGCCCAAGGGGG Reverse complement motif  Consensus sequence: CCCCCTTGGGCCC
2.0 2.0
BEL -0 A L 2o é% > jggmgcﬁkx ACGCIQ

Dataset #: 1

Motif ID: 8

Motif name: Motif 8

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

Position nhumber:

Number of overlap:

Similarity score:

Reverse Complement
Reverse Complement
Forward

1

6

0.0426517
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Alignment:

TCCCAG

TCCCCV

Original motif = Consensus sequence: CTGGGA Reverse complement motif  Consensus sequence: TCCCAG
=_ =_
La o] c s Fal e ‘ I cc =

Dataset #: 2

Motif ID: 16

Motif name: SP1

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 5

Number of overlap: 6

Similarity score: 0.0464881

Alignment:

GGGGGYGGGG

----BGGGGA

Original motif = Consensus sequence: CCCCKCCCCC Reverse complement motif = Consensus sequence: GGGGGYGGGG
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-0clc.cC

CC

W

e —
10

Wbl oga 3 4

Wbl aga 3 4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:

CCCCMAAMCAMCCMCMMMCY
~=--TCCCCV-==-=—==—=~

Original motif

20

2

18

RREB1

Reverse Complement
Original Motif
Forward

5

6

0.0493561

Consensus sequence: CCCCMAAMCAMCCMCMMMCV

Reverse complement motif
BGRRRGRGGRTGRTTYGGGG

20

810 TTT

W= C T XTI [ [ YT

Consensus sequence:

T=T

Weblagn a4

15

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:
GGGGRTTCCCC
————— TCCCCV

42

NFKB1

Reverse Complement
Original Motif
Backward

1

6

0.0521759

Original motif = Consensus sequence: GGGGRTTCCCC

2.0

bits

1.0

0.0

AAIIC

C

Watiiaga 34

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:

2

19

REST

Reverse Complement
Reverse Complement
Backward

11

6

0.0581528
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Alignment:
GGYGCTGTCCATGGTGCTGAA

Original motif

{); (= —_—

Consensus sequence: TTCAGCACCATGGACAGCKCC

EWTIQAUQ CéEHAC “QIEQ

Webiloga 34

Reverse complement motif
GGYGCTGTCCATGGTGCTGAA

2.0

1.0 T
F-28 A 238

0.0 =

bits

~

D
)
P

=

s

Consensus sequence:

=

——

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:

HWDAGHACRHHVTGTHCCHVMV
—————————————— TCCCCV--

Original motif

2

24

Ar

Reverse Complement
Original Motif
Backward

3

6

0.0585417

Consensus sequence: HWDAGHACRHHVTGTHCCHVMV

Reverse complement motif
VRVDGGHACAVDDKGTHCTDWH

Consensus sequence:
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2.0

20

Dataset #: 2 Motif ID: 24 Motif name: Ar

Original motif = Consensus sequence: HWDAGHACRHHVTGTHCCHVMV

2.0

ALAVA o1 Tle -

10 15 20
WabLogad 4

Best Matches for Motif ID 24 (Highest to Lowest)

Dataset #: 2
Motif ID: 19
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:

Reverse complement motif =~ Consensus sequence:
VRVDGGHACAVDDKGTHCTDWH

20

"o e 1T

0.0 - ‘?'.-'AT = i—w-‘_‘Q : -
: 5 10 15 20
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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

its

D
)
P

T

510 T
c ATXY

Consensus sequence:

0.0

en{ll

10

= = T = c-—_é-
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:
—-—-MSGKKRCGCWDCABTGBBCD
VRVDGGHACAVDDKGTHCTDWH

2

45

Pax5

Reverse Complement
Reverse Complement
Backward

1

20

0.564914

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

Reverse complement motif
MSGKKRCGCWDCABTGBBCD

Consensus sequence:
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710 C &0 c C
ol =A gé QATifAEA —.—TTEQTT 192_ Iac T=

Dataset #: 2

Motif ID: 29

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: 1.05195

Alignment:

VDBHMAGGTCACCCTGACCY---

—VRVDGGHACAVDDKGTHCTDWH

Original motif = Consensus sequence: VDBHMAGGTCACCCTGACCY

20

bits

0.0

Weblaga 3.4

Reverse complement motif =~ Consensus sequence:

MGGTCAGGGTGACCTRDBHV

oA T0a0Cr.

5

Weblagn a4

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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
CCCCMAAMCAMCCMCMMMCV ——--
—HWDAGHACRHHVTGTHCCHVMV

18

RREB1
Original Motif
Original Motif
Forward

2

19

1.07661

Original motif = Consensus sequence: CCCCMAAMCAMCCMCMMMCV

20

Reverse complement motif = Consensus sequence:
BGRRRGRGGRTGRTTYGGGG

20

0.0 :'TQTTIT.-_I— I TT I
5 10

.
T

Weblaga 34

15

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

20

PPARGRXRA

Reverse Complement
Original Motif
Backward

1

15
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Similarity score: 3.0649

Alignment:
——————— BTRGGDCARAGGKCA

VRVDGGHACAVDDKGTHCTDWH

Original motif = Consensus sequence: BTRGGDCARAGGKCA

2.0

ELCI

T =S

A c_ﬁAszgé

WetiLoga 34

Reverse complement motif

2.0

0.0

Consensus sequence: TGRCCTKTGHCCK

o

ngﬁéggll¢ggcT

15
WetiLoga 34

Dataset #: 2

Motif ID: 30

Motif name: ESR2
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 5

Number of overlap: 14

Similarity score: 3.57597
Alignment:

———————— VHRGGTCABDBTGMCCTB

VRVDGGHACAVDDKGTHCTDWH----

Original motif = Consensus sequence: VHRGGTCABDBTGMCCTB

Reverse complement motif
BAGGYCABHBTGACCKHV

Consensus sequence:
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2.0

15

*‘-*_AI%I = PSS .._._Iéé:gg-r(f}g

WebLaga 3.4

2.0

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
————————— TGMYCTTTGBCCK

HWDAGHACRHHVTGTHCCHVMV

2

34

HNF4A

Original Motif
Reverse Complement
Backward

1

13

4.07506

Original motif = Consensus sequence: RGGBCAAAGKYCA

20

bits

LR e S

AT,-E?QEAAAE:EEQA

Webilogod 4

Reverse complement motif  Consensus sequence: TGMYCTTTGBCCK

20

) ;'—=-_$QECIII_&_E$QE

0.

Webilogo 3 4

Dataset #:
Motif ID:

10
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Motif name: Motif 10

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

Position number: 2

Number of overlap: 13

Similarity score: 4.07511

Alignment:

————————— AAAAAAACAAARRA

HWDAGHACRHHVTGTHCCHVMV -

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

2.0

ELIIITIT i AAAéﬂég

2.0

its

b

0.0 Ce—==— .

0.0

Webilogo 3.4

Dataset #: 2

Motif ID: 48

Motif name: Tcfcp2ll

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

Position nhumber: 2

Number of overlap: 13

Similarity score: 4.0791
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Consensus sequence: CKGGDTBDMMCT(

Reverse complement motif

Alignment:
CKGGDTBDMMCTGG
-VRVDGGHACAVDDKGTHCTDWH
Original motif = Consensus sequence: CCAGYYHVADCCRG
20 20
. g'i‘- zX ‘e‘?c:ctﬂ___ I LXVW. L A~ le.:.
: 5 10 ——— : 5 10 S
Dataset #: 1
Motif ID: 9
Motif name: Motif 9
Matching format of first motif: Original Motif
Matching format of second motif Reverse Complement
Direction: Forward
3
12
4.57405

Position number:
Number of overlap:

Similarity score:
Consensus sequence: TGTGTGKVTGTGT

Alignment:
TGTGTGKVTGTGTG-—————————
——HWDAGHACRHHVTGTHCCHVMV

Consensus sequence: CACACAVRCACACA Reverse complement motif

Page 339 of 527
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Closca. o

Welsloge 34

2.0

bits
&

0.0

Dataset #: 2 Motif ID: 25 Motif name: Arnt

Original motif = Consensus sequence: CACGTG

--cACGT

R P = I

Best Matches for Motif ID 25 (Highest to Lowest)

Dataset #: 2

Motif ID: 31

Motif name: Esrrb
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

Alignment:

CACGTG

CACGTG

Reverse complement motif

= i

Consensus sequence: CACGTG

5
R P = I
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Original motif = Consensus sequence: CACGTG Reverse complement motif = Consensus sequence: CACGTG

o.o - oo T—-:
Dataset #: 2
Motif ID: 39
Motif name: MYCMAX
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: 0.0143849
Alignment:
RASCACGTGGT
--—-CACGTG--
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:
DCCACGTGCV
-—-CACGTG--

2

38

Myc

Reverse Complement
Reverse Complement
Backward

3

6

0.0267529

Original motif = Consensus sequence: VGCACGTGGH

2.0

~__CACGa(

Reverse complement motif = Consensus sequence: DCCACGTGCV

_LEQQJ lQ_.:__I_ W=

a.o i —
i L
Dataset #: 2
Motif ID: 40
Motif name: Mycn
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 3
Number of overlap: 6
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Similarity score: 0.0272641

Alignment:

HSCACGTGGC

--CACGTG--

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

Dataset #: 2

Motif ID: 33

Motif name: HIF1AARNT

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: 0.0347756

Alignment:

VCACGTBV

-CACGTG-

Original motif = Consensus sequence: VBACGTGV Reverse complement motif = Consensus sequence: VCACGTBV
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bifs
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e alGT0

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:
YGCGTG
CACGTG

2

26

ArntAhr
Original Motif
Original Motif
Backward

1

6

0.065625

Original motif = Consensus sequence: YGCGTG

bis

=0
1.0
—
O I— . —
=

" ks L cmoy e

Reverse complement motif

bis

= i

(=

o

Consensus sequence: CACGCM

T,

" ks L cmoy e

Dataset #:
Motif ID:

14
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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:
HAGGTG
CACGTG

Original motif

ZEB1

Original Motif
Reverse Complement
Backward

1

6

0.0689533

Consensus sequence: CACCTD

--cACCT_

R P =

Reverse complement motif

= i

EAE

[ = =

bis

Consensus sequence: HAGGTG

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

2

28

Egri

Original Motif
Original Motif
Backward

6

6

0.0784722
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Alignment:
HGCGTGGGCGK
CACGTG——-—-—--

Original motif = Consensus sequence: HGCGTGGGCGK

240

Wetiiaga 34

Reverse complement motif

2.0

Consensus sequence: YCGCCCACGCH

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
BAACGTCCGC
-CACGTG---

2

37

MIZF

Original Motif
Original Motif
Backward

4

6

0.0854167

Original motif = Consensus sequence: BAACGTCCGC

Reverse complement motif

Consensus sequence: GCGGACGTTV
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2.0

Dataset #: 2

Motif ID: 21

Motif name: PLAG1
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: 0.105093
Alignment:

GGGGCCCAAGGGGG

—————— CACGTG--

Original motif = Consensus sequence: GGGGCCCAAGGGGG

2.0

Reverse complement motif

Consensus sequence: CCCCCTTGGGCCC

0.0 S+ - ngj—é% NS
Dataset #: 2 Motif ID: 26 Motif name: ArntAhr
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Original motif = Consensus sequence: YGCGTG Reverse complement motif = Consensus sequence: CACGCM

=0 =0
=
= 1.0 1.0
—
e — —
=

(= = (= =

i

" ks L cmoy e " ks L cmoy e

Best Matches for Motif ID 26 (Highest to Lowest)

Dataset #: 2

Motif ID: 28

Motif name: Egril

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 1

Number of overlap: 6

Similarity score: 0

Alignment:

YCGCCCACGCH

————— CACGCM

Original motif = Consensus sequence: HGCGTGGGCGK Reverse complement motif = Consensus sequence: YCGCCCACGCH
20 2.0
0.0 %AC TAA % 0.0 : = B:CAQ‘T‘

5 10 5 10

Wetiiaga 34 Wekiiaga 34
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
VBACGTGV
-YGCGTG-

2

33
HIF1AARNT
Original Motif
Original Motif
Forward

2

6

0.0112447

Original motif = Consensus sequence: VBACGTGV

Reverse complement motif

Consensus sequence: VCACGTBV

2.0 2.0

P - AC _ - l*_, 2
5 e 5 .

Dataset #: 1

Motif ID: 11

Motif name: Motif 11

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 7

Number of overlap: 6

Page 349 of 527



Similarity score: 0.0308396

Alignment:
TGTGTGTGTGTKTG
—————— YGCGTG--

Original motif = Consensus sequence: CAYACACACACACA

(eacAohoaCach

Webiioga 3.4

Reverse complement motif

Consensus sequence: TGTGTGTGTGTKT:!

-Terimelelors

Webiloga 3.4

Dataset #: 2

Motif ID: 31

Motif name: Esrrb
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: 0.0315972
Alignment:

CACGTG

YGCGTG

Original motif = Consensus sequence: CACGTG

Reverse complement motif

Consensus sequence: CACGTG
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o.o e
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Dataset #: 2
Motif ID: 25
Motif name: Arnt
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: 0.0315972

Alignment:
CACGTG
YGCGTG

Original motif = Consensus sequence: CACGTG

= i
1 .0

15

~cACGT

" ks L cmoy e

Reverse complement motif

= i

Consensus sequence: CACGTG

" ks L cmoy e

Dataset #:
Motif ID:
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Motif name: Motif 9

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: 0.0350575

Alignment:

TGTGTGKVTGTGTG

YGCGTG-—=—————

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

2.0

bits
&

EZACAQAGACACAQA “lululGr T]GIL

Webilogo 3.4

Webilogo 3.4

Dataset #: 2

Motif ID: 39

Motif name: MYCMAX
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position nhumber: 4

Number of overlap: 6

Similarity score: 0.0376488
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Alignment:
RASCACGTGGT
-——YGCGTG--

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:
GCCACGTGSD
--YGCGTG--

2

40

Mycn

Original Motif
Reverse Complement
Forward

3

6

0.0377949

Original motif = Consensus sequence: HSCACGTGGC

Reverse complement motif

Consensus sequence: GCCACGTGSD
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LI - 0.0
10
Wbl oga 3 4 Wbl aga 3 4
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Dataset #: 2

Motif ID: 38

Motif name: Myc

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 3

Number of overlap: 6

Similarity score: 0.0399214

Alignment:

DCCACGTGCV

--YGCGTG--

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

Dataset #: 2

Motif ID: 18
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Motif name: RREB1

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

Position number: 7

Number of overlap: 6

Similarity score: 0.0433081

Alignment:

BGRRRGRGGRTGRTTYGGGG

———————— YGCGTG------

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

BGRRRGRGGRTGRTTYGGGG
C C AAAC CCCCCECCC TTT
CcCAVI |IAXAAAEZSAC ~ ey = w o m e B Al et B E @
Dataset #: 2 Motif ID: 27 Motif name: E2F1
Original motif = Consensus sequence: TTTSGCGC Reverse complement motif =~ Consensus sequence: GCGCSAAA

bifg
]
its

b

=0 =0
| | CCAAA
o o0 I _— : =

Waebiiaoa 38 WaebLaoa @3E
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Best Matches for Motif ID 27 (Highest to Lowest)

Dataset #: 2
Motif ID: 21
Motif name: PLAG1
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
2
8
0.0255644

Position number:
Number of overlap:
Similarity score:

Reverse complement motif

Consensus sequence: CCCCCTITGGGCCC

0 QMIAI ﬁ?ccgc

Alignment:
CCCCCTTGGGCCcCC
-TTTSGCGC————-
Original motif =~ Consensus sequence: GGGGCCCAAGGGGG
2.0
0o £ = CQQ_Té¢ - -
5 10
Dataset #: 2
Motif ID: 20
Motif name:
Original Motif

Matching format of first motif:
Matching format of second motif

PPARGRXRA

Reverse Complement
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Direction: Backward

Position number: 6

Number of overlap: 8

Similarity score: 0.0280436

Alignment:

TGRCCTKTGHCCKAB

--TTTSGCGC--—---

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

2.0 2.0

1 Lalh cMARUGTCA LéggllT%QQ;—gﬁa

. — W - 1 B — 0.0 :
: " 10 15

5 15
WetiLoga 34 WetiLoga 34

bits

Dataset #: 2
Motif ID: 34

Motif name: HNF4A
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: 0.0283733
Alignment:

RGGBCAAAGKYCA

GCGCSAAA-———-—-
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Original motif = Consensus sequence: RGGBCAAAGKYCA Reverse complement motif = Consensus sequence: TGMYCTTTGBCCK

20 20

R .

0.0—=—= -

Webilogod 4 Webilogo 3 4

Dataset #: 2

Motif ID: 43

Motif name: NR1H2RXRA
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: 0.0298005
Alignment:

AAAGGTCAAAGGTCAAC

--GCGCSAAA-—————~

Reverse complement motif = Consensus sequence:

Original motif = Consensus sequence: AAAGGTCAAAGGTCAAC GTTGACCTTTGACCTT]

2.0

210 A
C o= (-
0.0 =
5

IT

Watiloga 3.4
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Dataset #: 2

Motif ID: 22

Motif name: NR2F1
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: 0.0369159
Alignment:

TGAMCTTTGMMCYT

————— TTTSGCGC-

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

2.0

E:TAAEEIIIA%ég%l gmcﬁéT%gAAAmTIQA

a.0

Webiioga 3.4 Webiloga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

2

13

Zfp423

Reverse Complement
Original Motif
Forward

7

8
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Similarity score: 0.0423573
Alignment:

GSMMCCYARGGKKKC

—————— GCGCSAAA-

Original motif = Consensus sequence: GSMMCCYARGGKKKC Reverse complement motif

Consensus sequence: GYRYCCMTKGGYR

| oReWvehz\F TG iLgéECB%I

10
WetiLoga 34

A\ TTCQ

Dataset #: 2
Motif ID: 28

Motif name: Egril

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

Position number: 4

Number of overlap: 8

Similarity score: 0.0470922

Alignment:

YCGCCCACGCH

GCGCSAAA-—-

Original motif = Consensus sequence: HGCGTGGGCGK Reverse complement motif

Consensus sequence: YCGCCCACGCH
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Watiiaga 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:
TKKTTTGTTTTTTT
-——TTTSGCGC---

1

10

Motif 10
Original Motif
Original Motif
Backward

4

8

0.0486459

Original motif  Consensus sequence: TKKTTTGTTTTTTI

oI [Tl

Welilogo 3.4

Reverse complement motif

Consensus sequence: AAAAAAACAAARR

Dataset #:
Motif ID:

18
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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:
BGRRRGRGGRTGRTTYGGGG
TTTSGCGC————————————

Original motif

20

RREB1

Original Motif
Reverse Complement
Backward

13

8

0.0497437

Consensus sequence: CCCCMAAMCAMCCMCMMMCV

Reverse complement motif =~ Consensus sequence:

BGRRRGRGGRTGRTTYGGGG

20

) TTT B E & i

il :-—QTTIT | | TT _ I

15 20
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:

Motif 1

Original Motif
Reverse Complement
Backward

1

6

1.03392
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Alignment:

--MTTCCK

TTTSGCGC

Original motif = Consensus sequence: RGGAAR Reverse complement motif = Consensus sequence: MTTCCK
Dataset #: 2 Motif ID: 28 Motif name: Egrl

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

2.0

0.0 EAC TAA % T m@é&g%

10 10
wWetiiaga 3.4 wWebiiaga 3.4

Best Matches for Motif ID 28 (Highest to Lowest)

Dataset #: 2

Motif ID: 18

Motif name: RREB1

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

Position number: 3
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Number of overlap: 11
Similarity score: 0.0550907

Alignment:
BGRRRGRGGRTGRTTYGGGG
——————— HGCGTGGGCGK--

Original motif = Consensus sequence: CCCCMAAMCAMCCMCMMMCV

20

Reverse complement motif
BGRRRGRGGRTGRTTYGGGG

20

bits

1.0

Consensus sequence:

a0 :'TQT_—._IT I_ I TT 4

ITTT T=T

Weblagn a4

Dataset #: 1

Motif ID: 11

Motif name: Motif 11
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1

Number of overlap: 11

Similarity score: 0.062391
Alignment:

CAYACACACACACA

YCGCCCACGCH---

Original motif = Consensus sequence: CAYACACACACACA

Reverse complement motif

Consensus sequence: TGTGTGTGTGTKT
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2.0

bits

613

10
Welsloge 34 Welloge 3.4

~UHeACHCACAA

0.0

Dataset #: 1

Motif ID: 9

Motif name: Motif 9

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Forward

Position number: 1

Number of overlap: 11

Similarity score: 0.0668604

Alignment:

CACACAVRCACACA

YCGCCCACGCH---

Original motif = Consensus sequence: CACACAVRCACACA Reverse complement motif = Consensus sequence: TGTGTGKVTGTGT
ACACA ACACACA ﬂ T T I 10]

0o l= : T?-f e L ool —w— O E_CC—FE‘:“

Dataset #: 2

Motif ID: 13
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Motif name: Zfp423

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: 0.0673496

Alignment:

GSMMCCYARGGKKKC

-—--YCGCCCACGCH-

Original motif = Consensus sequence: GSMMCCYARGGKKKC Reverse complement motif  Consensus sequence: GYRYCCMTKGGYR
20 20

*1~GCAlLcA . L ACCB TelllITGC
SERCWERsWWTC=X F=CAWSAAWCTES

Dataset #: 2

Motif ID: 12

Motif name: Zfx

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward

Position nhumber: 2

Number of overlap: 11

Similarity score: 0.0764878
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Alignment:
BBVGCCBVGGCCTV
-—HGCGTGGGCGK-

Reverse complement motif = Consensus sequence: VAGGCCBBGGCVE

2.0

1.0

ool = V- AT —
: 5

10

Original motif = Consensus sequence: BBVGCCBVGGCCTV

% ¢¢Q*QWCCT“ |

bits
(=]
bits

Wellage 3.4

P e ——— -
5

WelsLage 3.4

Dataset #: 2

Motif ID: 45

Motif name: Pax5
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: 0.0765783
Alignment:

DGVBCABTGDWGCGKRRCSR

-—-—--HGCGTGGGCGK-—----

Reverse complement motif ~ Consensus sequence:

Original motif =~ Consensus sequence: DGVBCABTGDWGCGKRRCSR MSGKKRCGCWDCABTGBBCD
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20 20

bits

a( C
2 l-z".*% .QAT:f“TACA . STT (?—'Cl't!r CA IAG T=

0 ‘_“-A _-';g—-:— - — = - = = ===
5 10 15 Wewﬁg m.ﬁga

Dataset #: 2
Motif ID: 35
Motif name: INSM1
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: 0.0830177
Alignment:
TGYCAGGGGGCR
HGCGTGGGCGK-
Original motif = Consensus sequence: TGYCAGGGGGCR Reverse complement motif = Consensus sequence: MGCCCCCTGMCA
Dataset #: 2

Motif ID: 34
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Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
TGMYCTTTGBCCK
-—-HGCGTGGGCGK

HNF4A

Original Motif
Reverse Complement
Backward

1

11

0.0857144

Original motif = Consensus sequence: RGGBCAAAGKYCA

2.0

N AT r—

E—C.—A

o A‘ lj \
A_-__.-L_"?g - S e W
5 10

Wablogod s

Reverse complement motif = Consensus sequence: TGMYCTTTGBCCK

2.0

o3
=

0.

Wablogod 4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

2

16

SP1

Reverse Complement
Original Motif
Forward

1

10

0.572401
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Alignment:

CCCCKCccceee-
YCGCCCACGCH
Original motif = Consensus sequence: CCCCKCCCCC Reverse complement motif  Consensus sequence: GGGGGYGGGG
2.0 =0
G QQCQIQQT—A_—Q - W& A‘E% o
= TR L = TR L
Dataset #: 2
Motif ID: 36
Motif name: Kif4
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1
Number of overlap: 10
Similarity score: 0.580823
Alignment:
DGGGYGKGGC~
HGCGTGGGCGK
Original motif = Consensus sequence: DGGGYGKGGC Reverse complement motif = Consensus sequence: GCCYCMCCCD
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2.0

10
Wbl oga 3 4

bits

zﬂQQEC%CCC%

Wbl aga 3 4

Dataset #: 2 Motif ID: 29 Motif name: ESR1

Original motif = Consensus sequence: VDBHMAGGTCACCCTGACCY

20

| ﬁ?gAIPICAqchkéCQE

0.0

bits

Weblagn 34

Best Matches for Motif ID 29 (Highest to Lowest)

Dataset #: 2

Motif ID: 45

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:

Reverse complement motif =~ Consensus sequence:
MGGTCAGGGTGACCTRDBHV

OHL¢:~?IGA'-—’-‘~&E;QQQQ-E[T-_ -

Weblagn a4
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MSGKKRCGCWDCABTGBBCD
MGGTCAGGGTGACCTRDBHV

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

Reverse complement motif ~ Consensus sequence:
MSGKKRCGCWDCABTGBBCD

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
—HWDAGHACRHHEVTGTHCCHVMV
MGGTCAGGGTGACCTRDBHV—-—--

Ar

Reverse Complement
Original Motif
Backward

4

19

0.556363

Original motif = Consensus sequence: HWDAGHACRHHVTGTHCCHVMV

Reverse complement motif ~ Consensus sequence:

VRVDGGHACAVDDKGTHCTDWH
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2.0 20

M. e = 2 Y Y A= =l ST XYY G S X
3 10 L 2 WabiLogad 4 3 10 18 Z WabiLogaa
Dataset #: 2
Motif ID: 18
Motif name: RREB1
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 2
Number of overlap: 19
Similarity score: 0.575732
Alignment:
BGRRRGRGGRTGRTTYGGGG-

-MGGTCAGGGTGACCTRDBHV

Reverse complement motif =~ Consensus sequence:
BGRRRGRGGRTGRTTYGGGG

20 20

“clcamciAclodt. oo g 1

W= I AT IT Y IVT

Original motif = Consensus sequence: CCCCMAAMCAMCCMCMMMCV

T=T

Weblagn a4

15

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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
—-——-VHRGGTCABDBTGMCCTB

VDBHMAGGTCACCCTGACCY -

Original motif

2.0

30

ESR2

Original Motif
Original Motif
Backward

2

17

1.50287

Consensus sequence: VHRGGTCABDBTGMCCTB

Reverse complement motif
BAGGYCABHBTGACCKHV

2.0

AGG.CA ] ACQEI

Consensus sequence:

_———

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:

47
RXRRAR_DR5
Original Motif

Reverse Complement

Backward
1
17
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Similarity score: 1.55839

Alignment:

—-—--TGACCTCKVVBTGAYCK
VDBHMAGGTCACCCTGACCY

Original motif = Consensus sequence: RGKTCABVVRGAGGTCA

—— e —— e
a

Watiloga 3.4

Reverse complement motif = Consensus sequence:

TGACCTCKVVBTGAYCK

2.0

w
= 1.0

“|caglTex _ |GAg

—_ = [ -

a6 = == === A <

5 10 15
Webiloga 4.4

O

Dataset #: 2

Motif ID: 19

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

Number of overlap: 16

Similarity score: 2.07409
Alignment:

TTCAGCACCATGGACAGCKCC----

————— VDBHMAGGTCACCCTGACCY

Original motif = Consensus sequence: TTCAGCACCATGGACAGCKCC

Reverse complement motif = Consensus sequence:

GGYGCTGTCCATGGTGCTGAA
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ETTIQAJQ AX Ac C Cg

2.0

810] T :
Egpu — AT l\ég

s AL =V Wil | ¥'="N - K 0.0 ';—-“gé S = B = —_—i=%
¥ & » Wibluosk ¥ 1 » Siblosk
Dataset #: 2
Motif ID: 17
Motif name: RXRAVDR
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1
Number of overlap: 15
Similarity score: 2.56536
Alignment:
————— GGGTCAWBGRGTTCA

MGGTCAGGGTGACCTRDBHV

Original motif = Consensus sequence: GGGTCAWBGRGTTCA

L10 . A
nnLﬁsAiA : A

a 15

Reverse complement motif

2.0

Consensus sequence: TGAACKCBWTGAC

Webiloga 34

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

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

Position number: 2

Number of overlap: 14

Similarity score: 3.07055

Alignment:

—————— TGRCCTKTGHCCKAB

VDBHMAGGTCACCCTGACCY -

Original motif = Consensus sequence: BTRGGDCARAGGKCA Reverse complement motif = Consensus sequence: TGRCCTKTGHCCK
20 20
L gl _ﬁé yrchA ACGTTTEEQCEA i

Dataset #: 2

Motif ID: 12

Motif name: Zfx

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward

Position nhumber: 2

Number of overlap: 13

Similarity score: 3.56429
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Alignment:
VAGGCCBBGGCVBB-——————
-MGGTCAGGGTGACCTRDBHV

Original motif = Consensus sequence: BBVGCCBVGGCCTV

bits
B

_— =

0.0 =
5

% ¢¢Q*QWCCT“

WelsLage 3.4

Reverse complement motif

ts

b

Consensus sequence: VAGGCCBBGGCVE

2.0

1.0

. VAT —
: 5

10
Wellage 3.4

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
GSMMCCYARGGKKKC——=————
--MGGTCAGGGTGACCTRDBHV

2

13

Zfp423

Reverse Complement
Original Motif
Forward

3

13

3.56489

Original motif = Consensus sequence: GSMMCCYARGGKKKC

Reverse complement motif

Consensus sequence: GYRYCCMTKGGYR
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2.0 2.0

hits
5

écgé : ?Ae ) Tng géﬁ 5 %IA y TTC%

Dataset #: 2 Motif ID: 30 Motif name: ESR2

Reverse complement motif =~ Consensus sequence:
BAGGYCABHBTGACCKHV

2.0 2.0

R “ aGe.ca Jualer.

00— = 0.0 ——= =

Original motif = Consensus sequence: VHRGGTCABDBTGMCCTB

bits

Weilog 3.4 Webiloga 3.4

Best Matches for Motif ID 30 (Highest to Lowest)

Dataset #: 2

Motif ID: 24

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: 0.0488603

Alignment:
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HWDAGHACRHHVTGTHCCHVMV
--BAGGYCABHBTGACCKHV--

Original motif

Consensus sequence

: HWDAGHACRHHVTGTHCCHVMV

Reverse complement motif
VRVDGGHACAVDDKGTHCTDWH

20

T —.—A A=

= L
00— — = g e

——

Buih:

Consensus sequence:

I

5 10

15

3

F.N
~ _W_ T
Wi

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:

MSGKKRCGCWDCABTGBBCD
BAGGYCABHBTGACCKHV--

Original motif

45

Pax5

Reverse Complement
Reverse Complement
Backward

3

18

0.0851144

Consensus sequence: DGVBCABTGDWGCGKRRCSR

Reverse complement motif
MSGKKRCGCWDCABTGBBCD

Consensus sequence:
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20

20

bits
P

c EAC %;CA :15[¢2 g_};

a 4:A —-"'g_-:‘ = = - = 0.0 —-—T% QT; ——
5 10 15 weu.ﬂ 5 a2
Dataset #: 2
Motif ID: 18
Motif name: RREB1

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward
Position number: 1

Number of overlap: 18
Similarity score: 0.0903249
Alignment:

BGRRRGRGGRTGRTTYGGGG
BAGGYCABHBTGACCKHV--

Original motif = Consensus sequence: CCCCMAAMCAMCCMCMMMCV

20

Reverse complement motif =~ Consensus sequence:

BGRRRGRGGRTGRTTYGGGG

20

210 TTT

W= I AT IT Y IVT

T=T

Weblagn a4

15

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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:

GGYGCTGTCCATGGTGCTGAA
-VHRGGTCABDBTGMCCTB--

Original motif

19

REST

Original Motif
Reverse Complement
Backward

3

18

0.0916961

Consensus sequence: TTCAGCACCATGGACAGCKCC

<G

b AL = N

MIIQAUQ Cégﬁéc

20
Webiloga 34

Reverse complement motif
GGYGCTGTCCATGGTGCTGAA

20

Consensus sequence:

== = ===

Wetiloga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

2

29

ESR1

Original Motif
Original Motif
Forward

4

17
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Similarity score: 0.511812

Alignment:
VDBHMAGGTCACCCTGACCY -
—-——-VHRGGTCABDBTGMCCTB

Original motif = Consensus sequence: VDBHMAGGTCACCCTGACCY

20

| ﬁ?gexgicéggqlkécgz

0.0

bits

WebsLaga 3.4

Reverse complement motif = Consensus sequence:

MGGTCAGGGTGACCTRDBHV

20

il ToelCs.

Webslaga 3.4

Dataset #: 2
Motif ID: 47

Motif name: RXRRAR_DR5
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1

Number of overlap: 17

Similarity score: 0.570972
Alignment:

—-RGKTCABVVRGAGGTCA

BAGGYCABHBTGACCKHV

Original motif = Consensus sequence: RGKTCABVVRGAGGTCA

Reverse complement motif = Consensus sequence:

TGACCTCKVVBTGAYCK
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2.0

CcT _
BETE I E—— oo === RS
Dataset #: 2
Motif ID: 20
Motif name: PPARGRXRA
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1
Number of overlap: 15
Similarity score: 1.56699

Alignment:
BTRGGDCARAGGKCA---
VHRGGTCABDBTGMCCTB

Original motif = Consensus sequence: BTRGGDCARAGGKCA

2.0

bits

=a sl P -1

0.0

A C AA.

UrcA

5

Webiloga 34

Reverse complement motif = Consensus sequence: TGRCCTKTGHCCK

2.0

" ACQTTT CCT

0.0 ';"'E:.:: Q‘ ==

15
Webiloga 34

Dataset #:
Motif ID:

12
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Motif name:
Matching format of first motif:
Matching format of second motif:

Zfx
Reverse Complement
Reverse Complement

Direction: Forward

Position number: 1

Number of overlap: 14

Similarity score: 2.07891

Alignment:

VAGGCCBBGGCVBB——-—--

BAGGYCABHBTGACCKHV

Original motif = Consensus sequence: BBVGCCBVGGCCTV Reverse complement motif

0.0 T ~
5

2.0
—_————aC ; == CC ‘ = o ..-:_A CCE'EACA:‘:--='=
10 5 10

2.0

bits

Consensus sequence: VAGGCCBBGGCVE

Webilogo 3.4

Webilogo 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

2

22

NR2F1
Original Motif
Original Motif
Backward

1

14

2.08921

Page 385 of 527



Alignment:
—-———-TGAMCTTTGMMCYT

VHRGGTCABDBTGMCCTB
Consensus sequence: TGAMCTTTGMMCYT

Reverse complement motif

2.0

bits

Consensus sequence: AKGYYCAAAGRTC

= mp &

CAAA 1 CA

Wellage 3.4

Original motif
polE =t e
3
Dataset #: 2
Motif ID: 48
Motif name: Tcfcp2l1
Matching format of first motif: Reverse Complement
Matching format of second motif Original Motif
Direction: Backward
1
14
2.09109

Position number:
Number of overlap:
Similarity score:

Alignment:
—-———CCAGYYHVADCCRG

BAGGYCABHBTGACCKHV
Consensus sequence: CCAGYYHVADCCRG

Original motif

Reverse complement motif

Consensus sequence: CKGGDTBDMMCTH
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0.0 Cge & ng—.—.- e‘f‘cgﬂ__

Welsloge 34

2.0

bits
&

0.0

Dataset #: 2 Motif ID: 31 Motif name: Esrrb

Original motif = Consensus sequence: CACGTG

~eACCT

R P = I

Best Matches for Motif ID 31 (Highest to Lowest)

Dataset #: 2

Motif ID: 25

Motif name: Arnt
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

Alignment:

CACGTG

CACGTG

Reverse complement motif

= i

Consensus sequence: CACGTG

5
R P = I
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Original motif = Consensus sequence: CACGTG Reverse complement motif = Consensus sequence: CACGTG

o.o - oo T_I:
Dataset #: 2
Motif ID: 39
Motif name: MYCMAX
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: 0.0143849
Alignment:
RASCACGTGGT
--—-CACGTG--
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:
VGCACGTGGH
-—-CACGTG--

2

38

Myc

Original Motif
Original Motif
Forward

3

6

0.0267529

Original motif = Consensus sequence: VGCACGTGGH

2.0

~__CACGa(

Reverse complement motif = Consensus sequence: DCCACGTGCV

_LEQQJ lQ_.:__I_ W=

_— = = =
o [ 1?]4 e b 1?]4
Dataset #: 2
Motif ID: 40
Motif name: Mycn

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

Reverse Complement
Reverse Complement
Backward

3

6
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Similarity score:

Alignment:
GCCACGTGSD
-—-CACGTG--

0.0272641

Original motif = Consensus sequence: HSCACGTGGC

2.0

(A

Reverse complement motif

Consensus sequence: GCCACGTGSD

ﬁ”qgQAQ“I -

- A Lo -
i L
Dataset #: 2
Motif ID: 33
Motif name: HIF1AARNT
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 2
Number of overlap: 6
Similarity score: 0.0347756

Alignment:
VBACGTGV
-CACGTG-

Original motif = Consensus sequence: VBACGTGV

Reverse complement motif

Consensus sequence: VCACGTBV
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=0

bifs
:

e alGT0

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:
YGCGTG
CACGTG

2

26

ArntAhr
Original Motif
Original Motif
Backward

1

6

0.065625

Original motif = Consensus sequence: YGCGTG

bis

=0
1.0
—
O I— . —
=

" ks L cmoy e

Reverse complement motif

bis

= i

(=

o

Consensus sequence: CACGCM

T,

" ks L cmoy e

Dataset #:
Motif ID:

14
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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:
HAGGTG
CACGTG

Original motif

ZEB1

Original Motif
Reverse Complement
Backward

1

6

0.0689533

Consensus sequence: CACCTD

--cACCT_

R P =

Reverse complement motif

= i

EAE

[ = =

bis

Consensus sequence: HAGGTG

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

2

28

Egri

Original Motif
Original Motif
Forward

1

6

0.0784722
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Alignment:
HGCGTGGGCGK
CACGTG——-—-—--

Original motif = Consensus sequence: HGCGTGGGCGK

240

Wetiiaga 34

Reverse complement motif

2.0

Consensus sequence: YCGCCCACGCH

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
BAACGTCCGC
-CACGTG---

2

37

MIZF

Original Motif
Original Motif
Backward

4

6

0.0854167

Original motif = Consensus sequence: BAACGTCCGC

Reverse complement motif

Consensus sequence: GCGGACGTTV
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2.0

Dataset #: 2

Motif ID: 21

Motif name: PLAG1
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: 0.105093
Alignment:

GGGGCCCAAGGGGG

—————— CACGTG--

Original motif = Consensus sequence: GGGGCCCAAGGGGG

1CC_AnG

bits
B

Fo - -

Welilogo 3.4

0.0

Reverse complement motif

Consensus sequence: CCCCCTTGGGCCC

Dataset #: 2 Motif ID: 32 Motif name: EWSR1-FLI1
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Reverse complement motif ~ Consensus sequence:

Original motif = Consensus sequence: GGAAGGAAGGAAGGAAGG CCTTCCTTCCTTCCTTCC

2.0

20
2 2
£10 ' £10
0.0 - T = = 0.0 e T
5

= =5 —_—
- 2 - = —=

5 10 15
Webilogo 3.4 Webilogo 3.4

Best Matches for Motif ID 32 (Highest to Lowest)

Dataset #: 2

Motif ID: 43

Motif name: NR1H2RXRA
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 6

Number of overlap: 12

Similarity score: 1.09472
Alignment:

—————— AAAGGTCAAAGGTCAAC
GGAAGGAAGGAAGGAAGG-—----

Reverse complement motif = Consensus sequence:
GTTGACCTTTGACCTTT

Original motif = Consensus sequence: AAAGGTCAAAGGTCAAC

2.0

w0
£10 A
0.0 e o
5

Ac

Webiiaga 3.4 Webiiaga 34

Page 395 of 527



Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
—————— TKKTTTGTTTTTTT
CCTTCCTTCCTTCCTTCC--

1

10

Motif 10

Reverse Complement
Original Motif
Backward

3

12

1.1007

Original motif  Consensus sequence: TKKTTTGTTTTTTI

EXIIIIIT

Welilogo 3.4

Reverse complement motif

Consensus sequence: AAAAAAACAAARR

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

2

18

RREB1

Reverse Complement
Original Motif
Backward

11
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Number of overlap: 10
Similarity score: 2.09833

Alignment:
———————— CCCCMAAMCAMCCMCMMMCV
CCTTCCTTCCTTCCTTCC———==—————

Original motif = Consensus sequence: CCCCMAAMCAMCCMCMMMCV

20

Reverse complement motif
BGRRRGRGGRTGRTTYGGGG

20

2
H10

Consensus sequence:

a0 :'TQT_—._IT I_ I TT 4

ITTT T=T

Weblagn a4

Dataset #: 2

Motif ID: 16

Motif name: SP1

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

Number of overlap: 9

Similarity score: 2.58264
Alignment:

GGGGGYGGGG—————————

-GGAAGGAAGGAAGGAAGG

Original motif = Consensus sequence: CCCCKCCCCC

Reverse complement motif

Consensus sequence: GGGGGYGGGG
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ts

b

0cle.¢

Wbl aga 3 4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
—————————— BAACGTCCGC
CCTTCCTTCCTTCCTTCC--

MIZF

Reverse Complement
Original Motif
Backward

3

8

3.0896

Original motif = Consensus sequence: BAACGTCCGC

bits

| aACGTCCG,

WL g 3

Reverse complement motif

Consensus sequence: GCGGACGTTV

WL ogo 3 4

Dataset #:
Motif ID:
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Motif name: Motif 7

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: 3.09107

Alignment:

—————————— CCCRCCCC

CCTTCCTTCCTTCCTTCC

Original motif = Consensus sequence: CCCRCCCC Reverse complement motif = Consensus sequence: GGGGMGGG
z.0 z.0

bits
u]
bits
:

| C

WelLaogo 3 WelLago 3

Dataset #: 2

Motif ID: 29

Motif name: ESR1

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

Position nhumber: 13

Number of overlap: 8

Similarity score: 3.09836
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Alignment:

MGGTCAGGGTGACCTRDBHV—-====———
—————————— GGAAGGAAGGAAGGAAGG

Original motif = Consensus sequence: VDBHMAGGTCACCCTGACCY

20

K ﬁ?EAIQICAgchhéCQE

WebLaga 3.4

Reverse complement motif
MGGTCAGGGTGACCTRDBHYV

Consensus sequence:

quﬁIGA%ﬁﬁlgéQQ%Tﬁu

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:
—————————— DGGGYGKGGC
GGAAGGAAGGAAGGAAGG--

2

36

KlIf4

Original Motif
Original Motif
Backward

3

8

3.10206

Original motif = Consensus sequence: DGGGYGKGGC

Reverse complement motif

Consensus sequence: GCCYCMCCCD
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2.0 2.0
LU= cC<0-00C..

oo 2 T % Teti = & m wﬂ_i

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: 7

Similarity score: 3.55161

Alignment:

——————————— AGSCWGG

GGAAGGAAGGAAGGAAGG

Original motif = Consensus sequence: AGSCWGG

Reverse complement motif

Consensus sequence: CCWGSCT

4= 1.0 T = 1.0 E C
[ =l ! = (=R u! I :'__‘
Dataset #: 2
Motif ID: 46
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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:
TGACCTDVWT-———————————
—-——CCTTCCTTCCTTCCTTCC

RORA_1

Reverse Complement
Reverse Complement
Forward

4

7

3.58428

Original motif = Consensus sequence: AWVDAGGTCA

bits
5

Reverse complement motif = Consensus sequence: TGACCTDVWT

| >

Wbl ogo 3

0.0

B

Dataset #: 2 Motif ID: 33

Motif name: HIF1AARNT

Original motif = Consensus sequence: VBACGTGV

=0

bifg
:

= aCGTG

Waebiiaoa 38

Best Matches for Motif ID 33 (Highest to Lowest)

Reverse complement motif = Consensus sequence: VCACGTBV
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
GCCACGTGSD
-VBACGTGV-

2

40

Mycn

Original Motif
Reverse Complement
Backward

2

8

0.0228069

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

20 20

- _CACGxGe. 1.claClTl.
= i = L

Dataset #: 2

Motif ID: 38

Motif name: Myc

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 2

Number of overlap: 8
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Similarity score:

Alignment:
DCCACGTGCV
-VBACGTGV-

0.0249459

Original motif = Consensus sequence: VGCACGTGGH

~_CACGI(

Reverse complement motif

Consensus sequence: DCCACGTGCV

_LEQQJ lQ_.:__I_ W=

- — e
o T T

Dataset #: 2

Motif ID: 39

Motif name: MYCMAX

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
ACCACGTGSTM
-VCACGTBV--

Reverse Complement
Reverse Complement
Backward

3

8

0.0254922

Original motif = Consensus sequence: RASCACGTGGT

Reverse complement motif

Consensus sequence: ACCACGTGSTM
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bits
5
bl b | deck

2.0

- —— e
— - OO — —
Waebibaga 34 \:Jg.l_aguad
Dataset #: 2
Motif ID: 37
Motif name: MIZF

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

Position number:

Number of overlap:

Similarity score:

Alignment:
GCGGACGTTV
--VCACGTBV

Reverse Complement
Reverse Complement
Forward

3

8

0.0482171

Original motif = Consensus sequence: BAACGTCCGC

bits

;ﬂeAQTIQCT%

WL g 3

Reverse complement motif

2.0

Consensus sequence: GCGGACGTTV

Dataset #:
Motif ID:

24
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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:
VRVDGGHACAVDDKGTHCTDWH
-—-—-VBACGTGV-—-—=———————

Original motif

2.0

Consensus sequence

Ar

Original Motif
Reverse Complement
Backward

11

8

0.0533654

: HWDAGHACRHHVTGTHCCHVMV

Reverse complement motif
VRVDGGHACAVDDKGTHCTDWH

20

Consensus sequence:

PO TR i P Mo 11 CI
weEeGyas fﬁA; A% g A= W=l SELp & r==CV L XCxs -
5 10 18 20 B e 5 10 18 20 B e
Dataset #: 2
Motif ID: 45
Motif name: Pax5

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

Position number:

Number of overlap:

Similarity score:

Reverse Complement
Reverse Complement
Backward

8

8

0.0661859
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Alignment:
MSGKKRCGCWDCABTGBBCD

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

Reverse complement motif ~ Consensus sequence:
MSGKKRCGCWDCABTGBBCD

ca 1S= T=

——

Weblaga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
CCCCMAAMCAMCCMCMMMCV

Original motif = Consensus sequence: CCCCMAAMCAMCCMCMMMCV

18

RREB1

Reverse Complement
Original Motif
Backward

8

8

0.0666776

Reverse complement motif ~ Consensus sequence:
BGRRRGRGGRTGRTTYGGGG
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20 20

“ololatacbAclecl. o - JTels

=TT X T XTI+ [

2 P
Dataset #: 2
Motif ID: 41
Motif name: MZF1_5-13
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: 0.0703926
Alignment:
BKAGGGGDAD
VBACGTGV--
Original motif = Consensus sequence: BKAGGGGDAD Reverse complement motif = Consensus sequence: BTHCCCCTYB

Dataset #: 2
Motif ID: 30
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Motif name:
Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
BAGGYCABHBTGACCKHV

ESR2

Original Motif
Reverse Complement
Backward

6

8

0.0716055

Original motif = Consensus sequence: VHRGGTCABDBTGMCCTB

2.0

1.0

bits

(1

0.0
10

JAGUTVA TG

Webilogo 3.4

Reverse complement motif =~ Consensus sequence:
BAGGYCABHBTGACCKHV

2.0

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

2

47

RXRRAR_DR5
Original Motif
Reverse Complement
Backward

4

8

0.0726789
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Alignment:
TGACCTCKVVBTGAYCK
—————— VBACGTGV-—--

Original motif = Consensus sequence: RGKTCABVVRGAGGTCA

i TTGA EﬁAﬁAPIQA

- —— L —
10

Websiaga 3.4

Reverse complement motif
TGACCTCKVVBTGAYCK

2.0

Consensus sequence:

fsbi
1=

Webiiaga 3.4

%1
=10

) 16 ACGTCT

o .y e e
: 10

Dataset #: 2 Motif ID: 34 Motif name: HNF4A

Original motif

2.0

1.G. cAAAG. .c.

oo =0 ¥ —

Consensus sequence: RGGBCAAAGKYCA

bits

WabLogod 4

Best Matches for Motif ID 34 (Highest to Lowest)

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

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Backward

Reverse complement motif

2.0

) lﬁ__QECIIlé?‘_EQE

0.

Consensus sequence: TGMYCTTTGBCCK

WabLogad 4
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Position number: 3

Number of overlap: 13

Similarity score: 0

Alignment:

TGRCCTKTGHCCKAB

TGMYCTTTGBCCK--

Original motif = Consensus sequence: BTRGGDCARAGGKCA Reverse complement motif = Consensus sequence: TGRCCTKTGHCCK
2.0 2.0
L=l of .\ vrcA ACQTTTGEQCEA

2 19 wau:ga:m waji‘glaaa

Dataset #: 2

Motif ID: 22

Motif name: NR2F1

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Forward

Position number: 2

Number of overlap: 13

Similarity score: 0.0227413

Alignment:

TGAMCTTTGMMCYT

-TGMYCTTTGBCCK

Original motif = Consensus sequence: TGAMCTTTGMMCYT Reverse complement motif = Consensus sequence: AKGYYCAAAGRTC
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2.0

LWl E IIIAéég,%l

0.0

Webiioga 3.4

2.0

B @nggAAAmTIQA

a.0

Webiloga 3.4

Dataset #: 2

Motif ID: 43

Motif name: NR1H2RXRA
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 3

Number of overlap: 13

Similarity score: 0.0423023
Alignment:

AAAGGTCAAAGGTCAAC

—-—RGGBCAAAGKYCA--

Original motif = Consensus sequence: AAAGGTCAAAGGTCAAC

2.0

w0
L10 A
cd A L
5

0.0 —

Reverse complement motif = Consensus sequence:
GTTGACCTTTGACCTTT

2.0

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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
TGACCTCKVVBTGAYCK

TGMYCTTTGBCCK-—--—

Original motif = Consensus sequence: RGKTCABVVRGAGGTCA

47

RXRRAR_DR5
Reverse Complement
Reverse Complement
Forward

1

13

0.048852

Reverse complement motif = Consensus sequence:
TGACCTCKVVBTGAYCK

2.0

== — £ =

—— e W 0.0

B TTQA EﬂAﬁA,&T{cA Eggglguc CAQ L

10

10 15
Websiags 3.4 Websiags 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

2

45

Pax5

Original Motif
Reverse Complement
Forward

8

13
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Similarity score:

Alignment:
MSGKKRCGCWDCABTGBBCD
——————— RGGBCAAAGKYCA

Original motif

20

ca XIG.4 QATﬁAQCA

0.063924

Consensus sequence: DGVBCABTGDWGCGKRRCSR

e, T

WebsLaga 3.4

Reverse complement motif = Consensus sequence:

MSGKKRCGCWDCABTGBBCD

c C CA IH‘: c

GTT — I---c T“_.-_:

Webslaga 3.4

bits
ps

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:

VHRGGTCABDBTGMCCTB
-—-RGGBCAAAGKYCA---

Original motif

2

30

ESR2

Original Motif
Original Motif
Forward

3

13
0.0671615

Consensus sequence: VHRGGTCABDBTGMCCTB

Reverse complement motif = Consensus sequence:

BAGGYCABHBTGACCKHV
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2.0

AGUT 16,601 AGG. CA T ACQT
=l =Yl —alxasc it et w____ A V=FAaC=.
5 10 15 Etonn i 5 10 15 oo
Dataset #: 2
Motif ID: 24
Motif name: Ar

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
VRVDGGHACAVDDKGTHCTDWH
—————— TGMYCTTTGBCCK-—-—

Original motif

20

Reverse Complement
Reverse Complement
Forward

7

13

0.067775

Consensus sequence: HWDAGHACRHHVTGTHCCHVMV

Reverse complement motif

\Y

Consensus sequence:
RVDGGHACAVDDKGTHCTDWH

20

%1.0 T %1.0 A T c
AUAUA . . - T0lAT
RS & Yol ‘fﬁng A= g A= =L S LXWy é Fe=aCVlotXCxe -
5 10 20 5 10 15 20
Dataset #: 2
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Motif ID:
Motif name:
Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
VDBHMAGGTCACCCTGACCY
TGMYCTTTGBCCK-——————

Original motif

20

0.0 =

29

ESR1

Reverse Complement
Original Motif
Forward

1

13

0.0711137

Consensus sequence: VDBHMAGGTCACCCTGACCY

?Eaxgicgggclhécgz

Weblaga 34

Reverse complement motif
MGGTCAGGGTGACCTRDBHV

Consensus sequence:

GALQ:—: IGA-—T ’_‘__,Elg AGQ%—-— o

Weblaga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

2

21

PLAG1
Original Motif
Original Motif
Backward

1

13
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Similarity score: 0.0714266

Alignment:
GGGGCCCAAGGGGG
—-RGGBCAAAGKYCA

Original motif =~ Consensus sequence: GGGGCCCAAGGGGG

2.0

£10 GU\ QQQ__I_Aé?

Reverse complement motif

2.0

bits

1.0

Consensus sequence: CCCCCTITGGGCCC

0.0 : - —.:A 0.0
Dataset #: 2
Motif ID: 19
Motif name: REST

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: 0.0741922
Alignment:

GGYGCTGTCCATGGTGCTGAA

————— TGMYCTTTGBCCK—-—-

Original motif = Consensus sequence: TTCAGCACCATGGACAGCKCC

Reverse complement motif
GGYGCTGTCCATGGTGCTGAA

Consensus sequence:
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20

Dataset #: 2 Motif ID: 35 Motif name: INSM1
Original motif = Consensus sequence: TGYCAGGGGGCR Reverse complement motif = Consensus sequence: MGCCCCCTGMCA
Best Matches for Motif ID 35 (Highest to Lowest)
Dataset #: 2

Motif ID: 20

Motif name: PPARGRXRA

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position number: 4

Number of overlap: 12

Similarity score: 0.0472454

Alignment:

BTRGGDCARAGGKCA

-——TGYCAGGGGGCR
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Original motif

2.0

it
5

=L (G A =1 IC

0.0

2GG_caAl

Consensus sequence: BTRGGDCARAGGKCA

UrcA

5

Webiloga 34

Reverse complement motif

“TeoS0lale GG

15
Webiloga 34

Consensus sequence: TGRCCTKTGHCCK

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:
BGRRRGRGGRTGRTTYGGGG
———————— TGYCAGGGGGCR

Original motif

20

2

18

RREB1

Original Motif
Reverse Complement
Backward

1

12

0.0499162

Consensus sequence: CCCCMAAMCAMCCMCMMMCV

" CLOVARAG

0.0

Reverse complement motif
BGRRRGRGGRTGRTTYGGGG

20

210 TTT

=S TFIT I T T I VT

Consensus sequence:

15
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:
GYRYCCMTKGGYRSC
-MGCCCCCTGMCA--

Original motif

2.0

*1aGCA

A

2

13

Zfp423

Reverse Complement
Reverse Complement
Backward

3

12

0.0538619

Consensus sequence: GSMMCCYARGGKKKC

TTc

Reverse complement motif

2.0

51.0

Consensus sequence: GYRYCCMTKGGYR

AC
SCAV

%IAm TTCg

~SCAC o =A o
2 10 Witeot ik Witea ia

Dataset #: 2
Motif ID: 34
Motif name: HNF4A
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 2
Number of overlap: 12
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Similarity score: 0.0551858
Alignment:

RGGBCAAAGKYCA

-TGYCAGGGGGCR

Original motif = Consensus sequence: RGGBCAAAGKYCA

2.0

G cAAAG. ¢,

ﬂ,G—'

bits

WabLogod 4

Reverse complement motif

2.0

Consensus sequence: TGMYCTTTGBCCK

l,&_ﬁQECIIléwggg

0.0

WabLogad 4

Dataset #: 2

Motif ID: 29

Motif name: ESR1
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: 0.0630846
Alignment:

VDBHMAGGTCACCCTGACCY

-TGYCAGGGGGCR-—————~

Original motif = Consensus sequence: VDBHMAGGTCACCCTGACCY

Reverse complement motif
MGGTCAGGGTGACCTRDBHV

Consensus sequence:
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20

1.0

bits

hE%AI%IQAggqlkéQE

Weblaga 34

20

oA ToalCr.

Weblaga 34

Dataset #: 2

Motif ID: 45

Motif name: Pax5
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 6

Number of overlap: 12

Similarity score: 0.0679087
Alignment:

DGVBCABTGDWGCGKRRCSR

————— TGYCAGGGGGCR---

Reverse complement motif =~ Consensus sequence:

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR MSGKKRCGCWDCABTGBBCD
i al C
" ..‘:A w gé- —lﬁ‘i‘% QAT = EA i —-—TTEQTT L -"-c I#‘J:‘E T":‘-_:
Dataset #: 2
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Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
VAGGCCBBGGCVEB
-MGCCCCCTGMCA-

Original motif

bits
B

0.0
5

12

Zfx

Reverse Complement
Reverse Complement
Backward

2

12

0.069037

Consensus sequence: BBVGCCBVGGCCTV

M:¢‘¢¢QiémCCT“

Welsloge 34

Reverse complement motif

s

b

Consensus sequence: VAGGCCBBGGCVE

= ACSE —

2.0
1.0
-_—
0.0 — = =
5

10

Welloge 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

1

11

Motif 11

Reverse Complement
Original Motif
Forward

3

12

0.0692502
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Consensus sequence: TGTGTGTGTGTKT:!

Reverse complement motif

Alignment:
CAYACACACACACA
--MGCCCCCTGMCA
Original motif = Consensus sequence: CAYACACACACACA
2.0 2.0
a.0 s D —— 29 5 Lt Webstaga a4
Dataset #: 2
Motif ID: 43
Motif name: NR1H2RXRA
Matching format of first motif: Original Motif
Matching format of second motif Original Motif
Direction: Backward
Position number: 3
Number of overlap: 12
Similarity score: 0.0696795
Alignment:
AAAGGTCAAAGGTCAAC
---TGYCAGGGGGCR--
Reverse complement motif = Consensus sequence:
Consensus sequence: AAAGGTCAAAGGTCAAC P a
GTTGACCTTTGACCTTTI
Page 424 of 527
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2.0

£10 A
C o= -
0.0 = 9
5

Ac

Websiags 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:
TGAMCTTTGMMCYT
--MGCCCCCTGMCA

2

22

NR2F1

Reverse Complement
Original Motif
Backward

1

12

0.0705128

Original motif = Consensus sequence: TGAMCTTTGMMCYT

jTAAE IIIAéég%l

Welilogo 3.4

Reverse complement motif = Consensus sequence: AKGYYCAAAGRTC

=

2.0

2 40

G&%TégAAAmTIQA

0.0

Webilogo 3.4

Dataset #: 2 Motif ID: 36

Motif name: Kif4
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Original motif = Consensus sequence: DGGGYGKGGC

2.0

ol W EVTYVC

WL g 3

Best Matches for Motif ID 36 (Highest to Lowest)

Dataset #: 2

Motif ID: 18

Motif name: RREB1
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: 0.065355
Alignment:

BGRRRGRGGRTGRTTYGGGG

—————————— DGGGYGKGGC

Original motif = Consensus sequence: CCCCMAAMCAMCCMCMMMCV

20

Reverse complement motif

bits

2.0

Consensus sequence: GCCYCMCCCD

IﬁQQECACCC%

Reverse complement motif

BGRRRGRGGRTGRTTYGGGG

bits

20

10

0.0 = CT XTI TT ;
5 10

WL ogo 3 4

Consensus sequence:

ITTT TT

Weblaga 34
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Dataset #: 2
Motif ID: 12

Motif name: Zfx

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

Position number: 4

Number of overlap: 10

Similarity score: 0.0734166

Alignment:

BBVGCCBVGGCCTV

-GCCYCMCCCD---

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

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

0.0 = =

5

10
Webiloga 3.4 WabiLlogo .4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

2

16

SP1

Original Motif
Reverse Complement
Backward

1

10
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Similarity score: 0.0773711

Alignment:
GGGGGYGGGG
DGGGYGKGGC
Original motif = Consensus sequence: CCCCKCCCCC Reverse complement motif = Consensus sequence: GGGGGYGGGG
2.0
mu_cgl?z =< 7 2 mu-u;l?] =
Dataset #: 1
Motif ID: 11
Motif name: Motif 11
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 3
Number of overlap: 10
Similarity score: 0.0781179
Alignment:
CAYACACACACACA
--GCCYCMCCCD--
Original motif = Consensus sequence: CAYACACACACACA Reverse complement motif = Consensus sequence: TGTGTGTGTGTKT
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T } I ALIA

2.0
0’6 T - ?AQAL o'
Dataset #: 2
Motif ID: 35
Motif name: INSM1
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 3
Number of overlap: 10
Similarity score: 0.0785684
Alignment:
MGCCCCCTGMCA
--GCCYCMCCCD
Original motif = Consensus sequence: TGYCAGGGGGCR Reverse complement motif = Consensus sequence: MGCCCCCTGMCA
AP ESP VMWV .
Dataset #: 2
38
Page 429 of 527
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Motif name:
Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
VGCACGTGGH
DGGGYGKGGC

Myc

Original Motif
Original Motif
Forward

1

10
0.0797423

Original motif = Consensus sequence: VGCACGTGGH

20—

~__CACGI(

Reverse complement motif = Consensus sequence: DCCACGTGCV

-—'———‘—QQ QA—I— - 9_

= —
oo T -
Dataset #: 2
Motif ID: 45
Motif name: Pax5
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position nhumber: 9
Number of overlap: 10
Similarity score: 0.0806175
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Alignment:
DGVBCABTGDWGCGKRRCSR
———————— DGGGYGKGGC--

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

Reverse complement motif
MSGKKRCGCWDCABTGBBCD

Consensus sequence:

Weblaga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
HSCACGTGGC
DGGGYGKGGC

40

Mycn

Original Motif
Original Motif
Forward

1

10

0.080695

Original motif = Consensus sequence: HSCACGTGGC

Reverse complement motif

Consensus sequence: GCCACGTGSD
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2.0

bits
bits
s

2.0
1.0

-;CACAI—.—-EE | n:e ‘“}QAA iy

10 10
Wbl oga 3 4 Wbl aga 3 4

.0

]

Dataset #: 2

Motif ID: 48

Motif name: Tcfcp2ll

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Forward

Position number: 4

Number of overlap: 10

Similarity score: 0.0807235

Alignment:

CCAGYYHVADCCRG

-—-—-GCCYCMCCCD-

Original motif = Consensus sequence: CCAGYYHVADCCRG Reverse complement motif = Consensus sequence: CKGGDTBDMMCT(
Mcgéuggn éecgﬂr VIRV T aaVWIKW

Dataset #: 2

Motif ID: 28
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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:
HGCGTGGGCGK
DGGGYGKGGC-

Egrl

Original Motif
Original Motif
Forward

1

10

0.089515

Original motif = Consensus sequence: HGCGTGGGCGK

2.0

P,
—

- P e

Fagrs i ———

Reverse complement motif = Consensus sequence: YCGCCCACGCH

2.0
o ﬂ}@c s ; éc - g ==
5 10

WetiLoga 3.4

Dataset #: 2 Motif ID: 37

Motif name:

Original motif = Consensus sequence: BAACGTCCGC

bits

- aACGTCC,

Wabloga 3 4

MIZF

Reverse complement motif = Consensus sequence: GCGGACGTTV

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

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
ACCACGTGSTM
-BAACGTCCGC

Original motif

2

39

MYCMAX

Original Motif
Reverse Complement
Forward

2

10

0.0390724

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:

30

ESR2

Reverse Complement
Reverse Complement
Backward

1

10

Page 434 of 527



Similarity score: 0.0399477
Alignment:

BAGGYCABHBTGACCKHV
———————— GCGGACGTTV

Original motif = Consensus sequence: VHRGGTCABDBTGMCCTB

2.0

| -=«.=~A_I%I A - EIAégg-gr

bits

0.0 === —

Wetiloga 3.4

Reverse complement motif
BAGGYCABHBTGACCKHV

2.0

bits

0.0 = _—————

Consensus sequence:

A ‘e-IgA

10

[ aCes.

Wetiloga 34

Dataset #: 2

Motif ID: 29

Motif name: ESR1
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 8

Number of overlap: 10

Similarity score: 0.0408267
Alignment:

VDBHMAGGTCACCCTGACCY

---BAACGTCCGC-—-=--—-—--

Original motif = Consensus sequence: VDBHMAGGTCACCCTGACCY

Reverse complement motif
MGGTCAGGGTGACCTRDBHV

Consensus sequence:
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20

) hEgAI%ICAggqlkéCQE

Weblaga 34

8
E

20

. QﬂIGA%ﬁ*ﬁlEéGQ%TQM_— =

Weblaga 34

Dataset #: 2

Motif ID: 24

Motif name: Ar

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: 0.0432688
Alignment:

HWDAGHACRHHVTGTHCCHVMV

————————— BAACGTCCGC---

Original motif = Consensus sequence: HWDAGHACRHHVTGTHCCHVMV

Reverse complement motif

Consensus sequence:

VRVDGGHACAVDDKGTHCTDWH
Al AUA T ¢ A TT&
weEeGTa ‘fﬁﬁ; A= g _A<= =1 SELXy é‘.:q_?Q T XCx -
Dataset #: 2
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Motif ID:
Motif name:
Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
AAAGGTCAAAGGTCAAC
——————— BAACGTCCGC

Original motif

2.0

43
NR1H2RXRA
Original Motif
Original Motif
Backward

1

10
0.0439771

Consensus sequence: AAAGGTCAAAGGTCAAC

w1
£10 A
0.0 —- . -
5

Ac

Websiags 3.4

Reverse complement motif
GTTGACCTTTGACCTTT

Consensus sequence:

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

2

19

REST

Original Motif

Reverse Complement

Backward
3
10
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Similarity score: 0.0501848

Alignment:
GGYGCTGTCCATGGTGCTGAA
————————— BAACGTCCGC--

Original motif = Consensus sequence: TTCAGCACCATGGACAGCKCC

Hu 10 A cAl AC -

20
WetiLoga 34

Reverse complement motif = Consensus sequence:

GGYGCTGTCCATGGTGCTGAA

2.0

2 4 =W _ A

20
Wetiloga 34

Dataset #: 2

Motif ID: 45

Motif name: Pax5

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

Position number: 10

Number of overlap: 10

Similarity score: 0.0576438

Alignment:

MSGKKRCGCWDCABTGBBCD

-GCGGACGTTV-————————~

Original motif = Consensus sequence: DGVYBCABTGDWGCGKRRCSR

Reverse complement motif
MSGKKRCGCWDCABTGBBCD

Consensus sequence:
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1§ oo zs,0lcfralis seietabilos xo. &

10 15 20
Weblaga 34

Dataset #: 2

Motif ID: 38

Motif name: Myc

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 2

Number of overlap: 9

Similarity score: 0.535015

Alignment:

DCCACGTGCV-

-BAACGTCCGC

Original motif = Consensus sequence: VGCACGTGGH Reverse complement motif = Consensus sequence: DCCACGTGCV
o l=—== - gﬂl- I"%—— P ——— <l TA— = __...———_:;_

Dataset #: 2

Motif ID: 28
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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:
-HGCGTGGGCGK
BAACGTCCGC--

Egrl

Original Motif
Original Motif
Backward

3

9

0.537968

Original motif = Consensus sequence: HGCGTGGGCGK

2.0

Reverse complement motif = Consensus sequence: YCGCCCACGCH

QQ&JCACAQT

==& =AY AN
% L N tanan

Dataset #: 2
Motif ID: 40
Motif name: Mycn
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position nhumber: 2
Number of overlap: 9
Similarity score: 0.540549
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Alignment:
GCCACGTGSD-
-BAACGTCCGC

Original motif = Consensus sequence: HSCACGTGGC

1 _CACGxGe.

bits

a.0 — i

10
Wbl oga 3 4

bits

Reverse complement motif = Consensus sequence: GCCACGTGSD

WACCA -

—— o e = —

L]
5 10
Wbl oga 3 4

Dataset #: 2 Motif ID: 38 Motif name: Myc

Original motif = Consensus sequence: VGCACGTGGH

20—

- 1
oo CAC I L}
—_—— g8 5 = - _—
5

10
Wbl ogo 3 S

Best Matches for Motif ID 38 (Highest to Lowest)

Dataset #: 2

Motif ID: 40

Motif name: Mycn

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

Position number: 1

Reverse complement motif = Consensus sequence: DCCACGTGCV

ﬂ%QGJ lgﬂ_l. L=

10
Wbl ogo 34
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Number of overlap:
Similarity score:

Alignment:
GCCACGTGSD
DCCACGTGCV

10

Original motif = Consensus sequence: HSCACGTGGC

Reverse complement motif

2.0

Consensus sequence: GCCACGTGSD

A= . Viie o L WS =
Dataset #: 2

Motif ID: 39

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

Original motif = Consensus sequence: RASCACGTGGT

Reverse complement motif

Consensus sequence: ACCACGTGSTM
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T ACCAC =1
— 1 Bl -
R - 5 Ve =
Dataset #: 2
Motif ID: 35
Motif name: INSM1

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

Position number:

Number of overlap:

Similarity score:

Alignment:
MGCCCCCTGMCA
-DCCACGTGCV-

Reverse Complement
Reverse Complement
Backward

2

10

0.0844808

Original motif = Consensus sequence: TGYCAGGGGGCR

2.0

bits
=

VxcAUV

Reverse complement motif

bits

2.0

Consensus sequence: MGCCCCCTGMCA

0.0 TA = 0.0
Dataset #: 2
Motif ID: 36
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Motif name:
Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
DGGGYGKGGC
VGCACGTGGH

Original motif

2.0

KlIf4

Original Motif
Original Motif
Forward

1

10
0.0883745

Consensus sequence: DGGGYGKGGC

Reverse complement motif

bits

Consensus sequence: GCCYCMCCCD

;ﬂQQRCACCC$

g w
e —— .k C I "E"‘:-Tg
= mu_cglg = Wbl ogo 3.4
Dataset #: 2
Motif ID: 12
Motif name: Zfx

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

Reverse Complement
Reverse Complement
Backward

2

10

0.0925451
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Alignment:

VAGGCCBBGGCVREB
-——-DCCACGTGCV~-
Original motif = Consensus sequence: BBVGCCBVGGCCTV Reverse complement motif = Consensus sequence: VAGGCCBBGGCVE
2.0 2.0
R A..Cg _— CCT_ . EA C EACSE =
TR R T T B
Dataset #: 2
Motif ID: 21
Motif name: PLAG1
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 5
Number of overlap: 10
Similarity score: 0.0930375
Alignment:
CCCCCTTGGGCCCC
-—-—--VGCACGTGGH

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

bits
B

GUVCC. AaGUlLY

Welsloge 34 Welloge 3.4

Dataset #: 2

Motif ID: 13

Motif name: Zfp423

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 3

Number of overlap: 10

Similarity score: 0.0930519

Alignment:

GYRYCCMTKGGYRSC

-—-—-DCCACGTGCV--

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

cAl,l,cA TC At Tal T Cc

SEACWERzWWTC=X T2CAWSARVMCTCS

Dataset #: 2

Motif ID: 34
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Motif name: HNF4A

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: 0.0934488

Alignment:

TGMYCTTTGBCCK

-—--VGCACGTGGH

Original motif = Consensus sequence: RGGBCAAAGKYCA Reverse complement motif = Consensus sequence: TGMYCTTTGBCCK
20 20

S.':-EQE
10

Wablogod s Wablogod 4

0.0—=—= -’- X

Dataset #: 2

Motif ID: 29

Motif name: ESR1

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

Position nhumber: 9

Number of overlap: 10

Similarity score: 0.0940438

Page 447 of 527



Alignment:
MGGTCAGGGTGACCTRDBHV
———————— DCCACGTGCV--

Original motif = Consensus sequence: VDBHMAGGTCACCCTGACCY

20

WebLaga 3.4

Reverse complement motif ~ Consensus sequence:
MGGTCAGGGTGACCTRDBHYV

quﬁIGA%ﬁﬁlgéQQ%Tﬁu

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:
HWDAGHACRHHVTGTHCCHVMV

Original motif = Consensus sequence: HWDAGHACRHHVTGTHCCHVMV

2
24
Ar

Reverse Complement
Original Motif

Forward

7

10
0.0966137

Reverse complement motif ~ Consensus sequence:
VRVDGGHACAVDDKGTHCTDWH
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2.0 20

. ATQA Afﬁi; I? g gc =1 _ .TA Ac ':l ITQI

= C ¢ A - ot AT V5= — P S
Dataset #: 2 Motif ID: 39 Motif name: MYCMAX
Original motif = Consensus sequence: RASCACGTGGT Reverse complement motif = Consensus sequence: ACCACGTGSTM

2.0

0.0 -

P
<D
=
q
y
(=1
{

Best Matches for Motif ID 39 (Highest to Lowest)

Dataset #: 2

Motif ID: 18

Motif name: RREB1
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 4

Number of overlap: 11

Similarity score: 0.0862644
Alignment:

CCCCMAAMCAMCCMCMMMCV

---ACCACGTGSTM---—-—--
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Original motif = Consensus sequence: CCCCMAAMCAMCCMCMMMCV

20

Reverse complement motif
BGRRRGRGGRTGRTTYGGGG

20

810 TTT

W= CXF XTI T [ VT

Consensus sequence:

T=T

Weblagn a4

15

Dataset #: 2

Motif ID: 24

Motif name: Ar

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

Number of overlap: 11

Similarity score: 0.0877525
Alignment:

HWDAGHACRHHVTGTHCCHVMV
--RASCACGTGGT—--===———

Original motif = Consensus sequence: HWDAGHACRHHVTGTHCCHVMV

2.0

Reverse complement motif = Consensus sequence:
VRVDGGHACAVDDKGTHCTDWH

20

J=1 , TA é(.:qfrl TIGII%
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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:
GSMMCCYARGGKKKC
—-ACCACGTGSTM—---

Original motif

2.0

*1aGCA

A

2

13

Zfp423

Reverse Complement
Original Motif
Backward

4

11

0.0933483

Consensus sequence: GSMMCCYARGGKKKC

TTc

Reverse complement motif

2.0

51.0

Consensus sequence: GYRYCCMTKGGYR

AC
SCAV

%IAm TTCg

J=CAC g <A m
2 19 Wm_ugl?]tt wm_ugl%za
Dataset #: 2
Motif ID: 21
Motif name: PLAG1

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

Reverse Complement
Reverse Complement
Forward

1

11
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Similarity score:

Alignment:
CCCCCTTGGGCCCC
ACCACGTGSTM---

0.10358

Original motif =~ Consensus sequence: GGGGCCCAAGGGGG

2.0

£10 GU\ QQQ__I_Aé?

Reverse complement motif

2.0

bits

1.0

Consensus sequence: CCCCCTITGGGCCC

0.0 = - - 00
Dataset #: 2
Motif ID: 35
Motif name: INSM1
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: 0.104527

Alignment:
TGYCAGGGGGCR
RASCACGTGGT-

Original motif = Consensus sequence: TGYCAGGGGGCR

Reverse complement motif

Consensus sequence: MGCCCCCTGMCA
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Dataset #: 2

Motif ID: 19

Motif name: REST

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

Position number: 3

Number of overlap: 11

Similarity score: 0.105174

Alignment:

GGYGCTGTCCATGGTGCTGAA

———————— ACCACGTGSTM--

Reverse complement motif =~ Consensus sequence:

Original motif =~ Consensus sequence: TTCAGCACCATGGACAGCKCC GGYGCTGTCCATGGTGCTGAA

20

20

%m CA AC %m T
o Il,;;'____,t-c-: = _é; Al A= b & QIEQ %cg = = g ‘-\—’_I:—-.’:- =3 Aéé
i 5 10 15 20 i | : !

5 10 15 20
Wetiloga 34

Webiloga 34

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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
VHRGGTCABDBTGMCCTB
--—-RASCACGTGGT----

Original motif

2.0

30

ESR2

Original Motif
Original Motif
Forward

4

11

0.105681

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:

29

ESR1

Reverse Complement
Reverse Complement
Backward

2

11
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Similarity score: 0.107782

Alignment:

MGGTCAGGGTGACCTRDBHV
———————— ACCACGTGSTM-

Original motif = Consensus sequence: VDBHMAGGTCACCCTGACCY

20

| ﬁ?gexgicéggqlkécgz

0.0

bits

WebsLaga 3.4

Reverse complement motif = Consensus sequence:

MGGTCAGGGTGACCTRDBHV

20

il ToelCs.

Webslaga 3.4

Dataset #: 2
Motif ID: 47
Motif name: RXRRAR_DR5

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward
Position number: 3
Number of overlap: 11
Similarity score: 0.108615
Alignment:

TGACCTCKVVBTGAYCK

--ACCACGTGSTM----

Original motif = Consensus sequence: RGKTCABVVRGAGGTCA

Reverse complement motif = Consensus sequence:

TGACCTCKVVBTGAYCK
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DJA TTCA Eﬁ‘.ﬂ‘.ﬁéﬁ‘flg

Websiags 3.4

Dataset #: 2

Motif ID: 12

Motif name: Zfx

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

Number of overlap: 11

Similarity score: 0.110189
Alignment:

BBVGCCBVGGCCTV

RASCACGTGGT—---

Original motif = Consensus sequence: BBVGCCBVGGCCTV

NE:%¢99&QWCCT“

0.0
5

bits
B

Welilogo 3.4

Reverse complement motif

20

1.0

. o :ﬁAQ§E=-_::
; 5 10

its

b

Consensus sequence: VAGGCCBBGGCVE

Webilogo 3.4

Dataset #: 2 Motif ID: 40 Motif name: Mycn
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Original motif = Consensus sequence: HSCACGTGGC

WL g 3

bits

a.0

Best Matches for Motif ID 40 (Highest to Lowest)

Dataset #: 2

Motif ID: 38

Motif name: Myc

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

Position number: 1

Number of overlap: 10

Similarity score: 0

Alignment:

DCCACGTGCV

GCCACGTGSD

Original motif = Consensus sequence: VGCACGTGGH

2.0

o 1
- CAC I .
=_— 8 F = — e ==
5

10
L e

Reverse complement motif = Consensus sequence: GCCACGTGSD

”ﬁggégﬂu -

0.0 == —
10
WL ogo 3 4

bits

Reverse complement motif = Consensus sequence: DCCACGTGCV

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

Wbt aga 3 4
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
RASCACGTGGT
—-HSCACGTGGC

Original motif

2

39

MYCMAX
Original Motif
Original Motif
Forward

2

10
0.0200467

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:

35

INSM1

Reverse Complement
Reverse Complement
Backward

2

10
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Similarity score: 0.0834824
Alignment:

MGCCCCCTGMCA

-GCCACGTGSD-

Original motif = Consensus sequence: TGYCAGGGGGCR

2.0

0.0 E —

Reverse complement motif

x0T

Consensus sequence: MGCCCCCTGMCA

Wetiiogo 3.4

Dataset #: 2

Motif ID: 36

Motif name: KIf4

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

Number of overlap: 10

Similarity score: 0.0893272
Alignment:

DGGGYGKGGC

HSCACGTGGC

Original motif = Consensus sequence: DGGGYGKGGC

Reverse complement motif

Consensus sequence: GCCYCMCCCD
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2.0
o0

LU= cC<0-00C..
ARV YL X SMYAVSVYY =
Dataset #: 2
Motif ID: 29
Motif name: ESR1
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 3
Number of overlap: 10
Similarity score: 0.089863
Alignment:

MGGTCAGGGTGACCTRDBHV

———————— GCCACGTGSD--

Original motif = Consensus sequence: VDBHMAGGTCACCCTGACCY

20

| ﬁEgAIPICAgngkéCQE

bits

0.0

Weblaga 3.4

Reverse complement motif =~ Consensus sequence:
MGGTCAGGGTGACCTRDBHYV

20

0.0 %ﬂIcA‘-—"—‘E;EéGQ%T-—a_— ==

-
5

Weblagn a4

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

Matching format of second motif:

12

Zfx

Reverse Complement
Reverse Complement

Direction: Forward

Position number: 4

Number of overlap: 10

Similarity score: 0.0899944

Alignment:

VAGGCCBBGGCVREB

---GCCACGTGSD-

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

bits
B

0.0

M:¢‘¢¢QiémCCT“ |

5

its

b

2.0

1.0

. : :EAQQ‘?—=*_=:
; 5

10
Welsloge 34 Welloge 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

2

21

PLAG1

Original Motif
Reverse Complement
Forward

5

10

0.0921439
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Consensus sequence: CCCCCTTGGGCCC

Reverse complement motif

Alignment:
CCCCCTTGGGCCCC
-——-HSCACGTGGC
Original motif = Consensus sequence: GGGGCCCAAGGGGG
20
- F= =L Qgé? - -
3 10
Dataset #: 2
Motif ID: 34
Motif name: HNF4A
Matching format of first motif: Reverse Complement
Matching format of second motif Reverse Complement
Direction: Forward
Position number: 2
10
0.0947124

Number of overlap:
Similarity score:
Alignment:
TGMYCTTTGBCCK
-GCCACGTGSD--
Consensus sequence: RGGBCAAAGKYCA Reverse complement motif = Consensus sequence: TGMYCTTTGBCCK
Page 462 of 527

Original motif



bits

.G CAAAG..

O.G"‘_"—

—— a.0

Webilogad 4

Ca L QECIII_%::‘EQE

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
TGRCCTKTGHCCKAB
-GCCACGTGSD-—---

Original motif

2.0

bits

Consensus sequence: BTRGGDCARAGGKCA

2

20

PPARGRXRA

Reverse Complement
Reverse Complement
Backward

5

10

0.0954444

Reverse complement motif

2.0

“TooS0Tal

Consensus sequence: TGRCCTKTGHCCK

1.0
A AA A CCT
pole=E o A _._9_ LI AIlgu 00 I =z
Dataset #: 2
Motif ID: 30
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Motif name: ESR2

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

Number of overlap: 10

Similarity score: 0.0964708
Alignment:

VHRGGTCABDBTGMCCTB

-—-—--HSCACGTGGC----

Reverse complement motif =~ Consensus sequence:
BAGGYCABHBTGACCKHV

2.0 2.0

:‘-"*AITI A = __IAé%Q-rg_ .ATQTQ.A-:—:_..-_ = 8 — =

Original motif = Consensus sequence: VHRGGTCABDBTGMCCTB

f=
L
»CD
ﬁ)—l

00— - == 0.0 T

Webilogo 3.4

Dataset #: 2 Motif ID: 41 Motif name: MZF1_5-13

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

2.0

bits
e

Fay

. .
—— T e o=
5 10

Wheblogo 3 4 o
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Best Matches for Motif ID 41 (Highest to Lowest)

Dataset #: 2
Motif ID: 35
Motif name: INSM1
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
3
10
0.0360532

Position number:
Number of overlap:
Similarity score:

Consensus sequence: MGCCCCCTGMCA

<G

Reverse complement motif

Page 465 of 527

Alignment:
TGYCAGGGGGCR
--BKAGGGGDAD
Original motif = Consensus sequence: TGYCAGGGGGCR
2.0 2.0
- T‘rlg v IQEA . ?#ch
s 10 & 5
Dataset #: 2
Motif ID: 45
Motif name: Pax5
Original Motif
Original Motif

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



Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
DGVBCABTGDWGCGKRRCSR

——————— BKAGGGGDAD---

Forward

8

10
0.0428241

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

20

Reverse complement motif  Consensus sequence:
MSGKKRCGCWDCABTGBBCD

20

bits

Sk ga TG 8 QATAACEA | STglégI L.CA 1o ¢
; T E 5 T s %
Dataset #: 2
Motif ID: 20
Motif name: PPARGRXRA
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1
Number of overlap: 10
0.0470779

Similarity score:

Alignment:
BTRGGDCARAGGKCA

BKAGGGGDAD——-——-—
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Original motif = Consensus sequence: BTRGGDCARAGGKCA Reverse complement motif = Consensus sequence: TGRCCTKTGHCCK

MI%%?-guﬁeAxlgé ) ACQTTTEEQCEAH
Dataset #: 2
Motif ID: 13
Motif name: Zfp423
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: 0.0524832
Alignment:
GSMMCCYARGGKKKC
————— BKAGGGGDAD
Original motif = Consensus sequence: GSMMCCYARGGKKKC Reverse complement motif  Consensus sequence: GYRYCCMTKGGYR

2.0

_Gekel ?Aem Tng _F=CR\ ?IAm I7&e

Page 467 of 527



Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
CCCCMAAMCAMCCMCMMMCV
-BTHCCCCTYB-————————

2

18

RREB1

Reverse Complement
Original Motif
Forward

2

10

0.0548506

Original motif = Consensus sequence: CCCCMAAMCAMCCMCMMMCV

20

Reverse complement motif = Consensus sequence:
BGRRRGRGGRTGRTTYGGGG

20

o :-—QTT;::T._I_ i TI ! X TT-2I0_

Webslaga 3.4

15

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

34

HNF4A

Reverse Complement
Reverse Complement
Forward

1
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Number of overlap: 10

Similarity score: 0.0568244

Alignment:

TGMYCTTTGBCCK

BTHCCCCTYB——--

Original motif = Consensus sequence: RGGBCAAAGKYCA Reverse complement motif = Consensus sequence: TGMYCTTTGBCCK
ff—-—,-;_?gAAAeIE—C-—e lﬁ_ﬂﬁgglllﬁffgga

Dataset #: 2

Motif ID: 47

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: 10

Similarity score: 0.0581547

Alignment:

TGACCTCKVVBTGAYCK

BTHCCCCTYB—-—————-

Reverse complement motif = Consensus sequence:

Original motif =~ Consensus sequence: RGKTCABVVRGAGGTCA TGACCTCKVVBTGAYCK
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2.0

i TTCA __achAUGTC “|caglr

bits
a

_—y =_= o 0.0
10 15
Websiags 3.4

Dataset #: 2

Motif ID: 24

Motif name: Ar

Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 13

Number of overlap: 10

Similarity score: 0.0610532
Alignment:

VRVDGGHACAVDDKGTHCTDWH

———————————— BKAGGGGDAD

Reverse complement motif =~ Consensus sequence:
VRVDGGHACAVDDKGTHCTDWH

20 20

A A A c; I% C g.:__ 0 5 . A AC‘.‘ l TIAI;:?:%;

o 3 X!
. =l T=< e = XK _ LTS e =0 . | SSRpsE
5 10 15 20 5 10 15

Original motif = Consensus sequence: HWDAGHACRHHVTGTHCCHVMV

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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
VDBHMAGGTCACCCTGACCY
--BKAGGGGDAD——-—=-—-—-—--

Original motif

20

0.0 =

29

ESR1

Original Motif
Original Motif
Backward

9

10
0.0642057

Consensus sequence: VDBHMAGGTCACCCTGACCY

?Eaxgicgggclhécgz

Weblaga 34

Reverse complement motif
MGGTCAGGGTGACCTRDBHV

Consensus sequence:

GALQ:—: IGA-—T ’_‘__,Elg AGQ%—-— o

Weblaga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

2

16

SP1

Reverse Complement
Original Motif
Forward

1

10
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Similarity score: 0.0692824

Alignment:
CCCCKcccecece
BTHCCCCTYB

Original motif = Consensus sequence: CCCCKCCCCC

CCCQ CClccc

10
Wbl ogo 3 S

Reverse complement motif = Consensus sequence: GGGGGYGGGG

2.0

Dataset #: 2 Motif ID: 42

Original motif = Consensus sequence: GGGGRTTCCCC

240

“UUuaxrzCU\LC

0.0

bits

10
Watiiaga 34

Best Matches for Motif ID 42 (Highest to Lowest)

Dataset #: 2

Motif ID: 48

Motif name: Tcfcp2ll

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

Motif name: NFKB1

Reverse complement motif = Consensus sequence: GGGGAAKCCCC

2.0

bits
5
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Position number:
Number of overlap:
Similarity score:

Alignment:
CKGGDTBDMMCTGG

GGGGRTTCCCC——-

4
11
0.103405

Original motif = Consensus sequence: CCAGYYHVADCCRG

0.0 ng_ ng—__k 6‘?‘Cgﬂ__

Webslogo 3.4

Reverse complement motif

2.0

bits
5

Consensus sequence: CKGGDTBDMMCT(

_aaVYIYY

0.0
5

10

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
TTCAGCACCATGGACAGCKCC

GGGGAAKCCCC—=====————

2

19

REST

Reverse Complement
Original Motif
Forward

1

11

0.112926
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Original motif = Consensus sequence: TTCAGCACCATGGACAGCKCC

TLCA

f.0-== ——

EAC Ve cC

Webiloga 34

Reverse complement motif ~ Consensus sequence:
GGYGCTGTCCATGGTGCTGAA

20

Dt
-9 MR- S N =¥ ==L

Wetiloga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
MSGKKRCGCWDCABTGBRBCD
-GGGGAAKCCCC——==———-

2

45

Pax5

Reverse Complement
Reverse Complement
Backward

9

11

0.116162

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

20

ca XG4 QATAAQSA

>
m+>o

WebsLaga 3.4

Reverse complement motif = Consensus sequence:

MSGKKRCGCWDCABTGBBCD
C C A c
0.0 —-—TT QTT L 9-: I""“: T'_"‘T:

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:
CCCCMAAMCAMCCMCMMMCV
————— GGGGAAKCCCC——---

2

18

RREB1

Reverse Complement
Original Motif
Backward

5

11

0.117826

Original motif = Consensus sequence: CCCCMAAMCAMCCMCMMMCV

20

Reverse complement motif = Consensus sequence:
BGRRRGRGGRTGRTTYGGGG

20

21 TT

W I LT LI IV
5 10

:
T

Webslaga 3.4

15

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

36

Kif4

Original Motif
Reverse Complement
Forward

1
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Number of overlap: 10
Similarity score: 0.616368

Alignment:
GCCYCMCCCD-
GGGGRTTCCCC

Original motif = Consensus sequence: DGGGYGKGGC

2.0

Reverse complement motif

bits

Consensus sequence: GCCYCMCCCD

;ﬂQQECACCC%

=MVMEVF I
Dataset #: 2
Motif ID: 21
Motif name: PLAG1
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 6
Number of overlap: 9
Similarity score: 1.11497
Alignment:
-—-GGGGCCCAAGGGGG
GGGGRTTCCCC-—---

Original motif = Consensus sequence: GGGGCCCAAGGGGG

Reverse complement motif

Consensus sequence: CCCCCTTGGGCCC

Page 476 of 527



2.0

bits
B

GUVCC. AaGUlLY

10

Welsloge 34 Welloge 3.4

Dataset #: 2

Motif ID: 16

Motif name: SP1

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 2

Number of overlap: 9

Similarity score: 1.11585

Alignment:

--GGGGGYGGGG

GGGGRTTCCCC-

Original motif = Consensus sequence: CCCCKCCCCC Reverse complement motif  Consensus sequence: GGGGGYGGGG
o0 —= QQQIQQQC_A-_Q 0.0 &TAAA‘EA- L

Dataset #: 1

Motif ID: 7
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Motif name: Motif 7

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: 1.59629

Alignment:

GGGGMGGG---

GGGGAAKCCCC

Original motif = Consensus sequence: CCCRCCCC Reverse complement motif = Consensus sequence: GGGGMGGG
z.0 z.0

bits
u]

bits
:

| | C

WelLaogo 3

WelLago 3

Dataset #: 2

Motif ID: 13

Motif name: Zfp423
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position nhumber: 8

Number of overlap: 8

Similarity score: 1.59848
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Alignment:
GSMMCCYARGGKKKC—-—--
_______ GGGGRTTCCCC

Original motif = Consensus sequence: GSMMCCYARGGKKKC

Reverse complement motif

20

*G_AC T

TS <A

Consensus sequence: GYRYCCMTKGGYR

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
———-BKAGGGGDAD
GGGGAAKCCCC--

41

MZF1_5-13

Reverse Complement
Original Motif
Backward

3

8

1.61306

Original motif = Consensus sequence: BKAGGGGDAD

Reverse complement motif

Consensus sequence: BTHCCCCTYB
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Dataset #: 2 Motif ID: 43 Motif name: NR1H2RXRA

Original motif = Consensus sequence: AAAGGTCAAAGGTCAAC

2.0

w
£1.0 A
[ e
0.0 = =
5

Best Matches for Motif ID 43 (Highest to Lowest)

Webriogo 3.4

Dataset #: 2

Motif ID: 19

Motif name: REST

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

Position number: 4

Number of overlap: 17

Similarity score: 0.0911991

Alignment:

Reverse complement motif
GTTGACCTTTGACCTTTI

2.0

Consensus sequence:

1T

Wetiiogo 3.4
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GGYGCTGTCCATGGTGCTGAA
—-—-GTTGACCTTTGACCTTT-

Original motif = Consensus sequence: TTCAGCACCATGGACAGCKCC

" IIQA-, c c‘.‘-’f; vy AC b gxgg

Webiloga 34

Reverse complement motif
GGYGCTGTCCATGGTGCTGAA

2.0

bits

D
)
P

T

0.0

1.0 T
F-28 A 238

Consensus sequence:

-4 =Vl 5O

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:
BTRGGDCARAGGKCA--
AAAGGTCAAAGGTCAAC

2

20
PPARGRXRA
Original Motif
Original Motif
Forward

1

15

1.05945

Original motif = Consensus sequence: BTRGGDCARAGGKCA

Reverse complement motif

Consensus sequence: TGRCCTKTGHCCK
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2.0

bits

= K S

0.0

- =

5

| aG0 cHaAUGrcA

15
Webiloga 3.4

2.0

0.0

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
-—-GGGTCAWBGRGTTCA
AAAGGTCAAAGGTCAAC

2

17

RXRAVDR
Original Motif
Original Motif
Backward

1

15

1.09792

Original motif = Consensus sequence: GGGTCAWBGRGTTCA

PiiE A

a 15

Reverse complement motif

2.0

Consensus sequence: TGAACKCBWTGAC

Webiloga 34

Dataset #:
Motif ID:
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Motif name: ESR1

Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 8

Number of overlap: 13

Similarity score: 2.08514
Alignment:

—-—-—-VDBHMAGGTCACCCTGACCY
AAAGGTCAAAGGTCAAC-——————

Reverse complement motif =~ Consensus sequence:

Original motif =~ Consensus sequence: VDBHMAGGTCACCCTGACCY MGGTCAGGGTGACCTRDBHVY

20

_?EAIPICAgchéCQz LJCA?%LAQQL_. |

Weblagn a4

Weblag 34

Dataset #: 1

Motif ID: 10

Motif name: Motif 10

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

Position number: 2

Number of overlap: 13

Similarity score: 2.08845
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Alignment:
TKKTTTGTTTTTTT---—
-GTTGACCTTTGACCTTT

Original motif ~ Consensus sequence: TKKTTTGTTTTTTI

Reverse complement motif

2.0

ts

b

e — L= -

Consensus sequence: AAAAAAACAAARR

| AéééAég AéeA

10
Wellage 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
GGAAGGAAGGAAGGAAGG—-——---
—————— AAAGGTCAAAGGTCAAC

32
EWSR1-FLI1
Original Motif
Original Motif
Forward

7

12

2.59335

Original motif = Consensus sequence: GGAAGGAAGGAAGGAAGG

Reverse complement motif
CCTTCCTTCCTTCCTTCC

Consensus sequence:
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2.0

0.0 = . - & . 4 D -

2.0

¢

—_— ao0l= -—_

bits

WebLaga 3.4 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:
VRVDGGHACAVDDKGTHCTDWH-—-————
——————————— GTTGACCTTTGACCTTT

Original motif = Consensus sequence: HWDAGHACRHHVTGTHCCHVMV

20

Ar

Reverse Complement
Reverse Complement
Forward

12

11

3.09595

Reverse complement motif =~ Consensus sequence:
VRVDGGHACAVDDKGTHCTDWH

20

T
P e —— “-:"'f“ | | e

5 10 15
Weblogad 4

Dataset #:
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Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
BAGGYCABHBTGACCKHV-=-———-——
———————— GTTGACCTTTGACCTTT

Original motif

2.0

30

ESR2

Reverse Complement
Reverse Complement
Forward

9

10

3.56221

Consensus sequence: VHRGGTCABDBTGMCCTB

Reverse complement motif
BAGGYCABHBTGACCKHV

2.0

1 AUG.CA AGcz.

Consensus sequence:

bits

e e - =

10 15

0.0 =

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

37

MIZF

Original Motif
Original Motif
Backward

1

10
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Similarity score: 3.5855
Alignment:

——————— BAACGTCCGC

AAAGGTCAAAGGTCAAC

Original motif = Consensus sequence: BAACGTCCGC

 ohTOCE

Wbl ogo 3 S

Reverse complement motif

Consensus sequence: GCGGACGTTV

Dataset #: 1

Motif ID: 9

Motif name: Motif 9
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 5

Number of overlap: 10

Similarity score: 3.59839
Alignment:

CACACAVRCACACA-——————-—
--—--AAAGGTCAAAGGTCAAC

Original motif = Consensus sequence: CACACAVRCACACA

Reverse complement motif

Consensus sequence: TGTGTGKVTGTGT
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2.0

Gogookd T Ll

Welsloge 34

—
—]
—

Dataset #: 2 Motif ID: 44 Motif name: NR4A2

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

=20

=20

Best Matches for Motif ID 44 (Highest to Lowest)

Dataset #: 2

Motif ID: 43

Motif name: NR1H2RXRA
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: 0.0167759
Alignment:

AAAGGTCAAAGGTCAAC

-AAGGTCAC--=-———--
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Original motif = Consensus sequence: AAAGGTCAAAGGTCAAC

20

w
=10 A
C o
0.0 —— ==
5

Reverse complement motif ~ Consensus sequence:
GTTGACCTTTGACCTTT

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
-—-—-—-AAGGTCAC-———————

29

ESR1

Original Motif
Original Motif
Forward

5

8

0.0195235

Original motif = Consensus sequence: VDBHMAGGTCACCCTGACCY

20

| _E%AIPIQAngl&éCQE

WebsLaga 3.4

Reverse complement motif = Consensus sequence:
MGGTCAGGGTGACCTRDBHV

20

aginOh.. TeaCr.

20
Webslaga 3.4
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Dataset #: 2

Motif ID: 30

Motif name: ESR2

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: 0.0198372

Alignment:

BAGGYCABHBTGACCKHV

————————— GTGACCTT-

Reverse complement motif = Consensus sequence:
BAGGYCABHBTGACCKHV

2.0 2.0

u.n cf:_‘x_I%I A - __IAéng ) A ‘e-:?gA A Acggx

Original motif = Consensus sequence: VHRGGTCABDBTGMCCTB

bits
bits

— = — 0 S B —— ———
10

Wetiloga 3.4 Wetiloga 34

Dataset #: 2

Motif ID: 24

Motif name: Ar

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

Position number: 13
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Number of overlap: 8
Similarity score: 0.0487608

Alignment:
VRVDGGHACAVDDKGTHCTDWH
———————————— GTGACCTT--

Reverse complement motif =~ Consensus sequence:
VRVDGGHACAVDDKGTHCTDWH

20 20

Original motif = Consensus sequence: HWDAGHACRHHVTGTHCCHVMV

M. E 1lC e FT=X=VAZ A= o= =2 ==nb o= %%;
Dataset #: 2
Motif ID: 20
Motif name: PPARGRXRA
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 7
Number of overlap: 8
Similarity score: 0.0495607
Alignment:
BTRGGDCARAGGKCA
-AAGGTCAC-—-=———-—
Original motif = Consensus sequence: BTRGGDCARAGGKCA Reverse complement motif  Consensus sequence: TGRCCTKTGHCCK
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2.0

bits

Mclege-gnﬁAAngé

15
Webiloga 3.4

2.0

>
D
(—
(=

0.0

Dataset #: 2

Motif ID: 22

Motif name: NR2F1
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 7

Number of overlap: 8

Similarity score: 0.0564874
Alignment:

AKGYYCAAAGRTCA

—————— AAGGTCAC

Original motif = Consensus sequence: TGAMCTTTGMMCYT

LW E IIIAéég%l

Welilogo 3.4

bits
=

0.0

Reverse complement motif = Consensus sequence: AKGYYCAAAGRTC

2.0

e CARAUSTCA

0.0

Webilogo 3.4

Dataset #: 2
Motif ID: 19
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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:
TTCAGCACCATGGACAGCKCC
————————— AAGGTCAC----

Original motif

REST

Original Motif
Original Motif
Backward

5

8

0.0594649

Consensus sequence: TTCAGCACCATGGACAGCKCC

MIIQA clivvaxy AC “QIEQ

5

Weloga 34

Reverse complement motif
GGYGCTGTCCATGGTGCTGAA

2.0

Consensus sequence:

B 4 =V 5O

Weiloga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

2

12

Zfx

Reverse Complement
Original Motif
Forward

1

8

0.0631514
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Alignment:
BBVGCCBVGGCCTV
GTGACCTT---——--

Original motif = Consensus sequence: BBVGCCBVGGCCTV

2.0

2
I
—_— e =

0.0 = T —

LT

5

WelsLage 3.4

Reverse complement motif

2.0

bits
=

0.0

Consensus sequence: VAGGCCBBGGCVE

A0 g

Wellage 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
BGRRRGRGGRTGRTTYGGGG
————————— GTGACCTT---

2

18

RREB1

Reverse Complement
Reverse Complement
Backward

4

8

0.0720656

Original motif = Consensus sequence: CCCCMAAMCAMCCMCMMMCV

Reverse complement motif
BGRRRGRGGRTGRTTYGGGG

Consensus sequence:
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20

TIT

= X=X T I [ [V
5 10

20

bits

Dataset #: 2
Motif ID: 48
Motif name: Tcfcp2ll

Reverse Complement
Reverse Complement

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

Direction: Backward

Position number: 2

Number of overlap: 8

Similarity score: 0.0740998

Alignment:

CKGGDTBDMMCTGG

————— GTGACCTT-

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

bits
=

5
Webilogo 3.4

. Cg‘ﬂ.\_ =X é*rcgﬂ__ VWEXW.. T A~ LYW

Welilogo 3.4

Dataset #: 2 Motif ID: 45 Motif name: Pax5
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Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

20

2
H10

IG. 4 QATAAQfA

Weblaga 3.4

R g -7V

Best Matches for Motif ID 45 (Highest to Lowest)

Dataset #: 2

Motif ID: 29

Motif name: ESR1

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: 0.0382347

Alignment:

MGGTCAGGGTGACCTRDBHV

MSGKKRCGCWDCABTGBBCD

Original motif = Consensus sequence: VDBHMAGGTCACCCTGACCY

20

; TE%AIQICA?EET é-gg

15

20
WebLaga 34

Reverse complement motif ~ Consensus sequence:
MSGKKRCGCWDCABTGBBCD

20

bits

03 Sngégx %ggé_ :1542 g_;_g

Weblagn a4

Reverse complement motif = Consensus sequence:
MGGTCAGGGTGACCTRDBHV

LCAICQ

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:
VRVDGGHACAVDDKGTHCTDWH
-—-MSGKKRCGCWDCABTGBBCD

Original motif

20

2

24

Ar

Reverse Complement
Reverse Complement
Backward

1

20

0.0450685

Consensus sequence: HWDAGHACRHHVTGTHCCHVMV

Reverse complement motif =~ Consensus sequence:
VRVDGGHACAVDDKGTHCTDWH

20

C
s = ® o a S R o s B e o
Dataset #: 2
Motif ID: 30
Motif name: ESR2

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

Reverse Complement
Reverse Complement
Forward
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Position number: 1

Number of overlap: 18
Similarity score: 1.05192
Alignment:

BAGGYCABHBTGACCKHV--
MSGKKRCGCWDCABTGBBCD

Original motif = Consensus sequence: VHRGGTCABDBTGMCCTB

2.0

e:_A_I%I A - ._Iaégg-gr

bits

o l== SN S

WebLaga 3.4

Reverse complement motif
BAGGYCABHBTGACCKHV

bits

2.0

1)

A

Je-—,'.._g
5

A

_——

Consensus sequence:

[ UaCes.

=

10

Webloga 34

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

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

Direction: Backward
Position number: 4
Number of overlap: 18
Similarity score: 1.0582
Alignment:

--GGYGCTGTCCATGGTGCTGAA
MSGKKRCGCWDCABTGBBCD—-—--

Reverse Complement
Reverse Complement
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Original motif

20
j2]
E10 c
“l“l

{); (- —— =

Consensus sequence: TTCAGCACCATGGACAGCKCC

A c _Q;H_Ac Ve,.cC

Webiloga 34

Reverse complement motif

Consensus sequence:

GGYGCTGTCCATGGTGCTGAA

2.0

% 1.u—i \
] -QT yaxy A

=Vi_-"5

Wetiloga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:

—-—-TGACCTCKVVBTGAYCK
MSGKKRCGCWDCABTGBBCD

Original motif

2

47

RXRRAR_DR5
Reverse Complement
Reverse Complement
Backward

1

17

1.53818

Consensus sequence: RGKTCABVVRGAGGTCA

Reverse complement motif
TGACCTCKVVBTGAYCK

2.0

EAQQIEL?

Consensus sequence:

-

1EASVE

0.0

10 15
WetiLaga .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:
CCCCMAAMCAMCCMCMMMCV —--
—-——-MSGKKRCGCWDCABTGBRBCD

2

18

RREB1

Reverse Complement
Original Motif
Forward

4

17

1.55831

Original motif = Consensus sequence: CCCCMAAMCAMCCMCMMMCV

20

Reverse complement motif = Consensus sequence:
BGRRRGRGGRTGRTTYGGGG

20

21 TT

W I LT LI IV
5 10

:
T

Webslaga 3.4

15

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

20

PPARGRXRA

Original Motif
Reverse Complement
Backward

1
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Number of overlap:
Similarity score:

Alignment:
————— TGRCCTKTGHCCKAB
DGVBCABTGDWGCGKRRCSR

Original motif = Consensus sequence: BTRGGDCARAGGKCA

2.0

it
5

=R a1 k¢

0.0

15
2.55126

5

Reverse complement motif

“TooS0Tal

Consensus sequence: TGRCCTKTGHCCK

CC

"':"EI CoSA—

15
Webiloga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
GGGGCCCAAGGGGG—————-
DGVBCABTGDWGCGKRRCSR

21

PLAG1
Original Motif
Original Motif
Forward

1

14

3.05866

Original motif = Consensus sequence: GGGGCCCAAGGGGG

Reverse complement motif

Consensus sequence: CCCCCTTGGGCCC
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2.0

bits
B

CC.Aa

0.0 e ? WA
Dataset #: 2
Motif ID: 22
Motif name: NR2F1
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 1
Number of overlap: 14
Similarity score: 3.05897
Alignment:
—————— AKGYYCAAAGRTCA

MSGKKRCGCWDCABTGBBCD

Original motif = Consensus sequence: TGAMCTTTGMMCYT Reverse complement motif  Consensus sequence: AKGYYCAAAGRTC
¢ T C TCAAA TCA
oG — A v IIAA%é—“:‘—%l o G%%Tqﬁ:—l"——.— =N TG‘-“C
Dataset #: 2
Motif ID: 34
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Motif name: HNF4A
Original Motif
Reverse Complement

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

Direction: Backward
Position number: 1
Number of overlap: 13
Similarity score: 3.53748
Alignment:

——————— TGMYCTTTGBCCK
DGVBCABTGDWGCGKRRCSR

Original motif = Consensus sequence: RGGBCAAAGKYCA

2.0

R e

Wablogod s

Reverse complement motif = Consensus sequence: TGMYCTTTGBCCK

2.0

5 l%QECIIIQE:‘;QE

0.

Wablogod 4

Dataset #: 2 Motif ID: 46

Original motif = Consensus sequence: AWVDAGGTCA

}$IE+@ TQA

Wabloga 3 4

bits

Best Matches for Motif ID 46 (Highest to Lowest)

Motif name: RORA_1

Reverse complement motif = Consensus sequence: TGACCTDVWT

2.0

bits

L _ax

Wabloga 3.4
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
MGGTCAGGGTGACCTRDBHV
————————— TGACCTDVWT -

2

29

ESR1

Reverse Complement
Reverse Complement
Backward

2

10

0.0417851

Original motif = Consensus sequence: VDBHMAGGTCACCCTGACCY

20

bits

0.0

| ﬁ?gexgicéggqlkécgz

WebsLaga 3.4

Reverse complement motif = Consensus sequence:
MGGTCAGGGTGACCTRDBHV

20

il ToelCs.

Webslaga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

2

17

RXRAVDR
Original Motif
Original Motif
Backward

1
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Number of overlap: 10
Similarity score: 0.05325

Alignment:
GGGTCAWBGRGTTCA
————— AWVDAGGTCA

Original motif = Consensus sequence: GGGTCAWBGRGTTCA

10 A
MLﬁAi - A A

10 15

bits

Reverse complement motif

2.0

Consensus sequence: TGAACKCBWTGAC

Webiloga 34

Dataset #: 2

Motif ID: 43

Motif name: NR1H2RXRA
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: 0.05425
Alignment:

AAAGGTCAAAGGTCAAC

————— AWVDAGGTCA--

Original motif = Consensus sequence: AAAGGTCAAAGGTCAAC

Reverse complement motif
GTTGACCTTTGACCTTTI

Consensus sequence:
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2.0

Khe

—

£10 A
C o= -
0.0 = 9
5

Websiags 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:
TGACCTCKVVBTGAYCK
TGACCTDVWT-—-—-————

Original motif = Consensus sequence: RGKTCABVVRGAGGTCA

47

RXRRAR_DR5
Reverse Complement
Reverse Complement
Forward

1

10

0.0600761

Reverse complement motif =~ Consensus sequence:
TGACCTCKVVBTGAYCK

20

cACTex

2
1=11x

DMTTGA EﬁeﬁAEIIQA

10
Webiiogo 3.4

Webiiogo 3.4

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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
TGAMCTTTGMMCYT
—-———TGACCTDVWT

22
NR2F1

Reverse Complement

Original Motif
Forward

5

10
0.0654808

Original motif = Consensus sequence: TGAMCTTTGMMCYT

s

b

TOAVIT] Gona

Welsloge 34

Reverse complement motif  Consensus sequence: AKGYYCAAAGRTC

bits

2.0

1.0

0.0

s ORRA L [CA

Welloge 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

2

20
PPARGRXRA
Original Motif
Original Motif
Backward

1

10

0.06668
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Alignment:
BTRGGDCARAGGKCA
————— AWVDAGGTCA

Original motif = Consensus sequence: BTRGGDCARAGGKCA

20

it
5

=X oaan _ —1 1

0.0

VrcA

5

A C AAA

15
Webiloga 3.4

Reverse complement motif

20

0.0

Consensus sequence: TGRCCTKTGHCCK

CC

“TaallTxlo CC-.

Wm;,ga 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:
TTCAGCACCATGGACAGCKCC

2

19

REST

Original Motif
Original Motif
Forward

7

10
0.0755608

Original motif = Consensus sequence: TTCAGCACCATGGACAGCKCC

Reverse complement motif
GGYGCTGTCCATGGTGCTGAA

Consensus sequence:
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2.0

810] T :

o= — eV Vi—ds A 00 A AE-28 A L8 =Vt
¥ & » Wibluosk ¥ 1 » Siblosk
Dataset #: 2
Motif ID: 34
Motif name: HNF4A
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: 0.0803396
Alignment:
RGGBCAAAGKYCA
-—-—-AWVDAGGTCA

Original motif = Consensus sequence: RGGBCAAAGKYCA

20

= ,-E?QEAAAE:EEQA

P mE=—j-_= -

bits

Webilogod 4

Reverse complement motif  Consensus sequence: TGMYCTTTGBCCK

20

) ;'—=-_$QECIII_&_E$QE

0.

Webilogo 3 4

Dataset #: 2
Motif ID: 24
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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:
VRVDGGHACAVDDKGTHCTDWH
———————————— AWVDAGGTCA

Original motif = Consensus sequence

2.0

Ar

Original Motif
Reverse Complement
Forward

13

10

0.0814167

: HWDAGHACRHHVTGTHCCHVMV

Reverse complement motif =~ Consensus sequence:

VRVDGGHACAVDDKGTHCTDWH

20

%W$T , TA Ag AETTQI

o GI;ATQ“: A“.if%‘z; , g-z
% 19 2 WabLogad 4

Dataset #: 2
Motif ID: 18
Motif name: RREB1
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 4
Number of overlap: 10
Similarity score: 0.0901591
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Consensus sequence:

Reverse complement motif
BGRRRGRGGRTGRTTYGGGG

Alignment:
CCCCMAAMCAMCCMCMMMCV

—-——TGACCTDVWT-—————~-
Consensus sequence: CCCCMAAMCAMCCMCMMMCV

Weblaga 3.4

Original motif

Motif name: RXRRAR_DR5
Reverse complement motif = Consensus sequence:
TGACCTCKVVBTGAYCK

Motif ID: 47

2.0

10 Wetiloga 3.4

==

4 ®)
O

Dataset #: 2
Consensus sequence: RGKTCABVVRGAGGTCA

bits

5

Original motif

DJA TTCA EﬁAEAiLIQA

Best Matches for Motif ID 47 (Highest to Lowest)

Dataset #: 2
Motif ID: 29
Motif name: ESR1
Original Motif
Reverse Complement
Page 511 of 527

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



Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
MGGTCAGGGTGACCTRDBHV
—-——-RGKTCABVVRGAGGTCA

Backward
1

17
0.0554256

Original motif = Consensus sequence: VDBHMAGGTCACCCTGACCY

20

bits

0.0

| -qsgygjcsltl;£x€4gc?1lﬁééchgzg

WetsLaga 3.4

Reverse complement motif  Consensus sequence:
MGGTCAGGGTGACCTRDBHV

OHL%AIGAr__’:EElQéGQ%T, — g

Webslaga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
VHRGGTCABDBTGMCCTB
-TGACCTCKVVBTGAYCK

2

30

ESR2

Reverse Complement
Original Motif
Forward

2

17

0.0590677
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Original motif = Consensus sequence: VHRGGTCABDBTGMCCTB

Reverse complement motif ~ Consensus sequence:
BAGGYCABHBTGACCKHV

2.0

%”_AI LCA | Acgzx

o D LN iy —
5 10

Webilogo 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
MSGKKRCGCWDCABTGBBCD
—-——-TGACCTCKVVBTGAYCK

45

Pax5

Reverse Complement
Reverse Complement
Forward

4

17

0.0594693

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

20

A =SA

5

WebsLaga 3.4

Reverse complement motif = Consensus sequence:
MSGKKRCGCWDCABTGBBCD

20

ST%§égx LA xe gﬁ

Webslaga 3.4

0.0
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Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
HWDAGHACRHHVTGTHCCHVMV
—-———-TGACCTCKVVBTGAYCK-

Original motif

2.0

2

24

Ar

Reverse Complement
Original Motif
Backward

2

17

0.0751876

Consensus sequence: HWDAGHACRHHVTGTHCCHVMV

Reverse complement motif = Consensus sequence:
VRVDGGHACAVDDKGTHCTDWH

20

A GO FTE=a= A% g-;; o=l Sl XY Yoo = L
% 19 WabLogad & % 19 18 < WeatLogad 4
Dataset #: 2
Motif ID: 20
Motif name: PPARGRXRA
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1

Page 514 of 527



Number of overlap: 15
Similarity score: 1.0449

Alignment:
—-—-BTRGGDCARAGGKCA
RGKTCABVVRGAGGTCA

Original motif = Consensus sequence: BTRGGDCARAGGKCA

2.0

it
5

=X  —1

5

0.0

A c_ﬁAAIICA

Reverse complement motif

2.0

EmIﬁélel

0.0

Consensus sequence: TGRCCTKTGHCCK

CCx.

e %

10 15
Webiloga 34

Dataset #: 2

Motif ID: 17

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

Number of overlap: 15

Similarity score: 1.05297
Alignment:

GGGTCAWBGRGTTCA--

RGKTCABVVRGAGGTCA

Original motif = Consensus sequence: GGGTCAWBGRGTTCA

Reverse complement motif

Consensus sequence: TGAACKCBWTGAC
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2.0

0.0

3 10 Wty 1-5:'!4 Wty o 34
Dataset #: 2
Motif ID: 22
Motif name: NR2F1
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1
Number of overlap: 14
Similarity score: 1.56607
Alignment:
—-——-TGAMCTTTGMMCYT
TGACCTCKVVBTGAYCK
Original motif = Consensus sequence: TGAMCTTTGMMCYT Reverse complement motif  Consensus sequence: AKGYYCAAAGRTC
a0 S

0.0 CS A AAéé—"_‘—%l oG ::e;__%___.__c—.-__.__ = ¥ T-:::**r—c
Dataset #: 2
Motif ID: 21
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Motif name: PLAG1

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position number: 1

Number of overlap: 14

Similarity score: 1.57917

Alignment:

GGGGCCCAAGGGGG---

RGKTCABVVRGAGGTCA

Original motif = Consensus sequence: GGGGCCCAAGGGGG Reverse complement motif  Consensus sequence: CCCCCTTGGGCCC
2.0 2.0
i V- - . ngé? - - GGMEAI A?GCIQ

Dataset #: 2

Motif ID: 34

Motif name: HNF4A

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

Position nhumber:

Number of overlap:

Similarity score:

Reverse Complement
Reverse Complement
Forward

1

13

2.0437
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Alignment:
TGMYCTTTGBCCK-—---
TGACCTCKVVBTGAYCK

Original motif = Consensus sequence: RGGBCAAAGKYCA

2.0

e = =
Qo= = —

Webilagad 4

Reverse complement motif

2.0

0.

Consensus sequence: TGMYCTTTGBCCK

I .C.

F— = e

—_—

lﬁQECIl

10
Webilogad 4

Dataset #: 2

Motif ID: 18

Motif name: RREB1
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 8

Number of overlap: 13

Similarity score: 2.06494
Alignment:

----CCCCMAAMCAMCCMCMMMCV
TGACCTCKVVBTGAYCK-—-—-—-———

Original motif = Consensus sequence: CCCCMAAMCAMCCMCMMMCV

Reverse complement motif
BGRRRGRGGRTGRTTYGGGG

Consensus sequence:
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20 20

T

. == C T T 7T 0 TT TT
Dataset #: 2 Motif ID: 48 Motif name: Tcfcp2l1
Original motif = Consensus sequence: CCAGYYHVADCCRG Reverse complement motif = Consensus sequence: CKGGDTBDMMCT(

ot
=

bits
=

= = 0.0
10 5 10
Waehiloga A4 Wahiloga A4

. g‘f‘- =X AAC:C:‘—?—___ Ees..:-;:-; _Aas le.:.

Best Matches for Motif ID 48 (Highest to Lowest)

Dataset #: 2

Motif ID: 24

Motif name: Ar

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

Number of overlap: 14

Similarity score: 0.0679942
Alignment:

HWDAGHACRHHVTGTHCCHVMV

—————— CCAGYYHVADCCRG--
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Original motif

20

Consensus sequence: HWDAGHACRHHVTGTHCCHVMV

Reverse complement motif ~ Consensus sequence:
VRVDGGHACAVDDKGTHCTDWH

20

TA Ag ?l TTQII#

bits

5 10

—— P
03

Logads

Dataset #: 2
Motif ID: 29
Motif name: ESR1

Original Motif
Reverse Complement

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

Direction: Forward
Position number: 4

Number of overlap: 14
Similarity score: 0.0713928
Alignment:

MGGTCAGGGTGACCTRDBHV
—-—-—-CCAGYYHVADCCRG—---

Original motif = Consensus sequence: VDBHMAGGTCACCCTGACCY

20

ﬁE%AIPIQAngl&éCQ§

WebsLaga 3.4

Reverse complement motif = Consensus sequence:

MGGTCAGGGTGACCTRDBHV

20

L %ﬂIGA'-—ﬂ‘ﬁ;QQGQ%Tﬂu— —

Webslaga 3.4
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Dataset #: 2

Motif ID: 12

Motif name: Zfx

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

Number of overlap: 14

Similarity score: 0.0714852
Alignment:

BBVGCCBVGGCCTV

CCAGYYHVADCCRG

Original motif

2.0

i
:E‘I.CI
: .
i — —=— A = =

Webiioga 3.4

Consensus sequence: BBVGCCBVGGCCTV

Reverse complement motif

=
=

2.0

1.0

a.0

N0

Consensus sequence: VAGGCCBBGGCVE

10
Webiloga 3.4

Dataset #: 2
Motif ID: 18
Motif name: RREB1

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

Direction: Backward
Position number: 2
Number of overlap: 14

Reverse Complement
Reverse Complement
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Similarity score: 0.0777364

Alignment:
BGRRRGRGGRTGRTTYGGGG
————— CKGGDTBDMMCTGG—

Original motif = Consensus sequence: CCCCMAAMCAMCCMCMMMCV

20

Reverse complement motif
BGRRRGRGGRTGRTTYGGGG

20

1.0

bits

Consensus sequence:

= AT XTI T [ |
5 10

ITTT T=T

Webslaga 3.4

Dataset #: 2

Motif ID: 21

Motif name: PLAG1
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1

Number of overlap: 14

Similarity score: 0.0817193
Alignment:

GGGGCCCAAGGGGG

CKGGDTBDMMCTGG

Original motif = Consensus sequence: GGGGCCCAAGGGGG

Reverse complement motif

Consensus sequence: CCCCCTTGGGCCC

Page 522 of 527



2.0

bits
B

1CC_AnG

o F=N - -
Dataset #: 2
Motif ID: 30
Motif name: ESR2
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1
Number of overlap: 14
Similarity score: 0.0828703

Alignment:
VHRGGTCABDBTGMCCTB
————-CKGGDTBDMMCTGG

Original motif = Consensus sequence: VHRGGTCABDBTGMCCTB

Reverse complement motif
BAGGYCABHBTGACCKHV

2.0

" AGG.CA

A X =

Consensus sequence:

| Angx

0.0 ——
5

10

Webilogo 3.4

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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
TGRCCTKTGHCCKAB
—CKGGDTBDMMCTGG

Original motif

2.0

=K (S =1 ¢

A C AA_

20

PPARGRXRA

Reverse Complement
Reverse Complement
Backward

1

14

0.0829929

Consensus sequence: BTRGGDCARAGGKCA

UrcA

15
Webiloga 3.4

Reverse complement motif

2.0

0.0

“TaallTx]

Consensus sequence: TGRCCTKTGHCCK

CC

":‘RI CoA—

W&.lmgcl a4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

2

45

Pax5

Reverse Complement
Original Motif
Forward

8

13

0.575635
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Alignment:
DGVBCABTGDWGCGKRRCSR-
——————— CKGGDTBDMMCTGG

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

Reverse complement motif
MSGKKRCGCWDCABTGBBCD

Consensus sequence:

ca 1S= T=

——

Weblaga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
RGKTCABVVRGAGGTCA-
—-———-CKGGDTBDMMCTGG

47

RXRRAR_DR5
Reverse Complement
Original Motif
Forward

5

13

0.578477

Original motif = Consensus sequence: RGKTCABVVRGAGGTCA

Reverse complement motif
TGACCTCKVVBTGAYCK

Consensus sequence:
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GJA TTCA E,,,A.ﬁ

10

TC

=

Websiags 3.4

2.0

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
—-—-TTCAGCACCATGGACAGCKCC
CKGGDTBDMMCTGG—=-===————

Original motif

{); (- ——

2

19

REST

Reverse Complement
Original Motif
Backward

10

12

1.07716

Consensus sequence: TTCAGCACCATGGACAGCKCC

TlgAyQ é;ﬁAC HQIEQ

Webiloga 34

Reverse complement motif
GGYGCTGTCCATGGTGCTGAA

2.0

1] T
X< R-28 A o398

Consensus sequence:

Wetiloga 34
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Results created by MOTIFSIM on 11-20-2016 13:44:02
Runtime: 673.485 seconds

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

Page 527 of 527


http://weblogo.berkeley.edu/

	MOTIFSIM - MOTIF SIMilarity Detection Tool
	INPUT
	RESULTS
	Top 10 Significant Motifs - Global Matching (Highest to Lowest)
	Significant Motifs - Global and Local Matching (Highest to Lowest)
	Best Matches for Each Motif (Highest to Lowest)


