MOTIFSIM - MOTIF SIMilarity Detection Tool

Version 2.2

INPUT

Input Parameters

Number of files: 4

Number of top significant motifs: 10

Number of best matches: 5

Similarity cutoff >= 0.75

Matching motif database: UniProbe Mus Musculus
Motif tree: Yes

Combined similar motifs: Yes

Output file type: All

Output file format: All

Input files and motif counts

File name Count of motifs Dataset number
DREME_DMO1.txt 51 1
MEME-CHIP_DMO1.txt 9 2
PScanChIP_DMO1.txt 27 3
RSAT_peak-motifs_DMO1.txt 40 4
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RESULTS

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

Dataset #: 3 Motif ID: 69

Original motif = Consensus sequence: ATACTTA

~WTACTT

WL oo 3 S

Motif name: NKX3-1

Reverse complement motif

=0

bit
:

Best Matches for Top Significant Motif ID 69 (Highest to Lowest)

Dataset #: 4

Motif ID: 90

Motif name: ymTACATAyw
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

Alignment:

HHTACATABD

-ATACTTA--

Original motif = Consensus sequence: HHTACATABD

Reverse complement motif

Consensus sequence: TAAGTAT

Consensus sequence: DBTATGTAHH
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Dataset #: 1
Motif ID: 10
Motif name: Motif 10

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

Direction: Backward
Position number: 1

Number of overlap: 7

Similarity score: 0.00274846
Alignment:

TATGTAD

TAAGTAT

Original motif = Consensus sequence: HTACATA

Reverse Complement
Reverse Complement

Reverse complement motif

Consensus sequence: TATGTAD

% 1.0 % 1.0
[ = = [ =
Dataset #: 1
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:
ATATTTA
ATACTTA

Motif 34
Original Motif
Original Motif
Backward

1

7
0.00883486

Original motif = Consensus sequence: ATATTTA

Reverse complement motif

Consensus sequence: TAAATAT

= O = O
Free T £10
Dataset #: 4
Motif ID: 106
Motif name: wWtAATTAAtw

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

Reverse Complement
Reverse Complement
Forward

4

7

0.0100679
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Alignment:
HATTAATTAD
-—-—-TAAGTAT

Original motif =~ Consensus sequence: DTAATTAATH

2.0

Reverse complement motif

Consensus sequence: HATTAATTAD

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:
DDTTATTAHD
-—-TAAGTAT-

100

WWTAATAAWW
Reverse Complement
Reverse Complement
Forward

3

7

0.0316418

Original motif = Consensus sequence: DHTAATAADD

Reverse complement motif

Consensus sequence: DDTTATTAHD
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Dataset #: 2 Motif ID: 53 Motif name: Motif 53

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

= i = i

]
= C

i
E=3 E=3
R P = I R P = I

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

Dataset #: 1

Motif ID: 7

Motif name: Motif 7
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1

Number of overlap: 6

Similarity score: 0.00228262
Alignment:

CACASASA

--MACASA
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Original motif = Consensus sequence: CACASASA

Reverse complement motif

Consensus sequence: TSTSTGTG

o ’ 1ﬂﬂCTC
[l s’ x [l s’ — e =
Dataset #: 4
Motif ID: 114
Motif name: awAACAcAAwa
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: 0.0122629

Alignment:
DDAACACAADV
--MACASA---

Original motif = Consensus sequence: DDAACACAADV

2.0

Reverse complement motif

Consensus sequence: BDTTGTGTTDD

2.0
w3
E‘I.ﬂ
= o ‘ ‘E
5

10
Webiiaga 34
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
MTSTGTA
-TSTGTR

1

23

Motif 23
Original Motif
Original Motif
Forward

2

6

0.0137023

Original motif = Consensus sequence: MTSTGTA

RTeTGTA

B s R B

Reverse complement motif

=0

Consensus sequence: TACASAR

B s L R B

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

1

2

Motif 2

Original Motif
Reverse Complement
Forward

2

6
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Similarity score: 0.0252334

Alignment:

GTGTGTGT

-TSTGTR-

Original motif = Consensus sequence: ACACACAC Reverse complement motif = Consensus sequence: GTGTGTGT
= =% T T T T
o = R =W aa e - ﬁ-E:—- Wﬂ'_l_cl P B

Dataset #: 1

Motif ID: 12

Motif name: Motif 12

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: 0.0262273

Alignment:

MTGTGTGC

-TSTGTR-

Original motif = Consensus sequence: GCACACAY Reverse complement motif = Consensus sequence: MTGTGTGC
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Dataset #: 1 Motif ID: 25 Motif name: Motif 25
Original motif = Consensus sequence: TTTAWW Reverse complement motif  Consensus sequence: WWTAAA
=0 =0
= AT SIAT
oo oo

E=1

R P = I R P = I

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

Dataset #: 4

Motif ID: 91

Motif name: WEATTTTAwWwW
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: 0.0116421

Alignment:

HWTAAAATHD

WWTAAA-——-
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Original motif = Consensus sequence: DHATTTTAWH

Reverse complement motif

bits
5

2.0

.0

_IM

Consensus sequence: HWTAAAATHD

WL ogo 3 4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
HHTAAARATHD
WWTAAA-————

108

WWATKTTTAWW
Reverse Complement
Reverse Complement
Backward

6

6

0.0118254

Original motif =~ Consensus sequence: DHATKTTTAHH

2.0

Reverse complement motif

2.0

Consensus sequence: HHTAAARATHD
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Dataset #: 3
Motif ID: 70

Motif name: Foxq1l

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: 0.0158082

Alignment:

HATTGTTTATW

————— TTTAWW

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

2.0

*1 axl 5

ool=————n——-——

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

55

Motif 55

Reverse Complement
Reverse Complement
Forward

2

6
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Similarity score: 0.0307675

Alignment:

TTTTAAA

-WWTAAA

Original motif = Consensus sequence: TTTAAAA Reverse complement motif = Consensus sequence: TTTTAAA
=0 =0

% 1.0 % 1.0

- = W [= = - = ] = [= e S

Dataset #: 3

Motif ID: 67

Motif name: FOXI1

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position number: 6

Number of overlap: 6

Similarity score: 0.0347747

Alignment:

KBDTRTTTRTTT

————— TTTAWW-

Original motif = Consensus sequence: KBDTRTTTRTTI Reverse complement motif  Consensus sequence: AAAMAAAMADBY
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10

Wetiloga 34

Dataset #: 1 Motif ID: 24 Motif name: Motif 24
Original motif = Consensus sequence: CACGB Reverse complement motif = Consensus sequence: BCGTG

L= - L T
= L=

et mn o e S = L s PRSPt

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

Dataset #: 2

Motif ID: 56

Motif name: Motif 56
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 2

Number of overlap: 5

Similarity score: 0

Alignment:

CACGGA

CACGB-
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Original motif = Consensus sequence: CACGGA

Reverse complement motif = Consensus sequence: TCCGTG

Dataset #: 4
Motif ID: 115
Motif name: ysCmAGCACwy

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
DHGTGCTRGVH

Reverse Complement
Reverse Complement
Forward

1

5

0.0186397

Original motif = Consensus sequence: HVCMAGCACHH

2.0

+ (eACAC
ol WAL N

Webiioga 34

Reverse complement motif = Consensus sequence: DHGTGCTRGVH

2.0

0.0

(I6CTeh

wWebiiaga 3.4
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
CGCGTGCACG
-BCGTG—----

Original motif

2.0

4
107

crCGyGCRcg

Reverse Complement
Original Motif
Backward

5

5

0.019278

Consensus sequence: CGCGTGCACG

Du-e = Al CAQ

Wbl ogo 3 S

10

Reverse complement motif

2.0

Consensus sequence: CGTGCACGCG

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

2

58

Motif 58
Original Motif
Original Motif
Forward

1

5
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Similarity score: 0.0339655

Alignment:
CACACACACACACA
CACGB-—=—————-
Original motif = Consensus sequence: CACACACACACACA Reverse complement motif = Consensus sequence: TGTGTGTGTGTGT
2.0 2.0
2 10 Watilogo 3.4 2 10 Watilogo 3.4
Dataset #: 4
Motif ID: 93
Motif name: cmCARCACTwr
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: 0.0385683
Alignment:
VHAGTGCTGHB
-BCGTG-----
Original motif = Consensus sequence: BHCAGCACTHV Reverse complement motif = Consensus sequence: VHAGTGCTGHB
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Watiiaga 34 Webilaga 34

Dataset #: 2 Motif ID: 54 Motif name: Motif 54

Original motif =~ Consensus sequence: RGAAA Reverse complement motif = Consensus sequence: TTTCK

“aGAAA  “TTTC:

L s PRSPt

1§
i
;

et mn o e S =

Best Matches for Top Significant Motif ID 54 (Highest to Lowest)

Dataset #: 1

Motif ID: 26

Motif name: Motif 26
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1

Number of overlap: 5

Similarity score: 0

Alignment:

RGARGAAA

-——-RGAAA
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Original motif = Consensus sequence: RGARGAAA

A

Wit oo S

Reverse complement motif

=20

oits
5

0.0

Consensus sequence: TTTCKTCK

Wieda oo S

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
TTTCTVT
TTTCK-—

1

28

Motif 28

Reverse Complement
Reverse Complement
Forward

1

5

0.0199405

Original motif = Consensus sequence: AVAGAAA

=0

W ey cx T3

Reverse complement motif

Consensus sequence: TTTCTVT

=0
—
= e
-_—
0. o

W L ey cx T3
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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:
CMTTTCC
TTTCK--

Original motif

1

33

Motif 33

Reverse Complement
Original Motif
Backward

3

5

0.0284722

Consensus sequence: CMTTTCC

ﬁzchTch

B s R B

Reverse complement motif

=0

Consensus sequence: GGAAARG

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

1

46

Motif 46
Original Motif
Original Motif
Backward

3

5
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Similarity score: 0.0284722
Alignment:

GGAAASA

RGAAA--

Original motif = Consensus sequence: GGAAASA

=0

Reverse complement motif = Consensus sequence: TSTTTCC

=0
£ 10
-
[ 5 =
L=

= 1.0
Dataset #: 1
Motif ID: 44
Motif name: Motif 44

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward
Position number: 3

Number of overlap: 5
Similarity score: 0.0339244
Alignment:

CATTTCT

--TTTCK

Original motif = Consensus sequence: AGAAATG

Reverse complement motif = Consensus sequence: CATTTCT
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Dataset #: 3 Motif ID: 64 Motif name: ARID3A
Original motif = Consensus sequence: ATYAAA Reverse complement motif = Consensus sequence: TTTMAT
=_i

bis
.
bis

N 8

‘ATzAAa  ~xTT.AT

R P = I R P = I

Best Matches for Top Significant Motif ID 64 (Highest to Lowest)

Dataset #: 4

Motif ID: 106

Motif name: WEAATTAAtwW
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: 0.0114914
Alignment:

DTAATTAATH

-——-ATYAAA-
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Original motif = Consensus sequence: DTAATTAATH Reverse complement motif = Consensus sequence: HATTAATTAD

Dataset #: 1

Motif ID: 20

Motif name: Motif 20
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1

Number of overlap: 6

Similarity score: 0.015396
Alignment:

ATTAMAGG

ATYAAA--

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

=20

2.0 ;
= ! =
. h l | | ‘ \( "A o
0.0 : L _ A 0.0
5

Wk oo Ed Wk oo T
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
KTTTATCT
TTTMAT--

1

49

Motif 49

Reverse Complement
Reverse Complement
Forward

1

6

0.0340365

Original motif = Consensus sequence: AGATAAAR

Reverse complement motif

Consensus sequence: KTTTATCT

=20 =20
£ 1.0 u 1.0

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

Dataset #: 1

Motif ID: 25

Motif name: Motif 25

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: 0.0368439

Alignment:
WWTAAA
ATYAAA
Original motif = Consensus sequence: TTTAWW Reverse complement motif = Consensus sequence: WWTAAA
=_{ =_{
% 1 O u T % a0 T
Dataset #: 4
Motif ID: 100
Motif name: WWTAATAAWW
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: 0.0394923
Alignment:
DHTAATAADD
TTTMAT———-
Original motif = Consensus sequence: DHTAATAADD Reverse complement motif = Consensus sequence: DDTTATTAHD
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Wbl oga 3 4

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

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

=20 =20

Wetiago 3 WetLago 3

bits
o
bits

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

Dataset #: 4

Motif ID: 115

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

Position number: 3

Number of overlap: 8

Similarity score: 0.0212781

Alignment:

DHGTGCTRGVH

--GYGSTGGG-
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Original motif = Consensus sequence: HVCMAGCACHH Reverse complement motif = Consensus sequence: DHGTGCTRGVH

240 2.0

- AA CA T - T g CTT
Dataset #: 4
Motif ID: 111
Motif name: ccCCmCaCCCCcc
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: 0.0266863
Alignment:
HBCCCCACCCCBH
---CCCASCMC--
Original motif = Consensus sequence: HBCCCCACCCCBH Reverse complement motif  Consensus sequence: DBGGGGTGGGGB
2.0 2.0
e, TR . CACACQCQ ) - __—x WA W ;__. T VS
5 10 5 10

WabLogod 4 WabLogad 4
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Dataset #: 4

Motif ID: 93

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

Number of overlap: 8

Similarity score: 0.030511
Alignment:

BHCAGCACTHV

CCCASCMC---

Original motif = Consensus sequence: BHCAGCACTHV

- CAsCACT

Webiioga 34

Reverse complement motif

2.0
o
=19
0.0 e
5

Consensus sequence: VHAGTGCTGHB

]

10
wWebiiaga 3.4

Dataset #: 4

Motif ID: 119

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

Position number: 2

Number of overlap: 8
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Similarity score: 0.0322039

Alignment:
HBYGAGCTGGBB
—-——-GYGSTGGG-

Original motif = Consensus sequence: BBCCAGCTCMBD

2.0

¢l CTC¢

WatiLoga 3.4

Reverse complement motif

2.0

bits

T

Consensus sequence: HBYGAGCTGGBB

-
=]

Wetiiogo 3.4

Dataset #: 4

Motif ID: 101

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

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

Number of overlap: 8

Similarity score: 0.0415267
Alignment:

HVCACCCCRBB

CCCASCMC--

Original motif = Consensus sequence: HVCACCCCBB

Reverse complement motif

Consensus sequence: BBGGGGTGVD
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Dataset #: 4 Motif ID: 94 Motif name: yrTCWCAAyr

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

Best Matches for Top Significant Motif ID 94 (Highest to Lowest)

Dataset #: 3

Motif ID: 76

Motif name: Sox2
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 2

Number of overlap: 10

Similarity score: 0.00762497
Alignment:

CCWTTGTYATGCAAA

—-———-HKTTGTGABH-
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Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: CCWTTGTYATGCAAA P 9

TTTGCATMACAAWGG
“eexl|cL.T A ACAAA
=29\ I 1) S9N (-7 W T=Xeehr AUARTRS
Dataset #: 3
Motif ID: 80
Motif name: Pou5f1
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 6
Number of overlap: 10
Similarity score: 0.0127574
Alignment:
CWTTGTHATGCAAAT
————— HKTTGTGABH
Original motif = Consensus sequence: CWTTGTHATGCAAAT Reverse complement motif = Consensus sequence: ATTTGCATHACAA!
2.0
Xlls] AT JCA g IG QA Ache
- A-= —= A_,,_ A.._ I e I {*T(;-:;L—x 1 VT A

Wd:_nqu as Webilogo 34
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Dataset #: 3

Motif ID: 81

Motif name: Pax4
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 20

Number of overlap: 10

Similarity score: 0.0426407
Alignment:

RAAWAWTWDCMVHHVBBHHHVHMHCMCYMC

——————————————————— HVTCACAAYD-

Original motif = Consensus sequence:
RAAWAWTWDCMVHHVBBHHHVHMHCMCYMC

240

a
:E'H'l

LA AéAéIZ ggnezéW$EE% Keco0esC

10 15
Weblogo 34

Reverse complement motif = Consensus sequence:

GRKGRGDRHVHDDVBBHHBRGDWAWTWTTM

Dataset #: 3

Motif ID: 62

Motif name: TBP

Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 5
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Number of overlap: 10

Similarity score: 0.0429648
Alignment:
STATAAAWRVVVVBV
-HVTCACAAYD—-—---
Original motif = Consensus sequence: STATAAAWRVVVVBV Reverse complement motif = Consensus sequence: VBVVVVMWTTTAT
TAl A TITIAIA
;QA__ L b A LALNI S
Dataset #: 3
Motif ID: 83
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: 10
Similarity score: 0.0463536
Alignment:
TGAMCTTTGMMCYT
HKTTGTGABH———-
Original motif = Consensus sequence: TGAMCTTTGMMCYT Reverse complement motif = Consensus sequence: AKGYYCAAAGRTC
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Welloge 3.4

Welsloge 34

Dataset #: 2 Motif ID: 55 Motif name: Motif 55

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

=0

2.0
0.0 0.0
s

W L o o T

s
bits
:

W L o o 3

Best Matches for Top Significant Motif ID 55 (Highest to Lowest)

Dataset #: 4

Motif ID: 120

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

Number of overlap: 7

Similarity score: 0.00286145
Alignment:

HHTTTWAAADD

--TTTAAAA--
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Original motif = Consensus sequence: HHTTTWAAADD

240

Reverse complement motif

2.0

Consensus sequence: DDTTTWAAAHH

WekiLoga 34

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
TTTWWAAA
-TTTAAAA

1

9

Motif 9

Original Motif
Reverse Complement
Forward

2

7

0.0142562

Original motif =~ Consensus sequence: TTTWWAAA

=20

T

0.

5

Wk oo Ed

Reverse complement motif

=20

Consensus sequence: TTTWWAAA

Wk oo T
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
HWTAAAATHD
TTTAAAA-——

Original motif

2.0

4
91

WEATTTTAww

Original Motif
Reverse Complement
Forward

1

7

0.036821

Consensus sequence: DHATTTTAWH

Reverse complement motif

&=
=

2.0

1.0

0.0

_IM

Consensus sequence: HWTAAAATHD

Wbl ogo 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

108

WWATKTTTAwWw
Reverse Complement
Original Motif
Backward

1

7
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Similarity score: 0.0428268
Alignment:

DHATKTTTAHH

-———-TTTTAAA

Original motif = Consensus sequence: DHATKTTTAHH

2.0
o
B AIT ‘
aan—— -
5

Reverse complement motif

2.0

Consensus sequence: HHTAAARATHD

Dataset #: 3
Motif ID: 62
Motif name: TBP

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

Direction: Forward
Position number: 8
Number of overlap: 7
Similarity score: 0.058454
Alignment:

VBVVVVMWTTTATAS

——————— TTTTAAA-

Original motif = Consensus sequence: STATAAAWRVVVVBV

Reverse Complement
Reverse Complement

Reverse complement motif

Consensus sequence: VBVVVVMWTTTAT
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2.0 2.0

o AT ks, "l }TIHAIA?

0.0-1= - T
10 15 5

Webiloga 3.4

Webiloga 3.4

Dataset #: 4 Motif ID: 96 Motif name: mdAAcCAACG
Original motif = Consensus sequence: VDAACCAACG Reverse complement motif = Consensus sequence: CGTTGGTTDB

Best Matches for Top Significant Motif ID 96 (Highest to Lowest)

Dataset #: 2

Motif ID: 60

Motif name: Motif 60

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: 0.0244161

Alignment:

YTTTTTRTTTTDTT

—-—CGTTGGTTDB--
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Original motif =~ Consensus sequence: AADAAAAMAAAAAM Reverse complement motif = Consensus sequence: YTTTTIRTTTTIDTT

gmclITITTlTITE

Dataset #: 3

Motif ID: 70

Motif name: Foxql

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

Position number: 1

Number of overlap: 10

Similarity score: 0.0266383

Alignment:

HATTGTTTATW

-CGTTGGTTDB

Original motif =~ Consensus sequence: HATTGTTTATW Reverse complement motif = Consensus sequence: WATAAACAATH

2.0

1 ax]V

ool -—

Wabiioga 3.4 Wabiioga 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:
AAAMAAAMADBY
VDAACCAACG—-

3

67

FOXI1

Original Motif
Reverse Complement
Backward

3

10

0.036655

Original motif = Consensus sequence: KBDTRTTTRTTI

2.0

RIxT

WatiLoga 3.4

Reverse complement motif

2.0

Consensus sequence: AAAMAAAMADBY

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

3

83

NR2F1

Reverse Complement
Original Motif
Forward

1

10
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Similarity score:

Alignment:
TGAMCTTTGMMCYT
CGTTGGTTDB——--

0.0376121

Original motif = Consensus sequence: TGAMCTTTGMMCYT

MTAAE IIIAéég%I

Webiioga 3.4

Reverse complement motif = Consensus sequence: AKGYYCAAAGRTC

=
=

2.0

1.0

o= CAAAETOA

a.0

Webiloga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
TTTGCATMACAAWGG
VDAACCAACG—-—-—-—--

3

76

Sox2

Original Motif
Reverse Complement
Backward

6

10

0.0382008

Original motif = Consensus sequence: CCWTTGTYATGCAAA

Reverse complement motif = Consensus sequence:
TTTGCATMACAAWGG
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2.0

“ 1116 Tecn.a “r roche. Achec.

hit

_S——

Webiloga 3.4 Webiloga 3.4

Significant Motifs - Global and Local Matching (Highest to Lowest)
Dataset #: 3 Motif ID: 69 Motif name: NKX3-1
Original motif = Consensus sequence: ATACTTA Reverse complement motif = Consensus sequence: TAAGTAT

Best Matches for Significant Motif ID 69 (Highest to Lowest)

Dataset #: 4

Motif ID: 90

Motif name: ymTACATAyw
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

Alignment:

HHTACATABD

-ATACTTA--

Original motif = Consensus sequence: HHTACATABD Reverse complement motif = Consensus sequence: DBTATGTAHH
2.0 2.0

% 1.0 E 1.0

o 5 P —

Dataset #: 3

Motif ID: 66

Motif name: Lhx3

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Backward

Position number: 5

Number of overlap: 7

Similarity score: 0.000214177

Alignment:

WAATTAATTAWYB

--TAAGTAT----

Original motif = Consensus sequence: WAATTAATTAWYB Reverse complement motif = Consensus sequence: BMWTAATTAATTW
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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:
TATGTAD
TAAGTAT

10

Motif 10

Reverse Complement
Reverse Complement
Backward

1

7

0.00274846

Original motif = Consensus sequence: HTACATA

Reverse complement motif

Consensus sequence: TATGTAD

% 1.0 % 1.0
[ = = [ =
Dataset #: 1
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:
ATATTTA
ATACTTA

Motif 34
Original Motif
Original Motif
Backward

1

7
0.00883486

Original motif = Consensus sequence: ATATTTA

Reverse complement motif

Consensus sequence: TAAATAT

= O = O
Free T £10
Dataset #: 4
Motif ID: 106
Motif name: wWtAATTAAtw

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

Reverse Complement
Reverse Complement
Forward

4

7

0.0100679
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Alignment:
HATTAATTAD
-—-—-TAAGTAT

Original motif =~ Consensus sequence: DTAATTAATH Reverse complement motif  Consensus sequence: HATTAATTAD

Wbl oga 3 4

Dataset #: 4 Motif ID: 94 Motif name: yrTCWCAAyr

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

2.0

Wbl ogo 34

Best Matches for Significant Motif ID 94 (Highest to Lowest)

Dataset #: 4

Motif ID: 114

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

Position number: 1
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Number of overlap: 10
Similarity score: 0.00495535

Alignment:
BDTTGTGTTDD
HKTTGTGABH-

Original motif = Consensus sequence: DDAACACAADV

240

Reverse complement motif = Consensus sequence: BDTTGTGTTDD

E=

2.0

1.0

TIETCIT,

0.0

WekiLoga 34

Dataset #: 3

Motif ID: 76

Motif name: Sox2
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 2

Number of overlap: 10

Similarity score: 0.00762497
Alignment:

CCWTTGTYATGCAAA

—-—-——-HKTTGTGABH-

Original motif = Consensus sequence: CCWTTGTYATGCAAA

Reverse complement motif = Consensus sequence:
TTTGCATMACAAWGG
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2.0

L ﬂ Ilélégéf}% E A;IéQAIﬁ-ArCAA%Aé

0.

Webiloga 3.4 Webiloga 3.4

Dataset #: 4

Motif ID: 100

Motif name: WWTAATAAWW
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: 0.0114769

Alignment:

DDTTATTAHD

HKTTGTGABH

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

2.0 2.0

WL g 3 WL ogo 3 4

Dataset #: 3
Motif ID: 80
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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:
CWTTGTHATGCAAAT
————— HKTTGTGABH

Pou5f1

Reverse Complement

Original Motif
Forward

6

10
0.0127574

Original motif = Consensus sequence: CWTTGTHATGCAAAT

E:QXIT%I*THQAAAE

Webilogo 34

Reverse complement motif

2.0
ot
s 1.0
0.0

Ix

IA
P =
5

Consensus sequence: ATTTGCATHACAA!

Webilogo 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

4
89
aaACAAAACaa
Original Motif
Original Motif
Forward

1

10

0.0208363
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Alignment:
AAACAAAACHV
HVTCACAAYD-

Original motif

240

0.0

Consensus sequence: AAACAAAACHYV

T AChiAAC

Wetiiaga 34

Reverse complement motif

2.0
__|_ _I_ __.__ i
10

Wekiiaga 34

Consensus sequence: BHGTTIITGTTT

bits
5

—r—
L e

Dataset #: 3 Motif ID: 77

Original motif

=0 =0
o AA =
a0 — — = o0

B s R B

Consensus sequence: HAACAAT

Motif name: Sox5

Reverse complement motif = Consensus sequence: ATTGTTH

B s L R B

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

Dataset #:

Motif ID:

Motif name:

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

Position number:

3

87

SOX9

Reverse Complement
Reverse Complement
Forward

3

Page 50 of 592



Number of overlap: 7

Similarity score: 0

Alignment:

CMATTGTTH

--ATTGTTH

Original motif = Consensus sequence: DAACAATRG Reverse complement motif = Consensus sequence: CMATTGTTH
. = TC%AI—‘E‘-EA I %A __I—_ = A

Dataset #: 3

Motif ID: 73

Motif name: SRY

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: 0.0011033

Alignment:

ATTGTTWDB

ATTGTTH--

Original motif = Consensus sequence: BDWAACAAT Reverse complement motif = Consensus sequence: ATTGTTWDB
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=0

) Ies:_a_uA

bits

0.0

Ax

Wiskal g a 34

2.0

0.0

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:
CCWTTGTYATGCAAA
—————— ATTGTTH--

3

76

Sox2

Reverse Complement
Original Motif
Forward

7

7

0.022869

Original motif = Consensus sequence: CCWTTGTYATGCAAA

2.0

Reverse complement motif =~ Consensus sequence:
TTTGCATMACAAWGG

2.0

gmﬁglé%AIﬁAQAA%A?

0.0

Webiloga 34

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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
WATAAACAATH
-HAACAAT---

70

Foxql

Original Motif
Reverse Complement
Backward

4

7

0.0242658

Original motif = Consensus sequence: HATTGTTTATW

bits

:,ALIS“‘ Ix

Reverse complement motif

Consensus sequence: WATAAACAATH

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

89
aaACAAAACaa
Original Motif
Original Motif
Forward

1

7

0.0278776
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Alignment:

AAACAAAACHV
HAACAAT----
Original motif = Consensus sequence: AAACAAAACHV Reverse complement motif = Consensus sequence: BHGTTTTGTTI
2.0 2.0
- A AAAA % ) e
- c C@n o | N
T 5 1o T s 1 -
Dataset #: 2 Motif ID: 53 Motif name: Motif 53
Original motif = Consensus sequence: TSTGTR Reverse complement motif = Consensus sequence: MACASA
= _{O =_{O

5 5
N s L cwcy o T N s L cwcy o T

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

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
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Number of overlap: 6

Similarity score: 0.00228262

Alignment:

TSTSTGTG

TSTGTR--

Original motif = Consensus sequence: CACASASA Reverse complement motif = Consensus sequence: TSTSTGTG
0.0 s o0 ‘ I | . |5 |

Dataset #: 4

Motif ID: 114

Motif name: awAACAcAAwa

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: 0.0122629

Alignment:

DDAACACAADV

--MACASA---

Original motif = Consensus sequence: DDAACACAADV Reverse complement motif = Consensus sequence: BDTTGTGTTDD
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2 e

Dataset #: 1
Motif ID: 23
Motif name: Motif 23
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 2
Number of overlap: 6
Similarity score: 0.0137023
Alignment:
MTSTGTA
-TSTGTR
Original motif = Consensus sequence: MTSTGTA Reverse complement motif  Consensus sequence: TACASAR

) “:jA]C c I IA o

[ =l u! S :'__l - [ = 1N

Dataset #: 1
Motif ID: 2
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Motif name:
Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
GTGTGTGT
-TSTGTR-

Motif 2

Original Motif
Reverse Complement
Backward

2

6

0.0252334

Original motif = Consensus sequence: ACACACAC

=20

blts
.
2,

Reverse complement motif

GIGTIGT

s

b

Consensus sequence: GTGTGTGT

e s
Dataset #: 2
Motif ID: 58
Motif name: Motif 58
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position nhumber: 1
Number of overlap: 6
Similarity score: 0.025412
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Alignment:

CACACACACACACA

MACASA-——————-

Original motif = Consensus sequence: CACACACACACACA Reverse complement motif = Consensus sequence: TGTGTGTGTGTGT
k AQAQAQACAQB

Dataset #: 4 Motif ID: 102 Motif name: ssCkGGYCCCsg

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

1c\cCcC CCA

- —— r=A la et o = AVCW.____

Best Matches for Significant Motif ID 102 (Highest to Lowest)

Dataset #: 4

Motif ID: 103

Motif name: ¢csCCaGCTCCCgs

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 2
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Number of overlap: 12
Similarity score: 0.00699729

Alignment:
BVGGGAGCTGGBB
-VVGGGGCCRGBB

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

20 20

" QC%“CTCC ) ¢¢¢gCTcg

bits

00— 0.0 - .

10
Webilogod 4 Webilogo 3 4

Dataset #: 4
Motif ID: 124

Motif name: cswGGGCCCwsg

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward

Position number: 1

Number of overlap: 12

Similarity score: 0.00901563

Alignment:

VVWGGGCCCWRBB

BBCKGGCCCCVV

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

Page 59 of 592



2.0

"1 _aW CC;

0.0 — =

2.0

bits
=

0.0

5

Wetiloga 34

(CC:

Welaloga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
DBGGGGTGGGGBD
VVGGGGCCRGBB-

Original motif

“ (CeCal0lc

Consensus sequence: HBCCCCACCCCBH

4
111

ccCCmCaCCCCcc
Reverse Complement
Reverse Complement
Backward

2

12

0.015463

20

Reverse complement motif

Consensus sequence: DBGGGGTGGGGB

Webilogod 4

Webilogo 3 4

Dataset #:
Motif ID:

122
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Motif name: hsCCAGGCCTGGsr
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward

Position number: 2

Number of overlap: 12

Similarity score: 0.0222107
Alignment:

HVCCAGGCCTGGBD

-BBCKGGCCCCVV-

Original motif = Consensus sequence: HVCCAGGCCTGGBD Reverse complement motif = Consensus sequence: HBCCAGGCCTGG\

" lAGceCTl

bits

" LAGeCTGe

0.0 e

Webilogo 3.4 Webilogo 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

4
119
cbCCAGCTCmyk
Original Motif
Original Motif
Backward

1

12

0.0277516
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Alignment:

BBCCAGCTCMBD
BBCKGGCCCCVV
Original motif = Consensus sequence: BBCCAGCTCMBD Reverse complement motif = Consensus sequence: HBYGAGCTGGBB
2.0 2.0
] ACA CTCC . A A Wi
5 10 Giteani 5 10 GiGitoan i
Dataset #: 4 Motif ID: 95 Motif name: rmATGCTAww
Original motif = Consensus sequence: DHATGCTADH Reverse complement motif = Consensus sequence: HDTAGCATHD
2.0 .0
0. — 0.

Wbl ogo 3 S Wbl ogo 34

Best Matches for Significant Motif ID 95 (Highest to Lowest)

Dataset #: 4

Motif ID: 91

Motif name: WEATTTTAwWW
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1
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Number of overlap: 10

Similarity score: 0.00863735

Alignment:

DHATTTTAWH

DHATGCTADH

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

2.0 2.0

1A

bits
5

WL ogo 3 4

Dataset #: 4

Motif ID: 115

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

Position number: 1

Number of overlap: 10

Similarity score: 0.0142021

Alignment:

DHGTGCTRGVH

DHATGCTADH-

Original motif = Consensus sequence: HVCMAGCACHH Reverse complement motif = Consensus sequence: DHGTGCTRGVH
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2 Weitaaas 2 e
Dataset #: 3
Motif ID: 80
Motif name: Pou5f1
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1
Number of overlap: 10
Similarity score: 0.0215325
Alignment:
CWTTGTHATGCAAAT
————— DHATGCTADH
Original motif = Consensus sequence: CWTTGTHATGCAAAT Reverse complement motif = Consensus sequence: ATTTGCATHACAA!
T A
T CA I A
o QA-=_.._EA-'_'_'__ - - A = I I,_ —':-—T(;cF___TA

Dataset #: 4
Motif ID: 123
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asMAAGCTTKst

Motif name:
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: 0.0234838
Alignment:

HBCAAGCTTGVD

-DHATGCTADH-

Original motif = Consensus sequence: HBCAAGCTTGVD Reverse complement motif  Consensus sequence: DVCAAGCTTGBH
2.0 2.0
QAQ C|L QAQ C|L
Dataset #: 4
Motif ID: 93
Motif name: cmMCARCACTwr
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
2
10
0.0266703
Page 65 of 592

Position nhumber:
Number of overlap:
Similarity score:



Alignment:

VHAGTGCTGHB

DHATGCTADH-

Original motif = Consensus sequence: BHCAGCACTHV Reverse complement motif = Consensus sequence: VHAGTGCTGHB
2.0 2.0
CA 5 CACT - A I T B

Dataset #: 4 Motif ID: 105 Motif name: ccGCAGCCss

Original motif = Consensus sequence: VCGCAGCCBB Reverse complement motif = Consensus sequence: BBGGCTGCGV
2.0 .0

bits

A C m C I
1.0 =10
— i = . == s - W W = W =
5 10 5 10

oo

Wbl ogo 3 S Wbl ogo 34

Best Matches for Significant Motif ID 105 (Highest to Lowest)

Dataset #: 4

Motif ID: 126

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

Position number: 2
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Number of overlap: 10
Similarity score: 0
Alignment:
VBTGSCTGCAVB
-BBGGCTGCGV~-
Original motif = Consensus sequence: BVTGCAGSCABV Reverse complement motif = Consensus sequence: VBTGSCTGCAVB
| = C_ _c:CC e 0.0 I_ S A< I C_m_
Dataset #: 4
Motif ID: 103
Motif name: csCCaGCTCCCgs
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: 0.0101194
Reverse complement motif = Consensus sequence: BVGGGAGCTGGBI
Page 67 of 592

Alignment:
BVGGGAGCTGGRBB

BBGGCTGCGV—-—--
Consensus sequence: BBCCAGCTCCCVB

Original motif



0.0 =

Webilogad 4

-:::‘-;'—‘-Cé_

C. < =
10

Webiloga 3 4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
BBCKGGCCCCVV
BBGGCTGCGV--

Original motif = Consensus sequence: BBCKGGCCCCVV

2.0

. zc\icCcC

R M =

102

ssCkGGYCCCsg
Reverse Complement
Original Motif
Backward

3

10

0.0260007

Reverse complement motif

2.0

bits
5

0.0

CE?ACQé_‘mh—— =

Consensus sequence: VVGGGGCCRGBB

5

Wekiloga A4

Wekiloga A4

Dataset #:
Motif ID:

119
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cbCCAGCTCmyk
Reverse Complement

Reverse Complement

Motif name:
Matching format of first motif:
Matching format of second motif:
Direction: Forward
Position number: 3
Number of overlap: 10
Similarity score: 0.0296738
Alignment:
HBYGAGCTGGBB
--BBGGCTGCGV
Original motif = Consensus sequence: BBCCAGCTCMBD Reverse complement motif = Consensus sequence: HBYGAGCTGGBB
2.0 2.0
ATl s
ko EVIL W INC bW
Dataset #: 4
Motif ID: 116
Motif name: dyCTGCyTCyc
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
2
10
0.0303133
Page 69 of 592

Position nhumber:
Number of overlap:
Similarity score:



Alignment:

DHCTGCYTCHB
-BBGGCTGCGV
Original motif = Consensus sequence: DHCTGCYTCHB Reverse complement motif = Consensus sequence: BHGAKGCAGHH
2.0
AA
5

Wetiiaga 34

2.0
2
=10 : 5 ¢
0.0 = T I 0.0 —_—
5 10 10
WaksLaga 3.4

Motif ID: 24 Motif name: Motif 24
Consensus sequence: BCGTG

Dataset #: 1
Reverse complement motif

Original motif = Consensus sequence: CACGB
= _a == _a
= 1.0 = 1o
e ——]
[ = =
=

[ ——

T e R e

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

Dataset #: 2
Motif ID: 56
Motif name: Motif 56
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Forward
2

Position number:
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Number of overlap:
Similarity score:

Alignment:
TCCGTG
-BCGTG

Original motif = Consensus sequence: CACGGA

Reverse complement motif

Consensus sequence: TCCGTG

Dataset #: 4
Motif ID: 115
Motif name: ysCmAGCACwy

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
DHGTGCTRGVH

Reverse Complement
Reverse Complement
Forward

1

5

0.0186397

Original motif = Consensus sequence: HVCMAGCACHH

Reverse complement motif

Consensus sequence: DHGTGCTRGVH
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bit
0
bit;

o VAL —— ol W0 5 8
2 Weitaaas 2 e
Dataset #: 4
Motif ID: 107
Motif name: crCGyGCRcg
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 2
Number of overlap: 5
Similarity score: 0.019278
Alignment:
CGCGTGCACG
-BCGTG----
Original motif = Consensus sequence: CGCGTGCACG Reverse complement motif = Consensus sequence: CGTGCACGCG
" EEﬁCAl C =5 S = @ G o g;,:_:
Dataset #: 1
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:
GCACACAY
-—-—CACGB

Motif 12
Original Motif
Original Motif
Forward

4

5

0.0246242

Original motif = Consensus sequence: GCACACAY

Reverse complement motif

Consensus sequence: MTGTGTGC

z.0 z.0

AZ a1l GIGC
o S o z

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 nhumber: 1

Number of overlap: 5

Similarity score: 0.0336642
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Alignment:
CACASASA
CACGB---

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

=0

-CACA TeTeIGTG

ekl ago O

bits
;
b

ekl ago S

Dataset #: 1 Motif ID: 25 Motif name: Motif 25

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

=_i =_i
— —
o o
5 5

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

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

Dataset #: 4

Motif ID: 91

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

Position number: 1
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Number of overlap: 6
Similarity score: 0.0116421

Alignment:
HWTAAAATHD
WWTAAA-———

Original motif = Consensus sequence: DHATTTTAWH

2.0

Reverse complement motif

il

.0

bits
5

Consensus sequence: HWTAAAATHD

WL ogo 3 4

Dataset #: 4

Motif ID: 108

Motif name: WWATKTTTAwWw
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: 0.0118254
Alignment:

DHATKTTTAHH

————— TTTAWW

Original motif = Consensus sequence: DHATKTTTAHH

Reverse complement motif

Consensus sequence: HHTAAARATHD
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Dataset #: 3

Motif ID: 70

Motif name: Foxqgl
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: 0.0158082
Alignment:

HATTGTTTATW

————— TTTAWW

Original motif = Consensus sequence: HATTGTTTATW

240

bits

1 ax]V

==

Weiloga 34

Reverse complement motif

Consensus sequence: WATAAACAATH

Dataset #:
Motif ID: 3
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Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
AWATAMA
WWTAAA-

Motif 3

Reverse Complement

Original Motif
Forward

1

6

0.0300892

Original motif =~ Consensus sequence: AWATAMA

=0

Reverse complement motif

bis
:

=0

Consensus sequence: TYTATWT

WL o o

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

55

Motif 55
Original Motif
Original Motif
Backward

2

6

0.0307675
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Alignment:

TTTAAAA
TTTAWW-
Original motif = Consensus sequence: TTTAAAA Reverse complement motif = Consensus sequence: TTTTAAA
=0 =0
o % I I M o
[ =8 ! = o O
Dataset #: 4 Motif ID: 109 Motif name: aaCAAAAACaa
Original motif = Consensus sequence: HHCAAAAACHH Reverse complement motif = Consensus sequence: HHGTTITTTGHH

2.0

o3
S

. _ .
0.0 —

Best Matches for Significant Motif ID 109 (Highest to Lowest)

Dataset #: 4

Motif ID: 89

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

Position number: 1
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Number of overlap:
Similarity score:

Alignment:
BHGTTTTGTTT
HHGTTTTTGHH

Original motif ~ Consensus sequence: AAACAAAACHV

0.0

2.0
o3 o3
=10 A =10
S 5§ _CAAA - P —=_ =
5 10 :

11
0.00652588

2.0

Reverse complement motif = Consensus sequence: BHGTTTTGTTT

TTTTGT.

Weiloga 34

WekiLoga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
DTGTGTATGBD
HHGTTTTTGHH

Original motif = Consensus sequence: HVCATACACAH

4
117

yaCATAYACay
Reverse Complement
Reverse Complement
Backward

1

11

0.0113253

Reverse complement motif

Consensus sequence: DTGTGTATGBD
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2.0 2.0

~_CATAGAC. - LTIATG,

2 Weitaaas 2 e
Dataset #: 4
Motif ID: 108
Motif name: WWATKTTTAwWwW
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: 0.0251184
Alignment:
DHATKTTTAHH
HHGTTTTTGHH
Original motif = Consensus sequence: DHATKTTTAHH Reverse complement motif = Consensus sequence: HHTAAARATHD
Dataset #: 3
Motif ID: 75
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FOXF2
Original Motif

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

11

Direction:
0.0278186

Position number:
Number of overlap:

Similarity score:
Consensus sequence: DTTGTITACSBTBE

Reverse complement motif

Alignment:
BHADSGTAAACAAD
--HHCAAAAACHH-
Consensus sequence: BHADSGTAAACAAD
2.0
QCT_I _=

Original motif

2.0

bits
(=]
5

)'|

0.0

bits
B

0.0
5

Motif ID: 67
FOXI1
Reverse Complement
Original Motif

Motif name:
Matching format of first motif:
Forward

Matching format of second motif
2

Dataset #:

11
Page 81 of 592

Direction:
0.0320335

Position nhumber:
Number of overlap:
Similarity score:



Alignment:
KBDTRTTTRTTT
-HHGTTTTTGHH

Original motif = Consensus sequence: KBDTRTTTRTTT

Reverse complement motif

Consensus sequence: AAAMAAAMADBY

Welaloga A4

Best Matches for Each Motif (Highest to Lowest)

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

Original motif = Consensus sequence: AAAAAMAA

Reverse complement motif = Consensus sequence: TTYTTTTI
=20

=0
£10 ﬂ £10 T
e |
0.0 0.0 —-
= Wb laga 3E 5

Wk oo T

Best Matches for Motif ID 1 (Highest to Lowest)

Dataset #:
Motif ID:

2
60
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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:
AADAAAAMAAAAAM
--AAAAAMAA-———

Motif 60
Original Motif
Original Motif
Forward

3

8

0.0315879

Original motif = Consensus sequence: AADAAAAMAAAAAM

2.0

Reverse complement motif

2.0
)
E 1.0

0.0

llITlTTITTTE

Consensus sequence: YTTTTTRTTTIDTT

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

Motif 5
Original Motif
Original Motif
Backward

1

8

0.0375279
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Alignment:

AAASAAAA
AAAAAMAA
Original motif = Consensus sequence: AAASAAAA Reverse complement motif = Consensus sequence: TTTTSTTT
=0 =0
£ 1.0 ﬂ £ 103 I | | I c | | I
0.0 g 0.0
= R e I R e
Dataset #: 4
Motif ID: 109
Motif name: aaCAAAAACaa
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 4
Number of overlap: 8
Similarity score: 0.0446212
Alignment:
HHCAAAAACHH
--—-AAAAAMAA
Original motif = Consensus sequence: HHCAAAAACHH Reverse complement motif = Consensus sequence: HHGTTTTTGHH
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1.0

bits

Dataset #: 3

Motif ID: 67

Motif name: FOXI1

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

Position number: 3

Number of overlap: 8

Similarity score: 0.0453228

Alignment:

AAAMAAAMADBY

--AAAAAMAA--

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

2.0

% i T
5S4l
20 1'6
Dataset #: 4
Motif ID: 114
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Motif name: awAACAcAAwa

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: 0.0467797

Alignment:

DDAACACAADV

-AAAAAMAA—--

Original motif = Consensus sequence: DDAACACAADV Reverse complement motif = Consensus sequence: BDTTGTGTTDD
20 20

| AQAA MTT%T“;

Dataset #: 4

Motif ID: 108

Motif name: WWATKTTTAwWw

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Backward

Position nhumber: 4

Number of overlap: 8

Similarity score: 0.0570668
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Alignment:

DHATKTTTAHH

TTYTTTTT——-

Original motif = Consensus sequence: DHATKTTTAHH Reverse complement motif  Consensus sequence: HHTAAARATHD
2.0 2.0

- AIT ‘ -
a0 =— = T 0.0

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

Original motif = Consensus sequence: ACACACAC Reverse complement motif = Consensus sequence: GTGTGTGT
=0

C

Best Matches for Motif ID 2 (Highest to Lowest)

0.0

GTETTCT

Wk oo Ed Wk oo T

Dataset #: 2

Motif ID: 58

Motif name: Motif 58

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

Position number: 6
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Number of overlap: 8

Similarity score: 0.0337866

Alignment:

TGTGTGTGTGTGTG

————— GTGTGTGT-

Original motif = Consensus sequence: CACACACACACACA Reverse complement motif  Consensus sequence: TGTGTGTGTGTGT
Dataset #: 4

Motif ID: 117

Motif name: yaCATAYACay

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 3

Number of overlap: 8

Similarity score: 0.0556866

Alignment:

DTGTGTATGBD

-—-GTGTGTGT-

Original motif = Consensus sequence: HVCATACACAH Reverse complement motif = Consensus sequence: DTGTGTATGBD
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2.0

_CATAGAC. - TRIATG,

Watiiaga 34 Webilaga 34

bit

Dataset #: 1

Motif ID: 12

Motif name: Motif 12

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position number: 1

Number of overlap: 8

Similarity score: 0.0626247

Alignment:

GCACACAY

ACACACAC

Original motif = Consensus sequence: GCACACAY Reverse complement motif = Consensus sequence: MTGTGTGC
% 1.0 AT % 10% n I | | ‘

OO - o : OO : :'__‘ - -
Dataset #: 1
Motif ID: 21
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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:
AAACAAAC
ACACACAC

Motif 21
Original Motif
Original Motif
Backward

1

8

0.0696577

Original motif =~ Consensus sequence: AAACAAAC

Reverse complement motif

Consensus sequence: GTTTGTT

= 0 =0

£ 1.0 £ 1.0 | | |
Lol n Ao Lol s -

Dataset #: 1

Motif ID: 37

Motif name: Motif 37

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Forward

Position nhumber: 1

Number of overlap: 8

Similarity score: 0.07313
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Alignment:
GYATGTGY
GTGTGTGT

Original motif = Consensus sequence: GYATGTGY

ekl ago O

bs

Reverse complement motif

=0

Consensus sequence: KCACATKC

bis

ekl ago S

Dataset #: 1 Motif ID: 3 Motif name:

Original motif

=0

Consensus sequence: AWATAMA

-
_-———

B s R B

Best Matches for Motif ID 3 (Highest to Lowest)

Dataset #: 1

Motif ID: 1

Motif name: Motif 1
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 2

Motif 3

Reverse complement motif

=0

Consensus sequence: TYTATWT

B s L R B
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Number of overlap: 7

Similarity score: 0.00716822
Alignment:
AAAAAMAA
AWATAMA-
Original motif = Consensus sequence: AAAAAMAA Reverse complement motif = Consensus sequence: TTYTTTTI
£ 1.0 A L0 T
o =
0.1 = OO :'__‘
Dataset #: 1
Motif ID: 49
Motif name: Motif 49
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 1
Number of overlap: 7
Similarity score: 0.021456
Alignment:
KTTTATCT
-TYTATWT
Original motif = Consensus sequence: AGATAAAR Reverse complement motif = Consensus sequence: KTTTATCT
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£ 1.0
o0
ekl aga SE 2 ekl aga 4

Dataset #: 3
Motif ID: 67
Motif name: FOXI1
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 6
Number of overlap: 7
Similarity score: 0.0260643
Alignment:
KBDTRTTTRTTT
————— TYTATWT
Original motif =~ Consensus sequence: KBDTRTTTRTTT Reverse complement motif = Consensus sequence: AAAMAAAMADBY

2.0

Wekiloga A4 Wekiloga A4

Dataset #: 2
Motif ID: 60
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Motif name: Motif 60

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

Position number: 5

Number of overlap: 7

Similarity score: 0.031739

Alignment:

YTTTTTRTTTTDTT

-——TYTATWT-———

Original motif = Consensus sequence: AADAAAAMAAAAAM

b AA AEAAAéAé

Webilogo 3.4

0.0

Reverse complement motif = Consensus sequence: YTTTTIRTTTTIDTT

ts

b

2.0
1.0

0.0

llITlTTITTTE

Dataset #: 4

Motif ID: 90

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

Position nhumber: 4

Number of overlap: 7

Similarity score: 0.034879
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Alignment:

DBTATGTAHH

TYTATWT——-

Original motif = Consensus sequence: HHTACATABD Reverse complement motif = Consensus sequence: DBTATGTAHH
= ﬂ C u T
s = Wkl _:‘c-l_;-‘\::_ﬂl- Wkl o3

Dataset #: 1 Motif ID: 4 Motif name: Motif 4

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

u]

(AUzghla - =lT<sCIC

Wk oo Ed Wk oo T

Best Matches for Motif ID 4 (Highest to Lowest)

Dataset #: 4

Motif ID: 116

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

Position number: 2
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Number of overlap: 8
Similarity score: 0.0229288

Alignment:
BHGAKGCAGHH
-—-GAGRMAGR-

Original motif = Consensus sequence: DHCTGCYTCHB

- CIECQTCm

Weiloga 34

Reverse complement motif

2.0

Consensus sequence: BHGAKGCAGHH

1 UAgUOAG,

WekiLoga 34

Dataset #: 4

Motif ID: 113

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

Number of overlap: 8

Similarity score: 0.0339962
Alignment:

HVGAAMCAGVH

--GAGRMAGR-

Original motif = Consensus sequence: HBCTGYTTCBH

Reverse complement motif

Consensus sequence: HVGAAMCAGVH

Page 96 of 592



4 (TezrT

Watiiaga 34

bits

2.0

0.0

AaaCAG

Webilaga 34

Dataset #: 4
Motif ID: 112
Motif name: ctGAGTKTGAgg

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

Direction: Backward
Position number: 3

Number of overlap: 8
Similarity score: 0.0422491
Alignment:

HHTCARACTCVV

-—-KCTRMCTC--

Original motif = Consensus sequence: VBGAGTKTGADD

2.0

© GAGT=TGA

Wekiloga A4

bits
5

Reverse Complement
Reverse Complement

Reverse complement motif  Consensus sequence: HHTCARACTCVV

=

2.0

~ TCAaACTC

Wekiloga A4

Dataset #: 4
Motif ID: 121
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ctGAGTCATCkb
Reverse Complement

Reverse Complement

Motif name:
Matching format of first motif:
Matching format of second motif:
Direction: Forward
3
8
0.0508307

Position number:
Number of overlap:
Similarity score:

Reverse complement motif

Consensus sequence: BHGATGACTCDD

Alignment:
BHGATGACTCDD
-—-KCTRMCTC--
Original motif = Consensus sequence: HDGAGTCATCDB
2.0 2.0
" GAGTCATC < GATGACTC
Dataset #: 1
Motif ID: 18
Motif name: Motif 18
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
1
8
0.0519824

Position nhumber:
Number of overlap:
Similarity score:

Page 98 of 592



Alignment:
GRRAGAGA
GAGRMAGR

Original motif = Consensus sequence: GRRAGAGA

=0

ekl ago O

Reverse complement motif  Consensus sequence: TCTCTMKC

TCTCT el

ekl ago S

bis

Dataset #: 1 Motif ID: 5

Original motif = Consensus sequence: AAASAAAA

=20

]
s A

5

Wk oo Ed

Best Matches for Motif ID 5 (Highest to Lowest)

Dataset #: 2

Motif ID: 60
Motif name: Motif 60
Matching format of first motif:

Matching format of second motif:

Direction: Forward
Position number: 5

Original Motif
Original Motif

Motif name: Motif 5

Reverse complement motif = Consensus sequence: TTTTSTTI

“TTzelTT

Wk oo T
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Number of overlap:
Similarity score:

Alignment:
AADAAAAMAAAAAM
-—-—-AAASAAAA--

8
0.0229557

Original motif = Consensus sequence: AADAAAAMAAAAAM

AA AQAAAéAé

Welilogo 3.4

Reverse complement motif = Consensus sequence: YTTTTIRTTTTIDTT

blts

“aIT

LTI

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
TTYTTTTT
TTTTSTTT

1

1

Motif 1

Reverse Complement
Reverse Complement
Forward

1

8

0.0330694

Original motif = Consensus sequence: AAAAAMAA

Reverse complement motif = Consensus sequence: TTYTTTTI
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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:
BHGTTTTGTTT
-——-TTTTSTTT

Original motif

0.0

Consensus sequence: AAACAAAACHYV

4
89

aaACAAAACaa
Reverse Complement
Reverse Complement
Forward

4

8

0.0345209

Reverse complement motif = Consensus sequence: BHGTTTTGTTT

2.0

2.0
£10 £10 I
F-W-N P e ————— N B o "W W
— 5 10 20 5 10

Weiloga 34 WekiLoga 34

Dataset #:
Motif ID:

21
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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:

AAACAAAC
AAASAAAA

Original motif

Motif 21
Original Motif
Original Motif
Backward

1

8

0.0346745

Consensus sequence: AAACAAAC

Reverse complement motif

Consensus sequence: GTTTGTT

= 0 =0

£ 1.0 £ 1.0 | | |
Lol n Ao Lol s -

Dataset #: 3

Motif ID: 65

Motif name: Foxd3

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Forward

Position nhumber: 1

Number of overlap: 8

Similarity score: 0.0440489
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Alignment:
AAAHAAACAWTC
AAASAAAA-——-

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

2.0

. AAQ%AAQAgI%

Wekaloga A4

2.0

Laalg TTA;I

Welaloga A4

bits
bits

Dataset #: 1 Motif ID: 6 Motif name: Motif 6
Original motif = Consensus sequence: CCCASCMC Reverse complement motif = Consensus sequence: GYGSTGGG

for.
=10

A it Ly e

0.

0.

Wk oo Ed Wk oo T

Best Matches for Motif ID 6 (Highest to Lowest)

Dataset #: 1

Motif ID: 22

Motif name: Motif 22

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

Position number: 1
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Number of overlap: 8

Similarity score: 0.00727797

Alignment:

MCCACCAC

CCCASCMC

Original motif = Consensus sequence: GTGGTGGY Reverse complement motif = Consensus sequence: MCCACCAC
OO | |5 Q 0.1 =

Dataset #: 4

Motif ID: 115

Motif name: ysCmAGCACwy

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 3

Number of overlap: 8

Similarity score: 0.0212781

Alignment:

DHGTGCTRGVH

--GYGSTGGG-

Original motif = Consensus sequence: HVCMAGCACHH Reverse complement motif = Consensus sequence: DHGTGCTRGVH
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bits
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a.0 — -—— e —— 0.0 == — I
2 Weitaaas 2 e
Dataset #: 4
Motif ID: 111
Motif name: ccCCmCaCCCCcc
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: 0.0266863
Alignment:
HBCCCCACCCCRH
---CCCASCMC--
Original motif = Consensus sequence: HBCCCCACCCCBH Reverse complement motif  Consensus sequence: DBGGGGTGGGGB
CCC CC X

0 — — ‘% ACQ 10 === o - -_I_:_A?___ — T_m._ -
Dataset #: 1
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:
GTTCTKGG
GYGSTGGG

Motif 42

Reverse Complement
Reverse Complement

Forward

1

8
0.030487

Original motif = Consensus sequence: CCYAGAAC

Reverse complement motif

Consensus sequence: GTTCTKGG

z.0 z.0
. C = TT
e s e s
Dataset #: 4
Motif ID: 93
Motif name: cmMCARCACTwr
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position nhumber: 4
Number of overlap: 8
Similarity score: 0.030511
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Alignment:

BHCAGCACTHV

CCCASCMC---

Original motif = Consensus sequence: BHCAGCACTHV Reverse complement motif = Consensus sequence: VHAGTGCTGHB
2.0 2.0
CA 5 CAC - ' A I T Buadi

Dataset #: 1 Motif ID: 7 Motif name: Motif 7

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

=20

for.
=10

0.

~TelelGT

Wk oo Ed Wk oo T

Best Matches for Motif ID 7 (Highest to Lowest)

Dataset #: 2

Motif ID: 58

Motif name: Motif 58

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

Position number: 7
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Number of overlap: 8

Similarity score: 0.0271648

Alignment:
TGTGTGTGTGTGTG
—————— TSTSTGTG

Original motif = Consensus sequence: CACACACACACACA

CAChAcacacACACa

Welilogo 3.4

Reverse complement motif

2.0

Consensus sequence: TGTGTGTGTGTGT

2Tl GGt T

5

Webilogo 3.4

Dataset #: 1

Motif ID: 41

Motif name: Motif 41
Matching format of first motif: Original Motif

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

Number of overlap: 8

Similarity score: 0.0361772
Alignment:

CTCAGARA

CACASASA

Original motif = Consensus sequence: CTCAGARA

Reverse complement motif

Consensus sequence: TKTCTGAG
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el ago @ ek ago @

Dataset #: 4
Motif ID: 117
Motif name: yaCATAYACay
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 2
Number of overlap: 8
Similarity score: 0.0572872
Alignment:
DTGTGTATGBD
-TSTSTGTG—--
Original motif = Consensus sequence: HVCATACACAH Reverse complement motif = Consensus sequence: DTGTGTATGBD
% ) CA AgA % ) A |
N ! Cﬁ “luﬁ‘EI“T
Dataset #: 4
Motif ID: 118
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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:
HVCACATGCATGTGBD
-—-CACASASA-—————

yrCACATGCATGTGyr

Original Motif
Original Motif
Backward

7

8

0.0627214

Original motif = Consensus sequence: HVCACATGCATGTGBD

2.0

" CACATCCATCIG.

Weblogod 4

Reverse complement motif
DVCACATGCATGTGBH

2.0

Consensus sequence:

" CACATCCATCIG.

Weblogod &

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

4
114
awAACAcAAwa
Original Motif
Original Motif
Forward

3

8

0.0715956
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Alignment:

DDAACACAADV

-—-CACASASA-

Original motif = Consensus sequence: DDAACACAADV Reverse complement motif = Consensus sequence: BDTTGTGTTDD
2.0 2.0

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

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

L0 CTC £10
§QT . CT T

Wk oo Ed Wk oo T

Best Matches for Motif ID 8 (Highest to Lowest)

Dataset #: 4

Motif ID: 97

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

Position number: 2

Page 111 of 592



Number of overlap: 8

Similarity score: 0.0352649

Alignment:

SGARGCCACG

-KAKGCCAG-

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

2.0

== ; = | Wy
Dataset #: 4
Motif ID: 92
Motif name: cgAKGyYCAcg
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: 0.0406315
Alignment:
CGAGGYCACV
-KAKGCCAG-
Original motif = Consensus sequence: CGAGGYCACV Reverse complement motif = Consensus sequence: VGTGMCCTCG
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5

Dataset #: 1
Motif ID: 27
Motif name: Motif 27
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1
Number of overlap: 8
Similarity score: 0.0419581
Alignment:
CTGCCTKY
CTGGCYTY
Original motif = Consensus sequence: CTGCCTKY Reverse complement motif  Consensus sequence: KRAGGCAG

bits
5

TC SUiGA

[ = o = = [ = o =
Dataset #: 1
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:
CTGWSCTC
CTGGCYTY

Motif 31
Original Motif
Original Motif
Forward

1

8

0.0519508

Original motif = Consensus sequence: CTGWSCTC

bits

TC

WelLaogo 3

Reverse complement motif

AGxCAG

bits
:

=20

Consensus sequence: GAGSWCAG

WelLago 3

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

1

11

Motif 11
Original Motif
Original Motif
Backward

1

8

0.0648749
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Alignment:

CTGDGTTC
CTGGCYTY
Original motif = Consensus sequence: CTGDGTTC Reverse complement motif = Consensus sequence: GAACDCAG
=0 =0
Z S0
t =
- 5 =
R e I = R e
Dataset #: 1 Motif ID: 9 Motif name: Motif 9
Original motif = Consensus sequence: TTTWWAAA Reverse complement motif = Consensus sequence: TTTWWAAA

=20 =20

TTTashid

Wk oo Ed Wk oo T

o
=1ro

T

0.

5

Best Matches for Motif ID 9 (Highest to Lowest)

Dataset #: 4

Motif ID: 120

Motif name: wtTTTwAAAaw
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 2
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Number of overlap:
Similarity score:

Alignment:
HHTTTWAAADD
-TTTWWAAA-—

Original motif = Consensus sequence: HHTTTWAAADD

240

Reverse complement motif

2.0

Consensus sequence: DDTTTWAAAHH

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
DHATKTTTAHH
—-——-TTTWWAAA

108
WWATKTTTAwWw
Original Motif
Original Motif
Backward

1

8

0.0472911

Original motif = Consensus sequence: DHATKTTTAHH

Reverse complement motif

Consensus sequence: HHTAAARATHD
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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:
STATAAAWRVVVVBV
-TTTWWAAA-—————

62

TBP

Reverse Complement
Original Motif
Forward

2

8

0.0552987

Original motif  Consensus sequence: STATAAAWRVVVVBV

mﬁlAIyéAéﬁT

15
Webiloga 34

Reverse complement motif = Consensus sequence: VBVVVVMWTTTAT

2.0

0.0

——
5

ﬁggllIAIA?

Webiloga 34

Dataset #:
Motif ID:

61
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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:
CTATTTWTAG
-TTTWWAAA-

MEF2A
Original Motif
Original Motif
Backward

2

8

0.0641646

Original motif = Consensus sequence: CTATTTWTAG

2.0

Reverse complement motif

Consensus sequence: CTAWAAATAG

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

91

WEATTTTAww
Reverse Complement
Reverse Complement
Forward

1

8

0.0724871
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Alignment:
HWTAAAATHD
TTTWWAAA--—

Original motif

2.0

Consensus sequence: DHATTTTAWH

Reverse complement motif

- TM

Consensus sequence: HWTAAAATHD

bits

Wbl oga 3 4

Dataset #: 1 Motif ID: 10

Original motif

=0

Consensus sequence: HTACATA

B s R B

Motif name: Motif 10

Reverse complement motif

=0

Consensus sequence: TATGTAD

B s L R B

Best Matches for Motif ID 10 (Highest to Lowest)

Dataset #: 4

Motif ID: 90

Motif name: ymTACATAyw
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 3
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Number of overlap: 7
Similarity score: 0

Alignment:
HHTACATABD
-HTACATA--

Original motif = Consensus sequence: HHTACATABD

2.0

Reverse complement motif

Consensus sequence: DBTATGTAHH

Dataset #: 3

Motif ID: 69

Motif name: NKX3-1

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: 0.0460238

Alignment:

TAAGTAT

TATGTAD

Original motif = Consensus sequence: ATACTTA

Reverse complement motif

Consensus sequence: TAAGTAT
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hits

TACTT

W ey e B

Dataset #: 4

Motif ID: 114

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

Position number: 4

Number of overlap: 7

Similarity score: 0.0619118

Alignment:

BDTTGTGTTDD

—-——TATGTAD-

Original motif = Consensus sequence: DDAACACAADV

240

Reverse complement motif = Consensus sequence: BDTTGTGTTDD

e —

§ZTT%T.TI

10
WekiLoga 34

Dataset #: 3
Motif ID: 63
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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:
WHDAHATA
—-HTACATA

FOXL1
Original Motif
Original Motif
Backward

1

7

0.0663597

Original motif = Consensus sequence: WHDAHATA

Reverse complement motif

Consensus sequence: TATDTDHW

z.0 z.0
P TAT .

Dataset #: 4

Motif ID: 108

Motif name: WWATKTTTAwWw

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Backward

Position nhumber: 4

Number of overlap: 7

Similarity score: 0.0688346
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Alignment:

HHTAAARATHD

-HTACATA---

Original motif = Consensus sequence: DHATKTTTAHH Reverse complement motif  Consensus sequence: HHTAAARATHD
2.0 2.0

% 1.0 % 1.0
o= 0.0

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

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

=20 =20
=
= 1.0 = 1.
o e
[al s T [al s
5

Wk oo Ed Wk oo T

Best Matches for Motif ID 11 (Highest to Lowest)

Dataset #: 1

Motif ID: 31

Motif name: Motif 31
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1
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Number of overlap: 8

Similarity score: 0.0558383

Alignment:

CTGWSCTC

CTGDGTTC

Original motif = Consensus sequence: CTGWSCTC Reverse complement motif  Consensus sequence: GAGSWCAG
OO I :'__‘ c | C OO A %CAi

Dataset #: 1

Motif ID: 12

Motif name: Motif 12

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 1

Number of overlap: 8

Similarity score: 0.0780567

Alignment:

MTGTGTGC

CTGDGTTC

Original motif = Consensus sequence: GCACACAY Reverse complement motif = Consensus sequence: MTGTGTGC
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bifs
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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:
KRAGGCAG
GAACDCAG

1

27

Motif 27

Reverse Complement
Reverse Complement
Forward

1

8

0.0849877

Original motif = Consensus sequence: CTGCCTKY

=20

bits
:

0.0

TC

Wit oo S

Dataset #:
Motif ID:

Reverse complement motif = Consensus sequence: KRAGGCAG

bits
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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:
CTGGCYTY
CTGDGTTC

Motif 8
Original Motif
Original Motif
Backward

1

8

0.0874939

Original motif = Consensus sequence: CTGGCYTY

s

b

Cl6Cele

WelLaogo 3

Reverse complement motif

bits

=20

0.0

Consensus sequence: KAKGCCAG

WelLago 3

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

4
114

awAACAcAAwa
Reverse Complement
Original Motif
Forward

2

8

0.0916924

Page 126 of 592



Alignment:

DDAACACAADV

-GAACDCAG--

Original motif = Consensus sequence: DDAACACAADV Reverse complement motif = Consensus sequence: BDTTGTGTTDD
2.0 2.0

Dataset #: 1 Motif ID: 12 Motif name: Motif 12

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

=20 =20

AT AT

o

Wk oo Ed Wk oo T

Best Matches for Motif ID 12 (Highest to Lowest)

Dataset #: 1

Motif ID: 2

Motif name: Motif 2
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1
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Number of overlap: 8
Similarity score: 0.0388776

Alignment:
ACACACAC
GCACACAY

Original motif = Consensus sequence: ACACACAC

=20

blts
.
Q)

Reverse complement motif = Consensus sequence: GTGTGTGT

s

D

GIGTIGT

e 5
Dataset #: 2
Motif ID: 58
Motif name: Motif 58
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 6
Number of overlap: 8
Similarity score: 0.0509001
Alignment:
CACACACACACACA
-GCACACAY-—----

Original motif = Consensus sequence: CACACACACACACA

Reverse complement motif = Consensus sequence: TGTGTGTGTGTGT
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2.0

m géQAC ACa

a.0 =

bits

Welsloge 34

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

Original Motif
Reverse Complement

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

Direction: Backward
Position number: 1

Number of overlap: 8
Similarity score: 0.0543096
Alignment:

GAACDCAG

GCACACAY

Original motif = Consensus sequence: CTGDGTTC

Reverse complement motif

Consensus sequence: GAACDCAG

=20 =20
% 1.0 % 1.0
=N e B
[ = o T [ = o é
= W ekl oga T3S 2 W ek L oga T3S
Dataset #: 4
Motif ID: 126
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yVTGCAGsCAcg

Motif name:
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: 0.0573852
Alignment:

BVTGCAGSCABV

-—-—-GCACACAY-

Original motif = Consensus sequence: BVTGCAGSCABV Reverse complement motif  Consensus sequence: VBTGSCTGCAVB
2.0 2.0
"1 TUVAGEVA - ThecTi0a
+ 100Ace(a - TueCTULA
Dataset #: 1
Motif ID: 37
Motif name: Motif 37
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
1
8
0.0626478
Page 130 of 592

Position nhumber:
Number of overlap:
Similarity score:



Alignment:

KCACATKC

GCACACAY

Original motif = Consensus sequence: GYATGTGY Reverse complement motif = Consensus sequence: KCACATKC
=0 =0

Dataset #: 1 Motif ID: 13 Motif name: Motif 13

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

bifs

i | %1-0 CT T@

Wk oo Ed Wk oo T

Best Matches for Motif ID 13 (Highest to Lowest)

Dataset #: 1

Motif ID: 17

Motif name: Motif 17
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1
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Number of overlap: 8

Similarity score: 0.0653924

Alignment:

GGGAGGRR

GGAAGSAR

Original motif = Consensus sequence: GGGAGGRR Reverse complement motif = Consensus sequence: MMCCTCCC
0.0 py é_é. o0 l I cqcm

Dataset #: 4

Motif ID: 116

Motif name: dyCTGCyTCyc

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: 0.0796555

Alignment:

DHCTGCYTCHB

--MTSCTTCC-

Original motif = Consensus sequence: DHCTGCYTCHB Reverse complement motif = Consensus sequence: BHGAKGCAGHH
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OGO GG

Watiiaga 34 Webilaga 34

Dataset #: 1

Motif ID: 26

Motif name: Motif 26
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1

Number of overlap: 8

Similarity score: 0.0803708
Alignment:

RGARGAAA

GGAAGSAR

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

s
s

b
b

Gl TTTCTCx

Wit oo S Wieda oo S

Dataset #: 4
Motif ID: 113
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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:
HBCTGYTTCBH
--MTSCTTCC-

htCTGyKTCbt
Reverse Complement
Original Motif
Forward

3

8

0.0857132

Original motif = Consensus sequence: HBCTGYTTCBH

bits

- (TexlC

Wehiiogo 34

Reverse complement motif

bits

2.0

1.0

Consensus sequence: HVGAAMCAGVH

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

1

27

Motif 27

Original Motif
Reverse Complement
Forward

1

8

0.0948401
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Alignment:

KRAGGCAG

GGAAGSAR

Original motif = Consensus sequence: CTGCCTKY Reverse complement motif  Consensus sequence: KRAGGCAG
=0 =0

e TC SIGA

o4O : oo 5

Dataset #: 1 Motif ID: 14 Motif name: Motif 14

Original motif = Consensus sequence: KAAAATR Reverse complement motif = Consensus sequence: MATTITY
=4O =0
o [ 8 u!

B s R B B s L R B

Best Matches for Motif ID 14 (Highest to Lowest)

Dataset #: 4

Motif ID: 91

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

Position number: 2

Page 135 of 592



Number of overlap: 7

Similarity score: 0.0107308

Alignment:

HWTAAAATHD

-—-KAAAATR-

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

2.0

bits
5

il

.0

WL ogo 3 4

Dataset #: 4
Motif ID: 108

Motif name: WWATKTTTAwWw

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Forward

Position number: 2

Number of overlap: 7

Similarity score: 0.0228401

Alignment:

DHATKTTTAHH

-MATTTTY-—-

Original motif = Consensus sequence: DHATKTTTAHH Reverse complement motif = Consensus sequence: HHTAAARATHD
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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:
CATTTCT
MATTTTY

44

Motif 44

Reverse Complement
Reverse Complement
Forward

1

7

0.0324742

Original motif = Consensus sequence: AGAAATG

= 0

s ey cx 3

Reverse complement motif

bits

=0

o0

Consensus sequence: CATTTCT

e ey cx E3

Dataset #:
Motif ID:

87
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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:
CMATTGTTH
-MATTTTY-

Original motif

Z2.0

AAAC&AIéﬂ

Wiestilogo 3

SOX9

Reverse Complement
Reverse Complement
Backward

2

7

0.0488777

Consensus sequence: DAACAATRG

Reverse complement motif

o

2.0

1.0

0.0

Consensus sequence: CMATTGTTH

gféIlHI;?

WiestiLogo 3

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

4
109

aaCAAAAACaa
Reverse Complement
Reverse Complement
Forward

2

7

0.0510773
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Alignment:
HHGTTTTTGHH
-MATTTTY---

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

2.0

1.0

bits

AR O

Dataset #: 1 Motif ID: 15 Motif nhame: Motif 15
Original motif = Consensus sequence: AGCCCWGG Reverse complement motif = Consensus sequence: CCWGGGCT

for.
=

T

% 1‘:3@A

Wk oo Ed Wk oo T

0.0

Best Matches for Motif ID 15 (Highest to Lowest)

Dataset #: 1

Motif ID: 51

Motif name: Motif 51
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1
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Number of overlap: 8

Similarity score: 0.0387232

Alignment:

AGAGCWGG

AGCCCWGG

Original motif = Consensus sequence: AGAGCWGG Reverse complement motif = Consensus sequence: CCWGCTCT
ﬂﬂ% A C I ﬂﬂm C | q

Dataset #: 4

Motif ID: 104

Motif name: cgCCCwGGScsg

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position number: 1

Number of overlap: 8

Similarity score: 0.0422017

Alignment:

VDCCCWGGGCRBB

AGCCCWGG—-—---

Original motif = Consensus sequence: VDCCCWGGGCBB Reverse complement motif = Consensus sequence: BBGCCCWGGGHV
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2.0

bits
=

00— CCC‘?C":‘CC“— 0.0—=

10
Wetiloga 34

Dataset #: 4

Motif ID: 122

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

Position number: 5

Number of overlap: 8

Similarity score: 0.0482193
Alignment:

HVCCAGGCCTGGBD

--CCWGGGCT----

Original motif

" clAGeCTl

Consensus sequence: HVCCAGGCCTGGBD

bits

Reverse complement motif

2.0
1.0

Consensus sequence: HBCCAGGCCTGG\

CAGeeCTL:

0.0

Welilogo 3.4

Webilogo 3.4

Dataset #:
Motif ID:

124
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cswGGGCCCwsg

Original Motif
Reverse Complement

Motif name:
Matching format of first motif:
Matching format of second motif
Direction: Forward
Position number: 5
8
0.0580747

Number of overlap:
Consensus sequence: BBWGGGCCCWVV

Similarity score:

Alignment:
BBWGGGCCCWVV
Reverse complement motif
2.0 C
: P

-———AGCCCWGG
Consensus sequence: VVWGGGCCCWBB

Original motif
%-=".:= CCCI 0.0

H-[b
g

Dataset #: 4
Motif ID: 127
Motif name: rryCAGGGAyw
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
3
8
0.0593634
Page 142 of 592

Position nhumber:
Number of overlap:
Similarity score:



Alignment:

DDYCAGGGAHD

--CCWGGGCT-

Original motif = Consensus sequence: DDYCAGGGAHD Reverse complement motif = Consensus sequence: DHTCCCTGMDD
2.0 2.0
C = T g CC T B

Dataset #: 1 Motif ID: 16 Motif name: Motif 16

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

=0 =0
o o
L = 1.0
o o
5

Wk oo Ed Wk oo T

Best Matches for Motif ID 16 (Highest to Lowest)

Dataset #: 4

Motif ID: 121

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

Page 143 of 592



8
0.0217603

Number of overlap:
Similarity score:

Reverse complement motif

Consensus sequence: BHGATGACTCDD

Consensus sequence: KCTRMCTC

Page 144 of 592

Alignment:
HDGAGTCATCDB
-—-GAGCCATC--
Original motif = Consensus sequence: HDGAGTCATCDB
o= _!—_AT IGAIC AI —ias AGIQ
Dataset #: 1
Motif ID: 4
Motif name: Motif 4
Matching format of first motif: Reverse Complement
Matching format of second motif Reverse Complement
Direction: Backward
Position number: 1
Number of overlap: 8
Similarity score: 0.0643454
Alignment:
KCTRMCTC
GATGGCTC
Consensus sequence: GAGRMAGR Reverse complement motif

Original motif



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:
BHGAKGCAGHH
-—-GAGCCATC-

4
116

dyCTGCyTCyc
Original Motif
Reverse Complement
Backward

2

8

0.0716659

Original motif = Consensus sequence: DHCTGCYTCHB

- CLCQ

Weiloga 34

Dataset #:
Motif ID:

124

Reverse complement motif = Consensus sequence: BHGAKGCAGHH

bits
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cswGGGCCCwsg

Original Motif
Reverse Complement

Motif name:
Matching format of first motif:
Matching format of second motif
Direction: Forward
Position number: 4
8
0.0726629

Number of overlap:
Consensus sequence: BBWGGGCCCWVV

Similarity score:

Alignment:
BBWGGGCCCWVV
Reverse complement motif
2.0 C
10 —

-—-—-GAGCCATC-
Original motif =~ Consensus sequence: VVWGGGCCCWBB
2.0
TS %=‘? CCCI ——é=*-ﬁ=
Dataset #: 4
Motif ID: 97
Motif name: sgArGCCACg
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Backward
3
8
0.0739514
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Position nhumber:
Number of overlap:
Similarity score:



Alignment:

CGTGGCKTCS

GATGGCTC--

Original motif = Consensus sequence: SGARGCCACG Reverse complement motif = Consensus sequence: CGTGGCKTCS
—= N |

Dataset #: 1 Motif ID: 17 Motif name: Motif 17

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

el

Wk oo Ed Wk oo T

Best Matches for Motif ID 17 (Highest to Lowest)

Dataset #: 1

Motif ID: 13

Motif name: Motif 13
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1
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Number of overlap: 8

Similarity score: 0.0153924

Alignment:

GGAAGSAR

GGGAGGRR

Original motif = Consensus sequence: GGAAGSAR Reverse complement motif = Consensus sequence: MTSCTTCC
OO = Ca i n l | q | @

Dataset #: 4

Motif ID: 111

Motif name: ccCCmCaCCCCcc

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Backward

Position number: 4

Number of overlap: 8

Similarity score: 0.0180858

Alignment:

HBCCCCACCCCRH

--MMCCTCCC---

Original motif = Consensus sequence: HBCCCCACCCCBH Reverse complement motif = Consensus sequence: DBGGGGTGGGGB
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(Gl it

Webilogad 4

Webiloga 3 4

Dataset #: 4

Motif ID: 103

Motif name: csCCaGCTCCCgs
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: 0.0339203
Alignment:

BBCCAGCTCCCVB

-—--MMCCTCCC--

Original motif = Consensus sequence: BBCCAGCTCCCVB

20

0.0 =

Webilogod 4

Reverse complement motif = Consensus sequence: BVGGGAGCTGGBE

20

| il - C L T
= - — =—

0.0 =

Dataset #: 4
Motif ID: 110
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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:
HVCCACACCBV
MMCCTCCC---

c¢cmCCACACCcm
Reverse Complement

Original Motif
Forward

1

8

0.0373897

Original motif = Consensus sequence: HVCCACACCBV

2.0

" Cécg

0.0

Wehiiogo 34

Reverse complement motif

bits

2.0

1.0

Consensus sequence: VBGGTGTGGBD

0.0

Dataset #:

Motif ID:

Motif name:

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

Position nhumber:

Number of overlap:

Similarity score:

4
99
graGGGGGATrr
Original Motif
Original Motif
Forward

4

8

0.0403428

Page 150 of 592



Alignment:

DVAGGGGGADD
-—-—-GGGAGGRR
Original motif = Consensus sequence: DVAGGGGGADD Reverse complement motif = Consensus sequence: HDTCCCCCTVH
2.0 2.0
a.0 = e == - " — noﬁ‘ ——
= iaaan = iaoan
Dataset #: 1 Motif ID: 18 Motif name: Motif 18
Original motif = Consensus sequence: GRRAGAGA Reverse complement motif = Consensus sequence: TCTCTMKC

]

=20 =20
e,
= j l _ i CT
0. = T 0.
5 5

Wk oo Ed Wk oo T

Best Matches for Motif ID 18 (Highest to Lowest)

Dataset #: 1

Motif ID: 4

Motif name: Motif 4
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1
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Number of overlap: 8

Similarity score: 0.0524813

Alignment:

GAGRMAGR

GRRAGAGA

Original motif = Consensus sequence: GAGRMAGR Reverse complement motif  Consensus sequence: KCTRMCTC
Dataset #: 4

Motif ID: 113

Motif name: htCTGyKTCbt

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 3

Number of overlap: 8

Similarity score: 0.0543958

Alignment:

HVGAAMCAGVH

--GRRAGAGA-

Original motif = Consensus sequence: HBCTGYTTCBH Reverse complement motif = Consensus sequence: HVGAAMCAGVH
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1 (el | (AnaCAG

Watiiaga 34 Webilaga 34

Dataset #: 1

Motif ID: 17

Motif name: Motif 17

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position number: 1

Number of overlap: 8

Similarity score: 0.0594801

Alignment:

GGGAGGRR

GRRAGAGA

Original motif = Consensus sequence: GGGAGGRR Reverse complement motif = Consensus sequence: MMCCTCCC
0.0 - py é_é oo ‘ l I cqcm

Dataset #: 2

Motif ID: 59
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Motif 59
Reverse Complement

Motif name:
Matching format of first motif:
Matching format of second motif Original Motif
Direction: Forward
4
8
0.0602419

Position number:
Number of overlap:
Similarity score:

Consensus sequence: GGMGKSHGAGGB

Reverse complement motif

Alignment:
CTBCCTCHSYCYCC
---TCTCTMKC---
Original motif = Consensus sequence: CTBCCTCHSYCYCC
20 20
l%g lc§c%1;£_¢_=9 o f-;f-——:ﬁAe‘—zﬁcé -‘%EA
5 To 3 1o
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
1
8
0.0675926

Position nhumber:
Number of overlap:
Similarity score:
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Alignment:

CACASASA

GRRAGAGA

Original motif = Consensus sequence: CACASASA Reverse complement motif = Consensus sequence: TSTSTGTG
=0 =0
0.0 .y - nﬂg | . |5 | -

Dataset #: 1 Motif ID: 19 Motif name: Motif 19

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

~CCTCCAC - (G=TCCACE

Wk oo Ed Wk oo T

Best Matches for Motif ID 19 (Highest to Lowest)

Dataset #: 1

Motif ID: 42

Motif name: Motif 42
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1
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Number of overlap: 8
Similarity score: 0.0610815
Alignment:

CCYAGAAC

CCTGGARC

Original motif = Consensus sequence: CCYAGAAC

=20

oits
:

C

Reverse complement motif

s

D

=20
1.0 | |
o

Consensus sequence: GTTCTKGG

e 5 5
Dataset #: 3
Motif ID: 84
Motif name: NR1H2RXRA
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: 0.0814394
Alignment:
AAAGGTCAAAGGTCAAC
-—--GKTCCAGG-—-----

Original motif = Consensus sequence: AAAGGTCAAAGGTCAAC

Reverse complement motif

GTTGACCTTTGACCTTT

Consensus sequence:
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2.0

w1
210 A
5

0.0 ——

=

Websiags 3.4

Dataset #: 1

Motif ID: 20

Motif name: Motif 20
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1

Number of overlap: 8

Similarity score: 0.0952394
Alignment:

ATTAMAGG

GKTCCAGG

Original motif = Consensus sequence: ATTAMAGG

Reverse complement motif

Consensus sequence: CCTYTAAT

% 1.0 ﬂ % 1.0
.0 c:'__“ .0

Dataset #: 4

Motif ID: 102
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ssCkGGYCCCsg
Reverse Complement

Reverse Complement

Motif name:
Matching format of first motif:
Matching format of second motif
Direction: Backward
2
8
0.0966701

Position number:
Number of overlap:
Similarity score:

Consensus sequence: VVGGGGCCRGBB

Reverse complement motif

Page 158 of 592

Alignment:
VVGGGGCCRGBB
-——GKTCCAGG-
Original motif = Consensus sequence: BBCKGGCCCCVV
2.0 2.0
zc\icCcC CCA
0.0 T =T =AWV CUV.___
2 10 Wehiogo a4 2 10 Webiogo 34
Dataset #: 1
Motif ID: 15
Motif name: Motif 15
Matching format of first motif: Original Motif
Matching format of second motif Reverse Complement
Direction: Backward
1
8
0.0972534

Position nhumber:
Number of overlap:
Similarity score:



Alignment:

CCWGGGCT

CCTGGARC

Original motif = Consensus sequence: AGCCCWGG Reverse complement motif = Consensus sequence: CCWGGGCT
=0 =0
. - | ﬂ.jm I . _

Dataset #: 1 Motif ID: 20 Motif name: Motif 20

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

=20 =20
ot =2
= 1.0 ﬂ = 1.0 T
0.0 T 0.
5

Wk oo Ed Wk oo T

Best Matches for Motif ID 20 (Highest to Lowest)

Dataset #: 3

Motif ID: 84

Motif name: NR1H2RXRA
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Forward

Position number: 6
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Number of overlap: 8
Similarity score: 0.0699525

Alignment:
GTTGACCTTTGACCTTT
————— CCTYTAAT----

Reverse complement motif =~ Consensus sequence:

Original motif = Consensus sequence: AAAGGTCAAAGGTCAAC GTTGACCTTTGACCTTT

20

w
=10 A
C "<
0.0 —— x
5

Dataset #: 1
Motif ID: 19

Motif name: Motif 19

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Backward

Position number: 1

Number of overlap: 8

Similarity score: 0.0931208

Alignment:

CCTGGARC

CCTYTAAT

Original motif = Consensus sequence: CCTGGARC Reverse complement motif  Consensus sequence: GKTCCAGG
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CCTC0AC =

el ago @ Wk e @4

Dataset #: 3

Motif ID: 66

Motif name: Lhx3

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

Position number: 3

Number of overlap: 8

Similarity score: 0.0993275

Alignment:

BMWTAATTAATTW

-——CCTYTAAT--

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

20

gmAAxIAA

o =

Dataset #: 3
Motif ID: 83
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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:
TGAMCTTTGMMCYT
-——-CCTYTAAT---

NR2F1

Reverse Complement
Original Motif
Backward

4

8

0.100049

Original motif = Consensus sequence: TGAMCTTTGMMCYT

ts

b

TOAIT] G

Webilogo 3.4

Reverse complement motif = Consensus sequence: AKGYYCAAAGRTC

bits

2.0

1.0

0.0

s OARAS ] GA

Webilogo 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

4
108

WWATKTTTAwWw
Original Motif
Reverse Complement
Backward

4

8

0.101957
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Alignment:

HHTAAARATHD

ATTAMAGG——-

Original motif = Consensus sequence: DHATKTTTAHH Reverse complement motif  Consensus sequence: HHTAAARATHD
2.0 2.0

B AIT ‘ B
o= - .5' 0.0

Dataset #: 1 Motif ID: 21 Motif name: Motif 21

Original motif = Consensus sequence: AAACAAAC Reverse complement motif = Consensus sequence: GTTTGITT
=0

o
=ro

0.0

=20
==
0. " ——
5

Wk oo Ed Wk oo T

Best Matches for Motif ID 21 (Highest to Lowest)

Dataset #: 2

Motif ID: 60

Motif name: Motif 60
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 5
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Number of overlap:
Similarity score:

Alignment:
AADAAAAMAAAAAM
-—-—--AAACAAAC--

8
0.0392428

Original motif = Consensus sequence: AADAAAAMAAAAAM

AA AQAAAéAé

Welilogo 3.4

Reverse complement motif

blts

1IITIT ITTT

Consensus sequence: YTTTTTRTTTIDTT

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
AAAMAAAMADBY
AAACAAAC—-——-

3

67

FOXI1

Original Motif
Reverse Complement
Forward

1

8

0.0439051

Original motif = Consensus sequence: KBDTRTTTRTTI

Reverse complement motif

Consensus sequence: AAAMAAAMADBY
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alxT

Wetiloga 34

Welaloga 34

Dataset #: 1

Motif ID: 5

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

Number of overlap: 8

Similarity score: 0.0458289
Alignment:

AAASAAAA

AAACAAAC

Original motif ~ Consensus sequence: AAASAAAA

=20

Wit oo S

s

b

Reverse complement motif ~ Consensus sequence: TTTTSTT]1

MMzeTTT

Wieda oo S

Dataset #: 3
Motif ID: 65
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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:
AAAHAAACAWTC
AAACAAAC—-—-—--

Original motif

ts

b

Hs$¢l? [r.aT

Foxd3

Original Motif
Reverse Complement
Forward

1

8

0.0463073

Consensus sequence: GAWTGTTTDTTT

Wehilogo 34

Reverse complement motif

s

bi

Consensus sequence: AAAHAAACAWTC

}éééggA Az

WetiLogo 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

4
89

aaACAAAACaa
Reverse Complement
Reverse Complement
Forward

4

8

0.0522284
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Consensus sequence: BHGTTIITGTTT

Alignment:
BHGTTTTGTTT
-——GTTTGTTT
Original motif = Consensus sequence: AAACAAAACHV Reverse complement motif
ok QAACAAAAC@A-‘ === ‘ ‘ ‘ _|_ _I- == W
Dataset #: 1 Motif ID: 22 Motif name: Motif 22
Original motif = Consensus sequence: GTGGTGGY Reverse complement motif = Consensus sequence: MCCACCAC
Best Matches for Motif ID 22 (Highest to Lowest)
Dataset #: 1
Motif ID: 6
Motif name: Motif 6
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
1
Page 167 of 592

Position number:



Number of overlap: 8

Similarity score: 0.0503283

Alignment:

GYGSTGGG

GTGGTGGY

Original motif = Consensus sequence: CCCASCMC Reverse complement motif  Consensus sequence: GYGSTGGG
OO 25 OO |5

Dataset #: 4

Motif ID: 115

Motif name: ysCmAGCACwy

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Backward

Position number: 3

Number of overlap: 8

Similarity score: 0.0623778

Alignment:

HVCMAGCACHH

-MCCACCAC--

Original motif = Consensus sequence: HVCMAGCACHH Reverse complement motif = Consensus sequence: DHGTGCTRGVH
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bit
0
bit;

0.0 — A'G— = — 0.0 — —— I
2 Weitaaas 2 e
Dataset #: 4
Motif ID: 93
Motif name: cmCARCACTwr
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 4
Number of overlap: 8
Similarity score: 0.0725856
Alignment:
BHCAGCACTHV
MCCACCAC---
Original motif = Consensus sequence: BHCAGCACTHV Reverse complement motif = Consensus sequence: VHAGTGCTGHB
oo CAQCAC | - oo : A I | . . -
Dataset #: 4
Motif ID: 101
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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:
HVCACCCCBB
MCCACCAC--

csCACCCCgg

Reverse Complement
Original Motif
Forward

1

8

0.0756613

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

20 2.0
-+ CaCecC 1 _UGGUTG

Dataset #: 4

Motif ID: 110

Motif name: cmCCACACCcm

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Backward

Position nhumber: 3

Number of overlap: 8

Similarity score: 0.0823897
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Alignment:

HVCCACACCBV

-MCCACCAC--

Original motif = Consensus sequence: HVCCACACCBV Reverse complement motif  Consensus sequence: VBGGTGTGGBD
2.0 2.0
C 5 T = T B

Dataset #: 1 Motif ID: 23 Motif name: Motif 23

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

=0 =0
e =
STIC | C© =
0.0 T [ a}
5

B s R B B s L R B

Best Matches for Motif ID 23 (Highest to Lowest)

Dataset #: 1

Motif ID: 7

Motif name: Motif 7

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

Position number: 2
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Number of overlap: 7

Similarity score: 0.0172404

Alignment:

TSTSTGTG

MTSTGTA-

Original motif = Consensus sequence: CACASASA Reverse complement motif = Consensus sequence: TSTSTGTG
0.0 s o0 ‘ I | . |5 |

Dataset #: 4

Motif ID: 90

Motif name: ymTACATAyw

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: 0.0191193

Alignment:

HHTACATABD

-—-TACASAR-

Original motif = Consensus sequence: HHTACATABD Reverse complement motif = Consensus sequence: DBTATGTAHH
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Dataset #: 1
Motif ID: 12
Motif name: Motif 12
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: 0.03188
Alignment:
GCACACAY
TACASAR-
Original motif = Consensus sequence: GCACACAY Reverse complement motif = Consensus sequence: MTGTGTGC
%1.0 ! AT E‘Iﬂ% n I |
: - -' OO = : :'__‘ -
Dataset #: 4
Motif ID: 114
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Motif name: awAACAcAAwa

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Forward

Position number: 3

Number of overlap: 7

Similarity score: 0.0346685

Alignment:

DDAACACAADV

--TACASAR--

Original motif = Consensus sequence: DDAACACAADV Reverse complement motif = Consensus sequence: BDTTGTGTTDD
20 2.0

| AQAA MTT%T“;

Dataset #: 3

Motif ID: 75

Motif name: FOXF2

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Backward

Position nhumber: 2

Number of overlap: 7

Similarity score: 0.0372723
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Alignment:
BHADSGTAAACAAD
—————— TACASAR-

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

Dataset #: 1 Motif ID: 24 Motif name: Motif 24
Original motif = Consensus sequence: CACGB Reverse complement motif = Consensus sequence: BCGTG
_——— e ——]

T e R e TR ey ey T B

Best Matches for Motif ID 24 (Highest to Lowest)

Dataset #: 2

Motif ID: 56

Motif name: Motif 56

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

Position number: 2
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Number of overlap:
Similarity score:

Alignment:
TCCGTG
-BCGTG

Original motif = Consensus sequence: CACGGA

Reverse complement motif

Consensus sequence: TCCGTG

Dataset #: 4
Motif ID: 115
Motif name: ysCmAGCACwy

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
DHGTGCTRGVH

Reverse Complement
Reverse Complement
Forward

1

5

0.0186397

Original motif = Consensus sequence: HVCMAGCACHH

Reverse complement motif

Consensus sequence: DHGTGCTRGVH
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Dataset #: 4
Motif ID: 107
Motif name: crCGyGCRcg
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 2
Number of overlap: 5
Similarity score: 0.019278
Alignment:
CGCGTGCACG
-BCGTG----
Original motif = Consensus sequence: CGCGTGCACG Reverse complement motif = Consensus sequence: CGTGCACGCG
" EEﬁCAl C =5 S = @ G o g;,:_:
Dataset #: 1
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:
GCACACAY
-—-—CACGB

Motif 12
Original Motif
Original Motif
Forward

4

5

0.0246242

Original motif = Consensus sequence: GCACACAY

Reverse complement motif

Consensus sequence: MTGTGTGC

z.0 z.0

AZ a1l GIGC
o S o z

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 nhumber: 1

Number of overlap: 5

Similarity score: 0.0336642
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Alignment:

CACASASA

CACGB---

Original motif = Consensus sequence: CACASASA Reverse complement motif = Consensus sequence: TSTSTGTG
=0 =0
0.0 0.0 i el : =

= R e I = R e

Dataset #: 1 Motif ID: 25 Motif name: Motif 25

Original motif = Consensus sequence: TTTAWW Reverse complement motif  Consensus sequence: WWTAAA
= _{O =_{O

% 1 .3 u T % a1 .40 T

o

[ = =

5
N s L cwcy o T N s L cwcy o T

Best Matches for Motif ID 25 (Highest to Lowest)

Dataset #: 4

Motif ID: 91

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

Position number: 1
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Number of overlap: 6
Similarity score: 0.0116421

Alignment:
HWTAAAATHD
WWTAAA-———

Original motif = Consensus sequence: DHATTTTAWH

2.0

Reverse complement motif

il

.0

bits
5

Consensus sequence: HWTAAAATHD

WL ogo 3 4

Dataset #: 4

Motif ID: 108

Motif name: WWATKTTTAwWw
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: 0.0118254
Alignment:

DHATKTTTAHH

————— TTTAWW

Original motif = Consensus sequence: DHATKTTTAHH

Reverse complement motif

Consensus sequence: HHTAAARATHD
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Dataset #: 3

Motif ID: 70

Motif name: Foxqgl
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: 0.0158082
Alignment:

HATTGTTTATW

————— TTTAWW

Original motif = Consensus sequence: HATTGTTTATW

240

bits

1 ax]V

==

Weiloga 34

Reverse complement motif

Consensus sequence: WATAAACAATH

Dataset #:
Motif ID: 3
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Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
AWATAMA
WWTAAA-

Motif 3

Reverse Complement

Original Motif
Forward

1

6

0.0300892

Original motif =~ Consensus sequence: AWATAMA

=0

Reverse complement motif

bis
:

=0

Consensus sequence: TYTATWT

WL o o

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

55

Motif 55
Original Motif
Original Motif
Backward

2

6

0.0307675
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Alignment:

TTTAAAA

TTTAWW-

Original motif = Consensus sequence: TTTAAAA Reverse complement motif = Consensus sequence: TTTTAAA
=.0 =.0

o % I I M o

(=N = (=N =)

Dataset #: 1 Motif ID: 26 Motif name: Motif 26

Original motif = Consensus sequence: RGARGAAA Reverse complement motif = Consensus sequence: TTTCKTCK
=20

Aal

Best Matches for Motif ID 26 (Highest to Lowest)

< TTTCTCx

Wk oo Ed Wk oo T

Dataset #: 3

Motif ID: 71

Motif name: Evil

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

Position number: 4
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8
0.0776207

Number of overlap:

Similarity score:

Alignment:
TBTTATCTTMTCTT

-—-TTTCKTCK---
Consensus sequence: AAGAYAAGATAABA

aCAAAGATAA .

Welilogo 3.4

1

Reverse complement motif

2.0

Consensus sequence: TBTTATCTTMTCTT

Dataset #:

Motif ID: 13
Motif name: Motif 13
Matching format of first motif: Original Motif

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

Number of overlap: 8
Similarity score: 0.0795772
Alignment:
GGAAGSAR
RGARGAAA
Consensus sequence: GGAAGSAR

Original motif

Reverse complement motif

Consensus sequence: MTSCTTCC
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el ago @

Dataset #: 1

Motif ID: 5

Motif name: Motif 5
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1

Number of overlap: 8

Similarity score: 0.0833075
Alignment:

AAASAAAA

RGARGAAA

Original motif

=20

Consensus sequence: AAASAAAA

Wit oo S

Reverse complement motif

bits
5

=20

0.0

Consensus sequence: TTTTSTTI

Tzl

Wieda oo S

Dataset #: 4
Motif ID: 89
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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:
BHGTTTTGTTT
—-——-TTTCKTCK

aaACAAAACaa
Reverse Complement
Reverse Complement
Forward

4

8

0.087026

Original motif =~ Consensus sequence: AAACAAAACHV

0.0

giﬁﬁACAAA b

Wehiiogo 34

Reverse complement motif = Consensus sequence: BHGTTTTGTTT

=8
=

2.0

1.0

0.0

GTTTTGT .

WetiLoga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

2

60

Motif 60

Reverse Complement
Reverse Complement
Backward

4

8

0.0876612
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Consensus sequence: YTTTTTRTTTIDTT

Reverse complement motif

Alignment:
YTTTTTRTTTTDTT
———TTTCKTCK---
Original motif = Consensus sequence: AADAAAAMAAAAAM
2.0
ARRACHAAAA
a.0 A = AA e
5 10 Saiserii
Dataset #: 1 Motif ID: 27 Motif name: Motif 27
Original motif = Consensus sequence: CTGCCTKY Reverse complement motif  Consensus sequence: KRAGGCAG
=0 =0

- .

o
=10
e L oge S

0.

Best Matches for Motif ID 27 (Highest to Lowest)
1

Dataset #:
Motif ID: 39
Motif name: Motif 39
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
1
Page 187 of 592

Position number:



Number of overlap: 8

Similarity score: 0.0247901

Alignment:

CTGYCTGT

CTGCCTKY

Original motif = Consensus sequence: ACAGMCAG Reverse complement motif = Consensus sequence: CTGYCTGT
0.1 2. OO C | I

Dataset #: 4

Motif ID: 116

Motif name: dyCTGCyTCyc

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 3

Number of overlap: 8

Similarity score: 0.0249073

Alignment:

BHGAKGCAGHH

-KRAGGCAG--

Original motif = Consensus sequence: DHCTGCYTCHB Reverse complement motif = Consensus sequence: BHGAKGCAGHH
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Watiiaga 34 Webilaga 34

Dataset #: 1

Motif ID: 8

Motif name: Motif 8
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1

Number of overlap: 8

Similarity score: 0.0407877
Alignment:

CTGGCYTY

CTGCCTKY

Original motif = Consensus sequence: CTGGCYTY Reverse complement motif  Consensus sequence: KAKGCCAG
Dataset #: 4

Motif ID: 126
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yVTGCAGsCAcg

Original Motif
Reverse Complement

Motif name:
Matching format of first motif:
Matching format of second motif:
Direction: Forward
Position number: 2
Number of overlap: 8

Similarity score: 0.0601303
Alignment:

VBTGSCTGCAVB

-CTGCCTKY---

Original motif = Consensus sequence: BVTGCAGSCABV Reverse complement motif  Consensus sequence: VBTGSCTGCAVB
2.0 2.0
"1 TUVAGEVA - ThecTi0a
+ 100Ace(a - TueCTULA
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
1
8
0.0611983
Page 190 of 592

Position nhumber:
Number of overlap:
Similarity score:



Alignment:
GAACDCAG
KRAGGCAG

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

=0 =0

e 1.0 = 1.0
| ' =
o - 5 —_ ) F

ekl ago O ekl ago S

bs
bis

Dataset #: 1 Motif ID: 28 Motif name: Motif 28

Original motif =~ Consensus sequence: AVAGAAA Reverse complement motif = Consensus sequence: TTTCTVT

TTCT.T

B s R B B s L R B

Best Matches for Motif ID 28 (Highest to Lowest)

Dataset #: 1

Motif ID: 5

Motif name: Motif 5
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 2
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Number of overlap: 7

Similarity score: 0.034392
Alignment:
AAASAAAA
AVAGAAA-

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

%1.0 A E‘Iﬂ% I | | IC | | I

0.0 - py 0.0 py 3

Dataset #: 1

Motif ID: 49

Motif name: Motif 49

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position number: 1

Number of overlap: 7

Similarity score: 0.0458576

Alignment:

AGATAAAR

AVAGAAA-

Original motif = Consensus sequence: AGATAAAR Reverse complement motif = Consensus sequence: KTTTATCT
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£ 1.0
o0
R e 2 R e
Dataset #: 1
Motif ID: 21
Motif name: Motif 21
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 2
Number of overlap: 7
Similarity score: 0.0461542
Alignment:
AAACAAAC
AVAGAAA-
Original motif = Consensus sequence: AAACAAAC Reverse complement motif = Consensus sequence: GTTTGITT
£ 1.0 £ 1.0 ! | | | | | I
0.0 = 0.0 s '- i
Dataset #: 1
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:
TCTCTMKC
TTTCTVT-

Motif 18

Reverse Complement
Reverse Complement

Backward
2
7
0.047492

Original motif = Consensus sequence: GRRAGAGA

Reverse complement motif

Consensus sequence: TCTCTMKC

z.0 z.0
“TUA o (:|CT(:
o z o =

Dataset #: 4

Motif ID: 89

Motif name: aaACAAAACaa

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: 0.055017
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Alignment:

AAACAAAACHV

AVAGAAA-———

Original motif = Consensus sequence: AAACAAAACHV Reverse complement motif = Consensus sequence: BHGTTTTGTTT
2.0 2.0
e 5 1o T s 1 -

Dataset #: 1 Motif ID: 29 Motif name: Motif 29

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

=20

Wk oo Ed Wk oo T

Best Matches for Motif ID 29 (Highest to Lowest)

Dataset #: 4

Motif ID: 103

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

Position number: 4
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Number of overlap: 8
Similarity score: 0.0420068
Alignment:

BVGGGAGCTGGBB

-——-GGGGCYGG--

Original motif = Consensus sequence: BBCCAGCTCCCVB

20

€, e

0.0 =

10
Webilogod 4

Reverse complement motif

20

bits

Consensus sequence: BVGGGAGCTGGBE

C —< _=_
10

0.0 =

Webilogo 3 4

Dataset #: 4

Motif ID: 119

Motif name: cbCCAGCTCmyk
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: 0.0430311
Alignment:

BBCCAGCTCMBD

--CCMGCCCC--

Original motif = Consensus sequence: BBCCAGCTCMBD

Reverse complement motif

Consensus sequence: HBYGAGCTGGBB
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Position number:
Number of overlap:
Similarity score:

Reverse complement motif

2.0 2.0
. cCACCTC “ GAT
>~ Vvil LVC o NE_ L
Dataset #: 4
Motif ID: 102
Motif name: ssCkGGYCCCsg
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Backward
3
8
0.0462922

Consensus sequence: VVGGGGCCRGBB

Alignment:
VVGGGGCCRGBB
--GGGGCYGG--
Original motif = Consensus sequence: BBCKGGCCCCVV
" — E_:_TCQC . CECACQC_ T
Dataset #: 4
111
Page 197 of 592

Motif ID:



Motif name: ccCCmCaCCCCcc

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: 0.051245

Alignment:

HBCCCCACCCCBH

-—-—-CCMGCCCC--

Original motif = Consensus sequence: HBCCCCACCCCBH Reverse complement motif = Consensus sequence: DBGGGGTGGGGB
20 20
MﬁC§C$CQGQ L GUVZVGVN

Dataset #: 4

Motif ID: 115

Motif name: ysCmAGCACwy

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward

Position nhumber: 2

Number of overlap: 8

Similarity score: 0.0556862
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Consensus sequence: DHGTGCTRGVH

Reverse complement motif

0

Motif ID: 30 Motif name: Motif 30
Reverse complement motif

Dataset #: 1
Consensus sequence: CAGGARGM

AN

Wk oo Ed

bits

Alignment:
HVCMAGCACHH
-—-CCMGCCCC-
Original motif = Consensus sequence: HVCMAGCACHH
2.0 2.0
_— AA CAC — - T , C I I WL
= iaaan = iaoan
Consensus sequence: YCMTCCTG

Original motif

=20

for.
=10

1

47

Motif 47

Best Matches for Motif ID 30 (Highest to Lowest)
Reverse Complement

Page 199 of 592

Dataset #:
Motif ID:
Motif name:
Matching format of first motif:
Matching format of second motif: Original Motif
Direction: Backward
1

Position number:



Number of overlap: 8
Similarity score: 0.0890875
Alignment:
KGCTGCTG
YCMTCCTG
Original motif = Consensus sequence: KGCTGCTG

=20

Reverse complement motif

=20

Consensus sequence: CAGCAGCR

CACCACC.

o.0 - o.0
Dataset #: 1
Motif ID: 4
Motif name: Motif 4
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1
Number of overlap: 8
Similarity score: 0.0957719
Alignment:
GAGRMAGR
CAGGARGM

Original motif = Consensus sequence: GAGRMAGR

Reverse complement motif

Consensus sequence: KCTRMCTC
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=0

bifs

L1s<C1C

o.0
Dataset #: 4
Motif ID: 98
Motif name: myyCCCACMTGCmyr
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: 0.0969866
Alignment:
HBCCCCACMTGCMHV
-—-YCMTCCTG----

Original motif = Consensus sequence: HBCCCCACMTGCMHV

2.0

0.0 e e =, S
5

15
Webiloga 34

Reverse complement motif
VDRGCAYGTGGGGVD

Consensus sequence:

bits

Dataset #: 4
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Motif ID:

Motif name:
Matching format of first motif:

Matching format of second motif

Direction:
Position number:

Number of overlap:
Similarity score:

127
rryCAGGGAyw

Original Motif
Original Motif
Forward
4

8
0.0975352

Consensus sequence: DHTCCCTGMDD

Reverse complement motif

Alignment:
DDYCAGGGAHD
---CAGGARGM
Original motif = Consensus sequence: DDYCAGGGAHD
20 20
1 Z(A 1 _]C0CTGa
5 - pg L T
Dataset #: 4
Motif ID: 99
Motif name: graGGGGGATrr
Matching format of first motif: Original Motif
Matching format of second motif Original Motif
Direction: Forward
2
8
0.0989909

Position number:

Number of overlap:
Similarity score:
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Alignment:
DVAGGGGGADD
-CAGGARGM--

Original motif = Consensus sequence: DVAGGGGGADD

240

bits

FAN
e

0.0

. = ———
=
5 10
Weksiaga 3.4

Reverse complement motif = Consensus sequence: HDTCCCCCTVH

10
Wekiiaga 34

Dataset #: 1 Motif ID: 31

Original motif = Consensus sequence: CTGWSCTC

% - A.CCTC
TC

Wk oo Ed

Best Matches for Motif ID 31 (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: Backward

Position number: 1

Motif name: Motif 31

Reverse complement motif = Consensus sequence: GAGSWCAG

=20

T

0.

5

Wk oo T
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Number of overlap: 8

Similarity score: 0.023129
Alignment:
GAACDCAG
GAGSWCAG
Original motif = Consensus sequence: CTGDGTTC Reverse complement motif  Consensus sequence: GAACDCAG
o B .
OO :'__‘ OO ?
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: 8
Similarity score: 0.0418605
Alignment:
KAKGCCAG
GAGSWCAG
Original motif = Consensus sequence: CTGGCYTY Reverse complement motif  Consensus sequence: KAKGCCAG
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=0

bifs
:

C
NE IS

el ago @ ek ago @

Dataset #: 4

Motif ID: 92

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

Position number: 2

Number of overlap: 8

Similarity score: 0.0464751

Alignment:

CGAGGYCACV

-GAGSWCAG-

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

2.0

%1-0 ACCT
PP - N e

10
WL g 3 WL ogo 3 4

Dataset #: 3
Motif ID: 84
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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
———————— GAGSWCAG-

NR1H2RXRA

Reverse Complement
Original Motif
Backward

2

8

0.0568298

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:

119

cbCCAGCTCmyk
Original Motif
Reverse Complement
Forward

2

8

0.0705619
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Consensus sequence: HBYGAGCTGGBB

Reverse complement motif

Alignment:
HBYGAGCTGGBB
-CTGWSCTC---
Original motif = Consensus sequence: BBCCAGCTCMBD
2.0 2.0
" ACA CTCC | A 1 WM
5 10 Giteani 5 10 GiGitoan i
Dataset #: 1 Motif ID: 32 Motif name: Motif 32
Consensus sequence: AVATGGC Reverse complement motif = Consensus sequence: GCCATVT
=0
CCAu
[ 8 u! =

Original motif
=0
% 1.0
-
[N u T
5

Best Matches for Motif ID 32 (Highest to Lowest)

Dataset #: 4
Motif ID: 124
Motif name: cswGGGCCCwsg
Original Motif
Original Motif
Backward
Page 207 of 592

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

Direction:
Position number:



Number of overlap:
Similarity score:

Alignment:
VVWGGGCCCWBB
AVATGGC—-———--

7
0.0595251

Original motif = Consensus sequence: VVWGGGCCCWBB

2.0

bits
=

a0,

0.0

WWesbLogo 3.4

Reverse complement motif

bits

2.0

_AVM

Consensus sequence: BBWGGGCCCWVV

(CC:

0.0

WWelbilogo 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:
HDGAGTCATCDB
-—-—-—-GCCATVT-

4
121

ctGAGTCATCkb
Reverse Complement
Original Motif
Backward

2

7

0.0676952

Original motif = Consensus sequence: HDGAGTCATCDB

Reverse complement motif

Consensus sequence: BHGATGACTCDD
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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:
AAAGGTCAAAGGTCAAC
——————— AVATGGC---

84
NR1H2RXRA
Original Motif
Original Motif
Forward

8

7

0.0701366

Original motif = Consensus sequence: AAAGGTCAAAGGTCAAC

20

210 A
0.0 — ———
5

Reverse complement motif =~ Consensus sequence:
GTTGACCTTTGACCTTT

Dataset #:
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119
cbCCAGCTCmyk

Reverse Complement

Motif ID:
Motif name:
Matching format of first motif:
Matching format of second motif Original Motif
Direction: Backward
5
7
0.0704204

Position number:
Number of overlap:
Similarity score:

Consensus sequence: HBYGAGCTGGBB

Reverse complement motif

Alignment:
BBCCAGCTCMBD
-GCCATVT-—---
Original motif = Consensus sequence: BBCCAGCTCMBD
2.0 2.0
ACA CTCC 1 WM
5 10 i toaniS 5 10 G toan s
Dataset #: 4
Motif ID: 98
Motif name: myyCCCACMTGCmyr
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
3
7
0.0736077
Page 210 of 592

Position number:
Number of overlap:
Similarity score:



Alignment:
HBCCCCACMTGCMHV
—————— AVATGGC--

Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: HBCCCCACMTGCMHV ver P ! . qu

VDRGCAYGTGGGGVD
QQQQAﬁ AlUVs 1 _eVWAIMIVGUe
Dataset #: 1 Motif ID: 33 Motif name: Motif 33
Original motif = Consensus sequence: CMTTTCC Reverse complement motif = Consensus sequence: GGAAARG

=.0 =0
oy =3
= e = 1.0
0.0 : E 0.0 |
s
W L ey e T e Ly e T

Best Matches for Motif ID 33 (Highest to Lowest)

Dataset #: 1

Motif ID: 46

Motif name: Motif 46

Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
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Position number: 1
Number of overlap: 7
Similarity score: 0.0542683

Alignment:
TSTTTCC
CMTTTCC
Original motif = Consensus sequence: GGAAASA Reverse complement motif = Consensus sequence: TSTTTCC
=0
[= 8 ! I I
L=

L e -

=0

hits
:

Dataset #: 1
Motif ID: 44

Motif name: Motif 44

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement
Direction: Forward

Position number: 1

Number of overlap: 7

Similarity score: 0.0667064

Alignment:

CATTTCT

CMTTTCC

Original motif = Consensus sequence: AGAAATG Reverse complement motif  Consensus sequence: CATTTCT
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=0 =0
% 1.0 2 1.0
oo W [= = - = ] = [= e S
Dataset #: 4
Motif ID: 88
Motif name: ygCTyTTCsg
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 3
Number of overlap: 7
Similarity score: 0.0693505
Alignment:
BCGAAMAGHH
-GGAAARG—-
Original motif = Consensus sequence: HDCTYTTCGB Reverse complement motif = Consensus sequence: BCGAAMAGHH
2.0 2.0
QTCIlC GAAA
a.0 = = - o.0 S L —— | - —
% T L % TR L
Dataset #: 1
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Motif ID: 38

Motif name: Motif 38

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 2

Number of overlap: 7

Similarity score: 0.0734352

Alignment:

GGAGMAGG

GGAAARG-

Original motif = Consensus sequence: CCTYCTCC Reverse complement motif = Consensus sequence: GGAGMAGG
2.0

_ - A

£ 4.0 T £40
o.0
Dataset #: 1
Motif ID: 13
Motif name: Motif 13
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1
Number of overlap: 7
Similarity score: 0.0861393
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Alignment:

GGAAGSAR
-GGAAARG
Original motif = Consensus sequence: GGAAGSAR Reverse complement motif = Consensus sequence: MTSCTTCC
=0 =0
£ 1.0 2 1.0 c | c ‘ |
o4O o4O =
Dataset #: 1 Motif ID: 34 Motif name: Motif 34
Original motif = Consensus sequence: ATATTTA Reverse complement motif = Consensus sequence: TAAATAT
=4O =0
£1.0 T 24
[ =N u' [n]

5
B s R B B s L R B

Best Matches for Motif ID 34 (Highest to Lowest)

Dataset #: 4

Motif ID: 108

Motif name: WWATKTTTAwWwW
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 3
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Number of overlap: 7

Similarity score: 0.0294375

Alignment:

DHATKTTTAHH

-—ATATTTA--

Original motif =~ Consensus sequence: DHATKTTTAHH Reverse complement motif = Consensus sequence: HHTAAARATHD
Dataset #: 3

Motif ID: 82

Motif name: HNF1B

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 3

Number of overlap: 7

Similarity score: 0.033217

Alignment:

GTTAAWKATTAA

--TAAATAT---

Original motif = Consensus sequence: TTAATRWTTAAC Reverse complement motif  Consensus sequence: GTTAAWKATTAA
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sl

Wetiloga 34

bits

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
DBTATGTAHH
-ATATTTA--

4
90

ymTACATAyw
Original Motif
Reverse Complement
Forward

2

7

0.0399459

Original motif = Consensus sequence: HHTACATABD

bits
5

a.0

1 TACAT

10
WL g 3

Reverse complement motif

2.0

Consensus sequence: DBTATGTAHH

WL ogo 3 4

Dataset #:
Motif ID:

61
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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:
CTAWAAATAG
-—-—-TAAATAT

MEF2A

Reverse Complement
Reverse Complement

Backward
1

7
0.0440271

Original motif = Consensus sequence: CTATTTWTAG

2.0

Reverse complement motif

Consensus sequence: CTAWAAATAG

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

69

NKX3-1
Original Motif
Original Motif
Backward

1

7

0.0453202

Page 218 of 592



Alignment:

ATACTTA

ATATTTA

Original motif = Consensus sequence: ATACTTA Reverse complement motif = Consensus sequence: TAAGTAT
=0 =0
oo —= C =

Dataset #: 1 Motif ID: 35 Motif name: Motif 35

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

=0 =0
e =
= C = A
[N n T = [N u
5

B s R B B s L R B

Best Matches for Motif ID 35 (Highest to Lowest)

Dataset #: 4

Motif ID: 115

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

Position number: 4
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Number of overlap: 7

Similarity score: 0.0239923

Alignment:
DHGTGCTRGVH
-——KGCTGGS-

Original motif

VAN _—

0.0

Consensus sequence: HVCMAGCACHH

Reverse complement motif

2.0

Consensus sequence: DHGTGCTRGVH

(TG

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

Matching format of first motif:

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

Number of overlap: 7

Similarity score: 0.0288353
Alignment:

CCCASCMC

-SCCAGCR

Original motif = Consensus sequence: CCCASCMC

Reverse Complement

Reverse complement motif

Consensus sequence: GYGSTGGG
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bits

210 —I— C

o0
R e 2 R e
Dataset #: 4
Motif ID: 119
Motif name: cbCCAGCTCmyk
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 2
Number of overlap: 7
Similarity score: 0.0386119
Alignment:
HBYGAGCTGGBB
--—-KGCTGGS~-
Original motif = Consensus sequence: BBCCAGCTCMBD Reverse complement motif = Consensus sequence: HBYGAGCTGGBB
N *CA CTCQ N A CI“?
Dataset #: 4
Motif ID: 93
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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:
BHCAGCACTHV
SCCAGCR-—---

cmCARCACTwr
Reverse Complement

Original Motif
Backward

5

7

0.0467269

Original motif = Consensus sequence: BHCAGCACTHV

- (A<CA

10
Wehiiogo 34

Reverse complement motif

2.0

0.0

bits

Consensus sequence: VHAGTGCTGHB

]

10
WetiLoga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

1

22

Motif 22
Original Motif
Original Motif
Forward

2

7

0.04839
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Alignment:

GTGGTGGY

-KGCTGGS

Original motif = Consensus sequence: GTGGTGGY Reverse complement motif = Consensus sequence: MCCACCAC
Dataset #: 1 Motif ID: 36 Motif name: Motif 36

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

=20 =20

=2
= 1.0

5 5
e Loogo 3% W ek Loy @S

for.
=10

0.

Best Matches for Motif ID 36 (Highest to Lowest)

Dataset #: 4

Motif ID: 98

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

Position number: 4
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8
0.0987507

Number of overlap:
Consensus sequence:

Similarity score:
Reverse complement motif

VDRGCAYGTGGGGVD

Alignment:
VDRGCAYGTGGGGVD
-——-CATGGTGG---
Original motif = Consensus sequence: HBCCCCACMTGCMHV
QcCACAT C CAx

o0 gﬂ ": — CTE A g_w. - oG _u ____,é“_ e -:-:-:L — -

Dataset #: 1

Motif ID: 30

Motif name: Motif 30
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: 0.100683
Alignment:
YCMTCCTG
CCACCATG
Consensus sequence: CAGGARGM Reverse complement motif = Consensus sequence: YCMTCCTG
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bits

T

el ago @ ek ago @

Dataset #: 4

Motif ID: 115

Motif name: ysCmAGCACwy

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 2

Number of overlap: 8

Similarity score: 0.106759

Alignment:

DHGTGCTRGVH

-CATGGTGG--

Original motif = Consensus sequence: HVCMAGCACHH Reverse complement motif = Consensus sequence: DHGTGCTRGVH
00 - Ag CAC BT 20 — T 5 C o

Dataset #: 4

Motif ID: 118
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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:
DVCACATGCATGTGBH
-——-CATGGTGG—---

yrCACATGCATGTGyr
Original Motif
Reverse Complement
Backward

5

8

0.106836

Original motif = Consensus sequence: HVCACATGCATGTGBD

2.0

" CACATCCATCIG.

Weblogod 4

Reverse complement motif

DVCACATGCATGTGBH

2.0

Consensus sequence:

" CACATCCATCIG.

Weblogod &

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

4
101

csCACCCCgg

Original Motif
Reverse Complement
Forward

2

8

0.10804
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Alignment:

BBGGGGTGVD
-CATGGTGG-
Original motif = Consensus sequence: HVCACCCCBB Reverse complement motif  Consensus sequence: BBGGGGTGVD
2.0 =0
o === CAC Cc 0.0 — L= = == =
= TR L = TR L
Dataset #: 1 Motif ID: 37 Motif name: Motif 37
Original motif = Consensus sequence: GYATGTGY Reverse complement motif = Consensus sequence: KCACATKC

=0 =0
ot =2
= C C =
o0 T t o0
5

Wk oo Ed Wk oo T

Best Matches for Motif ID 37 (Highest to Lowest)

Dataset #: 4

Motif ID: 118

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

Position number: 8
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Number of overlap: 8

Similarity score: 0.0125979

Alignment:
HVCACATGCATGTGBD
——————— GYATGTGY-

Original motif = Consensus sequence: HVCACATGCATGTGBD

20

" GAChTCoATCIC,

Weblogad 4

Reverse complement motif =~ Consensus sequence:
DVCACATGCATGTGBH

20

0.0

CACATGCATCTG

Weblogad 4

Dataset #: 4
Motif ID: 98
Motif name: myyCCCACMTGCmyr

Matching format of first motif: Original Motif

Matching format of second motif:

Direction: Backward
Position number: 5
Number of overlap: 8
Similarity score: 0.035887
Alignment:

VDRGCAYGTGGGGVD

-—--GYATGTGY----—

Reverse Complement
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Reverse complement motif ~ Consensus sequence:
VDRGCAYGTGGGGVD

2.0 2.0

L1 CA

e

Original motif = Consensus sequence: HBCCCCACMTGCMHV

0
O
)
<D
0>
>H—I
>0

0.0 = e —_—— = —— 0.0 e T
5 10 15 5 15
Webiloga 34 Webiloga 34

_— e W e N,
a

Dataset #: 1

Motif ID: 2

Motif name: Motif 2

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: 0.0415984

Alignment:

ACACACAC

KCACATKC

Original motif = Consensus sequence: ACACACAC Reverse complement motif = Consensus sequence: GTGTGTGT
=0 =0

£ 1.0 ; £ 1.0 | | | I

o Ao o - ? -

Webiiago 3% Wb Laga 3E
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Dataset #: 2

Motif ID: 58

Motif name: Motif 58

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 2

Number of overlap: 8

Similarity score: 0.0521491

Alignment:

TGTGTGTGTGTGTG

-GYATGTGY—-———-

Original motif = Consensus sequence: CACACACACACACA Reverse complement motif = Consensus sequence: TGTGTGTGTGTGT
20 20
jCACAgégaﬁéGAQé ‘ralulGrGTel

2 10 Wehiioga 3.4 2 10 Wehiioga 3.4

Dataset #: 4

Motif ID: 90

Motif name: ymTACATAyw

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 2

Number of overlap: 8

Page 230 of 592



Similarity score: 0.0544369

Alignment:

DBTATGTAHH

-GYATGTGY -

Original motif = Consensus sequence: HHTACATABD Reverse complement motif = Consensus sequence: DBTATGTAHH
2.0 T 2.0

Dataset #: 1 Motif ID: 38 Motif name: Motif 38

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

bifs
o
bifs
:

=0 =0 !
[a Rl [a Rl . . T .
=]

el ago @ ek ago @

Best Matches for Motif ID 38 (Highest to Lowest)

Dataset #: 1

Motif ID: 51

Motif name: Motif 51

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

Number of overlap: 8
Similarity score: 0.0329729
Alignment:
AGAGCWGG
GGAGMAGG
Original motif = Consensus sequence: AGAGCWGG Reverse complement motif = Consensus sequence: CCWGCTCT
=0 =0
2 R R e
Dataset #: 4
Motif ID: 88
Motif name: ygCTyTTCsg
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: 0.0476921
Alignment:
BCGAAMAGHH
-GGAGMAGG-
Original motif = Consensus sequence: HDCTYTTCGB Reverse complement motif  Consensus sequence: BCGAAMAGHH
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bits

2.0 2.0
- T = AAA
- C = L ~

- 0.0 =

Wbl ogo 3 S Wbl ogo 34

Dataset #: 1
Motif ID: 29
Motif name: Motif 29
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: 0.0493297
Alignment:
GGGGCYGG
GGAGMAGG
Original motif = Consensus sequence: CCMGCCCC Reverse complement motif = Consensus sequence: GGGGCYGG
=0 =0
j@c _ Ccm ool _
= R = R e
Dataset #: 4
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Motif ID: 103

Motif name: ¢csCCaGCTCCCgs

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 4

Number of overlap: 8

Similarity score: 0.0526885

Alignment:

BVGGGAGCTGGBB

-—--GGAGMAGG--

Original motif = Consensus sequence: BBCCAGCTCCCVB Reverse complement motif  Consensus sequence: BVGGGAGCTGGBI
20 20

CTCC a cchCTcQ

o == E a.0 — —
10

o CC
£
- 5

a0 l=— = ————

Webilogad 4 Webiloga 3 4

Dataset #: 4

Motif ID: 119

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

Position number: 3

Number of overlap: 8

Similarity score: 0.0576001
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Consensus sequence: HBYGAGCTGGBB

Reverse complement motif

Alignment:
HBYGAGCTGGBB
--GGAGMAGG--
Original motif = Consensus sequence: BBCCAGCTCMBD
CCA CTCA &
0.0 = — sm C 0.0 = : -_— N
Dataset #: 1 Motif ID: 39 Motif name: Motif 39
Original motif = Consensus sequence: ACAGMCAG Reverse complement motif = Consensus sequence: CTGYCTGT
Best Matches for Motif ID 39 (Highest to Lowest)
Dataset #: 1
Motif ID: 27
Motif name: Motif 27
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
1
Page 235 of 592
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Number of overlap: 8

Similarity score: 0.0307023

Alignment:

KRAGGCAG

ACAGMCAG

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

=20 =20

oits
u]

oits
:

TC iy

e o 5
Dataset #: 1
Motif ID: 2
Motif name: Motif 2
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1
Number of overlap: 8
Similarity score: 0.0593235
Alignment:
ACACACAC
ACAGMCAG
Original motif = Consensus sequence: ACACACAC Reverse complement motif = Consensus sequence: GTGTGTGT
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~GTGTSTCT

el ago @ ek ago @

Dataset #: 2

Motif ID: 58

Motif name: Motif 58

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 6

Number of overlap: 8

Similarity score: 0.0634902

Alignment:

TGTGTGTGTGTGTG

————— CTGYCTGT-

Original motif = Consensus sequence: CACACACACACACA Reverse complement motif = Consensus sequence: TGTGTGTGTGTGT
cAC CAGAC ]1 TulGLGT T T

o TC—.—_éT < o= AT él__—.—A . ?«:: : -

Dataset #: 4

Motif ID: 116
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Motif name: dyCTGCyTCyc

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: 0.0653685

Alignment:

DHCTGCYTCHB

-—-CTGYCTGT-

Original motif = Consensus sequence: DHCTGCYTCHB Reverse complement motif = Consensus sequence: BHGAKGCAGHH
20 20

O OGelC o CA
) e — -y e

Dataset #: 4

Motif ID: 113

Motif name: htCTGyKTCbt

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Forward

Position nhumber: 2

Number of overlap: 8

Similarity score: 0.0674965
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Alignment:

HVGAAMCAGVH
-ACAGMCAG--
Original motif = Consensus sequence: HBCTGYTTCBH Reverse complement motif = Consensus sequence: HVGAAMCAGVH

2.0 2.0

o0 . CTTI | C o0 AC Q_A

= Wekisosai & Webieosai
Dataset #: 1 Motif ID: 40 Motif name: Motif 40
Original motif = Consensus sequence: CCACASC Reverse complement motif = Consensus sequence: GSTGTGG
=4O =0

B s R B B s L R B

Best Matches for Motif ID 40 (Highest to Lowest)

Dataset #: 4

Motif ID: 110

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

Position number: 3

Page 239 of 592



Number of overlap: 7

Similarity score: 0.0381642

Alignment:

VBGGTGTGGBD

--GSTGTGG--

Original motif = Consensus sequence: HVCCACACCBV Reverse complement motif = Consensus sequence: VBGGTGTGGBD
e C?CE 10 LR T - 10

Dataset #: 4

Motif ID: 111

Motif name: ccCCmCaCCCCcc

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: 0.0665887

Alignment:

HBCCCCACCCCRH

--CCACASC----

Original motif = Consensus sequence: HBCCCCACCCCBH Reverse complement motif = Consensus sequence: DBGGGGTGGGGB
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sl gCACQGQ

Webilogad 4

bits

1.0

0.0

Webiloga 3 4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
GTGGTGGY
-GSTGTGG

Original motif

1

22

Motif 22

Reverse Complement
Original Motif
Backward

1

7

0.0714286

Consensus sequence: GTGGTGGY

Reverse complement motif

Consensus sequence: MCCACCAC

Dataset #: 1
Motif ID: 6
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Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
GYGSTGGG
GSTGTGG-

Motif 6

Reverse Complement
Reverse Complement
Backward

2

7

0.0745048

Original motif = Consensus sequence: CCCASCMC

Reverse complement motif

Consensus sequence: GYGSTGGG

=0 =0 T
0.0 25 ] st 5 }
Dataset #: 1
Motif ID: 12
Motif name: Motif 12

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

Reverse Complement
Reverse Complement
Backward

1

7

0.0820312
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Alignment:

MTGTGTGC

-GSTGTGG

Original motif = Consensus sequence: GCACACAY Reverse complement motif = Consensus sequence: MTGTGTGC
=0 =0
0.0 i = 0.0 ‘ I | -y | E c

Dataset #: 1 Motif ID: 41 Motif name: Motif 41

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

% i AAA % 1GMT ﬂ A

Wk oo Ed Wk oo T

Best Matches for Motif ID 41 (Highest to Lowest)

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: 1
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Number of overlap: 8

Similarity score: 0.0342598

Alignment:

CACASASA

CTCAGARA

Original motif = Consensus sequence: CACASASA Reverse complement motif = Consensus sequence: TSTSTGTG
0.0 s o0 ‘ I | . |5 |

Dataset #: 4

Motif ID: 117

Motif name: yaCATAYACay

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 4

Number of overlap: 8

Similarity score: 0.0601983

Alignment:

DTGTGTATGBD

-—-—-TKTCTGAG

Original motif = Consensus sequence: HVCATACACAH Reverse complement motif = Consensus sequence: DTGTGTATGBD
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2.0

o CATAGAC. - CTSTATG,

Watiiaga 34 Webilaga 34

bit

If

Dataset #: 1
Motif ID: 42
Motif name: Motif 42
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: 0.0645699
Alignment:
GTTCTKGG
TKTCTGAG
Original motif = Consensus sequence: CCYAGAAC Reverse complement motif = Consensus sequence: GTTCTKGG
% 1.0 C % 1.0 | |
OO = - OO - =
Dataset #: 4
Motif ID: 127
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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:
DDYCAGGGAHD
—-CTCAGARA--

Original motif

2.0

1 z(AG

bits

0.0

rryCAGGGAyw
Original Motif
Original Motif
Backward

3

8

0.0655288

Consensus sequence: DDYCAGGGAHD

10
Wehiiogo 34

Reverse complement motif

bits

2.0

1.

la]

10CC

Consensus sequence: DHTCCCTGMDD

A

10
WetiLoga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

2

58

Motif 58

Reverse Complement
Reverse Complement
Forward

7

8

0.0667371
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Alignment:

TGTGTGTGTGTGTG

—————— TKTCTGAG

Original motif = Consensus sequence: CACACACACACACA Reverse complement motif = Consensus sequence: TGTGTGTGTGTGT
2.0 2.0
it ATCQA_C-_A AQ - IAT TAlA : ?I

5 10
Wellage 3.4

Dataset #: 1 Motif ID: 42 Motif name: Motif 42
Original motif = Consensus sequence: CCYAGAAC Reverse complement motif = Consensus sequence: GTTCTKGG

=20
=2
= 1.0
0.
5

[al s
Wk oo T

Wk oo Ed

Best Matches for Motif ID 42 (Highest to Lowest)

Dataset #: 1

Motif ID: 19

Motif name: Motif 19
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1
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Number of overlap: 8

Similarity score: 0.0610815

Alignment:

CCTGGARC

CCYAGAAC

Original motif = Consensus sequence: CCTGGARC Reverse complement motif  Consensus sequence: GKTCCAGG
0.0 s 0.0 > | >

Dataset #: 4

Motif ID: 115

Motif name: ysCmAGCACwy

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: 0.0690213

Alignment:

HVCMAGCACHH

—-CCYAGAAC—--

Original motif = Consensus sequence: HVCMAGCACHH Reverse complement motif = Consensus sequence: DHGTGCTRGVH
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bits

ool WAL B e e
Dataset #: 1
Motif ID: 6
Motif name: Motif 6
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 1
Number of overlap: 8
Similarity score: 0.0735374
Alignment:
GYGSTGGG
GTTCTKGG
Original motif = Consensus sequence: CCCASCMC Reverse complement motif  Consensus sequence: GYGSTGGG
OO 25 OO |5
Dataset #: 4
Motif ID: 109
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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:
HHGTTTTTGHH
-—-GTTCTKGG-

aaCAAAAACaa
Reverse Complement
Reverse Complement
Forward

3

8

0.0769138

Reverse complement motif = Consensus sequence: HHGTTTTTGHH

2.0

Original motif = Consensus sequence: HHCAAAAACHH

bits

. _ .
0.0 —_—

Dataset #: 1

Motif ID: 41

Motif name: Motif 41
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position nhumber: 1

Number of overlap: 8

Similarity score: 0.0911976
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Alignment:

CTCAGARA

CCYAGAAC

Original motif = Consensus sequence: CTCAGARA Reverse complement motif = Consensus sequence: TKTCTGAG
=0 =0
o4O :—'__‘ A A o4O q A -

Dataset #: 1 Motif ID: 43 Motif name: Motif 43

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

T -

Wk oo Ed Wk oo T

Best Matches for Motif ID 43 (Highest to Lowest)

Dataset #: 3

Motif ID: 84

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

Position number: 7
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Number of overlap:
Similarity score:

Alignment:
GTTGACCTTTGACCTTT
—————— CTCTGCCY---

8
0.0750223

Original motif = Consensus sequence: AAAGGTCAAAGGTCAAC

20

w
=10 A
C "<
0.0 —— x
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:
CTBCCTCHSYCYCC
-—-—-—-CTCTGCCY--

59

Motif 59
Original Motif
Original Motif
Forward

5

8

0.0776916

Original motif = Consensus sequence: CTBCCTCHSYCYCC

Reverse complement motif

Consensus sequence: GGMGKSHGAGGB
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5 10 10

Dataset #: 4

Motif ID: 116

Motif name: dyCTGCyTCyc

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position number: 1

Number of overlap: 8

Similarity score: 0.0799777

Alignment:

DHCTGCYTCHB

CTCTGCCY---

Original motif = Consensus sequence: DHCTGCYTCHB Reverse complement motif = Consensus sequence: BHGAKGCAGHH
o ~ CI 5 C 10 LR A% 10

Dataset #: 4

Motif ID: 88
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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:
HDCTYTTCGB
--CTCTGCCY

ygCTyTTCsg
Original Motif
Original Motif
Backward

1

8

0.0904749

Original motif = Consensus sequence: HDCTYTTCGB

bits
5

-+ (TaTTC.

10

WL ogo 3 S

Reverse complement motif = Consensus sequence: BCGAAMAGHH

bits

2.0

AeRl

0.0

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:

3

83

NR2F1
Original Motif
Original Motif
Forward

5

8

0.0905992
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Alignment:
TGAMCTTTGMMCYT
-——-CTCTGCCY--

Original motif = Consensus sequence: TGAMCTTTGMMCYT

Reverse complement motif

2.0

Consensus sequence: AKGYYCAAAGRTC

G%%TTQAAAWTIQA

it
2

= ——

0.0 T
5

Wellage 3.4

Dataset #: 1 Motif ID: 44

Original motif

=0

Consensus sequence: AGAAATG

B s R B

Motif name: Motif 44

Reverse complement motif

=0

Consensus sequence: CATTTCT

[ a}

B s L R B

Best Matches for Motif ID 44 (Highest to Lowest)

Dataset #: 1
Motif ID: 14
Motif name: Motif 14

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

Position number: 1

Reverse Complement
Reverse Complement
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Number of overlap: 7

Similarity score: 0.0447866
Alignment:
MATTTTY
CATTTCT
Original motif = Consensus sequence: KAAAATR Reverse complement motif = Consensus sequence: MATTTTY
£ 4 2 1.0 C c
[ = N (=R u! =
Dataset #: 4
Motif ID: 108
Motif name: WWATKTTTAwWw
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 4
Number of overlap: 7
Similarity score: 0.0513825
Alignment:
DHATKTTTAHH
-CATTTCT—---
Original motif = Consensus sequence: DHATKTTTAHH Reverse complement motif = Consensus sequence: HHTAAARATHD
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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:
GGAAARG
AGAAATG

33

Motif 33

Original Motif
Reverse Complement
Forward

1

7

0.0527225

Original motif = Consensus sequence: CMTTTCC

s

D;CETTTCC

s ey cx 3

Reverse complement motif

=0

Consensus sequence: GGAAARG

Dataset #:
Motif ID:

61
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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:
CTATTTWTAG
-CATTTCT--

MEF2A

Reverse Complement
Original Motif
Forward

2

7

0.0603872

Original motif = Consensus sequence: CTATTTWTAG

2.0

Reverse complement motif

Consensus sequence: CTAWAAATAG

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

71

Evil

Reverse Complement
Reverse Complement
Backward

2

7

0.0740469
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Alignment:
TBTTATCTTMTCTT
—————— CATTTCT-

Original motif = Consensus sequence: AAGAYAAGATAABA

Reverse complement motif = Consensus sequence: TBTTATCTTMTCTT

4TI

Dataset #: 1 Motif ID: 45

Original motif = Consensus sequence: ATTATTAW

=20

w
= 1.0 T

0.0

Wk oo Ed

Best Matches for Motif ID 45 (Highest to Lowest)

Dataset #: 4
Motif ID: 100
Motif name: WWTAATAAwWW

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement
Direction: Forward

Position number: 2

Motif name: Motif 45

Reverse complement motif = Consensus sequence: WTAATAAT

=20

e
= 1.0

0.

Wk oo T
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Number of overlap: 8
Similarity score: 0.0312128

Alignment:
DDTTATTAHD
-ATTATTAW-

Original motif = Consensus sequence: DHTAATAADD

2.0

Reverse complement motif

2.0

Consensus sequence: DDTTATTAHD

WL ogo 3 4

Dataset #: 4

Motif ID: 108

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

Position number: 2

Number of overlap: 8

Similarity score: 0.0503721

Alignment:

HHTAAARATHD

-WTAATAAT--

Original motif = Consensus sequence: DHATKTTTAHH

Reverse complement motif

Consensus sequence: HHTAAARATHD
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2.0
o3 |
B AIT
e s
5

Dataset #: 3
Motif ID: 68
Motif name: HNF1A

Matching format of first motif: Original Motif

Matching format of second motif:

Direction: Backward
Position number: 3

Number of overlap: 8
Similarity score: 0.0585066
Alignment:

GYTAATDATTAACC

—-———-ATTATTAW--

Original motif = Consensus sequence: GGTTAATDATTAMC

[TTA]

la&g

Welilogo 3.4

= W
L1}

Reverse Complement

Reverse complement motif

Consensus sequence: GYTAATDATTAAC(

Dataset #: 3
Motif ID: 82
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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:
TTAATRWTTAAC
WTAATAAT----

HNF1B

Reverse Complement
Original Motif
Backward

5

8

0.0743796

Original motif = Consensus sequence: TTAATRWTTAAC

ts

b

z AATAITTAAQ

Wehilogo 34

Reverse complement motif = Consensus sequence: GTTAAWKATTAA

bits
5

2.0

0.0

UIAégz T[AA

WetiLogo 34

Dataset #:

Motif ID:

Motif name:

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

Position nhumber:

Number of overlap:

Similarity score:

3

66

Lhx3

Reverse Complement
Original Motif
Forward

1

8

0.0744439
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Alignment:

WAATTAATTAWYR
WTAATAAT-----—
Original motif = Consensus sequence: WAATTAATTAWYB Reverse complement motif  Consensus sequence: BMWTAATTAATTW

Dataset #: 1 Motif ID: 46 Motif name: Motif 46
Original motif = Consensus sequence: GGAAASA Reverse complement motif = Consensus sequence: TSTTTCC

~T.TTTCC

B s R B B s L R B

Best Matches for Motif ID 46 (Highest to Lowest)

Dataset #: 1

Motif ID: 13

Motif name: Motif 13
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1
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Number of overlap: 7

Similarity score: 0.0428804

Alignment:

GGAAGSAR

GGAAASA-

Original motif = Consensus sequence: GGAAGSAR Reverse complement motif = Consensus sequence: MTSCTTCC
OO = Ca i n l | q | @

Dataset #: 1

Motif ID: 33

Motif name: Motif 33

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 1

Number of overlap: 7

Similarity score: 0.0542683

Alignment:

GGAAARG

GGAAASA

Original motif = Consensus sequence: CMTTTCC Reverse complement motif = Consensus sequence: GGAAARG
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D

-C<TTTCC

W ey e B

Dataset #: 3

Motif ID: 75

Motif name: FOXF2
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 6

Number of overlap: 7

Similarity score: 0.0636714
Alignment:

BHADSGTAAACAAD

————— GGAAASA--

Original motif = Consensus sequence: BHADSGTAAACAAD

2.0

bits

- A_SX

5

0.0

Reverse complement motif

Consensus sequence: DTTGTITACSBTBE

Dataset #: 3
Motif ID: 86
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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:
KGTAAACA
-GGAAASA

FOXO03
Original Motif
Original Motif
Forward

2

7

0.0652994

Original motif = Consensus sequence: KGTAAACA

Reverse complement motif

Consensus sequence: TGTTTACR

2.0 z.0
= ﬂ—:T =10 T $CA
0.0 ‘:I = GG%I b4 | . gl o
Dataset #: 4
Motif ID: 113
Motif name: htCTGyKTCbt
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position nhumber: 4
Number of overlap: 7
Similarity score: 0.0693025
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Alignment:

HBCTGYTTCBH
-——TSTTTCC-
Original motif = Consensus sequence: HBCTGYTTCBH Reverse complement motif = Consensus sequence: HVGAAMCAGVH
2.0 2.0
- : CTTI | C o0 AC g_.__
= iaaan = iaoan
Dataset #: 1 Motif ID: 47 Motif name: Motif 47
Original motif = Consensus sequence: KGCTGCTG Reverse complement motif  Consensus sequence: CAGCAGCR

=0 =0
o o
i 10 = 1.0
o T .
5

Wk oo Ed

Wk oo T

Best Matches for Motif ID 47 (Highest to Lowest)

Dataset #: 4

Motif ID: 105

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

Position number: 1
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Number of overlap: 8

Similarity score: 0.0572744

Alignment:

BBGGCTGCGV

--KGCTGCTG

Original motif = Consensus sequence: VCGCAGCCBB Reverse complement motif  Consensus sequence: BBGGCTGCGV
a.0 e == l'_-. — - —_——= ?_ o0 —— ] s _':-_._ - — =

Dataset #: 4

Motif ID: 115

Motif name: ysCmAGCACwy

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 1

Number of overlap: 8

Similarity score: 0.0621107

Alignment:

DHGTGCTRGVH

KGCTGCTG---

Original motif = Consensus sequence: HVCMAGCACHH Reverse complement motif = Consensus sequence: DHGTGCTRGVH
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lw]
bits

ool WAL o — I -

Dataset #: 4

Motif ID: 93

Motif name: cmCARCACTwr

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 2

Number of overlap: 8

Similarity score: 0.0664426

Alignment:

VHAGTGCTGHB

-KGCTGCTG--

Original motif = Consensus sequence: BHCAGCACTHV Reverse complement motif = Consensus sequence: VHAGTGCTGHB
oo CAQCAC | - oo : A I | . . -

Dataset #: 1

Motif ID: 30

Page 269 of 592



Motif name:
Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
YCMTCCTG
KGCTGCTG

Motif 30

Original Motif
Reverse Complement
Forward

1

8

0.0671183

Original motif = Consensus sequence: CAGGARGM

Reverse complement motif

Consensus sequence: YCMTCCTG

z.0 z.0
o A o TCCTCCT

Dataset #: 4

Motif ID: 116

Motif name: dyCTGCyTCyc

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward

Position nhumber: 4

Number of overlap: 8

Similarity score: 0.0696714
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Alignment:

DHCTGCYTCHB

KGCTGCTG---

Original motif = Consensus sequence: DHCTGCYTCHB Reverse complement motif = Consensus sequence: BHGAKGCAGHH
2.0 : 2.0
) CI 5 11— A 5 [T

Dataset #: 1 Motif ID: 48 Motif name: Motif 48

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

=_4

= 4
= =
= 1.0 T = 1.0 u
(= n [ = = l T
=

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

Best Matches for Motif ID 48 (Highest to Lowest)

Dataset #: 1

Motif ID: 12

Motif name: Motif 12

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

Position number: 3
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Number of overlap: 6

Similarity score: 0.0450356
Alignment:

MTGTGTGC

CWGTGT--

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

el s py a0 ‘ I | oy

Dataset #: 1

Motif ID: 11

Motif name: Motif 11

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Backward

Position number: 1

Number of overlap: 6

Similarity score: 0.0534035

Alignment:

CTGDGTTC

--CWGTGT

Original motif = Consensus sequence: CTGDGTTC Reverse complement motif = Consensus sequence: GAACDCAG
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Dataset #: 1
Motif ID: 23
Motif name: Motif 23
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: 0.0615752

Alignment:
MTSTGTA
-CWGTGT

Original motif = Consensus sequence: MTSTGTA

RTeTGTA

s ey cx 3

Reverse complement motif

bits

=0

(=N

Consensus sequence: TACASAR

e ey cx E3

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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
CACASASA
—-ACACWG-

Motif 7
Original Motif
Original Motif
Forward

2

6

0.065723

Original motif = Consensus sequence: CACASASA

Reverse complement motif

Consensus sequence: TSTSTGTG

=0 =0

faie 5 7 OO ‘ I | - |5 | 7
Dataset #: 4
Motif ID: 117
Motif name: yaCATAYACay

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

Reverse Complement
Reverse Complement
Backward

6

6

0.0663715
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Alignment:
DTGTGTATGBD
CWGTGT

Original motif = Consensus sequence: HVCATACACAH

2.0

Reverse complement motif

Consensus sequence: DTGTGTATGBD

| CATAAC,

Wetiiaga 34

T<TATG.

5
Wekiiaga 34

Dataset #: 1 Motif ID: 49 Motif name: Motif 49

Original motif

=20

Consensus sequence: AGATAAAR

= =
2= 1.0 i

i

Wk oo Ed

0.0 L8]

Best Matches for Motif ID 49 (Highest to Lowest)

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

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement
Forward

1

Direction:
Position number:

Reverse complement motif

=

Consensus sequence: KTTTATCT

o

Kl

K

Wk oo T
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Number of overlap:
Similarity score:

Alignment:
TBTTATCTTMTCTT
KTTTATCT-—-——-—-

8
0.0168651

Original motif = Consensus sequence: AAGAYAAGATAABA

AGATan .

Welilogo 3.4

Reverse complement motif

2.0

Consensus sequence: TBTTATCTTMTCTT

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
KBDTRTTTRTTT
—-———KTTTATCT

3

67

FOXI1

Reverse Complement
Original Motif
Backward

1

8

0.0451069

Original motif = Consensus sequence: KBDTRTTTRTTI

Reverse complement motif

Consensus sequence: AAAMAAAMADBY
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ATII

Wetiloga 34

Welaloga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
YTTTTTRTTTTDTT
-—-KTTTATCT----

Original motif

2

60

Motif 60

Reverse Complement
Reverse Complement
Backward

5

8

0.0469577

Consensus sequence: AADAAAAMAAAAAM

Reverse complement motif

2.0

LT

P ———

Consensus sequence: YTTTTTRTTTIDTT

TITTITTTEII

Webilogo 3.4

Dataset #:
Motif ID:
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Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
GTTTGTTT
KTTTATCT

Motif 21

Reverse Complement
Reverse Complement
Backward

1

8

0.0471231

Original motif =~ Consensus sequence: AAACAAAC

Reverse complement motif

Consensus sequence: GTTTGTT

=0 =0

£ 1.0 £ 1.0 | | |
(= s = a0 e

Dataset #: 3

Motif ID: 84

Motif name: NR1H2RXRA

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

Reverse Complement
Reverse Complement
Backward

10

8

0.0483731
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Alignment:
GTTGACCTTTGACCTTT
KTTTATCT—-—=-=——————

Reverse complement motif ~ Consensus sequence:

Original motif = Consensus sequence: AAAGGTCAAAGGTCAAC GTTGACCTTTGACCTTT

Dataset #: 1 Motif ID: 50 Motif name: Motif 50

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

ARG TTLCTCTTC

Wk oo Ed

Wk oo T

Best Matches for Motif ID 50 (Highest to Lowest)

Dataset #: 4

Motif ID: 88

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

Number of overlap: 8
Similarity score: 0.0206791
Alignment:

HDCTYTTCGB

TGCTCTTC--

Original motif = Consensus sequence: HDCTYTTCGB

. C‘TTTC

L e

Reverse complement motif

bits
&

Consensus sequence: BCGAAMAGHH

LT

Wbt aga 3 4

Dataset #: 3

Motif ID: 71

Motif name: Evil

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

Position number: 3

Number of overlap: 8

Similarity score: 0.0485428

Alignment:

TBTTATCTTMTCTT

--TGCTCTTC----

Original motif = Consensus sequence: AAGAYAAGATAABA

Reverse complement motif

Consensus sequence: TBTTATCTTMTCTT
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2.0

a.0 =

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
AKGYYCAAAGRTCA
—————— GAAGAGCA

83

NR2F1

Original Motif
Reverse Complement
Backward

1

8

0.0680446

Original motif = Consensus sequence: TGAMCTTTGMMCYT

2.0

bits
a

0.0

AESIIIA%ég%I

Webslogo 3.4

Reverse complement motif = Consensus sequence: AKGYYCAAAGRTC

2.0

gmﬁgT%gAAAwTIQA

0.0

Weblogo 3.4

Dataset #:
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Motif ID: 5

Motif name: Motif 5

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward

Position number: 1

Number of overlap: 8

Similarity score: 0.0707433

Alignment:

AAASAAAA

GAAGAGCA

Original motif = Consensus sequence: AAASAAAA Reverse complement motif = Consensus sequence: TTTTSTTT
2.0 z.0

“"ARASA ~[MTxe]T]

20 5 Es 20 5 Ry

Dataset #: 4

Motif ID: 114

Motif name: awAACAcAAwa

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: 0.0709876
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Alignment:

DDAACACAADV

-GAAGAGCA--

Original motif = Consensus sequence: DDAACACAADV Reverse complement motif = Consensus sequence: BDTTGTGTTDD
2.0 2.0

Dataset #: 1 Motif ID: 51 Motif name: Motif 51

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

]

) 1G§A A CA ) T

Wk oo Ed Wk oo T

Best Matches for Motif ID 51 (Highest to Lowest)

Dataset #: 4

Motif ID: 119

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

Position number: 3
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Number of overlap: 8
Similarity score: 0.0568763
Alignment:
BBCCAGCTCMBD
-—-CCWGCTCT--
Original motif = Consensus sequence: BBCCAGCTCMBD Reverse complement motif = Consensus sequence: HBYGAGCTGGBB
Dataset #: 1
Motif ID: 38
Motif name: Motif 38
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: 0.0627656
Alignment:
CCTYCTCC
CCWGCTCT
Consensus sequence: CCTYCTCC Reverse complement motif = Consensus sequence: GGAGMAGG
Page 284 of 592
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OO

el ago @ ek ago @

Dataset #: 1

Motif ID: 15

Motif name: Motif 15

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward

Position number: 1

Number of overlap: 8

Similarity score: 0.0634208

Alignment:

AGCCCWGG

AGAGCWGG

Original motif = Consensus sequence: AGCCCWGG Reverse complement motif = Consensus sequence: CCWGGGCT
0.1 . ﬂﬂ%@ I

Dataset #: 4

Motif ID: 103
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Motif name: csCCaGCTCCCgs

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 4

Number of overlap: 8

Similarity score: 0.0769435

Alignment:

BVGGGAGCTGGBB

-——-AGAGCWGG--

Original motif = Consensus sequence: BBCCAGCTCCCVB Reverse complement motif = Consensus sequence: BVGGGAGCTGGBI
20 20

0.0 = W e ==
10

0.0 ——

10
Wablogod s Wablogod 4

Dataset #: 4

Motif ID: 93

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

Position nhumber: 3

Number of overlap: 8

Similarity score: 0.0785511
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Alignment:

BHCAGCACTHV
-CCWGCTCT--
Original motif = Consensus sequence: BHCAGCACTHV Reverse complement motif = Consensus sequence: VHAGTGCTGHB
2.0 C : 2.0 A
CA 5 A - - I T B
Dataset #: 2 Motif ID: 52 Motif name: Motif 52
Original motif = Consensus sequence: AGVCAGG Reverse complement motif = Consensus sequence: CCTGVCT
=4O =0
I -
[ =N u' [ 8 u! _._'__‘

B s R B B s L R B

Best Matches for Motif ID 52 (Highest to Lowest)

Dataset #: 1

Motif ID: 4

Motif name: Motif 4
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 2
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Number of overlap: 7

Similarity score: 0.0426638

Alignment:

GAGRMAGR

-AGVCAGG

Original motif = Consensus sequence: GAGRMAGR Reverse complement motif  Consensus sequence: KCTRMCTC
Dataset #: 4

Motif ID: 116

Motif name: dyCTGCyTCyc

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Backward

Position number: 4

Number of overlap: 7

Similarity score: 0.0621766

Alignment:

DHCTGCYTCHB

-CCTGVCT---

Original motif = Consensus sequence: DHCTGCYTCHB Reverse complement motif = Consensus sequence: BHGAKGCAGHH
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Dataset #: 4
Motif ID: 127
Motif name: rryCAGGGAyw
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 5
Number of overlap: 7
Similarity score: 0.0705096
Alignment:
DHTCCCTGMDD
--—--CCTGVCT
Original motif = Consensus sequence: DDYCAGGGAHD Reverse complement motif = Consensus sequence: DHTCCCTGMDD
o ECA = % LR — CCCE - 10
Dataset #: 4
Motif ID: 113
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Motif name: htCTGyKTCbt

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 4

Number of overlap: 7

Similarity score: 0.0753705

Alignment:

HVGAAMCAGVH

-——-AGVCAGG-

Original motif = Consensus sequence: HBCTGYTTCBH Reverse complement motif = Consensus sequence: HVGAAMCAGVH
20 20

T A AQA
CTTI & 2AVAY

Dataset #: 4

Motif ID: 126

Motif name: yvTGCAGsCAcg

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward

Position nhumber: 1

Number of overlap: 7

Similarity score: 0.077286
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Alignment:
BVTGCAGSCABV
AGVCAGG

Original motif = Consensus sequence: BVTGCAGSCABV

2.0

bits

7 1.0

bits

Reverse complement motif

Consensus sequence: VBTGSCTGCAVB

0.0

00—

< 1(0acs0A

Welaloga A4

) 190105

Wekaloga A4

Dataset #: 2 Motif ID: 53 Motif name: Motif 53

Original motif = Consensus sequence: TSTGTR

= 4

L=
N s L cwcy o T

Best Matches for Motif ID 53 (Highest to Lowest)

Dataset #: 1

Motif ID: 7

Motif name: Motif 7
Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement
Forward

1

Direction:
Position number:

Reverse complement motif

Consensus sequence: MACASA

=_4

(=

-
N s L cwcy o T
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Number of overlap: 6

Similarity score: 0.00228262

Alignment:

TSTSTGTG

TSTGTR--

Original motif = Consensus sequence: CACASASA Reverse complement motif = Consensus sequence: TSTSTGTG
0.0 s o0 ‘ I | . |5 |

Dataset #: 4

Motif ID: 114

Motif name: awAACAcAAwa

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: 0.0122629

Alignment:

DDAACACAADV

--MACASA---

Original motif = Consensus sequence: DDAACACAADV Reverse complement motif = Consensus sequence: BDTTGTGTTDD
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2 e

Dataset #: 1
Motif ID: 23
Motif name: Motif 23
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 2
Number of overlap: 6
Similarity score: 0.0137023
Alignment:
MTSTGTA
-TSTGTR
Original motif = Consensus sequence: MTSTGTA Reverse complement motif  Consensus sequence: TACASAR

) “:jA]C c I IA o

[ =l u! S :'__l - [ = 1N

Dataset #: 1
Motif ID: 2
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Motif name:
Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
GTGTGTGT
-TSTGTR-

Motif 2

Original Motif
Reverse Complement
Backward

2

6

0.0252334

Original motif = Consensus sequence: ACACACAC

=20

blts
.
2,

Reverse complement motif

GIGTIGT

s

b

Consensus sequence: GTGTGTGT

e s
Dataset #: 2
Motif ID: 58
Motif name: Motif 58
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position nhumber: 1
Number of overlap: 6
Similarity score: 0.025412
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Alignment:
CACACACACACACA

Original motif

2.0

Consensus sequence: CACACACACACACA

-
=0
0>
D
>

P,
(=

0.0

Reverse complement motif

HIATTA

0.0—=

Consensus sequence: TGTGTGTGTGTGT

oTe]

T

F=N

Wellage 3.4

Dataset #: 2 Motif ID: 54

Original motif

= O
e
= 1-0
oo -
=3

T e R e

Consensus sequence: RGAAA

Motif name: Motif 54

Reverse complement motif = Consensus sequence: TTTCK

“TTTC=

TR ey ey T B

Best Matches for Motif ID 54 (Highest to Lowest)

Dataset #: 1
Motif ID: 26
Motif name: Motif 26

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

Position number: 1

Reverse Complement
Reverse Complement
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Number of overlap: 5
Similarity score:

Alignment:

TTTCKTCK

TTTCK---

Original motif = Consensus sequence: RGARGAAA Reverse complement motif = Consensus sequence: TTTCKTCK
Dataset #: 1

Motif ID: 28

Motif name: Motif 28

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position number: 3

Number of overlap: 5

Similarity score: 0.0199405

Alignment:

AVAGAAA

--RGAAA

Original motif = Consensus sequence: AVAGAAA Reverse complement motif = Consensus sequence: TTTCTVT
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W ey e B

Dataset #: 1

Motif ID: 33

Motif name: Motif 33
Matching format of first motif:

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

Number of overlap: 5
Similarity score: 0.0284722
Alignment:

CMTTTCC

TTTCK--

Original motif = Consensus sequence: CMTTTCC

D;CETTTCC

s ey cx 3

s

Reverse Complement

Reverse complement motif

=0

Consensus sequence: GGAAARG

Dataset #: 1
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:
GGAAASA
RGAAA--

Motif 46
Original Motif
Original Motif
Backward

3

5

0.0284722

Original motif = Consensus sequence: GGAAASA

Reverse complement motif

= O = O
Dataset #: 1
Motif ID: 44
Motif name: Motif 44

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

Reverse Complement
Reverse Complement
Forward

3

5

0.0339244

Page 298 of 592
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Alignment:
CATTTCT
--TTTCK

Original motif

=0

W ey e T

Consensus sequence: AGAAATG

Reverse complement motif

=.0

Consensus sequence: CATTTCT

bits
:

[ u

W ey e

Dataset #: 2 Motif ID: 55

Original motif

Consensus sequence: TTTAAAA

Motif name: Motif 55

Reverse complement motif = Consensus sequence: TTTTAAA

=0 =0
o TAAAA o
0.0 [ a}

5

W ey cx T3

W L ey cx T3

Best Matches for Motif ID 55 (Highest to Lowest)

Dataset #: 4

Motif ID: 120

Motif name: wtTTTwAAAaw
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 3
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Number of overlap: 7
Similarity score: 0.00286145

Alignment:
HHTTTWAAADD
--TTTAAAA--

Original motif = Consensus sequence: HHTTTWAAADD

240

Reverse complement motif

2.0

Consensus sequence: DDTTTWAAAHH

Dataset #: 1
Motif ID: 9

Motif name: Motif 9
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 1

Number of overlap: 7

Similarity score: 0.0142562
Alignment:

TTTWWAAA

-TTTAAAA

Original motif = Consensus sequence: TTTWWAAA

Reverse complement motif

Consensus sequence: TTTWWAAA
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£ 1.0 £ 1.0
o0 o0
Dataset #: 4
Motif ID: 91
Motif name: WEtATTTTAwWwW
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 1
Number of overlap: 7
Similarity score: 0.036821

Alignment:
HWTAAAATHD
TTTAAAA-—-

Original motif = Consensus sequence: DHATTTTAWH

2.0

Reverse complement motif

bits

o
-]

2.0

A

Consensus sequence: HWTAAAATHD

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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
DHATKTTTAHH
-——-TTTTAAA

WWATKTTTAWW
Reverse Complement
Original Motif
Backward

1

7

0.0428268

Original motif =~ Consensus sequence: DHATKTTTAHH

2.0
£
= T
00— - :
5

Reverse complement motif

2.0

Consensus sequence: HHTAAARATHD

WetiLoga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

62

TBP

Reverse Complement
Reverse Complement
Forward

8

7

0.058454
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Alignment:

VBVVVVMWTTTATAS
——————— TTTTAAA-
Original motif = Consensus sequence: STATAAAWRVVVVBV Reverse complement motif = Consensus sequence: VBVVVVMWTTTAT

20 20

i T A, TITIAIA
0.0 ECA-- =W Epe~— — S, ; opl=em——= —-"r_i-"?_'_é = A ==
2 10 Wabtsatuk 2 10 Wabtoat ik
Dataset #: 2 Motif ID: 56 Motif name: Motif 56
Original motif = Consensus sequence: CACGGA Reverse complement motif = Consensus sequence: TCCGTG
=_i =_i

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

Best Matches for Motif ID 56 (Highest to Lowest)

Dataset #: 4

Motif ID: 127

Motif name: rryCAGGGAyw
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 3
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Number of overlap: 6

Similarity score: 0.0151346

Alignment:

DDYCAGGGAHD

-—-—-CACGGA--

Original motif = Consensus sequence: DDYCAGGGAHD Reverse complement motif = Consensus sequence: DHTCCCTGMDD
o ECA = % LR — CCC:_ - 10

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: 1

Number of overlap: 6

Similarity score: 0.0281094

Alignment:

CACASASA

CACGGA--

Original motif = Consensus sequence: CACASASA Reverse complement motif = Consensus sequence: TSTSTGTG
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el ago @ ek ago @

Dataset #: 1
Motif ID: 41
Motif name: Motif 41
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: 0.051968
Alignment:
TKTCTGAG
--TCCGTG
Original motif = Consensus sequence: CTCAGARA Reverse complement motif = Consensus sequence: TKTCTGAG
o A A o
[ = o :'-1. - L = [ = o =
Dataset #: 1
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:
CCTGGARC
CACGGA--

Original motif

Motif 19
Original Motif
Original Motif
Forward

1

6

0.051968

Consensus sequence: CCTGGARC

Reverse complement motif

Consensus sequence: GKTCCAGG

z.0 z.0
Dataset #: 2
Motif ID: 53
Motif name: Motif 53
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position nhumber: 1
Number of overlap: 6
Similarity score: 0.0528198
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Alignment:
TSTGTR
TCCGTG

Original motif

=_

Consensus sequence: TSTGTR

bis
:

[ = =

ks W cmey e S

Reverse complement motif

=_

[ = =

Consensus sequence: MACASA

bis

ks W cmey e S

Dataset #: 2 Motif ID: 57

Original motif

=_4

Consensus sequence: SAGGAA

5
N s L cwcy o T

Motif name: Motif 57

Reverse complement motif

“TTeCT

N s L cwcy o T

Consensus sequence: TTCCTS

Best Matches for Motif ID 57 (Highest to Lowest)

Dataset #: 1

Motif ID: 30

Motif name: Motif 30
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 3
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Number of overlap: 6

Similarity score: 0.0409967

Alignment:

CAGGARGM

SAGGAA--

Original motif = Consensus sequence: CAGGARGM Reverse complement motif = Consensus sequence: YCMTCCTG
OO o Calln C I | Cc |

Dataset #: 1

Motif ID: 26

Motif name: Motif 26

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: 0.0466104

Alignment:

RGARGAAA

-SAGGAA-

Original motif = Consensus sequence: RGARGAAA Reverse complement motif = Consensus sequence: TTTCKTCK
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bifs

=0

o

Ko

ek ago @

Dataset #: 1
Motif ID: 28
Motif name: Motif 28

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

Direction: Backward
Position number: 2

Number of overlap: 6
Similarity score: 0.0548389
Alignment:

TTTCTVT

TTCCTS-

Original motif = Consensus sequence: AVAGAAA

= 0

s ey cx 3

Reverse Complement
Reverse Complement

Reverse complement motif

bits

=0

O

R n

Consensus sequence: TTTCTVT

e

e ey cx E3

Dataset #: 1
Motif ID: 27
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Motif name:
Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
KRAGGCAG
-SAGGAA-

Motif 27

Original Motif
Reverse Complement
Forward

2

6

0.0627861

Original motif = Consensus sequence: CTGCCTKY

Reverse complement motif

Consensus sequence: KRAGGCAG

z.0 z.0
s TC 2 IGA
e o s
Dataset #: 1
Motif ID: 4
Motif name: Motif 4
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position nhumber: 1
Number of overlap: 6
Similarity score: 0.0659124
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Alignment:

GAGRMAGR

SAGGAA--

Original motif = Consensus sequence: GAGRMAGR Reverse complement motif = Consensus sequence: KCTRMCTC
Dataset #: 2 Motif ID: 58 Motif name: Motif 58

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

2.0

Wlhecactltes (Tl

Webiioga 3.4 Webiloga 3.4

Best Matches for Motif ID 58 (Highest to Lowest)

Dataset #: 4

Motif ID: 118

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

Position number: 3
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Number of overlap: 14

Similarity score: 0.0942589
Alignment:

HVCACATGCATGTGBD

—-—-CACACACACACACA

. . ) Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: HVCACATGCATGTGBD DVCACATGCATGTGBH
0 — GA ; AIET?Q-IEIA; . =5 CA ; AIETTU-IEIA;

Dataset #: 2

Motif ID: 59

Motif name: Motif 59

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 1

Number of overlap: 14

Similarity score: 0.0950431

Alignment:

GGMGKSHGAGGRAG

TGTGTGTGTGTGTG

Original motif = Consensus sequence: CTBCCTCHSYCYCC Reverse complement motif = Consensus sequence: GGMGKSHGAGGB
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lgg I\ X <ScVIice éﬁiﬂAe’?ﬁcé éfA
5 To o
Dataset #: 4
Motif ID: 98
Motif name: myyCCCACMTGCmyr
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: 0.0967648
Alignment:
HBCCCCACMTGCMHV
—CACACACACACACA

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

VDRGCAYGTGGGGVD
aI60 CAx
0.0 Qggg v C—— — g—-‘ ; 0.0 B e e e ;
Dataset #: 4
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Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
-HBCCCCACCCCBH
CACACACACACACA

Original motif

111
ccCCmCaCCCCcc
Original Motif
Original Motif
Backward

1

13

0.595051

Consensus sequence: HBCCCCACCCCBH

 (Ce0olc

Webilogad 4

Reverse complement motif

2.0

]
a0

0.0

Consensus sequence: DBGGGGTGGGGB

Webiloga 3 4

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

2

60

Motif 60
Original Motif
Original Motif
Backward

2

13

0.597407
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Alignment:
-AADAAAAMAAAAAM
CACACACACACACA-

Original motif

2.0

Consensus sequence: AADAAAAMAAAAAM

0.0

Reverse complement motif

Consensus sequence: YTTTTTRTTTIDTT

Dataset #: 2 Motif ID: 59

Original motif

2.0

Consensus sequence: CTBCCTCHSYCYCC

0.0 e T
5

Best Matches for Motif ID 59 (Highest to Lowest)

Dataset #: 3

Motif ID: 81

Motif name: Pax4
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 13

Motif name: Motif 59

Reverse complement motif

2.0

= 1.0

0.0

LN

——— T e, T

Consensus sequence: GGMGKSHGAGGB

_a\VUAUcs=A

== mo =t o

10
Webiloga 3.4
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Number of overlap: 14

Similarity score: 0.0440476

Alignment:

RAAWAWTWDCMVHHVBBHHHVHMHCMCYMC

———————————— CTBCCTCHSYCYCC----

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

RAAWAWTWDCMVHHVBBHHHVHMHCMCYMC GRKGRGDRHVHDDVBBHHBRGDWAWTWTTM
LT S Sasusos0 lsse.e8 o za. $o taxTille

Dataset #: 4

Motif ID: 98

Motif name: myyCCCACMTGCmyr

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: 0.064469

Alignment:

HBCCCCACMTGCMHV

-CTBCCTCHSYCYCC
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Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: HBCCCCACMTGCMHV P 9

VDRGCAYGTGGGGVD
CcCALAT C CAx
o0 %n - e CTEHE_._ e oG = _f,._;._ e, T-:-rL N -
Dataset #: 2
Motif ID: 58
Motif name: Motif 58
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 1
Number of overlap: 14
Similarity score: 0.0727936
Alignment:
TGTGTGTGTGTGTG
GGMGKSHGAGGBAG
Original motif = Consensus sequence: CACACACACACACA Reverse complement motif = Consensus sequence: TGTGTGTGTGTGT

2.0

CMlhcaccalien  reiTeen]

Webiloga 3.4 WabiLlogo .4
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
-HBCCCCACCCCBH
CTBCCTCHSYCYCC

Original motif

4
111
ccCCmCaCCCCcc
Original Motif
Original Motif
Backward

1

13

0.53768

Consensus sequence: HBCCCCACCCCBH

. (0el.0cCe

WabLogod 4

Reverse complement motif

bits

2.0

0.0

Consensus sequence: DBGGGGTGGGGB

WabLogad 4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

4
103

¢csCCaGCTCCCgs
Reverse Complement
Reverse Complement
Backward

1

13
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Similarity score: 0.558794

Alignment:

-BVGGGAGCTGGREB

GGMGKSHGAGGBAG

Original motif = Consensus sequence: BBCCAGCTCCCVB Reverse complement motif = Consensus sequence: BVGGGAGCTGGBI
2.0 2.0

a.o — =

e L — a0 e
10

WabLogod 4 WabLogad 4

Dataset #: 2 Motif ID: 60 Motif name: Motif 60

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

2.0

= ‘:éAé 0.0

Welsloge 34

Best Matches for Motif ID 60 (Highest to Lowest)

Dataset #: 3

Motif ID: 71

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

Number of overlap: 14
Similarity score: 0.0695286
Alignment:

AAGAYAAGATAABA

AADAAAAMAAAAAM

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

2.0
—— 0.0
10 e 5

Dataset #: 3

Motif ID: 81

Motif name: Pax4

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward

Position number: 15

Number of overlap: 14

Similarity score: 0.0795461

Alignment:

RAAWAWTWDCMVHHVBBHHHVHMHCMCYMC

——AADAAAAMAAAAAM-————————————~—
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Original motif = Consensus sequence: Reverse complement motif = Consensus sequence:

RAAWAWTWDCMVHHVBBHHHVHMHCMCYMC GRKGRGDRHVHDDVBBHHBRGDWAWTWTTM
AQAAIX Cg-‘én-&— — iggﬁgggg WSS TS A Teose e _‘;_-_$I'. ééAlg“Tcg

Dataset #: 3

Motif ID: 62

Motif name: TBP

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: 0.0901534

Alignment:

STATAAAWRVVVVBV

-AADAAAAMAAAAAM

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

2.0

“ TATAMA, " AT

e e — 0.0 ===
15 5
WehiLoga 34 Wa:_nquaﬁ
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Dataset #: 4

Motif ID: 125

Motif name: WWTAATWWATTAWW

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: 0.0954049

Alignment:

DDTAATWWATTAHH

AADAAAAMAAAAAM

Original motif = Consensus sequence: DDTAATWWATTAHH Reverse complement motif = Consensus sequence: HHTAATWWATTAIL
20 20
" TAATzeATTA " TAATzeAITA

Dataset #: 3

Motif ID: 75

Motif name: FOXF2

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position number: 1

Number of overlap: 14
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Similarity score: 0.0959909

Alignment:
BHADSGTAAACAAD
AADAAAAMAAAAAM

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

2.0 2.0

bits

5

0.0

Dataset #: 3 Motif ID: 61 Motif name: MEF2A

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

2.0

Best Matches for Motif ID 61 (Highest to Lowest)

Dataset #: 3

Motif ID: 62

Motif name: TBP

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

Number of overlap: 10
Similarity score: 0.0368263
Alignment:

STATAAAWRVVVVBV

CTAWAAATAG————-—

Original motif = Consensus sequence: STATAAAWRVVVVBV

m;léxééAéﬂﬁ?

15
Webilaga 34

Reverse complement motif

2.0

=40

0.0

Consensus sequence: VBVVVVMWTTTAT

TTIATA

===
5

Webilaga 34

Dataset #: 4
Motif ID: 108
Motif name: WWATKTTTAwWwW

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

Direction: Forward
Position number: 2

Number of overlap: 10
Similarity score: 0.0401238
Alignment:

HHTAAARATHD

—-CTAWAAATAG

Original motif = Consensus sequence: DHATKTTTAHH

Reverse Complement
Reverse Complement

Reverse complement motif

Consensus sequence: HHTAAARATHD
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67

Dataset #:

Motif ID:

Motif name:
Matching format of first motif:

Matching format of second motif

Direction:
Position number:

Number of overlap:
Similarity score:

Alignment:
KBDTRTTTRTTT

-—-CTATTTWTAG

Original motif

2.0

FOX

Il

Original Motif

Original Motif

Forward

3

10
0.056188

Consensus sequence: KBDTRTTTRTTT

Reverse complement motif

2.0

Consensus sequence: AAAMAAAMADBY

Wekiloga A4
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Dataset #:



68

Motif ID:

Motif name: HNF1A
Matching format of first motif: Original Motif
Matching format of second motif Original Motif

Direction: Forward
Position number: 3
10
0.0684894

Number of overlap:

Similarity score:
Consensus sequence: GYTAATDATTAAC(

Reverse complement motif

Alignment:

GGTTAATDATTAMC
-—CTATTTWTAG--
Original motif = Consensus sequence: GGTTAATDATTAMC
2.0 2.0
Y- AéIﬁTIcéeg > o L AAAAAAAT
5 10 e 5 10 e
Dataset #: 4
Motif ID: 91
Motif name: WEATTTTAww
Matching format of first motif: Reverse Complement
Matching format of second motif Reverse Complement
Direction: Backward
1
10
0.0714984
Page 326 of 592

Position number:
Number of overlap:
Similarity score:



Alignment:

HWTAAAATHD
CTAWAAATAG
Original motif = Consensus sequence: DHATTTTAWH Reverse complement motif = Consensus sequence: HWTAAAATHD
2.0 =0
Z 1.0 Z 1.0 | AA
0.0 oo l—— ==
5 WisbLaga 3.2
Dataset #: 3 Motif ID: 62 Motif name: TBP
Original motif = Consensus sequence: STATAAAWRVVVVBV Reverse complement motif = Consensus sequence: VBVVVVMWTTTAT

2.0

WebiLogo 34 Webilogo 34

Best Matches for Motif ID 62 (Highest to Lowest)

Dataset #: 3

Motif ID: 81

Motif name: Pax4
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1
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Number of overlap: 15

Similarity score: 0.050528
Alignment:
RAAWAWTWDCMVHHVBBHHHVHMHCMCYMC
STATAAAWRVVVVBV-—-—-—-———————————
Original motif = Consensus sequence: Reverse complement motif = Consensus sequence:
RAAWAWTWDCMVHHVBBHHHVHMHCMCYMC GRKGRGDRHVHDDVBBHHBRGDWAWTWTTM
06 a é%AéII gg::g};%___-_:—:?f_* ,—_.g?%%gggg 06 o S _f_’-_“.!..:l:’_“ L - :':'e _'__-_EI. _%éllgIcg
Dataset #: 4
Motif ID: 125
Motif name: WWTAATWWATTAWW
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: 0.581919
Alignment:
DDTAATWWATTAHH-
VBVVVVMWTTTATAS
Original motif = Consensus sequence: DDTAATWWATTAHH Reverse complement motif = Consensus sequence: HHTAATWWATTAIL
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2.0

" TAATraAJTA

Welsloge 34

2.0

| TAATz2ATTA

Welloge 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:
-GYTAATDATTAACC
VBVVVVMWTTTATAS

3

68

HNF1A

Reverse Complement
Reverse Complement
Backward

1

14

0.583461

Original motif = Consensus sequence: GGTTAATDATTAMC

[TTA]

la&g

Welilogo 3.4

Reverse complement motif = Consensus sequence: GYTAATDATTAAC(

Dataset #:
Motif ID:

60
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Motif name: Motif 60
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: 0.58354

Alignment:

-AADAAAAMAAAAAM

STATAAAWRVVVVBV

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

2.0

ts

2.0
1.0

b

llITlTTITTTE

0.0

0.0

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

98
myyCCCACMTGCmyr
Reverse Complement
Original Motif
Backward

2

14

0.587864
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Alignment:
—-HBCCCCACMTGCMHV
VBVVVVMWTTTATAS-

Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: HBCCCCACMTGCMHV ver P ! . qu

VDRGCAYGTGGGGVD
QQQQAﬁ AlUuVg 1 SWAIMIVGUe
Dataset #: 3 Motif ID: 63 Motif name: FOXL1
Original motif = Consensus sequence: WHDAHATA Reverse complement motif  Consensus sequence: TATDTDHW

=20

=0
o o
=1 5103 I A
a o dem——— e - . I_—}I e
. = £ 5

Wk oo Ed Wk oo T

Best Matches for Motif ID 63 (Highest to Lowest)

Dataset #: 3

Motif ID: 75

Motif name: FOXF2
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
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Position number: 7

Number of overlap: 8
Similarity score: 0.0287322
Alignment:

BHADSGTAAACAAD

WHDAHATA-———-—-—

Original motif = Consensus sequence: BHADSGTAAACAAD

2.0

bits
5

- A_CSA

0.0
5 10

Reverse complement motif

2.0

bits
5

)

Consensus sequence: DTTGTTTACSBTBE

Dataset #: 4
Motif ID: 90
Motif name: ymTACATAyw

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

Direction: Forward
Position number: 3

Number of overlap: 8
Similarity score: 0.0294054
Alignment:

DBTATGTAHH

—-—-TATDTDHW

Original motif = Consensus sequence: HHTACATABD

Reverse Complement
Reverse Complement

Reverse complement motif

Consensus sequence: DBTATGTAHH
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a0

Wbl ogo 3 S

Wbl ogo 34

Dataset #: 3

Motif ID: 74

Motif name: FOXC1
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1

Number of overlap: 8

Similarity score: 0.036287
Alignment:

VBHVHGTA

WHDAHATA

Original motif = Consensus sequence: VBHVHGTA

Reverse complement motif

Consensus sequence: TACHBHBV

=0 =0
£ Lo
- e
0.0 — R 0.0 ——— -
5 5
R R e
Dataset #: 3
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Motif ID:
Motif name:
Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
CTAWAAATAG
-WHDAHATA-

Original motif

2.0

61

MEF2A

Original Motif
Reverse Complement
Backward

2

8

0.0377453

Consensus sequence: CTATTTWTAG

Reverse complement motif

Consensus sequence: CTAWAAATAG

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

76

Sox2

Reverse Complement
Original Motif
Backward

1

8

0.0399271

Page 334 of 592



Alignment:
CCWTTGTYATGCAAA
——————— TATDTDHW

Reverse complement motif nsen :
Original motif = Consensus sequence: CCWTTGTYATGCAAA ver P ! Consensus sequence

TTTGCATMACAAWGG
T ‘ ‘ T . . CRRAG-
g_CI_A_ . EAIélég_A‘.—ﬂé ;IéQAI&-Ar_AATAé
Dataset #: 3 Motif ID: 64 Motif name: ARID3A
Original motif = Consensus sequence: ATYAAA Reverse complement motif = Consensus sequence: TTTMAT
Best Matches for Motif ID 64 (Highest to Lowest)
Dataset #: 4
Motif ID: 106
Motif name: WtAATTAAtw
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
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Position number: 4

Number of overlap: 6
Similarity score: 0.0114914
Alignment:

DTAATTAATH

-——-ATYAAA-

Reverse complement motif = Consensus sequence: HATTAATTAD

Original motif = Consensus sequence: DTAATTAATH

2.0

Wbt aga 3 4

Dataset #: 1

Motif ID: 20

Motif name: Motif 20
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1

Number of overlap: 6

Similarity score: 0.015396

Alignment:
ATTAMAGG
ATYAAA--

Original motif ~ Consensus sequence: ATTAMAGG

Reverse complement motif

Consensus sequence: CCTYTAAT
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£ 1.0

Dataset #: 3

Motif ID: 66

Motif name: Lhx3

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 6

Number of overlap: 6

Similarity score: 0.0225727

Alignment:

BMWTAATTAATTW

————— TTTMAT--

Original motif = Consensus sequence: WAATTAATTAWYB Reverse complement motif = Consensus sequence: BMWTAATTAATTW
2.0 2.0

LA TIA-x A IAA
0.0—L= GAUA GTA% a.0 =—-.—--—£ - g B
5 10 e 5
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:
AGATAAAR
-—-ATYAAA

49

Motif 49
Original Motif
Original Motif
Backward

1

6

0.0340365

Original motif = Consensus sequence: AGATAAAR

Reverse complement motif

Consensus sequence: KTTTATCT

=0 =0
% 1.0 u % 1.0
o0 o0
AL SR Ts  B = AL ST e B

Dataset #: 1

Motif ID: 25

Motif name: Motif 25

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: 0.0368439
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Alignment:

WWTAAA
ATYAAA
Original motif = Consensus sequence: TTTAWW Reverse complement motif  Consensus sequence: WWTAAA
=_ =_
% 1 . u T % 1.0 T
i i
Dataset #: 3 Motif ID: 65 Motif name: Foxd3
Original motif = Consensus sequence: GAWTGTTTDTTT Reverse complement motif = Consensus sequence: AAAHAAACAWTC

2.0

CAII-.

WetiLoga 34

Best Matches for Motif ID 65 (Highest to Lowest)

Dataset #: 3

Motif ID: 67

Motif name: FOXI1

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

Position number: 1
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Number of overlap: 12
Similarity score: 0.00335618

Alignment:
AAAMAAAMADBY
AAAHAAACAWTC

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

2.0 2.0

ST

10
Wekiloga A4

Dataset #: 2
Motif ID: 60

Motif name: Motif 60

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 1

Number of overlap: 12

Similarity score: 0.0177558

Alignment:

YTTTTTRTTTTDTT

GAWTGTTTDTTT--

Original motif = Consensus sequence: AADAAAAMAAAAAM Reverse complement motif = Consensus sequence: YTTTTIRTTTTIDTT
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Dataset #: 3

Motif ID: 66
Motif name: Lhx3
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 1
Number of overlap: 12
Similarity score: 0.0424677
Alignment:
BMWTAATTAATTW
GAWTGTTTDTTT-
Original motif = Consensus sequence: WAATTAATTAWYB Reverse complement motif = Consensus sequence: BMWTAATTAATTW
£10
ax]HA
i :-ﬂ-_-':'___'; — e
Dataset #: 3
Motif ID: 81
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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:

RAAWAWTWDCMVHHVBBHHHVHMHCMC YMC
——-AAAHAAACAWTC--———————————

Original motif =~ Consensus sequence:

Pax4

Reverse Complement

Original Motif
Backward

16

12
0.0493847

RAAWAWTWDCMVHHVBBHHHVHMHCMCYMC

20

B AéAéII S xa o . KCeCeSC

5 10 15

Weblogo 34

Reverse complement motif =~ Consensus sequence:
GRKGRGDRHVHDDVBBHHBRGDWAWTWTTM

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

3

68

HNF1A
Original Motif
Original Motif
Backward

3

12
0.0526352

Page 342 of 592



Alignment:
GGTTAATDATTAMC
GAWTGTTTDTTT--

Original motif = Consensus sequence: GGTTAATDATTAMC Reverse complement motif  Consensus sequence: GYTAATDATTAAC(

Dataset #: 3 Motif ID: 66 Motif name: Lhx3

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

o ThaTAAT,

WabLogad 4

Best Matches for Motif ID 66 (Highest to Lowest)

Dataset #: 3

Motif ID: 68

Motif name: HNF1A

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

Position number: 1
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13

Number of overlap:
Similarity score: 0.0814534
Alignment:
GYTAATDATTAACC
-WAATTAATTAWYB
Original motif = Consensus sequence: GGTTAATDATTAMC Reverse complement motif = Consensus sequence: GYTAATDATTAAC(
0.0 A?I’-‘Tlcéég 0.0 T?—l AAA“_'A_AEA' =N
Dataset #: 3
Motif ID: 62
Motif name: TBP
Matching format of first motif: Reverse Complement
Matching format of second motif Reverse Complement
Direction: Forward
3
13
0.100645

Position number:
Number of overlap:

Similarity score:
Consensus sequence: VBVVVVMWTTTAT

Reverse complement motif

Alignment:
VBVVVVMWTTTATAS
Page 344 of 592

——-BMWTAATTAATTW
Consensus sequence: STATAAAWRVVVVBV

Original motif



2.0

2.0

TrTATa.

Webiloga 3.4

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:

TBTTATCTTMTCTT
BMWTAATTAATTW-

Original motif

Consensus sequence: AAGAYAAGATAABA

71

Evil

Reverse Complement
Reverse Complement
Backward

2

13

0.102129

Reverse complement motif

AGATAA .

L ITA

Welilogo 3.4

Consensus sequence: TBTTATCTTMTCTT

Dataset #:
Motif ID:

125
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Motif name:
Matching format of first motif:

Matching format of second motif

Direction:
Position number:

Number of overlap:
Similarity score:

WWTAATWWATTAwWwW
Original Motif
Original Motif
Backward

1

13

0.102843
Consensus sequence: HHTAATWWATTAL

Reverse complement motif

Alignment:
DDTAATWWATTAHH
-WAATTAATTAWYB
Original motif = Consensus sequence: DDTAATWWATTAHH
2.0 2.0
IAAIHAIIA - 4 IAAII%AlIA
5 10 ia s 5 10 iia s
Dataset #: 2
Motif ID: 60
Motif name: Motif 60
Matching format of first motif: Reverse Complement
Matching format of second motif Original Motif
Direction: Forward
2
13
0.106545
Page 346 of 592

Position number:

Number of overlap:
Similarity score:



Consensus sequence: YTTTTTRTTTIDTT

Reverse complement motif

Alignment:
AADAAAAMAAAAAM
Consensus sequence: AADAAAAMAAAAAM

—-BMWTAATTAATTW

Original motif
Consensus sequence: AAAMAAAMADBY

Motif name: FOXI1
Reverse complement motif

Dataset #: 3 Motif ID: 67
Original motif = Consensus sequence: KBDTRTTTRTTT
| al [ 1&T<T
Best Matches for Motif ID 67 (Highest to Lowest)
Dataset #: 3
Motif ID: 65
Motif name: Foxd3
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Backward
1
Page 347 of 592

Position number:



Number of overlap: 12

Similarity score: 0.0238603

Alignment:

AAAHAAACAWTC

AAAMAAAMADBY

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

2.0

bits
5

]&&%;%AAQAgI%

Wekiloga A4

Dataset #: 2
Motif ID: 60

Motif name: Motif 60

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 1

Number of overlap: 12

Similarity score: 0.035724

Alignment:

YTTTTTRTTTTDTT

KBDTRTTTRTTT--

Original motif = Consensus sequence: AADAAAAMAAAAAM Reverse complement motif = Consensus sequence: YTTTTIRTTTTIDTT
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R sEniiBilg

Welsloge 34

Dataset #: 3

Motif ID: 66

Motif name: Lhx3

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

Position number: 1

Number of overlap: 12

Similarity score: 0.0611272

Alignment:

WAATTAATTAWYB

AAAMAAAMADBY -

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

20

00— oS F =

Dataset #: 3
Motif ID: 81
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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:

RAAWAWTWDCMVHHVBBHHHVHMHCMC YMC
—--AAAMAAAMADBY - ————————-———-

Original motif =~ Consensus sequence:

Pax4

Reverse Complement
Original Motif
Forward

3

12

0.0613545

RAAWAWTWDCMVHHVBBHHHVHMHCMCYMC

20

B AéAéII S xa o . KCeCeSC

5 10 15

a0
Weblogo 34

Reverse complement motif =~ Consensus sequence:
GRKGRGDRHVHDDVBBHHBRGDWAWTWTTM

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

3

62

TBP

Original Motif
Reverse Complement
Backward

2

12

0.0644285
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Alignment:

VBVVVVMWTTTATAS
——KBDTRTTTRTTT-
Original motif  Consensus sequence: STATAAAWRVVVVBV Reverse complement motif = Consensus sequence: VBVVVVMWTTTAT
20
o Q‘: T!\-:________ —— 0.01= — = = —_——
Wa:aglsaﬁt 5 wa:_:gaa.es
Dataset #: 3 Motif ID: 68 Motif name: HNF1A
Original motif = Consensus sequence: GGTTAATDATTAMC Reverse complement motif = Consensus sequence: GYTAATDATTAAC(
2.0 2.0
J TA?I¢TIG$&2 G x AA n IA

Webiioga 3.4 Webiloga 3.4

Best Matches for Motif ID 68 (Highest to Lowest)

Dataset #: 4

Motif ID: 125

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

Position number: 1
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Number of overlap: 14
Similarity score: 0.0430148

Alignment:
DDTAATWWATTAHH
GGTTAATDATTAMC

Original motif = Consensus sequence: DDTAATWWATTAHH

2.0

" TANTxaATTA

Welilogo 3.4

Reverse complement motif

2.0

Consensus sequence: HHTAATWWATTAL

“|_TAATxsA]TA

Webilogo 3.4

Dataset #: 3

Motif ID: 84

Motif name: NR1H2RXRA
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: 0.0678001
Alignment:

AAAGGTCAAAGGTCAAC

-—--GGTTAATDATTAMC

Original motif = Consensus sequence: AAAGGTCAAAGGTCAAC

Reverse complement motif
GTTGACCTTTGACCTTTI

Consensus sequence:
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2.0

“aaAlll

Ac

Websiags 3.4

=

Websiags 3.4

Dataset #: 3
Motif ID: 81
Motif name: Pax4

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward
Position number: 17
Number of overlap: 14
Similarity score: 0.0691946
Alignment:

GRKGRGDRHVHDDVBBHHBRGDWAWTWTTM
———————————————— GYTAATDATTAACC

Original motif = Consensus sequence:
RAAWAWTWDCMVHHVBBHHHVHMHCMCYMC

20

AQAAII cﬁﬂené S EQQQQQQQ

ann] a»

Reverse complement motif

Consensus sequence:

GRKGRGDRHVHDDVBBHHBRGDWAWTWTTM

@ %QIIXIIQ

Weblogo 34

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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
VBVVVVMWTTTATAS
-GYTAATDATTAACC

Original motif

“Lrlhehs

62
TBP

Reverse Complement
Reverse Complement

Backward
1

14
0.0722834

Consensus sequence: STATAAAWRVVVVBV

10

15
Webiloga 3.4

Reverse complement motif

h$;IgIAIA?

2.0

0.0

Consensus sequence: VBVVVVMWTTTAT

=
5

Webiloga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

3

76

Sox2
Original Motif
Original Motif
Backward

2

14

0.077247
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Alignment:
CCWTTGTYATGCAAA
GGTTAATDATTAMC-

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

TTTGCATMACAAWGG
T . . CRRAG-
Dataset #: 3 Motif ID: 69 Motif name: NKX3-1
Original motif = Consensus sequence: ATACTTA Reverse complement motif = Consensus sequence: TAAGTAT

~WTACTT

B s R B

Best Matches for Motif ID 69 (Highest to Lowest)

Dataset #: 4

Motif ID: 90

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

Number of overlap: 7
Similarity score: 0
Alignment:

HHTACATABD

-ATACTTA--

Original motif = Consensus sequence: HHTACATABD

Reverse complement motif

Consensus sequence: DBTATGTAHH

2.0
- ACA |
2 '\.mau,agl?:: E e bl aga 3 8
Dataset #: 3
Motif ID: 66
Motif name: Lhx3

Matching format of first motif:

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

Number of overlap: 7

Similarity score:

Alignment:
WAATTAATTAWYB
--TAAGTAT----

Original motif = Consensus sequence: WAATTAATTAWYB

Reverse Complement

0.000214177

Reverse complement motif

Consensus sequence: BMWTAATTAATTW
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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:
TATGTAD
TAAGTAT

10

Motif 10

Reverse Complement
Reverse Complement
Backward

1

7

0.00274846

Original motif = Consensus sequence: HTACATA

Reverse complement motif

Consensus sequence: TATGTAD

=0 =0
% 1.0 % -0

[ o [ s =’
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:
ATATTTA

ATACTTA

34

Motif 34
Original Motif
Original Motif
Backward

1

7
0.00883486

Original motif = Consensus sequence: ATATTTA

Reverse complement motif

Consensus sequence: TAAATAT

=0 =0
T | AA
Dataset #: 4
Motif ID: 106
Motif name: wtAATTAAtwW

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Reverse Complement
Reverse Complement
Forward

4

7

0.0100679
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Alignment:
HATTAATTAD
-—-—-TAAGTAT

Original motif =~ Consensus sequence: DTAATTAATH Reverse complement motif  Consensus sequence: HATTAATTAD

Wbl oga 3 4

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

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

E:ALIE“‘ Ix

10
Webiioga 34 Webiiaga 34

Best Matches for Motif ID 70 (Highest to Lowest)

Dataset #: 3

Motif ID: 67

Motif name: FOXI1
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 2
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Number of overlap: 11
Similarity score: 0.0247019

Alignment:
KBDTRTTTRTTT
HATTGTTTATW-

Original motif = Consensus sequence: KBDTRTTTRTTT

2.0

ST

10
Wekiloga A4

Reverse complement motif

2.0

Consensus sequence: AAAMAAAMADBY

Dataset #: 4

Motif ID: 108

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

Number of overlap: 11

Similarity score: 0.0341803
Alignment:

DHATKTTTAHH

HATTGTTTATW

Original motif = Consensus sequence: DHATKTTTAHH

Reverse complement motif

Consensus sequence: HHTAAARATHD
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Dataset #: 3

Motif ID: 65

Motif name: Foxd3
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: 0.0354607
Alignment:

GAWTGTTTDTTT

HATTGTTTATW-

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

2.0

Dataset #: 2
Motif ID: 60
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Motif name: Motif 60

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 3

Number of overlap: 11

Similarity score: 0.0611511

Alignment:

YTTTTTRTTTTDTT

-HATTGTTTATW--

Original motif = Consensus sequence: AADAAAAMAAAAAM Reverse complement motif = Consensus sequence: YTTTTIRTTTTIDTT
20 20

Dataset #: 4

Motif ID: 114

Motif name: awAACAcAAwa

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 1

Number of overlap: 11

Similarity score: 0.0621125
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Alignment:
BDTTGTGTTDD
HATTGTTTATW

Original motif = Consensus sequence: DDAACACAADV

240

Reverse complement motif

2.0
210 ‘ ‘ ‘
ool=_ - =
5

Consensus sequence: BDTTGTGTTDD

10
Wekiiaga 34

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

Original motif = Consensus sequence: AAGAYAAGATAABA

aChedAGATAA |

Webiioga 3.4

Best Matches for Motif ID 71 (Highest to Lowest)

Dataset #: 2

Motif ID: 60

Motif name: Motif 60
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1

Reverse complement motif

2.0
oy

210

0.0

ITA

Consensus sequence: TBTTATCTTMTCTT
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Number of overlap:
Similarity score:

Alignment:
AADAAAAMAAAAAM
AAGAYAAGATAABRA

14
0.0493882

Original motif = Consensus sequence: AADAAAAMAAAAAM

Reverse complement motif

blts

1IITIT ITTT

Consensus sequence: YTTTTTRTTTIDTT

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
DDTAATWWATTAHH
AAGAYAAGATAABA

125
WWTAATWWATTAwWwW
Original Motif
Original Motif
Backward

1

14

0.072295

Original motif = Consensus sequence: DDTAATWWATTAHH

Reverse complement motif

Consensus sequence: HHTAATWWATTAL
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2.0 2.0

“| TAATzeATTA " TAATzaATTA

Welsloge 34 Welloge 3.4

bits

Dataset #: 3

Motif ID: 81

Motif name: Pax4

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position number: 5

Number of overlap: 14

Similarity score: 0.0763889

Alignment:

RAAWAWTWDCMVHHVBBHHHVHMHCMCYMC

—--——-AAGAYAAGATAABA-———————————

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

RAAWAWTWDCMVHHVBBHHHVHMHCMCYMC GRKGRGDRHVHDDVBBHHBRGDWAWTWTTM

210 210 T
06 A A%AéII gg-"‘;ﬂ‘%é%__-_ﬁ'f___'% &g%gggggg 06 4#‘“xé"§' X=X o = = X‘I QQILXIGQ

Dataset #: 3
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Motif ID: 66

Motif name: Lhx3

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

Position number: 1

Number of overlap: 13

Similarity score: 0.564942

Alignment:

BMWTAATTAATTW-

TBTTATCTTMTCTT

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

2.0

oA T T “_eaThalIRAIT:

Webilogad 4 Webiloga 3 4

Dataset #: 3

Motif ID: 75

Motif name: FOXF2

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

Position number: 2

Number of overlap: 13

Similarity score: 0.568274
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Alignment:
-DTTGTTTACSBTBB
TBTTATCTTMTCTT-

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

Dataset #: 3 Motif ID: 72 Motif name: Nkx2-5
Original motif = Consensus sequence: WTAAKTG Reverse complement motif = Consensus sequence: CARTTAW
=4O =0

=

B s L R B

Best Matches for Motif ID 72 (Highest to Lowest)

Dataset #: 3

Motif ID: 66

Motif name: Lhx3

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

Position number: 7
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Number of overlap: 7

Similarity score: 0.0204974

Alignment:

WAATTAATTAWYR

—————— CARTTAW

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

§;A5£IAAIIAAILA

Webilogo 3 4

Dataset #: 4
Motif ID: 125

Motif name: WWTAATWWATTAWW

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: 0.021519

Alignment:

HHTAATWWATTADD

-WTAAKTG-—————

Original motif = Consensus sequence: DDTAATWWATTAHH Reverse complement motif = Consensus sequence: HHTAATWWATTAIL
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2.0 2.0

“| TAATxeATTA " TAATzaATTA

Welsloge 34 Welloge 3.4

bits

Dataset #: 4

Motif ID: 106

Motif name: WtAATTAAtw
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: 0.0245852

Alignment:

HATTAATTAD

—-—WTAAKTG-

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

Dataset #: 3
Motif ID: 68
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Motif name:
Matching format of first motif

Matching format of second motif
Direction:
Position number:
Number of overlap
Similarity score:

HNF1A
Original Motif

Original Motif
Backward

6

7
0.0356285

Reverse complement motif

Consensus sequence: GYTAATDATTAAC(

Page 370 of 592

Alignment:
GGTTAATDATTAMC
-—-WTAAKTG—-———-
Original motif = Consensus sequence: GGTTAATDATTAMC
20 20
£ Aé éllaﬁg SEx AI AﬁﬁATTQ
Dataset #: 1
Motif ID: 45
Motif name: Motif 45
Matching format of first motif Original Motif
Matching format of second motif Reverse Complement
Direction: Forward
2
7
0.0367872

Position number:

Number of overlap
Similarity score:



Alignment:

WTAATAAT

-WTAAKTG

Original motif = Consensus sequence: ATTATTAW Reverse complement motif  Consensus sequence: WTAATAAT
=0 =0

£ 1.0 T 2 1.0

o (sl sl

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

Original motif = Consensus sequence: BDWAACAAT Reverse complement motif = Consensus sequence: ATTGTTWDB
=20 =20

0.0

o I%QA AI Al xxX

Wil ogo 34 Wi Loga 3

Best Matches for Motif ID 73 (Highest to Lowest)

Dataset #: 3

Motif ID: 76

Motif name: Sox2

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

Position number: 5
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Number of overlap: 9
Similarity score: 0.0274533

Alignment:
TTTGCATMACAAWGG
—-———-BDWAACAAT--

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

TTTGCATMACAAWGG

QTA‘ ‘ E,Izéw.-géeé ;IéQAIﬁACAATAé
Dataset #: 3
Motif ID: 65
Motif name: Foxd3
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: 0.0332484
Alignment:
AAAHAAACAWTC
-BDWAACAAT--
Original motif = Consensus sequence: GAWTGTTTDTTT Reverse complement motif = Consensus sequence: AAAHAAACAWTC
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240

[ ———

Dataset #: 3
Motif ID: 75
Motif name: FOXF2

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward
Position number: 1

Number of overlap: 9
Similarity score: 0.0379812
Alignment:

DTTGTTTACSBTBB

ATTGTTWDB—-—-—-—--—

Original motif

2.0

Consensus sequence: BHADSGTAAACAAD

bits

5

0.0

Reverse complement motif

Consensus sequence: DTTGTITACSBTBE

Dataset #: 3
Motif ID: 70
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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:
WATAAACAATH
-BDWAACAAT-

Foxql

Original Motif
Reverse Complement
Forward

2

9

0.0407369

Original motif =~ Consensus sequence: HATTGTTTATW

2.0

bits

IR =]

Reverse complement motif

Consensus sequence: WATAAACAATH

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

96

mdAAcCAACG
Reverse Complement
Reverse Complement
Backward

1

9

0.044154

Page 374 of 592



Alignment:

CGTTGGTTDB
—-ATTGTTWDB
Original motif = Consensus sequence: VDAACCAACG Reverse complement motif  Consensus sequence: CGTTGGTTDB
2.0 =0
QCAAQA
o -._'__. pi = o
Dataset #: 3 Motif ID: 74 Motif name: FOXC1
Original motif = Consensus sequence: VBHVHGTA Reverse complement motif = Consensus sequence: TACHBHBV
=0 =0
0.0 —_— = e 0.0 = == —_—

mn
mn

Wk oo Ed Wk oo T

Best Matches for Motif ID 74 (Highest to Lowest)

Dataset #: 3

Motif ID: 75

Motif name: FOXF2

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

Position number: 1
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Number of overlap: 8
Similarity score: 0.0250969

Alignment:
DTTGTTTACSBTEB
—————— TACHBHBV

Original motif = Consensus sequence: BHADSGTAAACAAD

2.0

bits
B

5

0.0

Reverse complement motif

2.0

H

Consensus sequence: DTTGTITACSBTBE

=

Webilogo 3.4

Dataset #: 3

Motif ID: 63

Motif name: FOXL1
Matching format of first motif: Original Motif

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

Number of overlap: 8

Similarity score: 0.0421733
Alignment:

WHDAHATA

VBHVHGTA

Original motif = Consensus sequence: WHDAHATA

Reverse complement motif

Consensus sequence: TATDTDHW
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= T ks oy b= = T ks oy b B
Dataset #: 4
Motif ID: 90
Motif name: ymTACATAyw
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: 0.0422828
Alignment:
HHTACATABD
--TACHBHBV
Original motif = Consensus sequence: HHTACATABD Reverse complement motif = Consensus sequence: DBTATGTAHH
% ) A : A | % )
0. —- = = oo =
Dataset #: 3
Motif ID: 62
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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:
STATAAAWRVVVVBV
--TACHBHBV-—-—-—--

TBP

Reverse Complement
Original Motif
Forward

3

8

0.0452131

Original motif  Consensus sequence: STATAAAWRVVVVBV

L TATAeks

15
Webilogo 34

Reverse complement motif = Consensus sequence: VBVVVVMWTTTAT

2.0

2T

0.0

==
5

Wa.l_ogu as

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

3

81

Pax4

Original Motif
Reverse Complement
Backward

14

8

0.046771
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Alignment:
GRKGRGDRHVHDDVBBHHBRGDWAWTWTTM

Original motif = Consensus sequence:
RAAWAWTWDCMVHHVBBHHHVHMHCMCYMC

20

B Aéﬁéll R ooxa o KCGCSC

Welogo 34

Reverse complement motif ~ Consensus sequence:
GRKGRGDRHVHDDVBBHHBRGDWAWTWTTM

Webloga 34

Dataset #: 3 Motif ID: 75

Original motif

2.0

Consensus sequence: BHADSGTAAACAAD

Motif name: FOXF2

Reverse complement motif

2.0

i & _L?II_.%

Best Matches for Motif ID 75 (Highest to Lowest)

Dataset #: 4
Motif ID: 125
Motif name: WWTAATWWATTAwWW

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

Direction: Forward

Reverse Complement

Page 379 of 592

Consensus sequence: DTTGTTTACSBTBE



Position number: 1

Number of overlap: 14

Similarity score: 0.0789966
Alignment:

DDTAATWWATTAHH

DTTGTTTACSBTBB

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

2.0 2.0
IAAII%AIIA - - IAAII@AIIA
5 10 e 5 10 e

Dataset #: 3

Motif ID: 81

Motif name: Pax4

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 3

Number of overlap: 14

Similarity score: 0.0801361

Alignment:

GRKGRGDRHVHDDVBBHHBRGDWAWTWTTM

—————————————— BHADSGTAAACAAD--
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Original motif = Consensus sequence: Reverse complement motif = Consensus sequence:

RAAWAWTWDCMVHHVBBHHHVHMHCMCYMC GRKGRGDRHVHDDVBBHHBRGDWAWTWTTM
LA ééAéIl ggngge_hﬁgg ﬁggﬁgEQQQ RSN o Tvyfxezﬁzx”ééALXIcg

Dataset #: 3

Motif ID: 76

Motif name: Sox2

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: 0.0829475

Alignment:

TTTGCATMACAAWGG

BHADSGTAAACAAD-

Reverse complement motif = Consensus sequence:

Original motif = Consensus sequence: CCWTTGTYATGCAAA TTTGCATMACAAWGG

2.0

QQXTLLé GeA.A EIEQAIAACAA%A&

— 0.0

WetiLoga 34 WetiLoga 34
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Dataset #: 2

Motif ID: 60

Motif name: Motif 60
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: 0.0886208
Alignment:

AADAAAAMAAAAAM

BHADSGTAAACAAD

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

8 GLIITIT ITTT

2.0
wr
o A A
.
0.0 - -
5

A

Webiioga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

3

80

Pou5f1

Reverse Complement
Reverse Complement
Forward

2

14
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Similarity score: 0.0891042

Alignment:
ATTTGCATHACAAWG
-DTTGTTTACSBTBB
Original motif  Consensus sequence: CWTTGTHATGCAAAT Reverse complement motif = Consensus sequence: ATTTGCATHACAA!
1 A
X CA IG 4
i gA-= _.._;QA—._'_-_ = t!TT A- I ———— I 9-‘;—:___TA
5 10 15
Dataset #: 3 Motif ID: 76 Motif name: Sox2

Reverse complement motif = Consensus sequence:

Original motif = Consensus sequence: CCWTTGTYATGCAAA TTTGCATMACAAWGG

20

W TzAI CA A A i ;Ié%AIﬁAgAA%Aé

- 0.0

W&:chl a4 Webiloga 3.4

Best Matches for Motif ID 76 (Highest to Lowest)

Dataset #: 3

Motif ID: 81

Motif name: Pax4

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

Position number: 8
Number of overlap: 15
Similarity score: 0.0816521
Alignment:
RAAWAWTWDCMVHHVBBHHHVHMHCMCYMC
——————— TTTGCATMACAAWGG-—-—-———-~-
Original motif = Consensus sequence: Reverse complement motif = Consensus sequence:
RAAWAWTWDCMVHHVBBHHHVHMHCMCYMC GRKGRGDRHVHDDVBBHHBRGDWAWTWTTM
20 20
A$AAII gg.—:e:{-%___ = gggﬁgggg M= - o 5 J Bl Do ! ATI I
10 15 20 § 10 15
Dataset #: 3
Motif ID: 80
Motif name: Pou5f1
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: 0.5
Alignment:
ATTTGCATHACAAWG-
-TTTGCATMACAAWGG
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Original motif  Consensus sequence: CWTTGTHATGCAAAT Reverse complement motif  Consensus sequence: ATTTGCATHACAA!

NIBY[YWE JoTcOAT achhes

0.0 === ‘——

Webiloga 34 Wd:_ngu a4

Dataset #: 4

Motif ID: 125

Motif name: WWTAATWWATTAWW

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 1

Number of overlap: 14

Similarity score: 0.584157

Alignment:

-HHTAATWWATTADD

CCWTTGTYATGCAAA

Original motif = Consensus sequence: DDTAATWWATTAHH Reverse complement motif = Consensus sequence: HHTAATWWATTAIL
20 20

"1 TAATzeATTA “|_TAATz2ATTA

Webiioga 3.4 Webiloga 3.4
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Dataset #: 3

Motif ID: 75

Motif name: FOXF2

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: 0.585609

Alignment:

DTTGTTTACSBTBB-

CCWTTGTYATGCAAA

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

2.0 2.0

bits
bits

1.0

H

5

0.0 00—

Dataset #: 3

Motif ID: 68

Motif name: HNF1A
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1

Number of overlap: 14
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Similarity score: 0.59033

Alignment:
GGTTAATDATTAMC-
CCWTTGTYATGCAAA

Original motif = Consensus sequence: GGTTAATDATTAMC

2\ AéIﬁéﬁlaﬁg

Webiioga 3.4

0.0

Reverse complement motif

Consensus sequence: GYTAATDATTAAC(

Dataset #: 3 Motif ID: 77 Motif name: Sox5

Original motif = Consensus sequence: HAACAAT

- AACAAT

W ey e B

hits

Best Matches for Motif ID 77 (Highest to Lowest)

Dataset #: 3

Motif ID: 87

Motif name: SOX9

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

Reverse complement motif

=.0

Consensus sequence: ATTGTTH

———

W oy e
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Position number: 3
Number of overlap:

Similarity score: 0

Alignment:

CMATTGTTH

-—-ATTGTTH

Original motif = Consensus sequence: DAACAATRG Reverse complement motif = Consensus sequence: CMATTGTTH
2.0 2.0
0.0 e ; —— z e

Dataset #: 3

Motif ID: 73

Motif name: SRY

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: 0.0011033

Alignment:

ATTGTTWDB

ATTGTTH--

Original motif =~ Consensus sequence: BDWAACAAT Reverse complement motif = Consensus sequence: ATTGTTWDB
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2.0

) IégA

(sl

Ax

Wil ogo 34

Dataset #: 3

Motif ID: 76

Motif name: Sox2
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: 0.022869
Alignment:

CCWTTGTYATGCAAA

—————— ATTGTTH--

Original motif = Consensus sequence: CCWTTGTYATGCAAA

Reverse complement motif = Consensus
TTTGCATMACAAWGG

2.0

00—l

= T W

sequence:

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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
WATAAACAATH
-HAACAAT---

70

Foxql

Original Motif
Reverse Complement
Backward

4

7

0.0242658

Original motif = Consensus sequence: HATTGTTTATW

bits

:,ALIS“‘ Ix

Reverse complement motif

Consensus sequence: WATAAACAATH

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

89
aaACAAAACaa
Original Motif
Original Motif
Forward

1

7

0.0278776
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Alignment:

AAACAAAACHV
HAACAAT----
Original motif = Consensus sequence: AAACAAAACHV Reverse complement motif = Consensus sequence: BHGTTTTGTTT
2.0 2.0
___AACAAAAC@A . | _I- -
oe ' S - e = o (-
Dataset #: 3 Motif ID: 78 Motif name: RORA_1
Original motif = Consensus sequence: AWVDAGGTCA Reverse complement motif = Consensus sequence: TGACCTDVWT

2.0

0.0

IA,_#%

Wbl ogo 34

Best Matches for Motif ID 78 (Highest to Lowest)

Dataset #: 3

Motif ID: 84

Motif name: NR1H2RXRA
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 3
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Number of overlap: 10
Similarity score: 0.05425

Alignment:
AAAGGTCAAAGGTCAAC
————— AWVDAGGTCA--

Reverse complement motif =~ Consensus sequence:

Original motif = Consensus sequence: AAAGGTCAAAGGTCAAC GTTGACCTTTGACCTTT

20

w
=10 A
C "<
0.0 —— x
5

Dataset #: 3
Motif ID: 83

Motif name: NR2F1

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: 0.0654808

Alignment:

AKGYYCAAAGRTCA

—-—-——-AWVDAGGTCA

Original motif = Consensus sequence: TGAMCTTTGMMCYT Reverse complement motif = Consensus sequence: AKGYYCAAAGRTC
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2.0
RS ASIIIA%é:%l o
Dataset #: 4
Motif ID: 119
Motif name: cbCCAGCTCmyk
Matching format of first motif: Reverse Complement
Matching format of second motif Reverse Complement
Direction: Backward
Position number: 1
Number of overlap: 10
Similarity score: 0.0688859
Alignment:
HBYGAGCTGGBB
-—-TGACCTDVWT
Original motif = Consensus sequence: BBCCAGCTCMBD Reverse complement motif = Consensus sequence: HBYGAGCTGGBB
o ACA CTC? A GVILIVIV LW
Dataset #: 4
122
Page 393 of 592

Motif ID:



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

Matching format of second motif: Original Motif

Direction: Forward

Position number: 5

Number of overlap: 10

Similarity score: 0.0826087

Alignment:

HVCCAGGCCTGGBD

—-———-TGACCTDVWT

Original motif = Consensus sequence: HVCCAGGCCTGGBD Reverse complement motif = Consensus sequence: HBCCAGGCCTGG\

" lAGceCTl

bits

" LAGeCTGe

0.0 e

Webilogo 3.4 Webilogo 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

3

76

Sox2

Original Motif
Reverse Complement
Backward

2

10

0.0865719
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Alignment:
TTTGCATMACAAWGG
—-———-AWVDAGGTCA-

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

TTTGCATMACAAWGG
2.0 2.0
"Gl ‘ ‘ AT A ACAAA
CCAllUlalceanA A LECRT DMANTIS
5 10 15 5 10 15
Dataset #: 3 Motif ID: 79 Motif name: Prrx2
Original motif = Consensus sequence: AATTA Reverse complement motif = Consensus sequence: TAATT
== _a == _a
% T % 1 T
[ = = — — = -5 T:

T e R e TR ey ey T B

Best Matches for Motif ID 79 (Highest to Lowest)

Dataset #: 4

Motif ID: 106

Motif name: WtAATTAAtw
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Backward
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Position number:
Number of overlap:
Similarity score:

Alignment:
HATTAATTAD
-—-—TAATT--

3
5
0.00550847

Original motif = Consensus sequence: DTAATTAATH

2.0

Reverse complement motif

Consensus sequence: HATTAATTAD

Wbt 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:
BMWTAATTAATTW

66

Lhx3

Reverse Complement
Reverse Complement
Backward

2

5

0.00864407

Original motif = Consensus sequence: WAATTAATTAWYB

Reverse complement motif

Consensus sequence: BMWTAATTAATTW
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Dataset #: 3

Motif ID: 85
Motif name: Nobox
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1
Number of overlap: 5
Similarity score: 0.0115968
Alignment:
TAATTRSY
TAATT-——-
Original motif = Consensus sequence: TAATTRSY Reverse complement motif = Consensus sequence: MSMAATTA
=0 =0
2 R 2 R e
Dataset #: 4
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Motif ID:

Motif name:
Matching format of first motif:

Matching format of second motif
Direction:
Position number:
Number of overlap:
Similarity score:

125
WWTAATWWATTAwWwW

Reverse Complement
Reverse Complement

Backward

8

5
0.0417489
Consensus sequence: HHTAATWWATTAL

Reverse complement motif

Alignment:
HHTAATWWATTADD
——TAATT-—————-
Original motif = Consensus sequence: DDTAATWWATTAHH
2.0 2.0
IAAII%AIIA . L IAAII%AIIB
5 10 e 5 10 e
Dataset #: 3
Motif ID: 68
Motif name: HNF1A
Matching format of first motif: Original Motif
Matching format of second motif Reverse Complement
Direction: Forward
4
5
0.0434826
Page 398 of 592

Position number:

Number of overlap:

Similarity score:



Alignment:

GYTAATDATTAACC
-——AATTA-————-
Original motif = Consensus sequence: GGTTAATDATTAMC Reverse complement motif  Consensus sequence: GYTAATDATTAAC(

2.0

AAT TA
a.0 T:-_l TA?“:—-—AA—-—-—
5 10 Saisarii

Dataset #: 3 Motif ID: 80 Motif name: Pou5f1
Original motif = Consensus sequence: CWTTGTHATGCAAAT Reverse complement motif = Consensus sequence: ATTTGCATHACAA!

“exTx Al Gonnh, TR CHT b

WetiLoga 34 WetiLoga 34

Best Matches for Motif ID 80 (Highest to Lowest)

Dataset #: 3

Motif ID: 81

Motif name: Pax4

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

Position number: 5
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Number of overlap: 15

Similarity score: 0.0828317
Alignment:
RAAWAWTWDCMVHHVBBHHHVHMHCMCYMC
————ATTTGCATHACAAWG-——————————
Original motif = Consensus sequence: Reverse complement motif = Consensus sequence:
RAAWAWTWDCMVHHVBBHHHVHMHCMCYMC GRKGRGDRHVHDDVBBHHBRGDWAWTWTTM
06 a A%AéIL gg::g};%___-_ﬁﬁ% ﬁg%‘gﬁgggg 06 o S {.’-_“.'..I’.“ L - :':'e _'__-_EI_ ééllgIcg
Dataset #: 3
Motif ID: 76
Motif name: Sox2
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 2
Number of overlap: 14
Similarity score: 0.5
Alignment:
CCWTTGTYATGCAAA-
—-CWTTGTHATGCAAAT
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Original motif

Consensus sequence: CCWTTGTYATGCAAA

Reverse complement motif

Consensus sequence:

TTTGCATMACAAWGG

bits

2.0

1.

=]

0.0

glé?AIﬂAQAA%A%

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:
-DTTGTTTACSBTBB
ATTTGCATHACAAWG

Original motif

2.0

5

75

FOXF2

Reverse Complement
Reverse Complement
Backward

1

14

0.591766

Consensus sequence: BHADSGTAAACAAD

Reverse complement motif

2.0

Consensus sequence: DTTGTTTACSBTBE
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Dataset #: 4

Motif ID: 98

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

Number of overlap: 14

Similarity score: 0.592463
Alignment:

HBCCCCACMTGCMHV-

—-CWTTGTHATGCAAAT

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

VDRGCAYGTGGGGVD
20 20
oo Qgg AACélE‘cg- 00 L —_._GAT;: —_——
2 10 Witeot ik 2 10 Witea ia

Dataset #: 4
Motif ID: 118
Motif name: yrCACATGCATGTGyr
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 4
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Number of overlap: 13
Similarity score: 1.07966

Alignment:
—-—-DVCACATGCATGTGBH
CWTTGTHATGCAAAT---

Original motif = Consensus sequence: HVCACATGCATGTGBD

20

" GAChTCoATCIC,

Weblogad 4

Reverse complement motif =~ Consensus sequence:
DVCACATGCATGTGBH

20

" GAChTCoATCIC,

Weblogad 4

Dataset #: 3 Motif ID: 81 Motif name: Pax4

Original motif = Consensus sequence:
RAAWAWTWDCMVHHVBBHHHVHMHCMCYMC

240

%m
LA AéAéIZ ggﬂegéf$E§§ KecocesC
5 10 15 20 25 0

Weblogo 34

Best Matches for Motif ID 81 (Highest to Lowest)

Dataset #: 3
Motif ID: 62
Motif name: TBP

Reverse complement motif = Consensus sequence:
GRKGRGDRHVHDDVBBHHBRGDWAWTWTTM

240

19._31%QIIIII9

WebLogo 34

u,,’J*Ié’g“J.’-_‘.!.I’:‘ M e
5 10 15
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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: 0.0350174
Alignment:

STATAAAWRVVVVBV-—-—-————————————

RAAWAWTWDCMVHHVBBHHHVHMHCMCYMC

Original motif

"L 7hAlbehs

Consensus sequence: STATAAAWRVVVVBV

Reverse complement motif

2.0

0.0

Consensus sequence: VBVVVVMWTTTAT

===
5

TTIATA

19 Wy 1053.4 Wty a 34
Dataset #: 4
Motif ID: 98
Motif name: myyCCCACMTGCmyr
Matching format of first motif: Original Motif

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

Number of overlap: 15

Similarity score: 0.0514106

Alignment:
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——————————————— HBCCCCACMTGCMHV
RAAWAWTWDCMVHHVBBHHHVHMHCMCYMC

Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: HBCCCCACMTGCMHV ver P ! . qu

VDRGCAYGTGGGGVD
20 20
oo QQQQACélECE_ . e T___GATI_‘ ——— ;
2 10 Wabtsatuk 2 10 Wabtoat ik

Dataset #: 2
Motif ID: 59
Motif name: Motif 59
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: 0.542018
Alignment:
———————————————— CTBCCTCHSYCYCC
RAAWAWTWDCMVHHVBBHHHVHMHCMCYMC
Original motif = Consensus sequence: CTBCCTCHSYCYCC Reverse complement motif  Consensus sequence: GGMGKSHGAGGB
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0.0 L %g%—-—_;?ﬁ
Dataset #: 4
Motif ID: 125
Motif name: WWTAATWWATTAwWW

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

Position number:

Number of overlap:

Similarity score:

Alignment:
———————————————— HHTAATWWATTADD

GRKGRGDRHVHDDVBBHHBRGDWAWTWTTM

Original motif

2.0

Reverse Complement
Reverse Complement
Backward

1

14

0.557646

Consensus sequence: DDTAATWWATTAHH

" TARTzeAITA

Welilogo 3.4

Reverse complement motif

=

2.0

"L TAATraA]TA

Webilogo 3.4

Dataset #:
Motif ID:

68

Page 406 of 592

Consensus sequence: HHTAATWWATTAL



Motif name: HNF1A

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

Position number: 1

Number of overlap: 14

Similarity score: 0.564862

Alignment:

———————————————— GYTAATDATTAACC

GRKGRGDRHVHDDVBBHHBRGDWAWTWTTM

Original motif = Consensus sequence: GGTTAATDATTAMC Reverse complement motif = Consensus sequence: GYTAATDATTAAC(
2.0 2.0

A T all "o zAAT A A
i e : _;_-—-:—-‘—A»;_Tﬁcéég i T:-Tl TAg‘—"--—-—A?._ v K

Dataset #: 3 Motif ID: 82 Motif name: HNF1B

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

{hAATAITTAAQ {MIAQQAIIAA

Watiloga 3.4 WetiLogo 3.4

Best Matches for Motif ID 82 (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:
GYTAATDATTAACC
-TTAATRWTTAAC-

3

68

HNF1A

Original Motif
Reverse Complement
Backward

2

12

0.0255432

Original motif = Consensus sequence: GGTTAATDATTAMC Reverse complement motif = Consensus sequence: GYTAATDATTAAC(

20 20

0.0 A—QI’-t—&Ilé&g 0.0 TTlAAIAﬁA—AIAﬁ— C
2 10 Wehiioga 3.4 2 10 Wehiioga 3.4

Dataset #: 4

Motif ID: 125

Motif name: WWTAATWWATTAWW

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Backward

Position number: 2

Number of overlap: 12
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Similarity score: 0.0657822

Alignment:

DDTAATWWATTAHH

-GTTAAWKATTAA-

Original motif = Consensus sequence: DDTAATWWATTAHH Reverse complement motif = Consensus sequence: HHTAATWWATTAI
2.0 2.0
P — ; P T.ﬁ_ﬁ‘ _ ;:m :M 0o l=———— = .; P T.ﬁ_ﬂ‘ = \;:j .._.3_4

Dataset #: 3

Motif ID: 84

Motif name: NR1H2RXRA

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Backward

Position number: 2

Number of overlap: 12

Similarity score: 0.0685194

Alignment:

AAAGGTCAAAGGTCAAC

-———GTTAAWKATTAA-

Reverse complement motif = Consensus sequence:
GTTGACCTTTGACCTTT

Original motif = Consensus sequence: AAAGGTCAAAGGTCAAC
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2.0

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
WAATTAATTAWYB
TTAATRWTTAAC-

66

Lhx3

Original Motif
Original Motif
Forward

1

12
0.0745842

Original motif = Consensus sequence: WAATTAATTAWYB

Reverse complement motif

20

Consensus sequence: BMWTAATTAATTW

Dataset #:
Motif ID:

Page 410 of 592



Motif name: Motif 60
Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Forward

Position number: 2

Number of overlap: 12
0.0845958

Similarity score:

Alignment:
AADAAAAMAAAAAM

-GTTAAWKATTAA-
Consensus sequence: YTTTTTRTTTIDTT

Original motif = Consensus sequence: AADAAAAMAAAAAM Reverse complement motif
AA AAAAAéAé 0.0 llI = I TTITTTE

2.0

its

b

0.0

Motif name: NR2F1

Motif ID: 83
Consensus sequence: AKGYYCAAAGRTC

Dataset #: 3
Reverse complement motif

Original motif = Consensus sequence: TGAMCTTTGMMCYT
2.0

Webiioga 3.4

bits

bits

Best Matches for Motif ID 83 (Highest to Lowest)

Page 411 of 592



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-

3

84

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:

3

81

Pax4
Original Motif
Original Motif
Forward

8

Page 412 of 592



Number of overlap: 14

Similarity score: 0.0713206

Alignment:

RAAWAWTWDCMVHHVBBHHHVHMHCMCYMC

——————— TGAMCTTTGMMCYT————————~—

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

RAAWAWTWDCMVHHVBBHHHVHMHCMCYMC GRKGRGDRHVHDDVBBHHBRGDWAWTWTTM
P79 ST R e lsse.e8 o za. $o taxTille

Weblogo 34

Dataset #: 4

Motif ID: 98

Motif name: myyCCCACMTGCmyr
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: 0.0745302

Alignment:

HBCCCCACMTGCMHV

AKGYYCAAAGRTCA-
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Original motif

0.0 e

Consensus sequence: HBCCCCACMTGCMHV

Reverse complement motif
VDRGCAYGTGGGGVD

2.0

e

Consensus sequence:

a

0.0 e
5

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:
--TBTTATCTTMTCTT
TGAMCTTTGMMCYT--

Original motif

2.0

71

Evil

Original Motif
Reverse Complement
Backward

3

12

1.06838

Consensus sequence: AAGAYAAGATAABA

AGATan .

Webiioga 3.4

Reverse complement motif

. TIA

Consensus sequence: TBTTATCTTMTCTT

Page 414 of 592



Dataset #: 3

Motif ID: 68

Motif name: HNF1A
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 3

Number of overlap: 12

Similarity score: 1.06886
Alignment:

GGTTAATDATTAMC--

-—-TGAMCTTTGMMCYT

Original motif = Consensus sequence: GGTTAATDATTAMC

2.0

K AéIvéllAeg

0.0

Webiioga 3.4

Reverse complement motif = Consensus sequence: GYTAATDATTAAC(

gjgflAAI IIATT%

-
Webiloga 3.4

Dataset #: 3 Motif ID: 84 Motif name: NR1H2RXRA

Original motif = Consensus sequence: AAAGGTCAAAGGTCAAC

Reverse complement motif = Consensus sequence:
GTTGACCTTTGACCTTT
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2.0

w1
£10 A
= WL LE
5

2.0

0.0 == e — L 10 15 =
Best Matches for Motif ID 84 (Highest to Lowest)
Dataset #: 3
Motif ID: 68
Motif name: HNF1A
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: 0.0896514
Alignment:
-——GGTTAATDATTAMC
AAAGGTCAAAGGTCAAC
Original motif = Consensus sequence: GGTTAATDATTAMC Reverse complement motif = Consensus sequence: GYTAATDATTAAC(
2.0 2.0
g A T all AAT A TA
o : 4 ___éA—-_-—TAcéég o T:-Tl TAf!‘*—_-_A"?.—'h _.:%
5 10 5 10

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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
—-——-DTTGTTTACSBTBB
GTTGACCTTTGACCTTT-

75

FOXF2

Reverse Complement
Reverse Complement
Backward

2

13

0.595213

Original motif = Consensus sequence: BHADSGTAAACAAD

2.0

bits
B

= A_SA

5

0.0

Reverse complement motif

bits

2.0

0.0

)

Consensus sequence: DTTGTTTACSBTBE

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

76

Sox2

Original Motif
Reverse Complement
Backward

4

12

1.0817
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Alignment:
————— TTTGCATMACAAWGG
AAAGGTCAAAGGTCAAC-—--

Original motif = Consensus sequence: CCWTTGTYATGCAAA

Webiloga 3.4

Reverse complement motif
TTTGCATMACAAWGG

20

Consensus sequence:

B glé%AIﬁAgAA%A?

WebiLoga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
————— TTAATRWTTAAC
AAAGGTCAAAGGTCAAC

3

82

HNF1B
Original Motif
Original Motif
Backward

1

12

1.0906

Original motif =~ Consensus sequence: TTAATRWTTAAC

Reverse complement motif

Consensus sequence: GTTAAWKATTAA
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2.0

h A ATAITTAAQ LIIAA&EAITAA

Wetiloga 34 Welaloga 34

bits
5

Dataset #: 4

Motif ID: 119

Motif name: cbCCAGCTCmyk

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 1

Number of overlap: 12

Similarity score: 1.09978

Alignment:

HBYGAGCTGGBB————-—

GTTGACCTTTGACCTTT

Original motif = Consensus sequence: BBCCAGCTCMBD Reverse complement motif = Consensus sequence: HBYGAGCTGGBB
(A CTCA .
Dataset #: 3 Motif ID: 85 Motif name: Nobox
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Original motif = Consensus sequence: TAATTRSY Reverse complement motif = Consensus sequence: MSMAATTA

=20 =20
- A._—:g A
=
Fae il ——— = = = —_
5

Wieda oo S

oits
;
oits

Best Matches for Motif ID 85 (Highest to Lowest)

Dataset #: 3

Motif ID: 66

Motif name: Lhx3
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: 0.0419408
Alignment:

WAATTAATTAWYB

—-———-TAATTRSY-

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

2.0

= " F —

- AT A

Wb agod 4
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Dataset #: 4

Motif ID: 125

Motif name: WWTAATWWATTAWW

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: 0.0591612

Alignment:

HHTAATWWATTADD

—————— TAATTRSY

Original motif = Consensus sequence: DDTAATWWATTAHH Reverse complement motif = Consensus sequence: HHTAATWWATTAIL
20 20
" TAATzeATTA " TAATzeAITA

Dataset #: 3

Motif ID: 62

Motif name: TBP

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 5

Number of overlap: 8
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Similarity score: 0.0604219

Alignment:
VBVVVVMWTTTATAS
-—-—--MSMAATTA---

Original motif = Consensus sequence: STATAAAWRVVVVBV

ol

10

15
WetiLoga 34

Reverse complement motif

2.0

bits

1.0

=X

ool m——- —— ——
5

Consensus sequence: VBVVVVMWTTTAT

TrTATa.

WetiLoga 34

Dataset #: 4

Motif ID: 106

Motif name: WEAATTAAtw
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: 0.0649275
Alignment:

DTAATTAATH

-TAATTRSY-

Original motif = Consensus sequence: DTAATTAATH

Reverse complement motif

Consensus sequence: HATTAATTAD
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Dataset #: 3

Motif ID: 68

Motif name: HNF1A
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1

Number of overlap: 8

Similarity score: 0.0652412
Alignment:

GGTTAATDATTAMC

—————— TAATTRSY

Original motif = Consensus sequence: GGTTAATDATTAMC

2.0

o\ A al allac

a.0 - — s %‘

Welilogo 3.4

Reverse complement motif

Consensus sequence: GYTAATDATTAAC(

Dataset #: 3 Motif ID: 86 Motif name: FOX03
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Original motif = Consensus sequence: KGTAAACA

20—

3
-

=
P,

Best Matches for Motif ID 86 (Highest to Lowest)

Dataset #: 3

Motif ID: 75

Motif name: FOXF2

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

Position number: 5

Number of overlap: 8

Similarity score: 0.0236411

Alignment:

DTTGTTTACSBTBB

-—-TGTTTACR-—-—--

Original motif = Consensus sequence: BHADSGTAAACAAD

2.0

s A SN

5

Reverse complement motif

hits

Consensus sequence: TGTTTACR

Reverse complement motif

-TGITT aca

Wieda oo S

Consensus sequence: DTTGTTTACSBTBE
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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:
HATTGTTTATW
TGTTTACR-—--

3

70

Foxql

Reverse Complement
Original Motif
Backward

4

8

0.0397436

Original motif = Consensus sequence: HATTGTTTATW

2.0

*1 axl 5

ool=————n——-——

Reverse complement motif

Consensus sequence: WATAAACAATH

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

108

WWATKTTTAwWw
Reverse Complement
Original Motif
Forward

4

8
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Similarity score: 0.054763

Alignment:

DHATKTTTAHH

-——-TGTTTACR

Original motif = Consensus sequence: DHATKTTTAHH Reverse complement motif = Consensus sequence: HHTAAARATHD
20 2.0

210
Do = — .

Dataset #: 3

Motif ID: 67

Motif name: FOXI1

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 2

Number of overlap: 8

Similarity score: 0.0656948

Alignment:

AAAMAAAMADBY

-——-KGTAAACA-

Original motif = Consensus sequence: KBDTRTTTRTTT Reverse complement motif  Consensus sequence: AAAMAAAMADBY
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ATII

10

Wetiloga 34 Welaloga 34

Dataset #: 3

Motif ID: 61

Motif name: MEF2A

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

Position number: 2

Number of overlap: 8

Similarity score: 0.0727619

Alignment:

CTATTTWTAG

-TGTTTACR-

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

2.0

Dataset #: 3 Motif ID: 87 Motif name: SOX9
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Original motif = Consensus sequence: DAACAATRG

2.0

EmﬁaéCéA

e
a0 e, ———

W oo 3

Best Matches for Motif ID 87 (Highest to Lowest)

Dataset #: 3
Motif ID: 76
Motif name: Sox2

Original Motif
Reverse Complement

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

Direction: Backward
Position number: 7
Number of overlap: 9
Similarity score: 0.018186
Alignment:

TTTGCATMACAAWGG

DAACAATRG—=-=-—-—--

Original motif = Consensus sequence: CCWTTGTYATGCAAA

e

Webilaga 34

Reverse complement motif = Consensus sequence: CMATTGTTH

2.0

E”GQAIIHILE

Wk Lo o 3

Reverse complement motif = Consensus sequence:
TTTGCATMACAAWGG

2.0

- ;I%QATAACAA%Aé
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Dataset #: 3

Motif ID: 81
Motif name: Pax4
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1
Number of overlap: 9
Similarity score: 0.0583456
Alignment:
RAAWAWTWDCMVHHVBBHHHVHMHCMCYMC
DAACAATRG-————————————————————
Original motif = Consensus sequence: Reverse complement motif = Consensus sequence:
RAAWAWTWDCMVHHVBBHHHVHMHCMCYMC GRKGRGDRHVHDDVBBHHBRGDWAWTWTTM

2 2

- AéAéIZ ggnegév$ﬁﬁ% 52$9$99§Q pweXaeseaFfle = o TL. T X %éllgIcg

? " E 2 2 A ? " e 2 2 et

Dataset #: 4
Motif ID: 89
Motif name: aaACAAAACaa
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1
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Number of overlap:
Similarity score:

Alignment:
AAACAAAACHV
DAACAATRG--

Original motif ~ Consensus sequence: AAACAAAACHV

0.0

2.0
o3 o3
=10 A =10
S 5§ _CAAA - P —=_ =
5 10 :

9
0.0599655

2.0

Reverse complement motif = Consensus sequence: BHGTTTTGTTT

TTTTGT.

Weiloga 34

WekiLoga 34

Dataset #: 4

Motif ID: 108

Motif name: WWATKTTTAwWw
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: 0.0642936
Alignment:

DHATKTTTAHH

CMATTGTTH--

Original motif = Consensus sequence: DHATKTTTAHH Reverse complement motif = Consensus sequence: HHTAAARATHD
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Dataset #: 3

Motif ID: 61

Motif name: MEF2A

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

Position number: 1

Number of overlap: 9

Similarity score: 0.0646581

Alignment:

CTATTTWTAG

-CMATTGTTH

Original motif = Consensus sequence: CTATTTWTAG Reverse complement motif

2.0

Consensus sequence: CTAWAAATAG

Dataset #: 4 Motif ID: 88

Motif name: ygCTyTTCsg
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Original motif = Consensus sequence: HDCTYTTCGB Reverse complement motif  Consensus sequence: BCGAAMAGHH

S [ R B Y
C = L e L [ ,

10
WL g 3 WL ogo 3 4

bits
bits
5

Best Matches for Motif ID 88 (Highest to Lowest)

Dataset #: 4

Motif ID: 113

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

Position number: 1

Number of overlap: 10

Similarity score: 0.0278763

Alignment:

HVGAAMCAGVH

-BCGAAMAGHH

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

bitg
bit

1 (TemC + CAaacAG

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:
AAAMAAAMADBY
--BCGAAMAGHH

3

67

FOXI1

Reverse Complement
Reverse Complement
Backward

1

10

0.0294361

Original motif = Consensus sequence: KBDTRTTTRTTI

2.0

RIxT

WatiLoga 3.4

Reverse complement motif

2.0

Consensus sequence: AAAMAAAMADBY

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

4
109

aaCAAAAACaa
Reverse Complement
Original Motif
Forward

2

10
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Similarity score:

Alignment:
HHCAAAAACHH
-BCGAAMAGHH

0.0382901

Original motif = Consensus sequence: HHCAAAAACHH

Reverse complement motif

2.0

bifs

.
0.0 —

Consensus sequence: HHGTTTTTGHH

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
HWTAAAATHD
BCGAAMAGHH

91

WEATTTTAww
Reverse Complement
Reverse Complement
Backward

1

10

0.0393404

Original motif = Consensus sequence: DHATTTTAWH

Reverse complement motif

Consensus sequence: HWTAAAATHD
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Dataset #: 4

Motif ID: 119

Motif name: cbCCAGCTCmyk

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 2

Number of overlap: 10

Similarity score: 0.0400249

Alignment:

HBYGAGCTGGBB

-BCGAAMAGHH-

Original motif = Consensus sequence: BBCCAGCTCMBD Reverse complement motif = Consensus sequence: HBYGAGCTGGBB
(A CTCA .
Dataset #: 4 Motif ID: 89 Motif name: aaACAAAACaa
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Original motif = Consensus sequence: AAACAAAACHV Reverse complement motif = Consensus sequence: BHGTTTTGTTI

2.0

ST 11

P =————
5 10

Weiloga 34 WekiLoga 34

Best Matches for Motif ID 89 (Highest to Lowest)

Dataset #: 4

Motif ID: 109

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

Position number: 1

Number of overlap: 11

Similarity score: 0.00582159
Alignment:

HHGTTTTTGHH

BHGTTTTGTTT

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

2.0 20—

bits
5
| I | ) -

W
.10 —

Page 436 of 592



Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
KBDTRTTTRTTT
BHGTTTTGTTT-

3

67

FOXI1

Reverse Complement
Original Motif
Backward

2

11

0.0320461

Original motif = Consensus sequence: KBDTRTTTRTTI

2.0

RIxT

WatiLoga 3.4

Reverse complement motif

2.0

Consensus sequence: AAAMAAAMADBY

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

2

60

Motif 60
Original Motif
Original Motif
Forward

3

11
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Similarity score: 0.039575
Alignment:

AADAAAAMAAAAAM

-—-AAACAAAACHV-

Original motif = Consensus sequence: AADAAAAMAAAAAM

eAs Ag ARAAL

Webiioga 3.4

bits
=

0.0

Reverse complement motif

1IITIT ITTT

Consensus sequence: YTTTTIRTTTTIDTT

Dataset #: 3

Motif ID: 75

Motif name: FOXF2
Matching format of first motif: Original Motif

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

Number of overlap: 11

Similarity score: 0.0401124
Alignment:

BHADSGTAAACAAD

--AAACAAAACHV-

Original motif = Consensus sequence: BHADSGTAAACAAD

Reverse complement motif

Consensus sequence: DTTGTTTACSBTBE
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Dataset #: 4

Motif ID: 108

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

Number of overlap: 11

Similarity score: 0.0486334
Alignment:

DHATKTTTAHH

BHGTTTTGTTT

Original motif

240

Consensus sequence: DHATKTTTAHH

1.0

bits

0o

Reverse complement motif

2.0

Consensus sequence: HHTAAARATHD

Dataset #: 4 Motif ID: 90

Motif name: ymTACATAyw
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Original motif = Consensus sequence: HHTACATABD Reverse complement motif = Consensus sequence: DBTATGTAHH

2.0

- TAGAT

Best Matches for Motif ID 90 (Highest to Lowest)

bits
5

10
WL g 3 WL ogo 3 4

Dataset #: 4

Motif ID: 114

Motif name: awAACAcAAwa
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: 0.0626629

Alignment:

BDTTGTGTTDD

-DBTATGTAHH

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

TN T

10
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:
HHTAAARATHD
HHTACATABD-

4
108

WWATKTTTAwWw
Original Motif
Reverse Complement
Backward

2

10

0.0690336

Original motif = Consensus sequence: DHATKTTTAHH

2.0
o
B AIT ‘
aan—— -
5

Reverse complement motif

2.0

Consensus sequence: HHTAAARATHD

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

67

FOXI1

Original Motif
Reverse Complement
Forward

2

10
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Similarity score: 0.0763781

Alignment:
AAAMAAAMADBY
—HHTACATABD-

Original motif = Consensus sequence: KBDTRTTTRTTI

2.0

RIxT

WatiLoga 3.4

Reverse complement motif

2.0

Consensus sequence: AAAMAAAMADBY

Dataset #: 3
Motif ID: 75
Motif name: FOXF2

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

Direction: Backward
Position number: 5

Number of overlap: 10
Similarity score: 0.0772253
Alignment:

DTTGTTTACSBTBB

DBTATGTAHH----

Original motif = Consensus sequence: BHADSGTAAACAAD

Reverse Complement
Reverse Complement

Reverse complement motif

Consensus sequence: DTTGTTTACSBTBE

Page 442 of 592



Dataset #:

Motif ID:

Motif name:

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

100

WWTAATAAwWwW
Reverse Complement
Reverse Complement

Direction: Forward

Position number: 1

Number of overlap: 10

Similarity score: 0.0773471

Alignment:

DDTTATTAHD

DBTATGTAHH

Original motif = Consensus sequence: DHTAATAADD Reverse complement motif

2.0

2.0

WL g 3

Consensus sequence: DDTTATTAHD

Dataset #: 4 Motif ID: 91

Motif name: wtATTTTAww
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Original motif = Consensus sequence: DHATTTTAWH

WL g 3

Best Matches for Motif ID 91 (Highest to Lowest)

Dataset #: 4

Motif ID: 100

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

Number of overlap: 10

Similarity score: 0.0307554
Alignment:

DHTAATAADD

HWTAAAATHD

Original motif = Consensus sequence: DHTAATAADD

2.0

L e

Reverse complement motif

bits
5

2.0

.0

_IM

Reverse complement motif

2.0

Consensus sequence: HWTAAAATHD

WL ogo 3 4

Consensus sequence: DDTTATTAHD
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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:
HHTAAARATHD
-HWTAAAATHD

4
108

WWATKTTTAwWw
Reverse Complement
Reverse Complement
Forward

2

10

0.031047

Original motif = Consensus sequence: DHATKTTTAHH

2.0
o
B AIT ‘
aan—— -
5

Reverse complement motif

2.0

Consensus sequence: HHTAAARATHD

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

106
WEAATTAAtw
Original Motif
Original Motif
Forward

1

10
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Similarity score: 0.0371798

Alignment:
DTAATTAATH
DHATTTTAWH

Original motif = Consensus sequence: DTAATTAATH

2.0

Reverse complement motif

2.0

Consensus sequence: HATTAATTAD

Wbl ogo 34

Dataset #: 4

Motif ID: 95

Motif name: rmATGCTAww
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: 0.0404266
Alignment:

DHATGCTADH

DHATTTTAWH

Original motif = Consensus sequence: DHATGCTADH

Reverse complement motif

Consensus sequence: HDTAGCATHD
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2.0

bits
5

.0

% T L T L
Dataset #: 4
Motif ID: 89
Motif name: aaACAAAACaa
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: 0.0448101
Alignment:
BHGTTTTGTTT
—-DHATTTTAWH

Original motif =~ Consensus sequence: AAACAAAACHV

~__ACAAAAC...

0.0

Weiloga 34

Reverse complement motif = Consensus sequence: BHGTTTTGTTT

2.0

£ 1.0 I
v B W
10

WekiLoga 34

Dataset #: 4 Motif ID: 92 Motif name: cgAKGyCAcg
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Original motif = Consensus sequence: CGAGGYCACV

5 10
WL g 3

Best Matches for Motif ID 92 (Highest to Lowest)

Dataset #: 4

Motif ID: 97

Motif name: sgArGCCACg
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: 0.00323214
Alignment:

SGARGCCACG

CGAGGYCACV

Original motif = Consensus sequence: SGARGCCACG

2.0
1.0 !
-
O.0— == S .
5

bits

Reverse complement motif = Consensus sequence: VGTGMCCTCG

2.0

Reverse complement motif = Consensus sequence: CGTGGCKTCS

bits

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:
CGTGCACGCG
VGTGMCCTCG

4

107

crCGyGCRcg

Reverse Complement
Reverse Complement
Forward

1

10

0.039949

Original motif = Consensus sequence: CGCGTGCACG

Du-e ‘;:ACAE CAQ -

10

Wbl ogo 3 S

Reverse complement motif = Consensus sequence: CGTGCACGCG

2.0

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

3

84

NR1H2RXRA

Reverse Complement
Reverse Complement
Backward

8

10
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Similarity score: 0.0444539

Alignment:
GTTGACCTTTGACCTTT
VGTGMCCTCG——-—-———-—

Original motif = Consensus sequence: AAAGGTCAAAGGTCAAC

2.0

w
E1.0 A
00 =0 AR A
5

Ac

Watiloga 3.4

Reverse complement motif = Consensus sequence:
GTTGACCTTTGACCTTI

2.0

Dataset #: 4

Motif ID: 95

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

Number of overlap: 10

Similarity score: 0.0540906
Alignment:

DHATGCTADH

CGAGGYCACV

Original motif = Consensus sequence: DHATGCTADH

Reverse complement motif = Consensus sequence: HDTAGCATHD
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2.0 2.0

B 5 S o I
Dataset #: 4
Motif ID: 119
Motif name: cbCCAGCTCmyk

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: 0.0546695
Alignment:

HBYGAGCTGGBB

VGTGMCCTCG--

Original motif = Consensus sequence: BBCCAGCTCMBD

2.0

+ LAGCTCa

2.0

bits
bits
&

0.0

Reverse complement motif

T

Consensus sequence: HBYGAGCTGGBB

0.0

Wekiloga A4

Wekiloga A4

Dataset #: 4 Motif ID: 93 Motif name: cmCARCACTwr
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Consensus sequence: VHAGTGCTGHB

Reverse complement motif

Consensus sequence: BHCAGCACTHV
00 - A I - 10

Original motif

Best Matches for Motif ID 93 (Highest to Lowest)

Dataset #: 4
Motif ID: 119
Motif name: cbCCAGCTCmyk
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1
Number of overlap: 11
0.00936148
Consensus sequence: HBYGAGCTGGBB

Similarity score:
Reverse complement motif

Alignment:
BBCCAGCTCMBD
2.0 C
a3 R

-BHCAGCACTHV
Consensus sequence: BBCCAGCTCMBD

bits

0.0

0.0

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:
HVCCACACCBV
BHCAGCACTHV

4
110
c¢cmCCACACCcm
Original Motif
Original Motif
Forward

1

11

0.0121475

Original motif = Consensus sequence: HVCCACACCBV

« (0aCa

Webiioga 34

Reverse complement motif = Consensus sequence: VBGGTGTGGBD

pors
=

2.0

1.0

[alnl

5 10
wWebiiaga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

4
121

ctGAGTCATCkb
Reverse Complement
Original Motif
Backward

1

11
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Similarity score: 0.0295417

Alignment:

HDGAGTCATCDB

-VHAGTGCTGHB

Original motif = Consensus sequence: HDGAGTCATCDB Reverse complement motif = Consensus sequence: BHGATGACTCDD
2.0 2.0
RN - ;; ] - e _10_ Wk a 34 e — =_5; - 1_—5 Wty o 34

Dataset #: 4

Motif ID: 122

Motif name: hsCCAGGCCTGGsr

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 2

Number of overlap: 11

Similarity score: 0.0336897

Alignment:

HBCCAGGCCTGGVD

--VHAGTGCTGHB-

Original motif = Consensus sequence: HVCCAGGCCTGGBD Reverse complement motif = Consensus sequence: HBCCAGGCCTGG\
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B CCA¢eng“?

0.0 ——

Welsloge 34

2.0

bits
&

0.0

<LAGGECTUG

s e A W

Welloge 3.4

Dataset #: 4

Motif ID: 103

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

Number of overlap: 11

Similarity score: 0.0373286
Alignment:

BBCCAGCTCCCVB

-BHCAGCACTHV-

Original motif = Consensus sequence: BBCCAGCTCCCVB

20

0.0 =

Webilogod 4

Reverse complement motif

20

0.0 =

Consensus sequence: BVGGGAGCTGGBE

_.:;(;:(;:C‘.‘-_ ,_C_..__C:‘;: .
5 10

Webilogo 3 4

Dataset #: 4 Motif ID: 94

Motif name: yrTCWCAAyr
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Original motif = Consensus sequence: HVTCACAAYD

Best Matches for Motif ID 94 (Highest to Lowest)

Dataset #: 4

Motif ID: 114

Motif name: awAACAcAAwa
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: 0.00495535
Alignment:

BDTTGTGTTDD

HKTTGTGABH-

Original motif = Consensus sequence: DDAACACAADV

- MCAMA

Reverse complement motif

Reverse complement motif

Consensus sequence: HKTTGTGABH

Consensus sequence: BDTTGTGTTDD

Page 456 of 592



Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:

CCWTTGTYATGCAAA
—-—-——-HKTTGTGABH-

Original motif

3

76

Sox2

Reverse Complement
Original Motif
Backward

2

10

0.00762497

Consensus sequence: CCWTTGTYATGCAAA

WetiLoga 34

Reverse complement motif

Consensus sequence:

TTTGCATMACAAWGG

2.0

0.0

WetiLoga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

4
100

WWTAATAAwWW
Reverse Complement
Reverse Complement
Forward

1
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Number of overlap: 10

Similarity score: 0.0114769

Alignment:

DDTTATTAHD

HKTTGTGABH

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

2.0 2.0

WL ogo 3 4

Dataset #: 3
Motif ID: 80

Motif name: Pou5f1

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Forward

Position number: 6

Number of overlap: 10

Similarity score: 0.0127574

Alignment:

CWTTGTHATGCAAAT

————— HKTTGTGABH

Original motif = Consensus sequence: CWTTGTHATGCAAAT Reverse complement motif = Consensus sequence: ATTTGCATHACAA!
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2.0

0.0

Webiloga 3.4

gjél;I%QAIA%QAA%?

Webiloga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
AAACAAAACHV
HVTCACAAYD-

4
89
aaACAAAACaa
Original Motif
Original Motif
Forward

1

10

0.0208363

Original motif =~ Consensus sequence: AAACAAAACHV

240

bits

0.0

- ACARAAC. .

Weiloga 34

Reverse complement motif = Consensus sequence: BHGTTTTGTTT

2.0

G

5 10
Weliiaga A4

Dataset #: 4 Motif ID: 95

Motif name: rmATGCTAww
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Original motif

2.0

bits
5

a.0

Best Matches for Motif ID 95 (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:
DHATTTTAWH
DHATGCTADH

Original motif

2.0

Consensus sequence: DHATGCTADH

WL g 3

4
91
WEATTTTAww
Original Motif
Original Motif
Backward

1

10
0.00863735

Consensus sequence: DHATTTTAWH

Reverse complement motif

bits

2.0

.0

Reverse complement motif

bits

- T

Consensus sequence: HDTAGCATHD

WL ogo 3 4

Consensus sequence: HWTAAAATHD

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:
DHGTGCTRGVH
DHATGCTADH-

Original motif

2.0

4
115

ysCmAGCACwy
Original Motif
Reverse Complement
Forward

1

10

0.0142021

Consensus sequence: HVCMAGCACHH

el
ool — WALR

Webiioga 34

Reverse complement motif

pors
=

2.0

1.0

[alnl

Consensus sequence: DHGTGCTRGVH

LTHCTS0,

wWebiiaga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

3

80

Pou5f1
Original Motif
Original Motif
Backward

1

10
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Similarity score: 0.0215325
Alignment:

CWTTGTHATGCAAAT

————— DHATGCTADH

Original motif  Consensus sequence: CWTTGTHATGCAAAT

E:QXII?I*TIQAAA{

WetiLoga 34

Reverse complement motif

Consensus sequence: ATTTGCATHACAA!

2.0
=
5 1.0
———— I E‘- —
0.0 —— z

WetiLoga 34

Dataset #: 4

Motif ID: 123

Motif name: asMAAGCTTKst
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: 0.0234838
Alignment:

HBCAAGCTTGVD

-DHATGCTADH-

Original motif = Consensus sequence: HBCAAGCTTGVD

Reverse complement motif

Consensus sequence: DVCAAGCTTGBH
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2.0

0.0

~ chAGOTT

2.0

bits
=

0.0

GAA

(1T

Welaloga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
VHAGTGCTGHB
DHATGCTADH-

Original motif = Consensus sequence: BHCAGCACTHV

. CALACT

Weiloga 34

93

cmCARCACTwr
Original Motif
Reverse Complement
Backward

2

10

0.0266703

Reverse complement motif

2.0
5=
5149
0.0 — = ;
5

Consensus sequence: VHAGTGCTGHB

]

10
WekiLoga 34

Dataset #: 4

Motif ID: 96

Motif name: mdAAcCAACG
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Original motif

Consensus sequence: VDAACCAACG

Reverse complement motif

Consensus sequence: CGTTGGTTDB

Best Matches for Motif ID 96 (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:
SGARGCCACG
VDAACCAACG

Original motif

bits

4
97
sgArGCCACg
Original Motif
Original Motif
Forward

1

10
0.0161902

Consensus sequence: SGARGCCACG

2.0
1.0 n
-
00—l — 5
5

Reverse complement motif

bits

2.0

—

Consensus sequence: CGTGGCKTCS
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Dataset #: 2

Motif ID: 60
Motif name: Motif 60
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: 0.0244161
Alignment:
YTTTTTRTTTTDTT
-—-CGTTGGTTDB--
Original motif = Consensus sequence: AADAAAAMAAAAAM Reverse complement motif = Consensus sequence: YTTTTTIRTTTTIDTT
20
L0 T
A TLIT I
Dataset #: 4
Motif ID: 106
Motif name: WEAATTAAtw
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 1
Number of overlap: 10
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Similarity score: 0.0244247

Alignment:
HATTAATTAD
CGTTGGTTDB

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

2.0 2.0

Wbl ogo 34

Dataset #: 3
Motif ID: 70

Motif name: Foxql

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Backward

Position number: 1

Number of overlap: 10

Similarity score: 0.0266383

Alignment:

HATTGTTTATW

-CGTTGGTTDB

Original motif = Consensus sequence: HATTGTTTATW Reverse complement motif = Consensus sequence: WATAAACAATH
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2.0

oo l——S= N
2 Weitaaas

Dataset #: 4
Motif ID: 113
Motif name: htCTGyKTCbt
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 2
Number of overlap: 10
Similarity score: 0.0296542

Alignment:
HVGAAMCAGVH
-VDAACCAACG

Original motif = Consensus sequence: HBCTGYTTCBH

bits

- (TexlC

Reverse complement motif = Consensus sequence: HVGAAMCAGVH

2.0

+ [AaaCA

0.0

bits

WekiLoga 34

Dataset #: 4

Motif ID: 97

Motif name: sgArGCCACg
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Original motif = Consensus sequence: SGARGCCACG Reverse complement motif = Consensus sequence: CGTGGCKTCS

2.0 Z.0
1.0 n
b
ag———= =" - .
5

bits

e

0.0 SR S 5
Best Matches for Motif ID 97 (Highest to Lowest)
Dataset #: 4
Motif ID: 92
Motif name: cgAKGyCAcg
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1
Number of overlap: 10
Similarity score: 0.0020736
Alignment:
CGAGGYCACV
SGARGCCACG
Original motif = Consensus sequence: CGAGGYCACV Reverse complement motif = Consensus sequence: VGTGMCCTCG

L e
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
VDAACCAACG
SGARGCCACG

4
96
mdAAcCAACG
Original Motif
Original Motif
Backward

1

10

0.0408537

Original motif = Consensus sequence: VDAACCAACG

2.0

a0

Reverse complement motif

2.0

Consensus sequence: CGTTGGTTDB

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

95

rmATGCTAww
Reverse Complement
Reverse Complement
Forward

1

10

Page 469 of 592



Similarity score: 0.0472561

Alignment:
HDTAGCATHD
CGTGGCKTCS

Original motif = Consensus sequence: DHATGCTADH

2.0

Reverse complement motif

2.0

=
=10

0.0

Consensus sequence: HDTAGCATHD

= Wb 1CI?]4 = Wb =T B
Dataset #: 4
Motif ID: 126
Motif name: yVTGCAGsCAcg

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

Direction: Forward
Position number: 1
Number of overlap: 10
Similarity score: 0.057998
Alignment:

VBTGSCTGCAVB

CGTGGCKTCS--

Original motif = Consensus sequence: BVTGCAGSCABV

Reverse Complement
Reverse Complement

Reverse complement motif

Consensus sequence: VBTGSCTGCAVB
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2.0

2.0

“1 TUVAGSUA “1 TueCT CA
1 100Acs(a -+ TueCTULA

Dataset #: 4

Motif ID: 116

Motif name: dyCTGCyTCyc

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: 0.0617012

Alignment:
BHGAKGCAGHH
-SGARGCCACG

Original motif = Consensus sequence: DHCTGCYTCHB

240

bits

0.0

Reverse complement motif

2.0

bits
5

Consensus sequence: BHGAKGCAGHH

L OTGeTC o s

Weiloga 34

10
WekiLoga 34

Dataset #: 4

Motif ID: 98

Motif name: myyCCCACmTGCmyr
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Original motif = Consensus sequence: HBCCCCACMTGCMHV

2.0

" oeclACaTels

Webiloga 34

Best Matches for Motif ID 98 (Highest to Lowest)

Dataset #: 3

Motif ID: 81

Motif name: Pax4
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 8

Number of overlap: 15

Similarity score: 0.0499349
Alignment:

RAAWAWTWDCMVHHVBBHHHVHMHCMCYMC

——————— HBCCCCACMTGCMHV—-————-—-

Original motif = Consensus sequence:
RAAWAWTWDCMVHHVBBHHHVHMHCMCYMC

240

L AéAéIX gg_’t%z\;é_____ﬁ.f% gﬁﬁccggg

5 10 15 2 a0
Weblago 34

Reverse complement motif ~ Consensus sequence:
VDRGCAYGTGGGGVD

2.0

"o

0.0 _ e e W e e Bt

Webiloga 34

Reverse complement motif = Consensus sequence:
GRKGRGDRHVHDDVBBHHBRGDWAWTWTTM

_IIIQ

Wu.u:g 21

>i|
b
)
\>
v
b
b
{
I
>
= [H
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:
HVCACATGCATGTGBD
—-HBCCCCACMTGCMHV

4
118
yrCACATGCATGTGyr
Original Motif
Original Motif
Backward

1

15

0.0613869

Original motif = Consensus sequence: HVCACATGCATGTGBD

20

" CACATGATCTE,

Weblogad 4

Reverse complement motif =~ Consensus sequence:
DVCACATGCATGTGBH

20

" CACATGATCTE,

Weblogad 4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

4
122
hsCCAGGCCTGGsr
Original Motif
Original Motif
Forward
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Position number:
Number of overlap:
Similarity score:

Alignment:
HVCCAGGCCTGGBD-
HBCCCCACMTGCMHV

Original motif = Consensus sequence: HVCCAGGCCTGGBD

. CCA¢eggl~?

1
14
0.538726

0.0

Webslogo 3.4

Reverse complement motif

2.0

bits
5

Consensus sequence: HBCCAGGCCTGG\

0.0

UAGGeCTl:

Weblogo 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:
-CTBCCTCHSYCYCC
HBCCCCACMTGCMHV

2

59

Motif 59
Original Motif
Original Motif
Backward

1

14

0.560094

Original motif = Consensus sequence: CTBCCTCHSYCYCC

Reverse complement motif

Consensus sequence: GGMGKSHGAGGB
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5 5 10
Dataset #: 2
Motif ID: 58
Motif name: Motif 58
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1
Number of overlap: 14
0.57014

Similarity score:
Alignment:
—CACACACACACACA
HBCCCCACMTGCMHV

Original motif

EHQACAQAQAQQGAQE

Consensus sequence: CACACACACACACA

Webslogo 3.4

Reverse complement motif

Consensus sequence: TGTGTGTGTGTGT

Dataset #: 4 Motif ID: 99

Motif name: graGGGGGArr
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Original motif = Consensus sequence: DVAGGGGGADD

240

bits

_— - =
10
Wetiioga A4

e
T
5

Best Matches for Motif ID 99 (Highest to Lowest)

Dataset #: 4

Motif ID: 127

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

Number of overlap: 11

Similarity score: 0.0288287
Alignment:

DDYCAGGGAHD

DVAGGGGGADD

Original motif = Consensus sequence: DDYCAGGGAHD

2.0

1 ZCAGGGA.

0.0
10

Wetiiaga 34

bitg

Reverse complement motif = Consensus sequence: HDTCCCCCTVH

2.0

1.0

bits

0.0 — —

WekiLoga 34

Reverse complement motif = Consensus sequence: DHTCCCTGMDD

-~ T0CCTG

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:
GGMGKSHGAGGBAG
-—-—-DVAGGGGGADD

2

59

Motif 59

Original Motif
Reverse Complement
Forward

4

11

0.0416239

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

2.0 2.0

bits

= —
oo m - gy S 2T
5 10
Wetiloga 3.4 Wetilogo 3.4

0.0

Dataset #: 4

Motif ID: 110

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

Position number: 1

Number of overlap: 11
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Similarity score: 0.0422985

Alignment:
HVCCACACCRV
HDTCCCCCTVH
Original motif = Consensus sequence: HVCCACACCBV Reverse complement motif = Consensus sequence: VBGGTGTGGBD
2.0 2.0
D CCAC&: TVIV
= L = LT
Dataset #: 4
Motif ID: 112
Motif name: ctGAGTKTGAgg
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1
Number of overlap: 11
Similarity score: 0.042367
Alignment:
VBGAGTKTGADD
-DVAGGGGGADD
Original motif = Consensus sequence: VBGAGTKTGADD Reverse complement motif = Consensus sequence: HHTCARACTCVV
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2.0

bits
=

A

TTGA

2.0

bits
=

CA2ACTC

a.0 == = = —_— . 0.0 .
Dataset #: 4
Motif ID: 111
Motif name: ccCCmCaCCCCcc
Matching format of first motif: Original Motif

Matching format of second motif:

Reverse Complement

Direction: Forward
Position number: 1

Number of overlap: 11
Similarity score: 0.0428468
Alignment:

DBGGGGTGGGGRBD

DVAGGGGGADD--

Original motif

20
8
S1.0

0.0

Consensus sequence: HBCCCCACCCCBH

20

0.0

Reverse complement motif

I WrWy

Consensus sequence: DBGGGGTGGGGB

C%CACQGQ "1 VGl

5 10

Webilogod 4 Webilogo 3 4

Dataset #: 4 Motif ID: 100 Motif name: wwTAATAAwWW
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Original motif = Consensus sequence: DHTAATAADD

5 10
WL g 3

Best Matches for Motif ID 100 (Highest to Lowest)

Dataset #: 4

Motif ID: 91

Motif name: WEATTTTAwWwW
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: 0.0241522
Alignment:

HWTAAAATHD

DHTAATAADD

Original motif = Consensus sequence: DHATTTTAWH

2.0

Reverse complement motif

Consensus sequence: DDTTATTAHD

Reverse complement motif

bits

- T

Consensus sequence: HWTAAAATHD

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:
DHATKTTTAHH
-DDTTATTAHD

4
108

WWATKTTTAwWw
Reverse Complement
Original Motif
Backward

1

10

0.0255442

Original motif = Consensus sequence: DHATKTTTAHH

2.0
o
B AIT ‘
aan—— -
5

Reverse complement motif

2.0

Consensus sequence: HHTAAARATHD

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

125
WWTAATWWATTAwWwW
Original Motif
Reverse Complement
Forward

1

10
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Similarity score: 0.0362107

Alignment:

HHTAATWWATTADD

DHTAATAADD-—-—--—

Original motif = Consensus sequence: DDTAATWWATTAHH Reverse complement motif = Consensus sequence: HHTAATWWATTAIL
2.0 2.0

“ TAATzeATTA *| TAATzeAITA

Webiioga 3.4 Webiloga 3.4

Dataset #: 4

Motif ID: 106

Motif name: WEAATTAAtw
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: 0.0364833

Alignment:

HATTAATTAD

DDTTATTAHD

Original motif = Consensus sequence: DTAATTAATH Reverse complement motif = Consensus sequence: HATTAATTAD
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Dataset #: 4

Motif ID: 109

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

Number of overlap: 10

Similarity score: 0.0471554
Alignment:

HHCAAAAACHH

DHTAATAADD-

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

2.0

1.0

bits

Dataset #: 4 Motif ID: 101  Motif name: csCACCCCgg

Page 483 of 592



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

2.0

| CaCccC - (Geglr

.0

bits
bits
5

10
WL g 3 WL ogo 3 4

Best Matches for Motif ID 101 (Highest to Lowest)

Dataset #: 4

Motif ID: 111

Motif name: ccCCmCaCCCCcc

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

Alignment:

HBCCCCACCCCBH

---HVCACCCCBB

Original motif = Consensus sequence: HBCCCCACCCCBH Reverse complement motif = Consensus sequence: DBGGGGTGGGGB
20 20

el el
g A CA A g_ i oo _ __;,—T:-.:-A___;__-T_ AL

5 10 5 10

Wb agod 4 Wbl agod 4
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
HVCCACACCBV
—HVCACCCCRB

4
110
c¢cmCCACACCcm
Original Motif
Original Motif
Backward

1

10

0.00930301

Original motif = Consensus sequence: HVCCACACCBV

« (0aCa

Webiioga 34

Reverse complement motif = Consensus sequence: VBGGTGTGGBD

pors
=

2.0

1.0

[alnl

5 10
wWebiiaga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

4
99

graGGGGGArr
Original Motif

Reverse Complement

Backward
1
10
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Similarity score: 0.0256956

Alignment:
HDTCCCCCTVH
-HVCACCCCBB
Original motif = Consensus sequence: DVAGGGGGADD Reverse complement motif = Consensus sequence: HDTCCCCCTVH
2.0 2.0
0.0 = — = S . S 0.0 — _—
= L = LT
Dataset #: 4
Motif ID: 119
Motif name: cbCCAGCTCmyk
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 2
Number of overlap: 10
Similarity score: 0.033038
Alignment:
HBYGAGCTGGBB
-BBGGGGTGVD-
Original motif = Consensus sequence: BBCCAGCTCMBD Reverse complement motif = Consensus sequence: HBYGAGCTGGBB
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2.0

bits

0.0

+ LAGCTCe

2.0

bits

0.0

AT

e
_—
=

Wetiloga 34

5

10

Welaloga 34

Dataset #: 4

Motif ID: 93

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

Number of overlap: 10

Similarity score: 0.0377738
Alignment:

BHCAGCACTHV

HVCACCCCBB-

Original motif

240

bits

Consensus sequence: BHCAGCACTHV

Reverse complement motif

Consensus sequence: VHAGTGCTGHB

0.0

o OAGCT - AT

Motif name: ssCkGGYCCCsg

10

Weiloga 34 WekiLoga 34

Dataset #: 4 Motif ID: 102
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Original motif = Consensus sequence: BBCKGGCCCCVV

2.0

bits
=

0.0 ——

1cueCcC

Reverse complement motif

2.0

bits
5

Consensus sequence: VVGGGGCCRGBB

0.0

Wekiloga A4

Best Matches for Motif ID 102 (Highest to Lowest)

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
BVGGGAGCTGGBB
-VVGGGGCCRGBB

Original motif = Consensus sequence: BBCCAGCTCCCVB

2.0

a0 l=— ——— e

4
103

csCCaGCTCCCgs
Reverse Complement
Reverse Complement
Forward

2

12

0.00699729

Reverse complement motif

2.0

bits

1.0

0.0

Consensus sequence: BVGGGAGCTGGBI

(e

e =
5

Wb agod 4
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
VVWGGGCCCWBB
BBCKGGCCCCVV

4
124
cswGGGCCCwsg
Original Motif
Original Motif
Backward

1

12

0.00901563

Original motif = Consensus sequence: VVWGGGCCCWBB

Reverse complement motif = Consensus sequence: BBWGGGCCCWVV

2.0 2.0

o T =-‘5: L _W: a 34 e T =-5: L _W: a 34
Dataset #: 4
Motif ID: 111
Motif name: ccCCmCaCCCCcc

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

Reverse Complement
Reverse Complement
Backward

2

12
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Similarity score: 0.015463

Alignment:
DBGGGGTGGGGBD
VVGGGGCCRGBB-

Original motif = Consensus sequence: HBCCCCACCCCBH

Reverse complement motif = Consensus sequence: DBGGGGTGGGGB

2.0

20
L 0blele -
. v CA A g i . = WA W ;._ T e
e 10 WabLoga 34 e 10 WabLogad4
Dataset #: 4
Motif ID: 122
Motif name: hsCCAGGCCTGGsr
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 2
Number of overlap: 12
Similarity score: 0.0222107
Alignment:
HVCCAGGCCTGGBD
-BBCKGGCCCCVV-

Original motif = Consensus sequence: HVCCAGGCCTGGBD

Reverse complement motif

Consensus sequence: HBCCAGGCCTGG\
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2.0

| LAGeeCTl " cUAGECCT UG

0.0 = = _—

0.0 = === = =

bits
&

Welsloge 34 Welloge 3.4

Dataset #: 4

Motif ID: 119

Motif name: cbCCAGCTCmyk

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward

Position number: 1

Number of overlap: 12

Similarity score: 0.0277516

Alignment:

BBCCAGCTCMBD

BBCKGGCCCCVV

Original motif = Consensus sequence: BBCCAGCTCMBD Reverse complement motif = Consensus sequence: HBYGAGCTGGBB
o ACA CTC? o LA L=

Dataset #: 4 Motif ID: 103  Motif name: csCCaGCTCCCgs
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Original motif = Consensus sequence: BBCCAGCTCCCVB Reverse complement motif  Consensus sequence: BVGGGAGCTGGBI

20 20

| _ QCéCTCC - cc-céCT

0.0 — - e o=
10

0.0 =

10
Webilogod 4 Webilogo 3 4

Best Matches for Motif ID 103 (Highest to Lowest)

Dataset #: 4

Motif ID: 98

Motif name: myyCCCACMTGCmyr
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: 0.0331906
Alignment:

HBCCCCACMTGCMHV

--BBCCAGCTCCCVB

R lement motif  C :
Original motif ~ Consensus sequence: HBCCCCACMTGCMHV ceverse complement motif onsensus sequence

VDRGCAYGTGGGGVD
2.0 2.0
al C CAx
oo QQQQACCEE b g--. oo ¥ el (G¥Y 1L 5 -~ =
5 10 15 5 10 15
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Dataset #: 4

Motif ID: 122

Motif name: hsCCAGGCCTGGsr

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: 0.033684

Alignment:

HVCCAGGCCTGGBD

-BVGGGAGCTGGRBRB

Original motif = Consensus sequence: HVCCAGGCCTGGBD Reverse complement motif = Consensus sequence: HBCCAGGCCTGG\
20 20
© clAGeeCTh: * clAGeeCTh:

2 10 Wehiioga 3.4 2 10 Wehiioga 3.4

Dataset #: 4

Motif ID: 111

Motif name: ccCCmCaCCCCcc

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position number: 1

Number of overlap: 13
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Similarity score: 0.0344113

Alignment:
HBCCCCACCCCRH
BBCCAGCTCCCVB
Original motif = Consensus sequence: HBCCCCACCCCBH Reverse complement motif = Consensus sequence: DBGGGGTGGGGB
2.0 2.0
W 3 v CAC&—CQCQ ) oo _—m WA W ;__ n vwe
= L Weblogaod 4 = 19 Weblogod 4
Dataset #: 3
Motif ID: 81
Motif name: Pax4
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 3
Number of overlap: 13
Similarity score: 0.0424871
Alignment:
GRKGRGDRHVHDDVBBHHBRGDWAWTWTTM
—-BVGGGAGCTGGBB-——————————————
Original motif = Consensus sequence: Reverse complement motif = Consensus sequence:
RAAWAWTWDCMVHHVBBHHHVHMHCMCYMC GRKGRGDRHVHDDVBBHHBRGDWAWTWTTM
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Dataset #: 2
Motif ID: 59
Motif name: Motif 59
Matching format of first motif: Reverse Complement
Matching format of second motif Reverse Complement
Direction: Backward
Position number: 1
13
0.0502084

Number of overlap:
Consensus sequence: GGMGKSHGAGGB

Similarity score:
Reverse complement motif

Alignment:
GGMGKSHGAGGBAG
<A

-BVGGGAGCTGGEBB
Ori:_';]inal motif = Consensus sequence: CTBCCTCHSYCYCC
I.c 5 IC§G%L;_?E cca¥e_oVAVgs =V
Motif ID: 104 Motif name: cgCCCwGGScsg
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Original motif = Consensus sequence: VDCCCWGGGCBB Reverse complement motif  Consensus sequence: BBGCCCWGGGHYV

2.0

s . CCC‘?C‘:CC = — . S =i L.

10 5 10
Wekiloga A4 Wekiloga A4

O
O

Best Matches for Motif ID 104 (Highest to Lowest)

Dataset #: 4

Motif ID: 111

Motif name: ccCCmCaCCCCcc

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward

Position number: 1

Number of overlap: 12

Similarity score: 0.0295528

Alignment:

HBCCCCACCCCBH

-VDCCCWGGGCBB

Original motif = Consensus sequence: HBCCCCACCCCBH Reverse complement motif = Consensus sequence: DBGGGGTGGGGB
20 20

el el
g A CA A g_ i oo _ __;,—T:-.:-A____;__- T e

5 10 5 10

Wb agod 4 Wbl agod 4
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
BVTGCAGSCABV
VDCCCWGGGCBB

Original motif

2.0

0.0

4
126
yvTGCAGsCAcg
Original Motif
Original Motif
Backward

1

12

0.0306486

Consensus sequence: BVTGCAGSCABV

T CACCCA

WatiLoga 3.4

Reverse complement motif

=

=

2.0

1.0

0.0

Consensus sequence: VBTGSCTGCAVB

~ TueCT Cﬁ

Wetiiogo 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

4
103
¢csCCaGCTCCCgs
Original Motif
Original Motif
Forward

1

12
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Similarity score:

Alignment:
BBCCAGCTCCCVB
VDCCCWGGGCBB-

Original motif

2.0

a.o i e Bl

Consensus sequence: BBCCAGCTCCCVB

CTCC

0.0384576

Reverse complement motif

2.0

bits
2

= -:C:Gé_ d
5

0.0

Consensus sequence: BVGGGAGCTGGBE

C c—< = _
10

%1-0 C
5 C 7=
I

WabLogod 4

WabLogad 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:

HBCCCCACMTGCMHV
-—-—-VDCCCWGGGCBB

Original motif

Consensus sequence: HBCCCCACMTGCMHYV

4
98
myyCCCACMTGCmyr
Original Motif
Original Motif
Forward

4

12

0.0393753

Reverse complement motif
VDRGCAYGTGGGGVD

Consensus sequence:
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2.0
AT C CAT T
QQQQAAcEﬁHR_ WAV | UGG
* 2 10 Wabtsat ik * 2 10 Wabtsat ik
Dataset #: 2
Motif ID: 59
Motif name: Motif 59
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 3
Number of overlap: 12
Similarity score: 0.0399857
Alignment:
CTBCCTCHSYCYCC
--VDCCCWGGGCRB
Original motif = Consensus sequence: CTBCCTCHSYCYCC Reverse complement motif  Consensus sequence: GGMGKSHGAGGB
oo cgg lc%-:%—c;qgf . -.?f,—_;ﬁAe*_——-ﬁcé 2
Motif ID: 105 Motif name: ccGCAGCCss
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Consensus sequence: BBGGCTGCGV

Reverse complement motif

2.0
1.0 ‘ ‘
——— - — — - _
5 10
Wiskil g o 3 4

Original motif = Consensus sequence: VCGCAGCCBB
an——— —r= = & =5 e e 0.0 ——
Best Matches for Motif ID 105 (Highest to Lowest)
Dataset #: 4
Motif ID: 126
Motif name: yVTGCAGsCAcg
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 2
Number of overlap: 10
Similarity score: 0
Alignment:
VBTGSCTGCAVB
-BBGGCTGCGV-
Original motif = Consensus sequence: BVTGCAGSCABV Reverse complement motif = Consensus sequence: VBTGSCTGCAVB
2.0 2.0
ol = C__c-.CC T - . I__ . I C__
5 10 i toan i 5 10 itoan s
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Dataset #: 4

Motif ID: 103

Motif name: csCCaGCTCCCgs

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: 0.0101194

Alignment:

BVGGGAGCTGGBB

BBGGCTGCGV—-—--

Original motif = Consensus sequence: BBCCAGCTCCCVB Reverse complement motif = Consensus sequence: BVGGGAGCTGGBI
20 20

L e lree | Gegall,

« =

. S oo T =
10 10

Wablogad 4 Wablogad .4

Dataset #: 4

Motif ID: 102

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

Position number: 3

Number of overlap: 10
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Similarity score: 0.0260007

Alignment:
BBCKGGCCCCVV
BBGGCTGCGV--

Original motif = Consensus sequence: BBCKGGCCCCVV

2.0

. zc\IcCcC

- —

5

0.0 —

WatiLoga 3.4

Reverse complement motif = Consensus sequence: VVGGGGCCRGBB

bits

2.0

0.0

CECACQé_ | S

Wetiiogo 3.4

Dataset #: 4
Motif ID: 119
Motif name: cbCCAGCTCmyk

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

Direction: Forward
Position number: 3

Number of overlap: 10
Similarity score: 0.0296738
Alignment:

HBYGAGCTGGBB

--BBGGCTGCGV

Original motif = Consensus sequence: BBCCAGCTCMBD

Reverse Complement
Reverse Complement

Reverse complement motif = Consensus sequence: HBYGAGCTGGBB
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2.0

+ OACTC

0.0

bits

2.0

bits
=

0.0

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:
DHCTGCYTCHB
-BBGGCTGCGV

Original motif

240

bits

Consensus sequence: DHCTGCYTCHB

+ (16CeTC

4
116

dyCTGCyTCyc
Reverse Complement
Original Motif
Forward

2

10

0.0303133

Reverse complement motif

AA

bits
5

Consensus sequence: BHGAKGCAGHH

0.0

0.0

o
Weiloga 34

10
WekiLoga 34

Dataset #: 4

Motif ID: 106

Motif name: wtAATTAAtw
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Original motif = Consensus sequence: DTAATTAATH Reverse complement motif = Consensus sequence: HATTAATTAD

Best Matches for Motif ID 106 (Highest to Lowest)

Dataset #: 3

Motif ID: 66

Motif name: Lhx3

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

Position number: 3

Number of overlap: 10

Similarity score: 0.0302494

Alignment:

BMWTAATTAATTW

-DTAATTAATH--

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

2.0

= " F —

- AT A

Wb agod 4
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Dataset #: 4

Motif ID: 125

Motif name: WWTAATWWATTAWW

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 2

Number of overlap: 10

Similarity score: 0.0551105

Alignment:

HHTAATWWATTADD

-——HATTAATTAD-

Original motif = Consensus sequence: DDTAATWWATTAHH Reverse complement motif = Consensus sequence: HHTAATWWATTAIL
20 20
" TAATzeATTA " TAATzeAITA

Dataset #: 4

Motif ID: 91

Motif name: WEATTTTAWW

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position number: 1

Number of overlap: 10
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Similarity score: 0.0562809

Alignment:
DHATTTTAWH
DTAATTAATH

Original motif = Consensus sequence: DHATTTTAWH

2.0

Reverse complement motif

2.0

- _TAA

Consensus sequence: HWTAAAATHD

Wbl ogo 34

Dataset #: 4

Motif ID: 100

Motif name: WWTAATAAWW
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: 0.0621876

Alignment:

DDTTATTAHD

HATTAATTAD

Original motif = Consensus sequence: DHTAATAADD

Reverse complement motif

Consensus sequence: DDTTATTAHD
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Wbl oga 3 4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
GGTTAATDATTAMC
-—-—-HATTAATTAD

Original motif = Consensus sequence: GGTTAATDATTAMC

2.0

0.0 i

A
= 1 T

68

HNF1A

Reverse Complement
Original Motif
Backward

10
0.0690833

&

Welilogo 3.4

Reverse complement motif

Consensus sequence: GYTAATDATTAAC(

Dataset #: 4 Motif ID: 107

Motif name: crCGyGCRcg
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Original motif = Consensus sequence: CGCGTGCACG Reverse complement motif = Consensus sequence: CGTGCACGCG

2.0

0.0 EACAE CA% oo -_:_,}-Cr T Ag <

10 5 10
WL g 3 WL ogo 3 4

Best Matches for Motif ID 107 (Highest to Lowest)

Dataset #: 4
Motif ID: 92

Motif name: cgAKGyCAcg

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: 0.0293056

Alignment:

VGTGMCCTCG

CGTGCACGCG

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

L e
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
DHGTGCTRGVH
—-CGTGCACGCG

Original motif

2.0

bifs

4
115

ysCmAGCACwy
Reverse Complement
Reverse Complement
Backward

1

10

0.0326988

Consensus sequence: HVCMAGCACHH

" . A-E_: ,

10
wWetiiaga 3.4

Reverse complement motif

pors
=

2.0

1.0

Consensus sequence: DHGTGCTRGVH

[alnl

5

(TG

wWebiiaga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

4
98
myyCCCACMmTGCmyr
Original Motif
Original Motif
Backward

1

10
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Similarity score: 0.033442

Alignment:
HBCCCCACMTGCMHV
————— CGCGTGCACG

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

VDRGCAYGTGGGGVD
2.0 2.0
AT C CAT
i QQQA_ = _E_CEE—‘Hgf-, 0.0 . e i B S =
2 19 wm_oglsan 2 19 wm_oglan

Dataset #: 4
Motif ID: 126
Motif name: yVTGCAGsCAcg
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 3
Number of overlap: 10
Similarity score: 0.0362108
Alignment:
VBTGSCTGCAVB
--CGCGTGCACG
Original motif = Consensus sequence: BVTGCAGSCABV Reverse complement motif  Consensus sequence: VBTGSCTGCAVB
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2.0
oo —— - C_ _C:CC —— o6
5 10 i toaniS
Dataset #: 4
Motif ID: 102
Motif name: ssCkGGYCCCsg
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 1
Number of overlap: 10
Similarity score: 0.0421604
Alignment:
VVGGGGCCRGBB
--CGTGCACGCG
Original motif = Consensus sequence: BBCKGGCCCCVV Reverse complement motif = Consensus sequence: VVGGGGCCRGBB
g [ S— ETTCQC CECACQC_ , T
Motif ID: 108 Motif name: wwATKTTTAww
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Original motif = Consensus sequence: DHATKTTTAHH Reverse complement motif = Consensus sequence: HHTAAARATHD

20
o3
B AIT ‘
o.p—— -
5

Best Matches for Motif ID 108 (Highest to Lowest)

2.0

Weiloga 34 WekiLoga 34

Dataset #: 3

Motif ID: 70

Motif name: Foxql
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: 0.0381631
Alignment:

HATTGTTTATW

DHATKTTTAHH

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

bitg

:,ALIE“‘ y o }

Wetiiaga 34 Wekiiaga 34

Page 512 of 592



Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
HHCAAAAACHH
HHTAAARATHD

4
109

aaCAAAAACaa
Reverse Complement
Original Motif
Forward

1

11

0.0416262

Original motif = Consensus sequence: HHCAAAAACHH

Reverse complement motif

2.0

=
=19

.
0.0 —

Consensus sequence: HHGTTTTTGHH

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

67

FOXI1
Original Motif
Original Motif
Backward

2

11
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Similarity score: 0.0453405

Alignment:
KBDTRTTTRTTT
DHATKTTTAHH-

Original motif = Consensus sequence: KBDTRTTTRTTI

2.0

RIxT

WatiLoga 3.4

Reverse complement motif

2.0

Consensus sequence: AAAMAAAMADBY

Dataset #: 4

Motif ID: 113

Motif name: htCTGyKTCbt
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: 0.0594403
Alignment:

HBCTGYTTCBH

DHATKTTTAHH

Original motif = Consensus sequence: HBCTGYTTCBH

Reverse complement motif

Consensus sequence: HVGAAMCAGVH
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2.0 2.0

Watiiaga 34 Webilaga 34

bit

Dataset #: 3

Motif ID: 62

Motif name: TBP

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 4

Number of overlap: 11

Similarity score: 0.0630171

Alignment:

VBVVVVMWTTTATAS

-DHATKTTTAHH---

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

TA|Aah TITIAIA

0.0 QEAI 3 _TATf____ — _1|5 0.0-1= S ———_'_E._="?$é‘ ﬁ. '—-—'.-‘E--

Dataset #: 4 Motif ID: 109 Motif name: aaCAAAAACaa
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Original motif = Consensus sequence: HHCAAAAACHH

Best Matches for Motif ID 109 (Highest to Lowest)

Dataset #: 4

Motif ID: 89

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

Position number: 1

Number of overlap: 11

Similarity score: 0.00652588
Alignment:

BHGTTTTGTTT

HHGTTTTTGHH

Original motif = Consensus sequence: AAACAAAACHV

2.0

- ACARAAC. .

bitg

0.0

Wetiiaga 34

Reverse complement motif

bits

Reverse complement motif

[TT6T.

bits

2.0

W

a.0 T —

2.0

1.0

—r—
0.

Consensus sequence: HHGTTTTTGHH

Consensus sequence: BHGTTTTGTTT

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:
DTGTGTATGBD
HHGTTTTTGHH

4
117

yaCATAYACay
Reverse Complement
Reverse Complement
Backward

1

11

0.0113253

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

2.0

L CTAAC. TG,

Rl
5

Webiioga 34 Webiiaga 34

I
if

Dataset #: 4

Motif ID: 108

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

Position number: 1

Number of overlap: 11
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Similarity score:

Alignment:
DHATKTTTAHH
HHGTTTTTGHH

0.0251184

Original motif = Consensus sequence: DHATKTTTAHH

2.0
o
B AIT ‘
aan—— -
5

Reverse complement motif

2.0

Consensus sequence: HHTAAARATHD

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
BHADSGTAAACAAD
--HHCAAAAACHH-

75

FOXF2
Original Motif
Original Motif
Backward

2

11
0.0278186

Original motif = Consensus sequence: BHADSGTAAACAAD

Reverse complement motif

Consensus sequence: DTTGTTTACSBTBE
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Dataset #: 3

Motif ID: 67

Motif name: FOXI1
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 2

Number of overlap: 11

Similarity score: 0.0320335
Alignment:

KBDTRTTTRTTT

-HHGTTTTTGHH

Original motif

2.0

Consensus sequence: KBDTRTTTRTTT

Wekiloga A4

Reverse complement motif

Consensus sequence: AAAMAAAMADBY

Wekiloga A4

Dataset #: 4 Motif ID: 110

Motif name: cmCCACACCcm

Page 519 of 592



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

2.0

« (0aCal (gl

5 10
Weiloga 34 WWekilaga 34

its

Best Matches for Motif ID 110 (Highest to Lowest)

Dataset #: 4

Motif ID: 111

Motif name: ccCCmCaCCCCcc

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward

Position number: 3

Number of overlap: 11

Similarity score: 0.00944953

Alignment:

HBCCCCACCCCBH

HVCCACACCBV--

Original motif = Consensus sequence: HBCCCCACCCCBH Reverse complement motif = Consensus sequence: DBGGGGTGGGGB
20 20

el el
g A CA A g_ i oo _ __;,—T:-.:-A___;__-T_ AL

5 10 5 10

Wb agod 4 Wbl agod 4

Page 520 of 592



Dataset #: 4

Motif ID: 93

Motif name: cmCARCACTwr
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: 0.0342522
Alignment:

BHCAGCACTHV

HVCCACACCRBV

Original motif = Consensus sequence: BHCAGCACTHV

~ CA<CA

10
wWetiiaga 3.4

Reverse complement motif

2.0

Consensus sequence: VHAGTGCTGHB

]

-k

[alnl

10
wWebiiaga 3.4

Dataset #: 4

Motif ID: 98

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

Position number: 1

Number of overlap: 11
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Similarity score: 0.0444

Alignment:
HBCCCCACMTGCMHV
HVCCACACCBV-—---

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

VDRGCAYGTGGGGVD
2.0 2.0
AT C CAT
i QQQA_ = _E_CEE—‘Hgf-, 0.0 . e i B S =
2 19 WebiLoga 34 2 19 Wm_ogl:]ﬁ

Dataset #: 4
Motif ID: 99
Motif name: graGGGGGATrr
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: 0.0501309
Alignment:
DVAGGGGGADD
VBGGTGTGGBD
Original motif = Consensus sequence: DVAGGGGGADD Reverse complement motif = Consensus sequence: HDTCCCCCTVH
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4
<SS
S
<

10
Watiiaga 34 Webilaga 34

Dataset #: 4

Motif ID: 116

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

Position number: 1

Number of overlap: 11

Similarity score: 0.0510757

Alignment:

BHGAKGCAGHH

VBGGTGTGGBD

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

240

+ (TCeTC

0.0

2.0

1 GhcGOAG

Weiloga 34 WekiLoga 34

bits
bits

Dataset #: 4 Motif ID: 111 Motif name: ccCCmMCaCCCCcc
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Original motif = Consensus sequence: HBCCCCACCCCBH Reverse complement motif = Consensus sequence: DBGGGGTGGGGB

20

oot=—-_— CgCQCQGg - o Wl A I gy e

0.0 — === = W =

Webilogod 4 Webilogo 3 4

Best Matches for Motif ID 111 (Highest to Lowest)

Dataset #: 4

Motif ID: 98

Motif name: myyCCCACMTGCmyr
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: 0.0348277
Alignment:

HBCCCCACMTGCMHV

--HBCCCCACCCCBH

R lement motif  C :
Original motif ~ Consensus sequence: HBCCCCACMTGCMHV ceverse complement motif onsensus sequence

VDRGCAYGTGGGGVD
2.0 2.0
ccCACaTCC CAx
o6 QAQA_ = CE:.-:‘:‘___E__._ 00 R R e e B R e e
5 10 15 5 10 15
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Dataset #: 2
Motif ID: 59

Motif name: Motif 59
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 2

Number of overlap: 13

Similarity score: 0.0360633
Alignment:

CTBCCTCHSYCYCC

-HBCCCCACCCCRH

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

2.0

2.0

bits

e -_—
R=<i=3 LSS =3 L=] -]

0.0

5 10
Webiioga 3.4 Webiloga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

4
103
¢csCCaGCTCCCgs
Original Motif
Original Motif
Backward

1

13
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Similarity score: 0.0413801

Alignment:

BBCCAGCTCCCVB

HBCCCCACCCCBH

Original motif = Consensus sequence: BBCCAGCTCCCVB Reverse complement motif = Consensus sequence: BVGGGAGCTGGBI
2.0 2.0

bits
2

e o= C P —
5 10

agl— = i e Bl

0.0

el CTCC

10
WabLogod 4 WabLogad 4

Dataset #: 3

Motif ID: 81

Motif name: Pax4

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: 0.0432691

Alignment:

RAAWAWTWDCMVHHVBBHHHVHMHCMCYMC

——————————————— HBCCCCACCCCBH--

Original motif = Consensus sequence: Reverse complement motif = Consensus sequence:
RAAWAWTWDCMVHHVBBHHHVHMHCMCYMC GRKGRGDRHVHDDVBBHHBRGDWAWTWTTM
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Weilogo 34 Webloga 34

Dataset #: 4

Motif ID: 122

Motif name: hsCCAGGCCTGGsr

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 1

Number of overlap: 13

Similarity score: 0.0554645

Alignment:

HBCCAGGCCTGGVD

HBCCCCACCCCBH-

Original motif = Consensus sequence: HVCCAGGCCTGGBD Reverse complement motif  Consensus sequence: HBCCAGGCCTGG\
i QC—AE_--:-JE\QQl——'-: o QC‘AE‘-;‘Q‘QG!__--:

Dataset #: 4 Motif ID: 112  Motif name: ctGAGTkKTGAgg
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Original motif = Consensus sequence: VBGAGTKTGADD Reverse complement motif = Consensus sequence: HHTCARACTCVV

GACT2TCA + TCAaACTC

Best Matches for Motif ID 112 (Highest to Lowest)

2.0

bits
o
bits
&

0.0

0.0

Wekiloga A4

Dataset #: 4

Motif ID: 121

Motif name: ctGAGTCATCkb

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 1

Number of overlap: 12

Similarity score: 0.00842365

Alignment:

BHGATGACTCDD

HHTCARACTCVV

Original motif = Consensus sequence: HDGAGTCATCDB Reverse complement motif = Consensus sequence: BHGATGACTCDD
2.0 2.0

bits

~ (ATGACTC

Wekiloga A4

* GAGTCATC

Wekiloga A4
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
DBGGGGTGGGGBD
VBGAGTKTGADD-

Original motif

4
111
ccCCmCaCCCCcc
Original Motif
Reverse Complement
Backward

2

12

0.0219353

Consensus sequence: HBCCCCACCCCBH

Reverse complement motif

Consensus sequence: DBGGGGTGGGGB

20 20
. 0CealeC
e CA A c L AWML Wi W
e 10 WabLoga 34 e 10 WabLogad4
Dataset #: 4
Motif ID: 98
Motif name: myyCCCACMTGCmyr
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 3
Number of overlap: 12
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Similarity score: 0.0363368

Alignment:
HBCCCCACMTGCMHV
—HHTCARACTCVV--

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

VDRGCAYGTGGGGVD
20 20
' QQQQ CélﬁCR- 1 S CAT W 1 MG
2 10 Witeot ik 2 10 Witea ia

Dataset #: 3
Motif ID: 81
Motif name: Pax4
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 16
Number of overlap: 12
Similarity score: 0.0370187
Alignment:
RAAWAWTWDCMVHHVBBHHHVHMHCMCYMC
———HHTCARACTCVV-——————————————
Original motif = Consensus sequence: Reverse complement motif = Consensus sequence:
RAAWAWTWDCMVHHVBBHHHVHMHCMCYMC GRKGRGDRHVHDDVBBHHBRGDWAWTWTTM
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Weilogo 34 Webloga 34

Dataset #: 4

Motif ID: 119

Motif name: cbCCAGCTCmyk

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Forward

Position number: 1

Number of overlap: 12

Similarity score: 0.0389051

Alignment:

BBCCAGCTCMBD

HHTCARACTCVV

Original motif = Consensus sequence: BBCCAGCTCMBD Reverse complement motif = Consensus sequence: HBYGAGCTGGBB
o _.-'L._C—-AE- CTCQ 0.0 ——r; S ‘?

Dataset #: 4 Motif ID: 113  Motif name: htCTGyKTCbt
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Original motif = Consensus sequence: HBCTGYTTCBH

+ (TexzlC

Weiloga 34

Best Matches for Motif ID 113 (Highest to Lowest)

Dataset #: 4

Motif ID: 116

Motif name: dyCTGCyTCyc
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

Alignment:

DHCTGCYTCHB

HBCTGYTTCBH

Original motif = Consensus sequence: DHCTGCYTCHB

- CTCeTC

Wetiiaga 34

Reverse complement motif

AaaCA

Reverse complement motif

bits

2.0

2.0

0.0

Consensus sequence: HVGAAMCAGVH

WekiLoga 34

Consensus sequence: BHGAKGCAGHH

A

10
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:
DHATKTTTAHH
HBCTGYTTCBH

4
108
WWATKTTTAwWw
Original Motif
Original Motif
Forward

1

11

0.0453878

Original motif = Consensus sequence: DHATKTTTAHH

2.0
o
B AIT ‘
aan—— -
5

Reverse complement motif

2.0

Consensus sequence: HHTAAARATHD

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

114

awAACAcAAwa
Original Motif
Reverse Complement
Backward

1

11
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Similarity score: 0.0496817

Alignment:
BDTTGTGTTDD
HBCTGYTTCBH
Original motif = Consensus sequence: DDAACACAADV Reverse complement motif = Consensus sequence: BDTTGTGTTDD
2.0 2.0
= LT
Dataset #: 4
Motif ID: 121
Motif name: ctGAGTCATCkb
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: 0.0512287
Alignment:
HDGAGTCATCDB
HVGAAMCAGVH-
Original motif = Consensus sequence: HDGAGTCATCDB Reverse complement motif = Consensus sequence: BHGATGACTCDD

Page 534 of 592



bits

- (ATCACTC

Dataset #: 3
Motif ID: 67
Motif name: FOXI1

Matching format of first motif:

Matching format of second motif:

Reverse Complement
Reverse Complement

Direction: Backward
Position number: 1

Number of overlap: 11
Similarity score: 0.0525328
Alignment:

AAAMAAAMADBY

-HVGAAMCAGVH

Original motif =~ Consensus sequence: KBDTRTTTRTTT

2.0

Reverse complement motif = Consensus sequence: AAAMAAAMADBY

2.0

Dataset #: 4

Motif ID: 114

Motif name: awAACAcAAwa
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Original motif = Consensus sequence: DDAACACAADV

240

Best Matches for Motif ID 114 (Highest to Lowest)

Dataset #: 2

Motif ID: 60

Motif name: Motif 60
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 2

Number of overlap: 11

Similarity score: 0.0409581
Alignment:

AADAAAAMAAAAAM

—-DDAACACAADV--

Original motif = Consensus sequence: AADAAAAMAAAAAM

abachaa

A
=

Webslogo 3.4

Reverse complement motif

2.0

bits

0.0

Consensus sequence: BDTTGTGTTDD

Reverse complement motif

0.0

“WIT

oI

Consensus sequence: YTTTTTIRTTTTDTT
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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:
TBTTATCTTMTCTT
BDTTGTGTTDD——--

3

71

Evil

Reverse Complement
Reverse Complement
Backward

4

11

0.0441291

Original motif = Consensus sequence: AAGAYAAGATAABA

2.0

ACATAA

Webiioga 3.4

Reverse complement motif

2.0

a.0

Consensus sequence: TBTTATCTTMTCTT

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

3

67

FOXI1

Reverse Complement
Original Motif
Backward

1

11
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Similarity score: 0.0515608

Alignment:
KBDTRTTTRTTT
-BDTTGTGTTDD

Original motif = Consensus sequence: KBDTRTTTRTTI

2.0

RIxT

WatiLoga 3.4

Reverse complement motif

2.0

Consensus sequence: AAAMAAAMADBY

Dataset #: 3

Motif ID: 76

Motif name: Sox2
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: 0.0542339
Alignment:

CCWTTGTYATGCAAA

—-——-BDTTGTGTTDD-

Original motif = Consensus sequence: CCWTTGTYATGCAAA

Reverse complement motif

TTTGCATMACAAWGG

Consensus sequence:
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2.0

b 0.

hits

Webiloga 3.4 Webiloga 3.4

Dataset #: 4
Motif ID: 117
Motif name: yaCATAYACay
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 1
Number of overlap: 11
Similarity score: 0.0554944
Alignment:
DTGTGTATGBD
BDTTGTGTTDD
Original motif = Consensus sequence: HVCATACACAH Reverse complement motif = Consensus sequence: DTGTGTATGBD
a A AQA - A
el ! Cﬁ “xuﬁ‘EI”T
Dataset #: 4 Motif ID: 115 Motif name: ysCmAGCACwy

Page 539 of 592



Original motif = Consensus sequence: HVCMAGCACHH

240

+ (=ACLCAC

0.0

bits

Weiloga 34

Best Matches for Motif ID 115 (Highest to Lowest)

Dataset #: 4

Motif ID: 119

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

Number of overlap: 11

Similarity score: 0.00720731
Alignment:

BBCCAGCTCMBD

HVCMAGCACHH-

Original motif = Consensus sequence: BBCCAGCTCMBD

M cCACGTCa

Wekiloga A4

bits
5

0.0

Reverse complement motif = Consensus sequence: DHGTGCTRGVH

2.0

0.1 ——
5
Weliiaga A4

Reverse complement motif = Consensus sequence: HBYGAGCTGGBB

2.0

bits
5

T

0.0
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Dataset #: 4

Motif ID: 117

Motif name: yaCATAYACay
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: 0.0367273
Alignment:

HVCATACACAH

HVCMAGCACHH

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

2.0

~_CATAGAC. L (Tg]ATG.

5
Webiioga 34 Webiiaga 34

Dataset #: 4

Motif ID: 103

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

Position number: 1

Number of overlap: 11
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Similarity score: 0.0374067

Alignment:

BBCCAGCTCCCVB

HVCMAGCACHH--

Original motif = Consensus sequence: BBCCAGCTCCCVB Reverse complement motif = Consensus sequence: BVGGGAGCTGGBI
2.0 2.0

bits
2

0.0 i e Bl

0.0

- = C,'__-::‘;‘: e
5 10

WabLogod 4 WabLogad 4

el CTCC

10

Dataset #: 4

Motif ID: 123

Motif name: asMAAGCTTKst
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: 0.0385747
Alignment:

HBCAAGCTTGVD

HVCMAGCACHH-

Original motif = Consensus sequence: HBCAAGCTTGVD Reverse complement motif  Consensus sequence: DVCAAGCTTGBH
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2.0 2.0
Q = : | - Q = : | -
Dataset #: 4
Motif ID: 102
Motif name: ssCkGGYCCCsg
Matching format of first motif: Reverse Complement
Matching format of second motif Reverse Complement
Direction: Backward
Position number: 1
Number of overlap: 11
Similarity score: 0.0395809
Alignment:
VVGGGGCCRGBB
-DHGTGCTRGVH
Original motif = Consensus sequence: BBCKGGCCCCVV Reverse complement motif = Consensus sequence: VVGGGGCCRGBB
. —_— E_:_TCQC . CECACQC_ T
Motif ID: 116 Motif name: dyCTGCyTCyc
Page 543 of 592
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Original motif = Consensus sequence: DHCTGCYTCHB Reverse complement motif = Consensus sequence: BHGAKGCAGHH

2.0

 (T6GeTC 1 UhgUUAL.

Weiloga 34 WekiLoga 34

bits
5

Best Matches for Motif ID 116 (Highest to Lowest)

Dataset #: 4

Motif ID: 113

Motif name: htCTGyKTCbt

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

Alignment:

HBCTGYTTCBH

DHCTGCYTCHB

Original motif = Consensus sequence: HBCTGYTTCBH Reverse complement motif = Consensus sequence: HYGAAMCAGVH
20 2.0

T A AQA
0.0 : CTTl TL - (? | B -

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:
HDGAGTCATCDB
BHGAKGCAGHH-

Original motif

2.0

- GAGTCATC

4

121

ctGAGTCATCkb
Reverse Complement
Original Motif
Backward

2

11

0.0409177

Consensus sequence: HDGAGTCATCDB

WatiLoga 3.4

Reverse complement motif

bits
5

2.0

0.0

e —— . =
— =

Consensus sequence: BHGATGACTCDD

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

4
110

cmCCACACCcm
Reverse Complement
Reverse Complement
Backward

1

11
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Similarity score: 0.0482758

Alignment:
VBGGTGTGGBD
BHGAKGCAGHH
Original motif = Consensus sequence: HVCCACACCBV Reverse complement motif = Consensus sequence: VBGGTGTGGBD
2.0 2.0
D CCAC&: TVIV
= L = LT
Dataset #: 4
Motif ID: 102
Motif name: ssCkGGYCCCsg
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: 0.0492303
Alignment:
BBCKGGCCCCVV
DHCTGCYTCHB-
Original motif = Consensus sequence: BBCKGGCCCCVV Reverse complement motif = Consensus sequence: VVGGGGCCRGBB
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Dataset #: 4
Motif ID: 119
Motif name: cbCCAGCTCmyk
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1
Number of overlap: 11
Similarity score: 0.0496606
Alignment:
BBCCAGCTCMBD
-DHCTGCYTCHB
Consensus sequence: BBCCAGCTCMBD Reverse complement motif = Consensus sequence: HBYGAGCTGGBB

Original motif

oA (702

Motif name: yaCATAYACay

bits

Page 547 of 592
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Motif ID: 117

Dataset #: 4



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

2.0

| ChhedC. - CTTATG.

0.0
5

Weiloga 34 WekiLoga 34

bit

I
If

Best Matches for Motif ID 117 (Highest to Lowest)

Dataset #: 4

Motif ID: 109

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

Position number: 1

Number of overlap: 11

Similarity score: 0.0144352

Alignment:

HHGTTTTTGHH

DTGTGTATGBD

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

20—

bits
5
| I | ) -

W
.10 —
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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:
DTTGTTTACSBTREB
-DTGTGTATGBD—--

3

75

FOXF2

Reverse Complement
Reverse Complement
Backward

3

11

0.0390604

Original motif = Consensus sequence: BHADSGTAAACAAD

2.0

Reverse complement motif

bits

2.0

1.0

a.0

H

Consensus sequence: DTTGTITACSBTBE

fo. .

Webiloga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

112

ctGAGTKTGAgg
Original Motif
Reverse Complement
Forward

1

11
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Similarity score: 0.0405823

Alignment:
HHTCARACTCVV
HVCATACACAH-
Original motif = Consensus sequence: VBGAGTKTGADD Reverse complement motif  Consensus sequence: HHTCARACTCVV
2.0 2.0
= 10 Weabiloga 3.4 = 10 Wabilogo 34
Dataset #: 4
Motif ID: 115
Motif name: ysCmAGCACwy
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: 0.0423793
Alignment:
HVCMAGCACHH
HVCATACACAH
Original motif = Consensus sequence: HVYCMAGCACHH Reverse complement motif = Consensus sequence: DHGTGCTRGVH
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Dataset #: 2
Motif ID: 58
Motif name: Motif 58
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: 0.0462842
Alignment:
CACACACACACACA
HVCATACACAH-——-
Original motif = Consensus sequence: CACACACACACACA Reverse complement motif = Consensus sequence: TGTGTGTGTGTGT

ts

b

2.0

x0T GrGTe] T

(ACAcacxcACac

Welilogo 3.4

Webilogo 3.4

Dataset #: 4 Motif ID: 118 Motif name: yrCACATGCATGTGyr
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Reverse complement motif ~ Consensus sequence:
DVCACATGCATGTGBH

20 20

- %AGAIEQAIﬁIA; 3} EAGAIEQAIﬁIA;

Weblogad 4 Weblogad 4

Original motif = Consensus sequence: HVCACATGCATGTGBD

Best Matches for Motif ID 118 (Highest to Lowest)

Dataset #: 4

Motif ID: 98

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

Number of overlap: 15

Similarity score: 0.0676289
Alignment:

-HBCCCCACMTGCMHV

HVCACATGCATGTGBD

R lement motif  C :
Original motif ~ Consensus sequence: HBCCCCACMTGCMHV everse complement motit Lonsensus sequence

VDRGCAYGTGGGGVD
2.0 2.0
ccCACaTCC CAx
0.0 g"“‘?"‘— = CT-E___E__ 0.0 S = ’-"':'T':'L = :
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Dataset #: 2

Motif ID: 58

Motif name: Motif 58
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: 0.573876
Alignment:

--CACACACACACACA

HVCACATGCATGTGBD

Reverse complement motif = Consensus sequence: TGTGTGTGTGTGT

2T uTGxeTe] T

5

Original motif = Consensus sequence: CACACACACACACA

- (ACAcacscACAG

Welilogo 3.4

Webilogo 3.4

Dataset #: 3
Motif ID: 80
Motif name: Pou5f1

Original Motif
Reverse Complement

Matching format of first motif:
Matching format of second motif:
Direction: Forward
Position number: 3
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Number of overlap: 13
Similarity score: 1.06805

Alignment:
ATTTGCATHACAAWG—---
-—-HVCACATGCATGTGBD

Original motif = Consensus sequence: CWTTGTHATGCAAAT

E:QXII%I*THQAAAE

Webiloga 34

Reverse complement motif

Consensus sequence: ATTTGCATHACAA!

gqéIIIécAInﬁqégéﬁ

Webiloga 34

Dataset #: 3

Motif ID: 76

Motif name: Sox2
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 3

Number of overlap: 13

Similarity score: 1.07558
Alignment:

CCWTTGTYATGCAAA-——

--DVCACATGCATGTGBH

Original motif = Consensus sequence: CCWTTGTYATGCAAA

Reverse complement motif
TTTGCATMACAAWGG

Consensus sequence:
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0.0

hits

Webiloga 3.4 Webiloga 3.4

Dataset #: 4

Motif ID: 126

Motif name: yvTGCAGsCAcg

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position number: 1

Number of overlap: 12

Similarity score: 1.55231

Alignment:

BVTGCAGSCABV—-——--

HVCACATGCATGTGBD

Original motif = Consensus sequence: BVTGCAGSCABV Reverse complement motif  Consensus sequence: VBTGSCTGCAVB
| o= C_ _«::";(:Cm S T S I_ L I C_m_

Dataset #: 4 Motif ID: 119 Motif name: cbCCAGCTCmyk
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Original motif = Consensus sequence: BBCCAGCTCMBD Reverse complement motif = Consensus sequence: HBYGAGCTGGBB

2.0 2.0

clA CTC¢ Al e

0.0

bits
o
bits
&

0.0

Wekiloga A4 Wekiloga A4

Best Matches for Motif ID 119 (Highest to Lowest)

Dataset #: 4

Motif ID: 103

Motif name: csCCaGCTCCCgs

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward

Position number: 2

Number of overlap: 12

Similarity score: 0.00141375

Alignment:

BBCCAGCTCCCVB

BBCCAGCTCMBD-

Original motif = Consensus sequence: BBCCAGCTCCCVB Reverse complement motif = Consensus sequence: BVGGGAGCTGGBI
20 20

ts

0.0 —

- _ Qcé 5 CTCC o - c‘:céCT

<« =
e oo b A5 =
10 10
Wsbiloga 3 4 Wsblogad 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:
DVCAAGCTTGBH
HBYGAGCTGGRB

4

123

asMAAGCTTKst
Reverse Complement
Reverse Complement
Backward

1

12

0.0040263

Original motif = Consensus sequence: HBCAAGCTTGVD

2.0

- chGCT

WatiLoga 3.4

Reverse complement motif  Consensus sequence: DVCAAGCTTGBH

2.0

1 chALTTS

0.0
10

Wetiiogo 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

4
122
hsCCAGGCCTGGsr
Original Motif
Original Motif
Backward

3

12
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Similarity score: 0.0363393

Alignment:
HVCCAGGCCTGGBD
BBCCAGCTCMBD--
Original motif = Consensus sequence: HVCCAGGCCTGGBD Reverse complement motif = Consensus sequence: HBCCAGGCCTGG\
2.0 2.0
QCA-:-QQQI__"-: QCA-————&QGI__"-:
0.0 - = o o e - 5 e Wetsioga 3.4
Dataset #: 4
Motif ID: 102
Motif name: ssCkGGYCCCsg
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1
Number of overlap: 12
Similarity score: 0.0378472
Alignment:
BBCKGGCCCCVV
BBCCAGCTCMBD
Original motif = Consensus sequence: BBCKGGCCCCVV Reverse complement motif = Consensus sequence: VVGGGGCCRGBB
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2.0 2.0

0.0 — ("—% 0.0

5

Wetiloga 34 Welaloga 34

Dataset #: 4
Motif ID: 111
Motif name: ccCCmCaCCCCcc
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1
Number of overlap: 12
Similarity score: 0.0419313
Alignment:
HBCCCCACCCCRH
-BBCCAGCTCMBD
Original motif = Consensus sequence: HBCCCCACCCCBH Reverse complement motif  Consensus sequence: DBGGGGTGGGGB
CCC CC X
U P . lﬁ\ ACQ > - oo = TAVAY T_m. z
Dataset #: 4 Motif ID: 120 Motif name: wtTTTwAAAaw
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Original motif = Consensus sequence: HHTTTWAAADD

240

5 10
Wetiioga A4

Best Matches for Motif ID 120 (Highest to Lowest)

Dataset #: 4

Motif ID: 108

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

Number of overlap: 11

Similarity score: 0.0769117
Alignment:

HHTAAARATHD

HHTTTWAAADD

Original motif = Consensus sequence: DHATKTTTAHH

2.0
o ‘
B AIT
e s
5

Reverse complement motif

2.0

Reverse complement motif

2.0

Consensus sequence: DDTTTWAAAHH

Consensus sequence: HHTAAARATHD
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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:
DTTGTTTACSBTREB
DDTTTWAAAHH---

3

75

FOXF2

Reverse Complement
Reverse Complement
Forward

1

11

0.0772648

Original motif = Consensus sequence: BHADSGTAAACAAD

2.0

bits

5

0.0

Reverse complement motif

bits

2.0

1.0

a.0

H

Consensus sequence: DTTGTITACSBTBE

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

66

Lhx3

Reverse Complement
Reverse Complement
Forward

3

11
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Similarity score: 0.0876632
Alignment:

BMWTAATTAATTW

—-—-DDTTTWAAAHH

Original motif = Consensus sequence: WAATTAATTAWYB

- AATTAR Ao

WabLogod 4

Reverse complement motif

Consensus sequence: BMWTAATTAATTW

T TAT T

WabLogad 4

Dataset #: 3

Motif ID: 62

Motif name: TBP

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: 0.0881502
Alignment:

STATAAAWRVVVVBV

HHTTTWAAADD———-—

Original motif = Consensus sequence: STATAAAWRVVVVBV

Reverse complement motif

Consensus sequence: VBVVVVMWTTTAT
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2.0 2.0

QIAT aks_ _%IIIAIAG

----- == 0ol= ===
5

Webiloga 3.4 Webiloga 3.4

Dataset #: 4
Motif ID: 114
Motif name: awAACAcAAwa
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 1
Number of overlap: 11
Similarity score: 0.090069
Alignment:
BDTTGTGTTDD
HHTTTWAAADD
Original motif = Consensus sequence: DDAACACAADV Reverse complement motif = Consensus sequence: BDTTGTGTTDD
o A AA ;
| SN Hz‘n

Dataset #: 4 Motif ID: 121 Motif name: ctGAGTCATCkb
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Original motif = Consensus sequence: HDGAGTCATCDB Reverse complement motif = Consensus sequence: BHGATGACTCDD

"L GAGTCATC ATCACTC

Best Matches for Motif ID 121 (Highest to Lowest)

bits
5

0.0

Dataset #: 4
Motif ID: 112

Motif name: ctGAGTKTGAgg

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 1

Number of overlap: 12

Similarity score: 0.0322402

Alignment:

HHTCARACTCVV

BHGATGACTCDD

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

2.0

bits
(]
its

b

CAUTTUA - 1C

Wekiloga A4 Wekiloga A4

0.0

- TCA=ACT
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

4
122
hsCCAGGCCTGGsr
Original Motif
Reverse Complement

Direction: Backward

Position number: 2

Number of overlap: 12

Similarity score: 0.0510995

Alignment:

HBCCAGGCCTGGVD

—-HDGAGTCATCDB-

Original motif = Consensus sequence: HVCCAGGCCTGGBD Reverse complement motif = Consensus sequence: HBCCAGGCCTGG\

a.0 — =

: QCAqegQIHQ

%m Cngéng“?

Webiioga 3.4 Webiloga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

4

102

ssCkGGYCCCsg
Reverse Complement
Original Motif
Forward

1

12
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Similarity score: 0.0569923

Alignment:
BBCKGGCCCCVV
BHGATGACTCDD

Original motif = Consensus sequence: BBCKGGCCCCVV

2.0

. zc\IcCcC

- —

5

0.0 —

WatiLoga 3.4

Reverse complement motif = Consensus sequence: VVGGGGCCRGBB

bits

2.0

0.0

CECACQé_ | S

Wetiiogo 3.4

Dataset #: 4
Motif ID: 123
Motif name: asMAAGCTTKst

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

Direction: Backward
Position number: 1

Number of overlap: 12
Similarity score: 0.0601978
Alignment:

DVCAAGCTTGBH

HDGAGTCATCDB

Original motif = Consensus sequence: HBCAAGCTTGVD

Original Motif
Reverse Complement

Reverse complement motif  Consensus sequence: DVCAAGCTTGBH
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2.0

0.0

2.0

bits
=

0.0

- chGlTTS

Wetiloga 34

cAAGCTTe

Welaloga 34

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:

RAAWAWTWDCMVHHVBBHHHVHMHCMCYMC

Original motif = Consensus sequence:

RAAWAWTWDCMVHHVBBHHHVHMHCMCYMC

20

2
Fi

=
e

3

81

Pax4

Reverse Complement
Original Motif
Forward

11

12

0.0641337

Reverse complement motif
GRKGRGDRHVHDDVBBHHBRGDWAWTWTTM

Consensus sequence:

A AégéIL ggnggé_,

Ksc-cosC

Weblogo 34

Dataset #: 4 Motif ID: 122

Motif name: hsCCAGGCCTGGsr
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Original motif = Consensus sequence: HVCCAGGCCTGGBD Reverse complement motif  Consensus sequence: HBCCAGGCCTGG\

g 905¢egglu? gcg¢éQQl“?

Welilogo 3.4 Webilogo 3.4

2.0

bits
&

0.0

Best Matches for Motif ID 122 (Highest to Lowest)

Dataset #: 4

Motif ID: 98

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

Number of overlap: 14

Similarity score: 0.0170832
Alignment:

HBCCCCACMTGCMHV

HVCCAGGCCTGGBD-

Reverse complement motif = Consensus sequence:
VDRGCAYGTGGGGVD

2.0 2.0

Original motif = Consensus sequence: HBCCCCACMTGCMHV

5 10 15 5 10 15
Webilaga 34
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
DVCACATGCATGTGBH
—-HBCCAGGCCTGGVD-

4
118
yrCACATGCATGTGyr
Reverse Complement
Reverse Complement
Forward

2

14

0.0217283

Original motif = Consensus sequence: HVCACATGCATGTGBD

2.0

" GAChTCoATCIC,

Wabiogad 4

Reverse complement motif = Consensus sequence:
DVCACATGCATGTGBH

2.0

" GAChTCoATCIC.

WabiLogad 4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

3

81

Pax4

Reverse Complement
Original Motif
Forward

9
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Number of overlap: 14

Similarity score: 0.0375854
Alignment:
RAAWAWTWDCMVHHVBBHHHVHMHCMCYMC
———————— HBCCAGGCCTGGVD-——=-———~
Original motif = Consensus sequence: Reverse complement motif = Consensus sequence:
RAAWAWTWDCMVHHVBBHHHVHMHCMCYMC GRKGRGDRHVHDDVBBHHBRGDWAWTWTTM
06 a é%AéII gg::g};%___-_:—:?f_* ,—_.g?%%gggg 06 o S _f_’-_“.!..:l:’_“ L - :':'e _'__-_EI. _%éllgIcg
Dataset #: 4
Motif ID: 103
Motif name: csCCaGCTCCCgs
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: 0.516252
Alignment:
-BBCCAGCTCCCVB
HBCCAGGCCTGGVD
Original motif = Consensus sequence: BBCCAGCTCCCVB Reverse complement motif  Consensus sequence: BVGGGAGCTGGBI
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1 oC. CTCCC B ¢¢?QCT

e <« =
vol— S . Ah L= C= o5 = L e

Webilogad 4 Webiloga 3 4

Dataset #: 4
Motif ID: 111
Motif name: ccCCmCaCCCCcc
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 1
Number of overlap: 13
Similarity score: 0.531063
Alignment:
DBGGGGTGGGGBD-
HVCCAGGCCTGGBD
Original motif = Consensus sequence: HBCCCCACCCCBH Reverse complement motif  Consensus sequence: DBGGGGTGGGGB
CCC CC X
U P . lﬁ\ ACQ > - oo 2 TAVSY T_m. z
Dataset #: 4 Motif ID: 123  Motif name: asMAAGCTTKst
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Original motif = Consensus sequence: HBCAAGCTTGVD

< chAGCTTS

Best Matches for Motif ID 123 (Highest to Lowest)

bits
=

0.0

Wekiloga A4

Dataset #: 4
Motif ID: 119
Motif name: cbCCAGCTCmyk

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Backward
Position number: 1
Number of overlap: 12
Similarity score: 0
Alignment:

HBYGAGCTGGBB

DVCAAGCTTGBH

Original motif = Consensus sequence: BBCCAGCTCMBD

M cCACGTCa

bits
5

0.0

Wekiloga A4

Reverse complement motif  Consensus sequence: DVCAAGCTTGBH

2.0

bits
5

cMAGCTTS

0.0

Wekiloga A4

Reverse complement motif = Consensus sequence: HBYGAGCTGGBB

2.0

bits
5

T

0.0
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

4

122
hsCCAGGCCTGGsr
Reverse Complement
Reverse Complement

Direction: Forward

Position number: 2

Number of overlap: 12

Similarity score: 0.025923

Alignment:

HBCCAGGCCTGGVD

—-DVCAAGCTTGBH-

Original motif = Consensus sequence: HVCCAGGCCTGGBD Reverse complement motif = Consensus sequence: HBCCAGGCCTGG\

a.0 — =

: QCAqegQIHQ

%m Cngéng“?

Webiioga 3.4 Webiloga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

4
103
¢csCCaGCTCCCgs
Original Motif
Original Motif
Forward

1

12
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Similarity score: 0.0387894

Alignment:

BBCCAGCTCCCVB

HBCAAGCTTGVD-

Original motif = Consensus sequence: BBCCAGCTCCCVB Reverse complement motif = Consensus sequence: BVGGGAGCTGGBI
2.0 2.0

a.o =

0.0 -

10
WabLogod 4 WabLogad 4

Dataset #: 3
Motif ID: 71

Motif name: Evil

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 3

Number of overlap: 12

Similarity score: 0.0417163

Alignment:

TBTTATCTTMTCTT

—-—HBCAAGCTTGVD

Original motif = Consensus sequence: AAGAYAAGATAABA Reverse complement motif = Consensus sequence: TBTTATCTTMTCTT
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Welsloge 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
BHGATGACTCDD
HBCAAGCTTGVD

4
121

ctGAGTCATCkb
Original Motif
Reverse Complement
Forward

1

12

0.0518025

Original motif = Consensus sequence: HDGAGTCATCDB

2.0

Dataset #: 4 Motif ID: 124

Motif name: cswGGGCCCwsg

Reverse complement motif = Consensus sequence: BHGATGACTCDD

bits
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Original motif = Consensus sequence: VVWGGGCCCWBB

15066000,

Wekiloga A4

bits
=

0.0 =S

Best Matches for Motif ID 124 (Highest to Lowest)

Dataset #: 4

Motif ID: 102

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

Number of overlap: 12

Similarity score: 0.0170635
Alignment:

BBCKGGCCCCVV

VVWGGGCCCWBB

Original motif = Consensus sequence: BBCKGGCCCCVV

2.0

. zc\icCcC

0.0 —— =

5

Wekiloga A4

Reverse complement motif = Consensus sequence: BBWGGGCCCWVV

bits

2.0

0.0

200000

—_— e W =

Wekiloga A4

Reverse complement motif = Consensus sequence: VVGGGGCCRGBB

bits

2.0

0.0

CEGACQé_ 4 T

Wekiloga A4
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
HBYGAGCTGGBB
VVWGGGCCCWBB

4
119

cbCCAGCTCmyk
Original Motif
Reverse Complement
Backward

1

12

0.0400014

Original motif = Consensus sequence: BBCCAGCTCMBD

2.0

~ cCALCTC

WatiLoga 3.4

Reverse complement motif = Consensus sequence: HBYGAGCTGGBB

2.0

T

0.0

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

4
126
yVTGCAGsCAcg
Original Motif
Original Motif
Forward

1

12
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Similarity score: 0.0429334

Alignment:
BVTGCAGSCABV
VVWGGGCCCWBB

Original motif = Consensus sequence: BVTGCAGSCABV

2.0

T CACCCA

0.0

WatiLoga 3.4

Reverse complement motif

2.0

0.0

Consensus sequence: VBTGSCTGCAVB

1 Tleeti0a

Wetiiogo 3.4

Dataset #: 4

Motif ID: 122

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

Number of overlap: 12

Similarity score: 0.0467887
Alignment:

HVCCAGGCCTGGBD

-VVWGGGCCCWBB-

Original motif = Consensus sequence: HVCCAGGCCTGGBD

Reverse complement motif

Consensus sequence: HBCCAGGCCTGG\
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B CCA¢eng“?

0.0 ——

2.0

bits
&

0.0

cVA CCTUg

___-;e; o -

Welsloge 34

Welloge 3.4

Dataset #: 4

Motif ID: 103

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

Number of overlap: 12

Similarity score: 0.0482771
Alignment:

BBCCAGCTCCCVB

-BBWGGGCCCWVV

Original motif

Consensus sequence: BBCCAGCTCCCVB

Reverse complement motif

Consensus sequence: BVGGGAGCTGGBE

20 20

| QC%_,CIC(EC

i
510

0.0 — 0.0 -

_.:;(;:(;:C‘.‘-_ ,_C_..__C:‘;: .
5 10

Webilogod 4 Webilogo 3 4

Dataset #: 4 Motif ID: 125 Motif name: wwwTAATWWATTAwWW
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Original motif = Consensus sequence: DDTAATWWATTAHH Reverse complement motif  Consensus sequence: HHTAATWWATTAIL

2.0 2.0

“| TAATxeATTA "|_TAATxsA]TA

Welilogo 3.4 Webilogo 3.4

Best Matches for Motif ID 125 (Highest to Lowest)

Dataset #: 3

Motif ID: 68

Motif name: HNF1A
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: 0.0447485
Alignment:

GGTTAATDATTAMC

DDTAATWWATTAHH

Original motif = Consensus sequence: GGTTAATDATTAMC Reverse complement motif = Consensus sequence: GYTAATDATTAAC(

2.0

TTIAAIATIIA_rtg

0.0
5 10 5 10
Webslogo 3.4 Weblogo 3.4

=
>
—
>11>
—1
>

m

30
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Dataset #: 3

Motif ID: 81
Motif name: Pax4
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 2
Number of overlap: 14
Similarity score: 0.0620115
Alignment:
GRKGRGDRHVHDDVBBHHBRGDWAWTWTTM
——————————————— HHTAATWWATTADD-
Original motif = Consensus sequence: Reverse complement motif = Consensus sequence:
RAAWAWTWDCMVHHVBBHHHVHMHCMCYMC GRKGRGDRHVHDDVBBHHBRGDWAWTWTTM

2 2

- AéAéIZ ggnegév$ﬁﬁ% 52$9$99§Q pweXasesele = o TelmzxnééllgIcg

? " E 2 2 A ? " e 2 2 et

Dataset #: 3
Motif ID: 75
Motif name: FOXF2
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: 14

Similarity score: 0.0703085

Alignment:

BHADSGTAAACAAD

HHTAATWWATTADD

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

2.0 2.0

bits
B

| 5
)

£;0

\

'.H

)

5

0.0

0.0

Dataset #: 3
Motif ID: 62

Motif name: TBP

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Backward

Position number: 2

Number of overlap: 14

Similarity score: 0.0724742

Alignment:

STATAAAWRVVVVBV

HHTAATWWATTADD-

Original motif = Consensus sequence: STATAAAWRVVVVBV Reverse complement motif = Consensus sequence: VBVVVVMWTTTAT
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2.0

10 15
Webiloga 3.4

2.0

i1

i s
5

Webiloga 3.4

Dataset #: 3

Motif ID: 76

Motif name: Sox2
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 1

Number of overlap: 14

Similarity score: 0.0728076
Alignment:

TTTGCATMACAAWGG

—-DDTAATWWATTAHH

Original motif = Consensus sequence: CCWTTGTYATGCAAA

2.0

Reverse complement motif =~ Consensus sequence:
TTTGCATMACAAWGG

2.0

i glégAIﬁACAA%Aé

0.0
Webiloga 34

Dataset #: 4

Motif ID: 126 Motif name: yvTGCAGsCAcg
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Original motif = Consensus sequence: BVTGCAGSCABV Reverse complement motif  Consensus sequence: VBTGSCTGCAVB

2.0 2.0

T CAGCCQ " TueCT Cﬁ

0.0 0.0

bits

Wekiloga A4 Wekiloga A4

Best Matches for Motif ID 126 (Highest to Lowest)

Dataset #: 4

Motif ID: 104

Motif name: cgCCCwGGScsg

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward

Position number: 1

Number of overlap: 12

Similarity score: 0.0284753

Alignment:

VDCCCWGGGCBB

BVTGCAGSCABV

Original motif = Consensus sequence: VDCCCWGGGCBB Reverse complement motif = Consensus sequence: BBGCCCWGGGHV
2.0 2.0
gy feEe— CCC%CGCQ . - EE— -,:—EC CI.,:(_—_-.:__

5 10 5 10

Wekiloga A4 Wekiloga A4
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
HVCACATGCATGTGBD
BVTGCAGSCABV—-—-——

Original motif = Consensus sequence: HVCACATGCATGTGBD

2.0

4
118
yrCACATGCATGTGyr
Original Motif
Original Motif
Forward

1

12

0.0340354

Reverse complement motif = Consensus sequence:
DVCACATGCATGTGBH

2.0

0.0

- %AGAIEQAIEIA; - ﬂAGAIEQAIEIA;

Wabiogad 4 WabiLogad 4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

4
98
myyCCCACMTGCmyr
Original Motif
Reverse Complement
Backward

1
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12

Number of overlap:
Similarity score: 0.0351986
Alignment:
VDRGCAYGTGGGGVD
-—--BVTGCAGSCARV
. ) ) Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: HBCCCCACMTGCMHV VDRGCAYGTGGGGVD
QcCACAT C CAx
o6 gﬂ ": e CTE e g__. - oG n_i ____,_:: i P -:-T-:L e -
Dataset #: 4
Motif ID: 124
Motif name: cswGGGCCCwsg
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1
Number of overlap: 12
Similarity score: 0.0357442
Alignment:
VVWGGGCCCWRBB
BVTGCAGSCARV
Consensus sequence: VVWGGGCCCWBB Reverse complement motif = Consensus sequence: BBWGGGCCCWV\
Page 586 of 592
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2.0

2.0

©alllr 1 oW CCC%MW
Dataset #: 4
Motif ID: 103
Motif name: csCCaGCTCCCgs
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1
Number of overlap: 12
Similarity score: 0.0445722

Alignment:
BBCCAGCTCCCVB
VBTGSCTGCAVB-

Original motif

20

i
510

0.0

Consensus sequence: BBCCAGCTCCCVB

Reverse complement motif

20

0.0 =

Consensus sequence: BVGGGAGCTGGBE

€. (reeC

Webilogod 4

-:::C;:Gé .,

C_-__C‘:‘;: =
10

Webilogo 3 4

Dataset #: 4 Motif ID: 127

Motif name: rryCAGGGAyw
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Original motif = Consensus sequence: DDYCAGGGAHD

240

+ a0AGGUA.

0.0
10

Weiloga 34

bits

Best Matches for Motif ID 127 (Highest to Lowest)

Dataset #: 4

Motif ID: 99

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

Number of overlap: 11

Similarity score: 0.0283253
Alignment:

DVAGGGGGADD

DDYCAGGGAHD

Original motif = Consensus sequence: DVAGGGGGADD

2.0

bitg

FAN
= =

0.0

4

10
Wetiiaga 34

Reverse complement motif = Consensus sequence: DHTCCCTGMDD

2.0

1 _J0CCTGA

WekiLoga 34

bits

Reverse complement motif = Consensus sequence: HDTCCCCCTVH

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:
VBTGSCTGCAVB
DHTCCCTGMDD—-

Original motif

2.0

0.0

4

126

yvTGCAGsCAcg
Reverse Complement
Reverse Complement
Forward

1

11

0.0326364

Consensus sequence: BVTGCAGSCABV

T CACCCA

WatiLoga 3.4

Reverse complement motif

=

=

2.0

1.0

0.0

Consensus sequence: VBTGSCTGCAVB

~ TueCT Cﬁ

Wetiiogo 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

4
104
cgCCCwGGScsg
Original Motif
Original Motif
Forward

2

11
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Similarity score: 0.0424475

Alignment:
VDCCCWGGGCBB
-DDYCAGGGAHD

Original motif = Consensus sequence: VDCCCWGGGCBB

0o = CCC‘?C‘:CC

10
WatiLoga 3.4

Reverse complement motif

2.0

Consensus sequence: BBGCCCWGGGHV

N e L

5

10
Wetiiogo 3.4

Dataset #: 4

Motif ID: 122

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

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

Number of overlap: 11

Similarity score: 0.0451737
Alignment:

HVCCAGGCCTGGBD

DDYCAGGGAHD---

Original motif = Consensus sequence: HVCCAGGCCTGGBD

Reverse complement motif

Consensus sequence: HBCCAGGCCTGG\
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2.0

bits
&

(AGacCThS

" CCA¢eng“?

0.0 —

0.0

Welsloge 34 Welloge 3.4

Dataset #: 4

Motif ID: 119

Motif name: cbCCAGCTCmyk
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: 0.0514394
Alignment:

BBCCAGCTCMEBD

DDYCAGGGAHD-

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

- 0ACCTCa S

0.0
Wekiloga A4 Wekiloga A4

bits
bits
&

0.0
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Results created by MOTIFSIM on 06-18-2018 16:26:48
Runtime: 858.069 seconds

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