MOTIFSIM - MOTIF SIMilarity Detection Tool

Version 2.1

INPUT

Input Parameters

Number of files: 1

Number of top significant motifs: 10

Number of best matches: 5

Similarity cutoff >= 0.75

Matching motif database: UniProbe Mus Musculus
Phylogenetic tree: Yes

Combined similar motifs: Yes

Output file type: All

Output file format: All

Input files and motif counts

File name Count of motifs Dataset number
CisFinder_DM721_Cluster.txt 153 1
RESULTS

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

There is no global matching for 1 motif file.
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Significant Motifs - Global and Local Matching (Highest to Lowest)
Dataset #: 1 Motif ID: 108 Motif name: C108

Original motif = Consensus sequence: RBACWGASAWASVY Reverse complement motif = Consensus sequence: MVSTWTSTCWGT]
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Best Matches for Significant Motif ID 108 (Highest to Lowest)

Dataset #: 1

Motif ID: 125

Motif name: C125
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: 3.79502e-05
Alignment:

SKASWYASAGRWASMS

——RBACWGASAWASVY

Reverse complement motif = Consensus sequence:

Original motif = Consensus sequence: SKASWYASAGRWASMS SYSTWKCTSTMWSTRS
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Dataset #: 1

Motif ID: 21

Motif name: C021
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: 0.00124361
Alignment:

MKAGMVAGAKAGMK

RBACWGASAWASVY

Original motif = Consensus sequence: MKAGMVAGAKAGMK Reverse complement motif  Consensus sequence: RYCTRTCTVYCTRY
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Dataset #: 1
Motif ID: 53
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Motif name:
Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
RMACRGAGAAAYCCTGKY
RBACWGASAWASVY-—-—--

Original motif = Consensus sequence: RMACRGAGAAAYCCTGKY

2.0

e

C053

Original Motif
Original Motif
Forward

1

14
0.00887812

Reverse complement motif =~ Consensus sequence:
MRCAGGMTTTCTCKGTYK

2.0

0.
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Webilogo 3.4 Webiloga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

1

17

Cco17

Reverse Complement
Reverse Complement
Backward

5

14

0.0104617
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Alignment:
SWSTCTCTSWSTCTCWSW
MVSTWTSTCWGTBK-———

Original motif = Consensus sequence: WSWGAGASWSAGAGASWS

20

CT A ACTcA A ACAC

WetaLaga 3.4

Reverse complement motif
SWSTCTCTSWSTCTCWSW

20

2
£1.0

Consensus sequence:

_eaclclc]ereIClcres

Weblaga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
GVGABAGAVAGASVK
-RBACWGASAWASVY

1

70

C070

Original Motif
Original Motif
Forward

2

14
0.0119575

Original motif =~ Consensus sequence: GVGABAGAVAGASVK

Reverse complement motif

Consensus sequence: RBSTCTVTCTBTC\
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Dataset #: 1 Motif ID: 25 Motif name: C025

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

2.0

%”TEEATA AERE.TE %T TCICTCTCTQTC

5 10
Wehilogo 3.4
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Best Matches for Significant Motif ID 25 (Highest to Lowest)

Dataset #: 1

Motif ID: 78

Motif name: Cco78
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: 0.00248665
Alignment:

YRGAYAGAGRGAYR

KMGAKAGAGMGAKM
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Original motif

2.0

Ac

-

Consensus sequence: YRGAYAGAGRGAYR

: EQQAEA

a.

adBx,

Welilogo 3.4

Reverse complement motif  Consensus sequence: KMTCKCTCTMTCK

2.0

tzilcéglclilglg

bits
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Webilogo 3.4

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:

MKAGAGMKAGAGAGAGAKM
————— KMGAKAGAGMGAKM

Original motif

20

o
21

1

12

Cco12

Original Motif
Original Motif
Backward

1

14
0.00375955

Consensus sequence: MKAGAGMKAGAGAGAGAKM

0.

sxaGhCerAGAGa Adare

WabiLogod 4

Reverse complement motif = Consensus sequence:

YRTCTCTCTCTRYCTCTRR

20

E:IéIQIQICICIéICICIéI

WabiLogod 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:
KMGAGAKMGAGAGAGAKM
KMGAKAGAGMGAKM——--

1

11

Co11

Original Motif
Original Motif
Backward

5

14
0.00885823

Original motif = Consensus sequence: KMGAGAKMGAGAGAGAKM

2.0

rsitohrechon.dthr

Wetiloga 3.4

Reverse complement motif
RRTCTCTCTCRRTCTCRR

2.0

Consensus sequence:

g:TéICInglgIélglgIé

Wetiloga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

1

26

C026

Original Motif
Original Motif
Backward

3
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Number of overlap:
Similarity score:

Alignment:
KMGAGAKMKMGAGAKM
KMGAKAGAGMGAKM--

14
0.0116747

Original motif = Consensus sequence: KMGAGAKMKMGAGAKM

%T GAGATSTRG Ac

CArg

G === =

w:uga

Reverse complement motif
RRTCTCRRRRTCTCRR

20

Consensus sequence:

salClcrasa10Icsa

w:u_ugua 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:
GVGABAGAVAGASVK
KMGAKAGAGMGAKM-

1

70

C070

Original Motif
Original Motif
Backward

2

14
0.0139232

Original motif = Consensus sequence: GVGABAGAVAGASVK

Reverse complement motif

Consensus sequence: RBSTCTVTCTBTC\

Page 9 of 681



2.0 2.0

| ~=T0 A AEEQ = Dn:c éé‘?lclﬁ | El—:—lg-??z

0.0

it

bits

15
Webiloga 3.4

Dataset #: 1 Motif ID: 70 Motif name: C070
Original motif = Consensus sequence: GVGABAGAVAGASVK Reverse complement motif = Consensus sequence: RBSTCTVTCTBTC\
o0 -::-;Aé—f— - QA‘EAQAE:Z_-- - == GTCTG CTf lg =

Best Matches for Significant Motif ID 70 (Highest to Lowest)

Dataset #: 1

Motif ID: 17

Motif name: co17
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 4

Number of overlap: 15

Similarity score: 0.00174543
Alignment:

WSWGAGASWSAGAGASWS

-—-—-GVGABAGAVAGASVK
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Original motif = Consensus sequence: WSWGAGASWSAGAGASWS

2.0

CT A Ac:TcA A ACAC

Webilogo 3.4

Reverse complement motif ~ Consensus sequence:
SWSTCTCTSWSTCTCWSW

2.0

P
=10

_eacTele]erelCleres

Webilogo 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
MKAGAGMKAGAGAGAGAKM
-—--GVGABAGAVAGASVK-

1

12

Cco12

Original Motif
Original Motif
Forward

4

15
0.0027757

Original motif = Consensus sequence: MKAGAGMKAGAGAGAGAKM

20

0.0

AGarAGAGA A
STAURVATAUAUACAYATA

WabiLogod 4

Reverse complement motif = Consensus sequence:
YRTCTCTCTCTRYCTCTRR

20

E:IéIQIQICICIéICICIéT

WabiLogod 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:

BVGASSCASAGVSABV
GVGABAGAVAGASVK-

Original motif

2.0

0.0 .

1

28

C028

Original Motif
Original Motif
Forward

1

15
0.00931002

Consensus sequence: BVGASSCASAGVSABV

=t QECAQACECA?a
5 10 13

Wabiogad 4

Reverse complement motif
VBTSVCTSTGSSTCVB

2.0

z 10

C

Consensus sequence:

15
WabiLogad 4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

1

11

Co11

Original Motif
Original Motif
Forward

3
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Number of overlap:
Similarity score:

Alignment:
KMGAGAKMGAGAGAGAKM

—-—-GVGABAGAVAGASVK-

15
0.0117141

Original motif = Consensus sequence: KMGAGAKMGAGAGAGAKM

2.0

0.

" reehohreCACAAGhrs

Webilogo 3.4

Reverse complement motif =~ Consensus sequence:
RRTCTCTCTCRRTCTCRR

2.0

ot

Webilogo 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
MKAGAGMKMKAGAGMK
-GVGABAGAVAGASVK

1

55

C055

Original Motif
Original Motif
Forward

2

15
0.0176331

Page 13 of 681



Rever: mplement motif nsen nce:
Original motif ~ Consensus sequence: MKAGAGMKMKAGAGMK everse complement mot Consensus sequence

RYCTCTRRRRCTCTRR
T cTCT A TCI CI1C I
STACAUSTGTALAGA LavasCICIas
Dataset #: 1 Motif ID: 78 Motif name: C078
Original motif = Consensus sequence: YRGAYAGAGRGAYR Reverse complement motif = Consensus sequence: KMTCKCTCTMTCK
N TA.:A o AT | EQLCEQICIQIQEQ
Best Matches for Significant Motif ID 78 (Highest to Lowest)
Dataset #: 1
Motif ID: 25
Motif name: C025
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
Alignment:
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KMGAKAGAGMGAKM
YRGAYAGAGRGAYR

Original motif = Consensus sequence: KMGAKAGAGMGAKM

2.0

Reverse complement motif

2.0

ts

b

MTélggglclélQTé

Consensus sequence: RRTCRCTCTRTCRI

Wellage 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
YRTCTCTCTCTRYCTCTRR
-—KMTCKCTCTMTCKM—-—--

12

Cco12

Reverse Complement
Reverse Complement
Forward

3

14

0.00828206

Original motif = Consensus sequence: MKAGAGMKAGAGAGAGAKM

Reverse complement motif
YRTCTCTCTCTRYCTCTRR

Consensus sequence:
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00—

Dataset #: 1
Motif ID: 70
Motif name: C070
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: 0.00930595
Alignment:
GVGABAGAVAGASVK
YRGAYAGAGRGAYR-
Original motif = Consensus sequence: GVGABAGAVAGASVK Reverse complement motif  Consensus sequence: RBSTCTVTCTBTC\
ela A A o _JcT.
of I = s
== E=Q e1=7— LIEmEE==c =1 =
Dataset #: 1
Motif ID: 17
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Motif name: Cco017

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: 0.0146835

Alignment:

SWSTCTCTSWSTCTCWSW

-——-KMTCKCTCTMTCKM-

Reverse complement motif =~ Consensus sequence:
SWSTCTCTSWSTCTCWSW

2.0 2.0

Original motif = Consensus sequence: WSWGAGASWSAGAGASWS

1eacACAGAGACAGACT e eacTc]c]ereICleres

Webiloga 34

Webilogo 3.4

Dataset #: 1

Motif ID: 11

Motif name: Co11
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: 0.0193986
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Alignment:
KMGAGAKMGAGAGAGAKM
-———-YRGAYAGAGRGAYR

Reverse complement motif ~ Consensus sequence:
RRTCTCTCTCRRTCTCRR

20 20

xchchrechordths  elCTelcTeseleTese

Original motif = Consensus sequence: KMGAGAKMGAGAGAGAKM

WetaLaga 3.4 Weblaga 3.4

Dataset #: 1 Motif ID: 23 Motif name: C023
Original motif = Consensus sequence: SSCCSCBHCSCCSS Reverse complement motif = Consensus sequence: SSGGSGDBGSGG

w1
= 1.0

=1

a

'ccg C C
Rieted 12t - QQQE LSECESCE.. SCoXCC

10
Webiioga 3.4 Webiloga 3.4

10

Best Matches for Significant Motif ID 23 (Highest to Lowest)

Dataset #: 1

Motif ID: 4

Motif name: coo4

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:
SSSSSSGSGGSSSSGGSSSSSGSSSSS
———————————— SSGGSGDBGSGGSS—

Original motif = Consensus sequence:
SSSSSCSSSSSCCSSSSCCSCSSSSSS

20

a

2
14
0.00461109

Cegs

ceoetlie;Codl0ooli, Cog

Webilogo 14

Reverse complement motif
SSSSSSGSGGSSSSGGSSSSSGSSSSS

20

ﬂ'H:I
£

cC

0.0

Consensus sequence:

C C C C
ACCGCCESCCCCGECCECGCCCCCCG

Wetilogo 14

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
SSGGHGGGGKGGSS
SSGGSGDBGSGGSS

1

104

c104

Reverse Complement
Reverse Complement
Forward

1

14

0.00651203
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Original motif = Consensus sequence: SSCCYCCCCDCCSS Reverse complement motif  Consensus sequence: SSGGHGGGGKGG

2.0 2.0

bits
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bits
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b T W =5 gq-gﬂgc F: o ISC | EeS & =3 o=1 (:-: <

10

Welilogo 3.4 Webilogo 3.4

Dataset #: 1
Motif ID: 54
Motif name: C054
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: 0.0125092
Alignment:
SSGGGGGGGHGGSS
SSGGSGDBGSGGSS
Original motif = Consensus sequence: SSCCDCCCCCCCSS Reverse complement motif = Consensus sequence: SSGGGGGGGHGG
20
f C(? _ QQQ % =C . 9‘_3—?_ =2 Vy xo=% L Lo, &

Webiioga 3.4 Webiloga 3.4
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Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:

GSCYCHSCCYVCCYCCCCCCSSCCCCCSSC
—————————————— SSCCSCBHCSCCSS--

Original motif = Consensus sequence:
GSCYCHSCCYVCCYCCCCCesscececeessc

240

C

C

1

3

Ccoo3

Original Motif
Original Motif
Forward

15

14
0.0162482

cccc

ﬁ:é?QQT_?QQgQQQQQQQ QGEQQ

10 15

X
25

0

Weblogo 34

Reverse complement motif = Consensus sequence:
GSSGGGGGSSGGGGGGKGGVYMGGSHGKGSC

240

A

ACSSAanAacS=AlAAZZRAA_CAAS JATCSY
=28

00-== ===
5 10 15 2 25

0
WebLogo 34

Dataset #:

Motif ID:

Motif name:

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

Position number:

1

8

Ccoo8

Original Motif
Original Motif
Backward

2
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Number of overlap: 14
Similarity score: 0.0169024

Alignment:
SSCCSSCCCCSSCCSS
-SSCCSCBHCSCCSS-

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

- SSfGSSGGGGSSGGSS
" elleclee. (e " e, 6000, o 0e.
Dataset #: 1 Motif ID: 104 Motif name: C104
Orijinal motif = Consensus sequence: SSCCYCCCCDCCSS Re:ﬂerse complement motif = Consensus sequence: SSGGHGGGGKGG
eaVbele clce Ve ol Veg

Webiioga 3.4 Webiioga 3.4

Best Matches for Significant Motif ID 104 (Highest to Lowest)

Dataset #: 1

Motif ID: 23

Motif name: C023

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

Direction: Forward
Position number: 1
Number of overlap: 14
Similarity score: 0.00165547
Alignment:
SSGGSGDBGSGGSS
SSGGHGGGGKGGSS
Original motif = Consensus sequence: SSCCSCBHCSCCSS Reverse complement motif = Consensus sequence: SSGGSGDBGSGG!
2.0 2.0
ccg C C Ccc
0 I EEC C. =G MES WX SCR. XCSESEXCC
5 10 5 10
Dataset #: 1
Motif ID: 8
Motif name: co08
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: 0.00956764
Alignment:
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SSGGSSGGGGESSGGSS
-SSGGHGGGGKGGSS—-

Original motif = Consensus sequence: SSCCSSCCCCSSCCSS

el c00c. (e

Weblogad 4

Reverse complement motif
SSGGSSGGGGSSGGSS

2.0

ﬂ_el = —eeC e o e _-_n_c____

Consensus sequence:

Webiloagad 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:
SSCCDCCCCCCCSS
SSCCYCCCCDCCSS

1

54

Cco054

Original Motif
Original Motif
Backward

1

14
0.0123202

Original motif = Consensus sequence: SSCCDCCCCCCCSS

Reverse complement motif

Consensus sequence: SSGGGGGGGHGG
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Dataset #: 1

Motif ID: 4

Motif name: Coo4

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 4

Number of overlap: 14

Similarity score: 0.0160908

Alignment:

SSSSSSGSGGSSSSGGSSSSSGSSSSS

--—-SSGGHGGGGKGGSS————=—————

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

SSSSSCSSSSSCCSSSSCCSCSSSSSS SSSSSSGSGGSSSSGGSSSSSGSSSSS

ccceClcaC cc CCCC CcaC ccaic C C C

R clctelcletelels: ct (;c SGGE 9? “cCec JEGECGCCEEECCCEECCECGECCCEEG

Webilago 24 Wetilogo 24

Dataset #: 1
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Motif ID: 37

Motif name: Cc037
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 4

Number of overlap: 14

Similarity score: 0.0188565
Alignment:

SVCCGBCMCCSYCMCCVR

-SSCCYCCCCDCCSS—---

Reverse complement motif = Consensus sequence:
BVGGYGKSGGYGBCGGVS

2.0 2.0

: 5

0.0 —-——P—— .
10 15

Original motif = Consensus sequence: SVCCGBCMCCSYCMCCVB

WebLaga 3.4

Dataset #: 1 Motif ID: 18 Motif name: C018

Reverse complement motif = Consensus sequence: THTTTTTTTMYTI

TATTTITTIiTIT

Original motif = Consensus sequence: AAMYAAAAAAAHA

2.0+

b|ts

gaéééZ&AééeAAeﬁ

Wablogod s

0.0
Wablogod 4
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Best Matches for Significant Motif ID 18 (Highest to Lowest)

Dataset #: 1

Motif ID: 24

Motif name: C024

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: 0.00879109
Alignment:

THTTDMWTTTTWKMTTDA

————-THTTTTTTTMYTT-

Reverse complement motif  Consensus sequence:
THTTDMWTTTTWKMTTDA

" .00 sahabAa. AL, B Y ) %5

Original motif = Consensus sequence: TDAAYRWAAAAWYDAAHA

C«_z.: c.:
5

Wetiloga 3.4 Wetiloga 34

Dataset #: 1

Motif ID: 33

Motif name: C033
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
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Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
WWAAWYAAAMRWAAAW
--AAMYAAAAAAAHA-

Backward
2

13
0.0101683

Original motif = Consensus sequence: WWAAWYAAAMRWAAAW

T@AAXEAAAAAA

Reverse complement motif
WTTTWKYTTTMWTTWW

Consensus sequence:

jXETIXETTTTAéTTéé

a0 Cc=CC A%
Dataset #: 1
Motif ID: 10
Motif name: co1o0
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 4
Number of overlap: 13
Similarity score: 0.0128694

Alignment:
WWWAAAAWWAAAAAAAAAAWW
————— AAMYAAAAAAAHA---
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Consensus sequence: WWWAAAAWWAAAAAAAAAAWW

AAaABA,

égAAT

1A

Original motif

20

AAII

[ &

AA

Reverse complement motif
WWTTTTTTTTTTWWTTTTWWW

20

Consensus sequence:

oA 115311 PP 08

Wetiloga 34

Dataset #: 1
Motif ID: 131
Motif name: Ci131

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: 0.0136352
Alignment:

WWTTHBKTTDTTWW

THTTTTTTTMYTT-

Original motif = Consensus sequence: WWAADAARVHAAWW

2.0

EIIAQTAAAANAAéﬁ

Webiioga 3.4

Reverse complement motif

Consensus sequence: WWTTHBKTTDTT\

SR E

Webiloga 3.4
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Dataset #: 1
Motif ID: 30
Motif name: C030
Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward
Position number: 2

Number of overlap: 13
Similarity score: 0.0161198
Alignment:

YTWTTTTTTTTYTTTTTMW

-THTTTTTTTMYTT—-———-

Original motif = Consensus sequence: WYAAAAAMAAAAAAAAWAM

20

Reverse complement motif = Consensus sequence:
YTWTTTTTITTTYTTTTTMW

20

- TT_IgII.rIQII.-I;?Jix

00-==

WabiLogod 4

Dataset #: 1 Motif ID: 65

Original motif = Consensus sequence: MSTGAGWTCMASK

Motif name: C065

Reverse complement motif = Consensus sequence: YSTRGAWCTCASR
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0.0
5

Webilogad 4 Webiloga 3 4

Best Matches for Significant Motif ID 65 (Highest to Lowest)

Dataset #: 1

Motif ID: 7

Motif name: C007

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

Position number: 9

Number of overlap: 13

Similarity score: 0.00190829
Alignment:

SAGGCTGYCCTVGAACTCASAAY

———————— YSTRGAWCTCASR--

Reverse complement motif = Consensus sequence:

Original motif =~ Consensus sequence: KTTSTGAGTTCVAGGMCAGCCTS SAGGCTGYCCTVGAACTCASAAY

2.0

E: ll?léAnllgﬁ_AnégA$CQLQ E:Qegugquh-@AACIGé"AAS

WebiLog 34 WebiLog) 34

Page 31 of 681



Dataset #: 1

Motif ID: 40

Motif name: co40
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 6

Number of overlap: 13

Similarity score: 0.0036319
Alignment:

RSTGASYTCMARSYCAGY

MSTGAGWTCMASK———---

Original motif =~ Consensus sequence: RSTGASYTCMARSYCAGY

2.0

Reverse complement motif = Consensus sequence:
KCTGMSKTYGAMSTCASM

2.0

Dataset #: 1
Motif ID: 13

Motif name: Cco13

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

Position number: 14
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Number of overlap:
Similarity score:

Alignment:
WVCTGGAACTCACTHTGTAGACCAGGM
————————————— YSTRGAWCTCASR-

Original motif = Consensus sequence:

WVCTGGAACTCACTHTGTAGACCAGGM

13
0.0058849

%: GQIfAAACI-CITI"l ?Acg-g%é

Webilago 24

Reverse complement motif =~ Consensus sequence:
YCCTGGTCTACADAGTGAGTTCCAGVW

20

ATt TR,

e,

Wetilogo 24

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
RRCTRRRTCTCRRRCTRY
-YSTRGAWCTCASR-——-

1

36

C036

Reverse Complement
Reverse Complement
Backward

5

13

0.0245754
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Consensus sequence

Reverse complement motif
RRCTRRRTCTCRRRCTRY

2.0

™ A . |
thgléICEQTGIéIgléI

Consensus sequence: MKAGMKMGAGAKMKAGMK

Original motif
TA GTGcA TeTA GT
LSCLUG=ACAG=LUAGAAG
Dataset #: 1
Motif ID: 132
Motif name: C132
Matching format of first motif: Original Motif
Matching format of second motif Original Motif
Direction: Forward
Position number: 5
Number of overlap: 13
Similarity score: 0.0272182
Alignment:
WCAGRGWGAGAWCYAGGW
—-———-MSTGAGWTCMASK-
- . ) Reverse complement motif =~ Consensus sequence:
Original motif = Consensus sequence: WCAGRGWGAGAWCYAGGW WCCTKGWTCTCWCMCTGW
2.0
C sg¢¢;01cxg$§céﬁ
5 10 15

Page 34 of 681
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Consensus sequence: VVGCAGYRGCAGS

Motif name: C084
Reverse complement motif

Dataset #: 1 Motif ID: 84
Consensus sequence: SCTGCMKCTGCVB
Call

it
=10 C
S € TAg_._-._._ =
5 10
Wablogod 4

Original motif

Best Matches for Significant Motif ID 84 (Highest to Lowest)

bns

Dataset #: 1
Motif ID: 76
Motif name: Co76
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: 0.00787805
Alignment:
ASCTRCCTCYBCSB
-SCTGCMKCTGCVB
Original motif = Consensus sequence: ASCTRCCTCYBCSB Reverse complement motif  Consensus sequence: VSGBKGAGGMAG!
2.0 2.0
CyTC< C A
AS IAACT%TQA L=M AMAVESFAVST
5 10 : 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:
YGSCTGCSYCTGCCY
SCTGCMKCTGCVB--

1

75

C075

Original Motif
Reverse Complement
Forward

1

13

0.0120992

Original motif = Consensus sequence: MGGCAGMSGCAGSCK

2.0

0.0 =

Webiloga 34

Reverse complement motif

2.0

Consensus sequence: YGSCTGCSYCTGC

Dataset #:

Motif ID:

Motif name:

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

Position number:

1

118

C118
Original Motif
Original Motif
Backward

2
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13

Number of overlap
Similarity score: 0.0130639
Alignment:
GMCTGCSWSTGCCKC
-SCTGCMKCTGCVB-
. ) Reverse complement motif = Consensus sequence
I f : GMCT WST K
Original moti Consensus sequence: GMCTGCSWSTGCCKC GRGGCASWSGCAGYC
ACTQCCCT ACCCCATQ
2aViVyeatETavxC JGalVAZX an®.
Dataset #: 1
Motif ID: 106
Motif name: C106
Matching format of first motif: Original Motif
Matching format of second motif Reverse Complement
Direction: Backward
Position number: 1
Number of overlap 13
Similarity score: 0.0148962
Alignment:
RSTGCCWCTGCSY
Reverse complement motif = Consensus sequence: RSTGCCWCTGCS)
Page 37 of 681

SCTGCMKCTGCVB
Consensus sequence: MSGCAGWGGCASK

Original motif



oci0aGaGclas. "1 er0cCzCTex

0.0 . mar——

5

Webilogad 4 Webiloga 3 4

Dataset #: 1
Motif ID: 60

Motif name: C060

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 2

Number of overlap: 13

Similarity score: 0.0166117

Alignment:

SYTGCCYYTGCCYS

-SCTGCMKCTGCVB

Original motif = Consensus sequence: SMGGCAKMGGCAKS Reverse complement motif  Consensus sequence: SYTGCCYYTGCCY!

2.0

“gTuClrerlcCre

Webilogo 3.4

2.0

ts

bits

1.0

5 10

b

Welilogo 3.4

Dataset #: 1 Motif ID: 54 Motif name: C054
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Original motif = Consensus sequence: SSCCDCCCCCCCSS Reverse complement motif  Consensus sequence: SSGGGGGGGHGG

Ccc QC e

o = g?g -4 %EEQC M=V nip - S O Lo O
Best Matches for Significant Motif ID 54 (Highest to Lowest)

Dataset #: 1

Motif ID: 3

Motif name: C003

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: 0.010752

Alignment:

GSCYCHSCCYVCCYCCCCCCSsscceeesse

———————————————— SSCCDCCCCCCCsS

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

240 240

00 écgg—r cggl QQQQQQQ Q¢9ggcgcccc ACChannac=a  AAZSAAA AAés% = I\AI?"—-Q-

=4 e
2 25 a0 5 10 15 ] 25 a
Weblago 34 Weblogo 34
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Dataset #: 1

Motif ID: 23

Motif name: C023

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: 0.0108829

Alignment:

SSGGSGDBGSGGSS

SSGGGGGGGHGGSS

Original motif = Consensus sequence: SSCCSCBHCSCCSS Reverse complement motif  Consensus sequence: SSGGSGDBGSGG!
20 20

Rotd Rotd
=1 E1.0

'cc:g B C
se¥YesEe $ QQEE IEESYeCcE.. SEs¥ES

Webiioga 3.4 Webiloga 3.4

a

Dataset #: 1

Motif ID: 8

Motif name: Ccoo08
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 2

Number of overlap: 14
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Similarity score:

Alignment:
SSCCSSCCCCSSCCSS
-SSCCDCCCCCCCSS—-

Original motif = Consensus sequence: SSCCSSCCCCSSCCSS

0.0123397

el o006, (e

Wabiogad 4

Reverse complement motif
SSGGSSGGGGSSGGSS

2.0

o
-_E‘I.CI

G

uel = "_"-':%QG&A%EQQ’}{J_—.C

Consensus sequence:

C

5

10 15
WabiLogad 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:
SSCCYCCCCDCCSS
SSCCDCCCCCCCSS

1

104

C104

Original Motif
Original Motif
Backward

1

14
0.0155505

Original motif = Consensus sequence: SSCCYCCCCDCCSS

Reverse complement motif

Consensus sequence: SSGGHGGGGKGG
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2.0 2.0

C Cc ccC

0 T W ==5= Qengngc - 0o CCOCV T P VW=<=VIGEC

Dataset #: 1

Motif ID: 4

Motif name: Coo4

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 5

Number of overlap: 14

Similarity score: 0.0155642

Alignment:

SSSSSSGSGGSSSSGGSSSSSGSSSSS

-—-—-SSGGGGGGGHGGSS————-—————

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

SSSSSCSSSSSCCSSSSCCSCSSSSSS SSSSSSGSGGSSSSGGSSSSSGSSSSS

ccceClcaC cc CCCC CcaC ccaic C C C

R clctelcletelels: ct (;c SGGE 9? “cCec JEGECGCCEEECCCEECCECGECCCEEG

Webilago 24 Wetilogo 24

Page 42 of 681



Best Matches for Each Motif (Highest to Lowest)

Dataset #: 1 Motif ID: 1 Motif name: C001

Original motif = Consensus sequence:
WWWAAAAAWWAAAAAWAAAAAWWAAAAHWW

20

g TN WY T TP

—=1 A==

a
Welogo 34

Best Matches for Motif ID 1 (Highest to Lowest)

Dataset #: 1

Motif ID: 2

Motif name: C002

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

Position number: 1

Number of overlap: 23

Similarity score: 0.0778495

Alignment:

——————— MKKTKKGTGTGTGTGTGTKKKTA
WWHTTTTWWTTTTTWTTTTTWWTTTTTWWW

Original motif = Consensus sequence: TAYRYACACACACACACRYAYRY

Reverse complement motif  Consensu

S sequence:

WWHTTTTWWTTTTTWTTTTTWWTTTTTWWW

20

TTTTI@%

AAD oA

ﬁlgxxTITTIIEITIIgllngI

Reverse complement motif = Consensu
MKKTKKGTGTGTGTGTGTKKKTA

Webloga 34

S sequence:
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2.0 20
i)

LaspChoACACACAachen ol o [0 A5 o

WesLaga 34 WesLaga 34

ts

=

39y

Dataset #: 1

Motif ID: 10

Motif name: co1o0

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

Position number: 1

Number of overlap: 21

Similarity score: 1.01726

Alignment:

————————— WWITTTTTTTTTWWTTTTWWW
WWHTTTTWWTTTTTWTTTTTWWTTTTTWWW

Reverse complement motif =~ Consensus sequence:
WWTTTTTTTTTTWWTTTTWWW

20

T TeaTIT, .

Wetiloga 34

Original motif = Consensus sequence: WWWAAAAWWAAAAAAAAAAWW

Dataset #: 1
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Motif ID: 16

Motif name: co1e

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

Position number: 1

Number of overlap: 21

Similarity score: 1.01956

Alignment:

————————— WWITTYTWTYTTWDTTTWTTWH
WWHTTTTWWTTTTTWTTTTTWWTTTTTWWW

Reverse complement motif = Consensus sequence:
WWTTYTWTYTTWDTTTWTTWH

2.0 20

Asx f¢TTTTTxT TTx 1], TTs.

Webiloga 34 Weﬂag a4

Original motif = Consensus sequence: HWAAWAAAHWAAMAWAMAAWW

0
240

T AA%AAACQAA A@AA

Dataset #: 1

Motif ID: 30

Motif name: C030
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1

Number of overlap: 19
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Similarity score: 2.02984
Alignment:

WWWAAAAAWWAAAAAWAAAAAWWAAAAHWW

Original motif = Consensus sequence: WYAAAAAMAAAAAAAAWAM

20

Reverse complement motif
YTWTTTTTITTTYTTTTTMW

20

- e —

Consensus sequence:

00-==
5

EWTT¢ TTTITIT:'_Igll.-It{uix

WabiLogod 4

Dataset #: 1

Motif ID: 69

Motif name: C069

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

Position number: 1

Number of overlap: 18

Similarity score: 2.53311

Alignment:

———————————— DHTTYTTMDWMTTYTTHT

WWHTTTTWWTTTTTWTTTTTWWTTTTTWWW

Original motif = Consensus sequence: AHAAMAAYWDYAAMAAHD

Reverse complement motif
DHTTYTTMDWMTTYTTHT

Consensus sequence:
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2.0 2.0

Dataset #: 1

Motif ID: 57

Motif name: C057
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1

Number of overlap: 18

Similarity score: 2.54092
Alignment:

———————————— WRMARYAAMARYAAMAWH

WWWAAAAAWWAAAAAWAAAAAWWAAAAHWW

Reverse complement motif Consensus sequence:
Original motif ~ Consensus sequence: WRMARYAAMARYAAMAWH P q

HWTRTTMKTYTTMKTYKW
Aé A; AAAA Aé,e, TT TTATTTTTATTTTT
Dataset #: 1 Motif ID: 2 Motif name: C002
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Original motif = Consensus sequence: TAYRYACACACACACACRYAYRY

20

ﬁige%A?AQAQmQAQ_Q.QAQQQAz

WesLogo 34

Best Matches for Motif ID 2 (Highest to Lowest)

Dataset #: 1

Motif ID: 1

Motif name: Coo01

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

Position number: 6

Number of overlap: 23

Similarity score: 0.0750684

Alignment:

WWHTTTTWWTTTTTWTTTTTWWTTTTTWWW
—--MKKTKKGTGTGTGTGTGTKKKTA-—-——-

Original motif = Consensus sequence:
WWWAAAAAWWAAAAAWAAAAAWWAAAAHWW

240

“Totdhbbana i MBbssebb 5,

a0
Weblago 34

Reverse complement motif ~ Consensus sequence:
MKKTKKGTGTGTGTGTGTKKKTA

20

UZAIéEAfQ?AoA:?IAIA§A£e

WesLago 34

Reverse complement motif = Consensus sequence:
WWHTTTTWWTTTTTWTTTTTWWTTTTTWWW

TTTTIIIIT ITIT TTIIIIAAAIéA

Weblogo 34
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Dataset #: 1

Motif ID: 3

Motif name: C003

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

Position number: 6

Number of overlap: 23

Similarity score: 0.076772

Alignment:

GSSGGGGGSSGGGEGEGGKGGVMGGSHGKGSC
--MKKTKKGTGTGTGTGTGTKKKTA-----

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

20 20

hé?ggT:?gcgrgggggQQ G¢9gcggﬁch ACQ?AAAéG?éAAéééAAAeAAéEHAAIQQ

=

Dataset #: 1

Motif ID: 16

Motif name: co1e
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
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Position number:
Number of overlap:
Similarity score:

Alignment:
-—-HWAAWAAAHWAAMAWAMAAWW

TAYRYACACACACACACRYAYRY

Original motif = Consensus sequence: HWAAWAAAHWAAMAWAMAAWW

2.0

1
21
1.05891

EATACA@AAAG%AA A%AA éﬁl

Weblaga 34

Reverse complement motif
WWTTYTWTYTTWDTTTWTTWH

" oL LT,

Consensus sequence:

Wetiloga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
WWWAAAAWWAAAAAAAAAAWW-—
TAYRYACACACACACACRYAYRY

1

10

co10

Original Motif
Original Motif
Forward

1

21

1.07752
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Reverse complement motif ~ Consensus sequence:
WWTTTTTTTTTTWWTTTTWWW

20

A1) 0118

Wetiloga 34

Original motif = Consensus sequence: WWWAAAAWWAAAAAAAAAAWW

Dataset #: 1

Motif ID: 27

Motif name: C027
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1

Number of overlap: 21

Similarity score: 1.08199
Alignment:

—-—-MRCAGRGAAACCCTGTCTYDW
TAYRYACACACACACACRYAYRY

Reverse complement motif = Consensus sequence:
WHKAGACAGGGTTTCMCTGKY

2.0 2.0

" coGh CAAMOGCTCUTg e shoCAGECTT TG

WetiLoga 34 Wetiloga 34

Original motif = Consensus sequence: MRCAGRGAAACCCTGTCTYDW
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Dataset #: 1 Motif ID: 3

Original motif = Consensus sequence:
GSCYCHSCCYVCCYCCceeesscececeessc

240

£:a99¥g.99239999ggg gcgccggggcc

Motif name: C003

10 15 25

Best Matches for Motif ID 3 (Highest to Lowest)

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
SSSSSCSSSSSCCSSSSCCSCSSSSSS——-
GSCYCHSCCYVCCYCCCCCCSSCCccecesse

Original motif =~ Consensus sequence:
SSSSSCSSSSSCCSSSSCCSCSSSSSS

0
Weblogo 34

1

4

coo4

Original Motif
Original Motif
Forward

1

27
0.0402886

Reverse complement motif = Consensus sequence:
GSSGGGGGSSGGGGGGKGGVYVMGGSHGKGSC

240

a
-_E'H.I

A

AAc AAIQT

=5

LaCesansac=a AAZSAAA_C
=
5 10 15 2

25 a0
WebLogo 34

Reverse complement motif ~ Consensus sequence:

SSSSSSGSGGSSSSGGSSSSSGSSSSS
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20

B ceccClc CCCCCC QCCCCC¢CCCCCC g

14
B
5

Webslago 14

20

a
F10

CGUC C C C
& -CCLCCEccCCCLcCCcC:CCCCCCL

Wetogo 14

0.0

Dataset #: 1

Motif ID: 2

Motif name: C002

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

Position number: 1

Number of overlap: 23

Similarity score: 2.07737

Alignment:

——————— MKKTKKGTGTGTGTGTGTKKKTA
GSSGGGGGSSGGGGGGKGGVMGGSHGKGSC

Original motif = Consensus sequence: TAYRYACACACACACACRYAYRY

20

g:;e%A?AQAQmQAQ_Q.QAQQQAZ

WesLogo 34

Reverse complement motif =~ Consensus sequence:
MKKTKKGTGTGTGTGTGTKKKTA

20

2K ZAII?-CI-A; LaLA -AE?IAIA§A£{*

WesLago 34

Dataset #: 1

Page 53 of 681



Motif ID: 20

Motif name: C020
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1

Number of overlap: 18

Similarity score: 4.53926
Alignment:

———————————— BSCVCCSCCVCSCCCACS

GSCYCHSCCYVCCYCCCCCCSsSCCCcesse

Original motif = Consensus sequence: BSCVCCSCCVCSCCCACS

e lelltlle

WebLaga 3.4

Reverse complement motif
SGTGGGSGVGGSGGVGSB

bits

c—o - W_ =

—=C - -

Consensus sequence:

)

WebLaga 3.4

Dataset #: 1

Motif ID: 37

Motif name: C037
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1

Number of overlap: 18
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Similarity score: 4.54973

Alignment:
SVCCGBCMCCSYCMCCVB—======—=————
GSCYCHSCCYVCCYCCCCCCSSCCCceessce

Original motif = Consensus sequence: SVCCGBCMCCSYCMCCVB

2.0

@
WO é'.: é,_tgﬁg éTAﬁ(_:
5 10

0.0

Reverse complement motif

Consensus sequence:

BVGGYGKSGGYGBCGGVS
2.0
uﬂ5¥€F25é511=4;€?1f5i5_ £Eq;jclxq;53
5 10 15

Dataset #: 1
Motif ID: 12

Motif name: Cco12
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 2

Number of overlap: 18

Similarity score: 4.56368
Alignment:

YRTCTCTCTCTRYCTCTRR————————————

-GSCYCHSCCYVCCYCCCCCCSSCCCCCSssC

Original motif = Consensus sequence: MKAGAGMKAGAGAGAGAKM

Reverse complement motif
YRTCTCTCTCTRYCTCTRR

Consensus sequence:
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20

2
1

0.

I\ ACHA l\ 1A
n‘:irfiﬁzl_geC:“ _S;q_g;éégg__§f£§jré§
5 10 15

20

EmTéIQIQIGICléTClQIéI

00—

WebiLagad4

Dataset #: 1 Motif ID: 4 Motif name: C004

Original motif =~ Consensus sequence:
SSSSSCSSSSSCCSSSSCCSCSSSSSS

20

2

mccccCCCCCQQCCCCCCCQ¢CCCCQCC

0

5
Wetitogo 14

Best Matches for Motif ID 4 (Highest to Lowest)

Dataset #: 1

Motif ID: 3

Motif name: C003

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

Position number: 2

Number of overlap: 27

Similarity score: 0.0327958

Alignment:

Reverse complement motif =~ Consensus sequence:
SSSSSSGSGGSSSSGGSSSSSGSSSSS

20

2
£10

CGLUG C C C
hc_gc‘chgcccc_gcggc,cccgcc_

Wetrlogo 14
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GSSGGGGGSSGGGGGGKGGVMGGSHGKGSC
-—-SSSSSSGSGGSSSSGGSSSSSGSSSSS—

Original motif = Consensus sequence:
GSCYCHSCCYVCCYCCceeessceeeessce

" ohr St 0.

d

Wa.mg a

Reverse complement motif ~ Consensus sequence:
GSSGGGGGSSGGGGGGKGGVYVMGGSHGKGSC

20

uﬁCCGAAAeCGA AAaaAAAA AAéEnAATCT
==

5 10 15 P 25

Webloga 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:

———————— YRTCTCTCTCTRYCTCTRR
SSSSSCSSSSSCCSSSSCCSCSSSSSS

Original motif

1

12

Cco12

Original Motif
Reverse Complement
Backward

1

19

4.07247

Consensus sequence: MKAGAGMKAGAGAGAGAKM

Reverse complement motif
YRTCTCTCTCTRYCTCTRR

Consensus sequence:
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20 20

" raGACarAGAGa ACars " a10]rCICTarCTCra,

00—

Dataset #: 1

Motif ID: 37

Motif name: Cc037

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

Position number: 1

Number of overlap: 18

Similarity score: 4.52829

Alignment:

BVGGYGKSGGYGBCGGVS——==————=

SSSSSSGSGGSSSSGGSSSSSGSSSSS

- . ) Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: SVCCGBCMCCSYCMCCVB BVGGYGKSGGYGBCGGVS

2.0 2.0

o Qﬁxgg'? w é.ﬁugﬁg . égAﬁ‘? o ﬁ".::_-_:é:[.r_éc.: T 9 ngl_&?g
5 10 5

15 10 15
Webilogo 3.4

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:

BSCVCCSCCVCSCCCACS——==—————
SSSSSCSSSSSCCSSSSCCSCSSSSSS

20

C020

Original Motif
Original Motif
Forward

1

18

4.5346

Original motif = Consensus sequence: BSCVCCSCCVCSCCCACS

e lelltlle

WebLaga 3.4

Reverse complement motif
SGTGGGSGVGGSGGVGSB

bits

c—o - W_ =

—=C - -

Consensus sequence:

)

WebLaga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

1

124

C124

Original Motif
Original Motif
Backward

1

18
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Similarity score: 4.55821
Alignment:

————————— WSACSRSGCTGSYSTCSW
SSSSSCSSSSSCCSSSSCCSCSSSSSS

Reverse complement motif = Consensus sequence:
WSGASKSCAGCSMSGTSW

Wetiloga 3.4 Wetiloga 34

Original motif = Consensus sequence: WSACSRSGCTGSYSTCSW

Dataset #: 1 Motif ID: 5 Motif name: C005

Reverse complement motif = Consensus sequence:
WCKAGGCCAGCCTGGYCTACAGA

ﬁilgIﬁInéchn=lﬁggc;$+¢ TQAA?EQQ-; I*?T'GAQA$A

WesLaga 34 WesLaga 34

Original motif = Consensus sequence: TCTGTAGMCCAGGCTGGCCTYGW

bits
P

===

1

Best Matches for Motif ID 5 (Highest to Lowest)

Dataset #: 1

Motif ID: 13

Motif name: Co13
Matching format of first motif: Original Motif
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Matching format of second motif: Original Motif

Direction: Forward
Position number: 2

Number of overlap: 23
Similarity score: 0.0900989
Alignment:

WVCTGGAACTCACTHTGTAGACCAGGM
-TCTGTAGMCCAGGCTGGCCTYGW—--

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

il T AR

e

20

ACCH s ol

25

=3

Webilago 14 Wetilago 24

Dataset #: 1

Motif ID: 7

Motif name: Cco07
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 3

Number of overlap: 21

Similarity score: 1.05522
Alignment:
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KTTSTGAGTTCVAGGMCAGCCTS—-—
——-TCTGTAGMCCAGGCTGGCCTYGW

Original motif

TATTE A

20

;;

0.0

Consensus sequence: KTTSTGAGTTCVAGGMCAGCCTS

H o

Weslaga 3.4

Reverse complement motif

Consensus sequence:

SAGGCTGYCCTVGAACTCASAAY

ACT

A_ = = e

[ CAAVTOH s

0

WesLaga 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:

--WHKAGACAGGGTTTCMCTGKY
TCTGTAGMCCAGGCTGGCCTYGW

Original motif

1

27

Cco027

Original Motif
Reverse Complement
Backward

1

21

1.07502

Consensus sequence: MRCAGRGAAACCCTGTCTYDW

Reverse complement motif
WHKAGACAGGGTTTCMCTGKY

Consensus sequence:
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2.0 20

oo MANGOGT GV o e MDA TGk

20
Weblog

bits

waug a4

Dataset #: 1

Motif ID: 15

Motif name: Co015
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1

Number of overlap: 20

Similarity score: 1.5897
Alignment:

———-DVAGCCWKGGCTACAVAGCK

TCTGTAGMCCAGGCTGGCCTYGW

Reverse complement motif =~ Consensus sequence:
RGCTVTGTAGCCYWGGCTVD

20

TACA cT "l T TA QQQTIECT_,_

=" ;-T;._._ - e~ 0.0 cé o == —n-—— = ‘—' =

Original motif = Consensus sequence: DVAGCCWKGGCTACAVAGCK

20

Weblaga 3.4 Wm_uguad

Dataset #: 1
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Motif ID: 9

Motif name: C009
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 4

Number of overlap: 19

Similarity score: 2.09004

Alignment:
ABGCCTTTAATCCCAGCACTHR----
-——-TCTGTAGMCCAGGCTGGCCTYGW

Original motif = Consensus sequence: ABGCCTTTAATCCCAGCACTHR

2.0

 {Taonk ..

.....

Reverse complement motif = Consensus sequence:
MHAGTGCTGGGATTAAAGGCBT

=] AAAHAA e 1

TA 44-;..:__ 3
20

WebLogadd

Dataset #: 1 Motif ID: 6 Motif name: C006

Original motif = Consensus sequence: SWCACACASWCACACWSW

2.0

g:c%¢A9A0A0§CACA§$C%

Weilog 3.4

Reverse complement motif
WSWGTGTGWSTGTGTGWS

2.0

Consensus sequence:

Webiloga 3.4
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Best Matches for Motif ID 6 (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:

MKKTKKGTGTGTGTGTGTKKKTA
———WSWGTGTGWSTGTGTGWS—-

Original motif

2.0

o
-_E'HZI

1

2

C002

Reverse Complement
Reverse Complement
Backward

3

18

0.00644556

Consensus sequence: TAYRYACACACACACACRYAYRY

M%@%A?AQAQMGAQ_Q.QAQQQAE

WebiLog 34

Reverse complement moti

f  Consensus sequence:

MKKTKKGTGTGTGTGTGTKKKTA

2.0

Du." § EAIJ?-CI-AIAIA

pAL?IAIA§A£9

WebiLog) 34

Dataset #:

Motif ID:

Motif name:

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

1

17

Co17

Reverse Complement
Original Motif
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Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
WSWGAGASWSAGAGASWS

WSWGTGTGWSTGTGTGWS

Backward
1

18
0.0313003

Original motif = Consensus sequence: WSWGAGASWSAGAGASWS

2.0

CT A ACTcA A ACAC

Wetiloga 3.4

Reverse complement motif
SWSTCTCTSWSTCTCWSW

p-
=1

_saclc]c]ereICleres

2.0

Consensus sequence:

Wetiloga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
HWAAWAAAHWAAMAWAMAAWW

SWCACACASWCACACWSW———

1

16

Co16

Original Motif
Original Motif
Backward

4

18
0.0487405
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Original motif = Consensus sequence: HWAAWAAAHWAAMAWAMAAWW

20

]
£1o

hgléégééé%?égéé?ée%é

Reverse complement motif ~ Consensus sequence:
WWTTYTWTYTTWDTTTWTTWH

20

2]
E‘I.ﬂ
0

négIIglITTITIQIEIIII??

24
Dataset #: 1
Motif ID: 12
Motif name: Cc012

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
YRTCTCTCTCTRYCTCTRR

WSWGTGTGWSTGTGTGWS -

Reverse Complement
Reverse Complement
Forward

1

18

0.0606253

Original motif = Consensus sequence: MKAGAGMKAGAGAGAGAKM

20

w
£10

WabiLogod 4

Reverse complement motif = Consensus sequence:
YRTCTCTCTCTRYCTCTRR

20

rarClentCTerCleres

WabiLogod 4
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Dataset #: 1

Motif ID: 37

C037

Reverse Complement

Motif name:
Matching format of first motif:

Matching format of second motif: Reverse Complement

Direction: Forward
Position number: 1

Number of overlap: 18
Similarity score: 0.0644383
Alignment:

BVGGYGKSGGYGBCGGVS

WSWGTGTGWSTGTGTGWS

Consensus sequence: SVCCGBCMCCSYCMCCVB

el

c_._ ﬁ_

Original motif

"o 0. Cee.

2.0

Wetiloga 3.4

Reverse complement motif

Consensus sequence:

BVGGYGKSGGYGBCGGVS
2.0
o E?Iél_ﬂ g_(?-_l_' L ) =05 -0 E_:
5 10 15

Dataset #: 1 Motif ID: 7 Motif name: C007

Original motif = Consensus sequence: KTTSTGAGTTCVAGGMCAGCCTS

Reverse complement motif
SAGGCTGYCCTVGAACTCASAAY

Consensus sequence:
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2.0

"z TMTTC A

20

e --l.'—I_____-________L —

H o " gal0T6 W] CAACTO. pns

5 10
WesLaga 34 WesLaga 34

Best Matches for Motif ID 7 (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:
-CTGCCTCCCAAGTGCTGGGMWR
SAGGCTGYCCTVGAACTCASAAY

Original motif = Consensus sequence: MWYCCCAGCACTTGGGAGGCAG

2.0

1

19

C019

Reverse Complement
Reverse Complement
Backward

1

22

0.0703515

Reverse complement motif = Consensus sequence:
CTGCCTCCCAAGTGCTGGGMWR

20

e e ATATC

=

)

s>

ﬂ

T
15

WabLogad 4 WatLogad 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:
—-—-TCTGTAGMCCAGGCTGGCCTYGW

KTTSTGAGTTCVAGGMCAGCCTS—-

Original motif = Consensus sequence: TCTGTAGMCCAGGCTGGCCTYGW

2.0

1

5

C005

Original Motif
Original Motif
Backward

3

21

0.538292

" oAl COATCo0CT. oo

WebiLog 34

Reverse complement motif = Consensus sequence:
WCKAGGCCAGCCTGGYCTACAGA

2.0

10 1

WebiLog) 34

Dataset #:

Motif ID:

Motif name:

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

Position number:

1

9

C009

Original Motif
Original Motif
Forward

3
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Number of overlap: 20
Similarity score: 1.06978

Alignment:
ABGCCTTTAATCCCAGCACTHR---
—-—KTTSTGAGTTCVAGGMCAGCCTS

Reverse complement motif =~ Consensus sequence:
MHAGTGCTGGGATTAAAGGCBT

20 20

“n 0 TTAATWOGH.CACT .. " ATV G TAeA

Original motif = Consensus sequence: ABGCCTTTAATCCCAGCACTHR

bits

Dataset #: 1

Motif ID: 15

Motif name: Co015
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 2

Number of overlap: 19

Similarity score: 1.564
Alignment:

RGCTVTGTAGCCYWGGCTVD————

-KTTSTGAGTTCVAGGMCAGCCTS
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Reverse complement motif ~ Consensus sequence:
RGCTVTGTAGCCYWGGCTVD

20

g RN 5 7SS

Original motif = Consensus sequence: DVAGCCWKGGCTACAVAGCK

20
Weblaga 3.4 Weblagn a4

Dataset #: 1

Motif ID: 42

Motif name: co42
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1

Number of overlap: 18

Similarity score: 2.02563
Alignment:

————— WGTCCKRGAACYMACTCW

SAGGCTGYCCTVGAACTCASAAY

Reverse complement motif = Consensus sequence:
WGAGTRMGTTCKRGGACW

2.0 2.0

Original motif = Consensus sequence: WGTCCKRGAACYMACTCW

TVCrA GAEXAIQ% %WT A T vEaVACH

AT-:.QT v

Wetiloga 3.4 Wetiloga 34
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Dataset #: 1 Motif ID: 8

Motif name: C008

Original motif = Consensus sequence: SSCCSSCCCCSSCCSS

el 006 e

WabiLogad 4

Best Matches for Motif ID 8 (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:
GSCYCHSCCYVCCYCCCCCCSSCCcCcesse
—————————— SSCCSSCCCCSSCCSS——---

Original motif =~ Consensus sequence:
GSCYCHSCCYVCCYCCCCCCsscceeeessc

1

3

Ccoo03

Original Motif
Original Motif
Backward

5

16
0.0125829

Reverse complement motif = Consensus sequence:

SSGGSSGGGGSSGGSS

2.0

w
1.0

G

eSS

ae:I = = s
: 5 10

15
WabiLogad 4

Reverse complement motif ~ Consensus sequence:

GSSGGGGGSSGGGGGGKGGYMGGSHGKGSC
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20

%:QQQ?Q-9QGE§QQQQQQ Qﬁgggggggcc

10 15 a
Weilogo 34

A 0

ACcenpnnand=a _AASSAAA_C .A.‘_Ac--AAAQT
RZAC £~A : AA< I

5 10 15 20 3 0

Wetsloga 34

Dataset #: 1

Motif ID: 4

Motif name: Coo4
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 3

Number of overlap: 16

Similarity score: 0.0162389
Alignment:

SSSSSCSSSSSCCSSSSCCSCSSSSSS

————————— SSCCSSCCCCSSCCSS—-

Original motif = Consensus sequence:
SSSSSCSSSSSCCSSSSCCSCSSSSSS

20

Emc::ccCCCcC(_:cC(_:QCCCCC%_;CC(._,’CGCG

B ——

5

Webilago 24

Reverse complement motif =~ Consensus sequence:
SSSSSSGSGGSSSSGGSSSSSGSSSSS

20

2
S10

CGUC C C C
C_Qc‘QCEQCCCC_QCQQCICCCQQQ_

Wetilogo 24

0.0

Dataset #: 1

Page 74 of 681



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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
SGTGGGSGVGGSGGVGSB
-SSGGSSGGGGSSGGSS—

Original motif = Consensus sequence: BSCVCCSCCVCSCCCACS

20

C020

Reverse Complement
Reverse Complement
Forward

2

16

0.0195292

Reverse complement motif
SGTGGGSGVGGSGGVGSB

2.0

i =

Consensus sequence:

00 ?ngtcggccggcjggcﬂcc} el S 03

)

WebLaga 3.4

WebLaga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

1

37

C037

Original Motif
Original Motif
Backward

3

16
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Similarity score:
Alignment:

SVCCGBCMCCSYCMCCVB
SSCCSSCCCCSSCCSS——

Original motif

2.0

0.0

@
£1.0 CQ C
= WS iﬁ{}S;EEﬂr
5 10

0.0247991

Consensus sequence: SVCCGBCMCCSYCMCCVB

Reverse complement motif

Consensus sequence:

BVGGYGKSGGYGBCGGVS
2.0
" E‘_:Iél_cé(?-l__ LS E(;'IA-?S:
5 10 15

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:

BSCCBCVSSSBCCYHVG
SSCCSSCCCCSSCCSS—

Original motif

140

C140

Original Motif
Original Motif
Forward

1

16

0.041903

Consensus sequence: BSCCBCVSSSBCCYHVG

Reverse complement motif
CVDMGGBSSSVGBGGSB

Consensus sequence:

Page 76 of 681



2.0

rL =&

Websiags 3.4

2.0

L -
——e=C A W hEA

Websiags 3.4

Dataset #: 1 Motif ID: 9 Motif name: C009

Original motif = Consensus sequence: ABGCCTTTAATCCCAGCACTHR

2.0

sV TAATVOCA.CACT.

Best Matches for Motif ID 9 (Highest to Lowest)

Dataset #: 1

Motif ID: 27

Motif name: co27
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1

Number of overlap: 21

Similarity score: 0.0757308

Alignment:

Reverse complement motif =~ Consensus sequence:
MHAGTGCTGGGATTAAAGGCBT

L AATG] ATIAA

TA e "'-;,;,

0.0
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-MRCAGRGAAACCCTGTCTYDW
ABGCCTTTAATCCCAGCACTHR

Reverse complement motif ~ Consensus sequence:
WHKAGACAGGGTTTCMCTGKY

2.0 2.0

" oo CAMACGCT T o " shCAT TG 2.

Watiloga 34

Original motif = Consensus sequence: MRCAGRGAAACCCTGTCTYDW

Fu

Dataset #: 1

Motif ID: 7

Motif name: Ccoo07
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 4

Number of overlap: 20

Similarity score: 0.576852
Alignment:

-—KTTSTGAGTTCVAGGMCAGCCTS
ABGCCTTTAATCCCAGCACTHR---

Reverse complement motif ~ Consensus sequence:

Original motif = Consensus sequence: KTTSTGAGTTCVAGGMCAGCCTS SAGGCTGYCCTVGAACTCASAAY
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2.0

"z TMTTC A

c:l—"= e

LA

0.0

WesLaga 34

WesLaga 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:

RGCTVTGTAGCCYWGGCTVD—--
ABGCCTTTAATCCCAGCACTHR

Original motif

1

15

Co15

Original Motif
Reverse Complement
Forward

1

20

0.580317

Consensus sequence: DVAGCCWKGGCTACAVAGCK

géngéIA{_lﬂgé_“gI

Weblaga 3.4

Reverse complement motif =~ Consensus sequence:

RGCTVTGTAGCCYWGGCTVD

20

B T_TA gggTAQCT

c=V —
0.0 = S S —
20

Webloga a4

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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
MKAGAGMKAGAGAGAGAKM---
MHAGTGCTGGGATTAAAGGCBT

12

C012

Reverse Complement
Original Motif
Forward

1

19

1.07996

Original motif = Consensus sequence: MKAGAGMKAGAGAGAGAKM

20

2
1

0.

A ATA A A
g C:I'ég rt-H{oClela= g:é_,_-:_ EéTé
5 10 15

Reverse complement motif
YRTCTCTCTCTRYCTCTRR

20

0=

Consensus sequence:

EmTéIQIQIGICléLCIGIéI

WebiLagad4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

1

5

C005

Original Motif
Original Motif
Backward

5

19
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Similarity score: 1.08019

Alignment:
-——-TCTGTAGMCCAGGCTGGCCTYGW
ABGCCTTTAATCCCAGCACTHR-—-—--

Reverse complement motif = Consensus sequence:
WCKAGGCCAGCCTGGYCTACAGA

2.0 2.0

%TIQI IMéCGAM=Im¢GGLQe# %; AA CC*“ILQTGAcéeé

5 10 15 20 15
WebiLog 34 WebiLog) 34

Original motif = Consensus sequence: TCTGTAGMCCAGGCTGGCCTYGW

Dataset #: 1 Motif ID: 10 Motif name: C010

Reverse complement motif = Consensus sequence:
WWTTTTTTTTTTWWTTTTWWW

FRNLLIS AAAAAAAA Aday #WTIIT§IITTIIIQ¢ITTTI¢4

Webiloga 34 Wetiloga 34

Original motif = Consensus sequence: WWWAAAAWWAAAAAAAAAAWW

20

Best Matches for Motif ID 10 (Highest to Lowest)

Dataset #: 1

Motif ID: 1

Motif name: Cco01

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

Direction: Forward
Position number: 9

Number of overlap: 21
Similarity score: 0.0115098
Alignment:

WWHTTTTWWTTTTTWTTTTTWWTTTTTWWW
———————— WWITTTTTTTTTWWITTTTWWW-

Original motif = Consensus sequence:
WWWAAAAAWWAAAAAWAAAAAWWAAAAHWW

20

é&AAAé%AA::AAé=_£$¢A AAA@%E

Welogo 34

Reverse Complement

Reverse complement motif ~ Consensus sequence:
WWHTTTTWWTTTTTWTTTTTWWTTTTTWWW

20

TTTTIXIIT ITIT TTIIII II%%

Wa.mq a

Dataset #: 1

Motif ID: 16

Motif name: co1e6
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1

Number of overlap: 21

Similarity score: 0.0128672
Alignment:
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HWAAWAAAHWAAMAWAMAAWNW
WWWAAAAWWAAAAAAAAAAWW

Original motif = Consensus sequence: HWAAWAAAHWAAMAWAMAAWW

2.0

" xea, M %eAA A@AAAA

Reverse complement motif ~ Consensus sequence:

WWTTYTWTYTTWDTTTWTTWH

2.0

néTTTTTxT TTX 11[.TTs,

~X
A A
Dataset #: 1
Motif ID: 2
Motif name: C002
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1
Number of overlap: 21
0.0748547

Similarity score:

Alignment:
TAYRYACACACACACACRYAYRY
WWWAAAAWWAAAAAAAAAAWW-—

Original motif = Consensus sequence: TAYRYACACACACACACRYAYRY

Reverse complement motif ~ Consensus sequence:

MKKTKKGTGTGTGTGTGTKKKTA
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2.0

" asaeAChACACACeachons

WesLaga 34

20

argloagl

A -AG?IAIA§A£I:\

WesLaga 34

ts

F1
[

=

39y

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:

——YTWTTTTTTTTYTTTTTMW
WWTTTTTTTTTTWWTTTTWWW

Original motif

1

30

C030

Reverse Complement
Reverse Complement
Backward

1

19

1.02629

Consensus sequence: WYAAAAAMAAAAAAAAWAM

Reverse complement motif =~ Consensus sequence:

YTWTTTTTTITTIYTTTTTMW
MT;éééﬁééAééééééAgée berd IIIEIITIIEIIIf%
Dataset #: 1
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Motif ID: 12

Motif name: Cco12

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

Position number: 1

Number of overlap: 19

Similarity score: 1.0801

Alignment:

—-—YRTCTCTCTCTRYCTCTRR

WWITTTTTTTTTWWTTTTWWW

Reverse complement motif = Consensus sequence:
YRTCTCTCTCTRYCTCTRR

20 20

raCAGaTAGAGA. Aars " xa1ClxCTCTarCTCres

Original motif = Consensus sequence: MKAGAGMKAGAGAGAGAKM

2
1

0=

0.

WebiLagad4

Dataset #: 1 Motif ID: 11 Motif name: C011

Reverse complement motif =~ Consensus sequence:
RRTCTCTCTCRRTCTCRR

2.0 2.0

Original motif = Consensus sequence: KMGAGAKMGAGAGAGAKM

o
=5y

" rgcAchrecAcA ACkrs

0.

Weilog 3.4

“salCTeIclcqeleTere

Webiloga 3.4
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Best Matches for Motif ID 11 (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:
MKAGAGMKAGAGAGAGAKM
-KMGAGAKMGAGAGAGAKM

1

12

Cco12

Original Motif
Original Motif
Backward

1

18
0.0233796

Original motif = Consensus sequence: MKAGAGMKAGAGAGAGAKM

20

o
21

0

AGarAGACA A
RTAURVATAURAUACAVATA

WabiLogod 4

Reverse complement motif
YRTCTCTCTCTRYCTCTRR

20

00—

Consensus sequence:

el T,

WabiLogod 4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

1

30

C030

Original Motif
Original Motif
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Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:

WYAAAAAMAAAAAAAAWAM
KMGAGAKMGAGAGAGAKM-

Original motif

20

P
=1

Forward

1

18
0.0993282

Consensus sequence: WYAAAAAMAAAAAAAAWAM

AééAIéé

- E
-

0
1) (==
10

Tégééé&égééé

15
WabiLogod 4

Reverse complement motif

YTWTTTTTTTTYTTTTTMW

20

P
1

0.

et e

Consensus sequence:

o -

—_—

15

WabiLogod 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:
KCCAKMSTGGTSKMCAGM
KMGAGAKMGAGAGAGAKM

1

95

C095

Original Motif
Original Motif
Forward

1

18

0.101588
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Reverse complement motif ~ Consensus sequence:

Original motif ~ Consensus sequence: KCCAKMSTGGTSKMCAGM RCTGYYSACCASYYTGGY

2.0

. TQCATéCI ?L?Ié-;ﬁ %—2 001 c ?TXC!’.‘Q v ACIRI?&R

a

Webilogo 3.4 Webilogo 3.4

Dataset #: 1

Motif ID: 34

Motif name: Cc034

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

Position number: 1

Number of overlap: 18

Similarity score: 0.102501

Alignment:

SCTCTRSCTCCSCAGTGS

RRTCTCTCTCRRTCTCRR

Reverse complement motif = Consensus sequence:

Original motif =~ Consensus sequence: SCACTGSGGAGSMAGAGS SCTCTRSCTCCSCAGTGS

2.0

0.

10 1
WeiLogo 3.4 WetiLogo 3.4
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Dataset #: 1

Motif ID: 3

Motif name: C003
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 11

Number of overlap: 18

Similarity score: 0.103902
Alignment:

GSCYCHSCCYVCCYCCCCCCSsSsCCceessce
—-—RRTCTCTCTCRRTCTCRR-—====————

Original motif = Consensus sequence:
GSCYCHSCCYVCCYCCCCCesscececeessc

240

ﬂ:e?ggr-egclggggggg QGEQQQQE?QC

10 15 0
Weblogo 34

Reverse complement motif = Consensus sequence:
GSSGGGGGSSGGGGGGKGGVYMGGSHGKGSC

240

A

ACcanaac=a AAZSAAA_C _A.‘_&anAIQT
= 5 w o % a8 &

0
WebLogo 34

Dataset #: 1 Motif ID: 12 Motif name: C012

Original motif = Consensus sequence: MKAGAGMKAGAGAGAGAKM

Reverse complement motif
YRTCTCTCTCTRYCTCTRR

Consensus sequence:
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20

2
1

0.

A ATA A A
; C:réE a=—ChGcc %éé_ Eéjré
5 10 15

Best Matches for Motif ID 12 (Highest to Lowest)

Dataset #: 1

Motif ID: 3

Motif name: C003
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 3

Number of overlap: 19

Similarity score: 0.0795922
Alignment:

GSSGGGGGSSGGGGGGKGGVMGGSHGKGSC

————————— MKAGAGMKAGAGAGAGAKM--

Original motif = Consensus sequence:
GSCYCHSCCYVCCYCCCCCesscececeessc

240

ﬂ:e?ggr-?gclgggfggg QQEQQQQCC?C

10 0
Weblogo 34

20

EmTéIQIQIGICléLCIQIéI

00—

WebiLagad4

Reverse complement motif = Consensus sequence:
GSSGGGGGSSGGGGGGKGGVYMGGSHGKGSC

240

A

AaCcanaanc=a AAZSAAA_CAAS -~AAIQT
= 5 w o % a8 & 2

WebLogo 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:
WWTTTTTTTTTTWWTTTTWWW
—-YRTCTCTCTCTRYCTCTRR-

Original motif = Consensus sequence: WWWAAAAWWAAAAAAAAAAWW

1

10

C010

Reverse Complement
Reverse Complement
Backward

2

19

0.090302

Reverse complement motif = Consensus sequence:
WWTTTTTTTTTTWWTTTTWWW

2.0

oatT Tl et

20
Wetiloga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

16

co16

Reverse Complement
Reverse Complement
Backward

2
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Number of overlap:
Similarity score:

Alignment:
WWTTYTWTYTTWDTTTWTTWH
-YRTCTCTCTCTRYCTCTRR-

Original motif = Consensus sequence: HWAAWAAAHWAAMAWAMAAWW

20

bits

s A%AAACQAA A%AAAA

19
0.0908644

-
=Y

A

Reverse complement motif =~ Consensus sequence:
WWTTYTWTYTTWDTTTWTTWH

20

gIIglITTITXQIEIxIIéf

=A AN R
—— 2‘1] 0.0
Dataset #: 1
Motif ID: 30
Motif name: C030

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
YTWTTTTTTTTYTTTTTMW
YRTCTCTCTCTRYCTCTRR

Reverse Complement
Reverse Complement
Forward

1

19

0.0978175

Page 92 of 681



Original motif  Consensus sequence: WYAAAAAMAAAAAAAAWAM

20

Reverse complement motif ~ Consensus sequence:

YTWTTTTTTTTYTTTTTMW

20

e

5 10

0.0

EmrzélTTTITTTIIEIIIf%

WeblLago 34

Dataset #: 1
Motif ID: 2
Motif name: C002

Reverse Complement
Reverse Complement

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

Direction: Forward
Position number: 4

Number of overlap: 19
Similarity score: 0.0979442
Alignment:

MKKTKKGTGTGTGTGTGTKKKTA
—-—=YRTCTCTCTCTRYCTCTRR~-

Original motif = Consensus sequence: TAYRYACACACACACACRYAYRY

2.0

g:;e$A?AQAQMQAQ_Q.9A$é$A£

WebiLog 34

Reverse complement motif = Consensus sequence:
MKKTKKGTGTGTGTGTGTKKKTA

2.0

R EAI}?-CI-A- LA -AE?IAIA§A£{*

WebiLog) 34

w
E=ad

=1

0.
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Dataset #: 1 Motif ID: 13 Motif name: C013

Original motif = Consensus sequence:
WVCTGGAACTCACTHTGTAGACCAGGM

CloCAAGTOACT TUTH oot

__—-—‘-.-:..A-r = -

=
20

Webiago 34

Best Matches for Motif ID 13 (Highest to Lowest)

Dataset #: 1

Motif ID: 27

Motif name: C027

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

Position number: 1

Number of overlap: 21

Similarity score: 1.07948

Alignment:

—————— WHKAGACAGGGTTTCMCTGKY
YCCTGGTCTACADAGTGAGTTCCAGVW

Original motif = Consensus sequence: MRCAGRGAAACCCTGTCTYDW

Reverse complement motif

Consensus sequence:

YCCTGGTCTACADAGTGAGTTCCAGVW

20

e

hob ACTiAGTTCehs.

LGN

Reverse complement motif
WHKAGACAGGGTTTCMCTGKY

Weblogo 14

Consensus sequence:
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2.0

:$5§ ?AQAAACQCIfAlg

bits

20
Weblog

20

- ghl ACA TTTCgc &

Dataset #: 1
Motif ID: 19
Motif name: co19

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Backward
Position number: 3
Number of overlap: 20
Similarity score: 1.58576

Alignment:
——————— CTGCCTCCCAAGTGCTGGGMWR
YCCTGGTCTACADAGTGAGTTCCAGVW--

Consensus sequence: MWYCCCAGCACTTGGGAGGCAG

MUCACT. <ok

Original motif

20

AT

Weblogad 4

Reverse complement motif =~ Consensus sequence:
CTGCCTCCCAAGTGCTGGGMWR

20

E:Q;ECQIQCQ%Aﬂlgﬁlﬁe AS%

20
Weblogad 4

Dataset #: 1
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Motif ID: 132

Motif name: C132

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

Position number: 1

Number of overlap: 18

Similarity score: 2.53219

Alignment:

————————— WCAGRGWGAGAWCYAGGW

YCCTGGTCTACADAGTGAGTTCCAGVW

Reverse complement motif = Consensus sequence:
WCCTKGWTCTCWCMCTGW

2.0 2.0

2
s10 c
oo

Original motif = Consensus sequence: WCAGRGWGAGAWCYAGGW

i
10

Age£§$ \ .C Ggee;ClchQQ

3
Dataset #: 1
Motif ID: 53
Motif name: C053
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1
Number of overlap: 18
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Similarity score: 2.56997

Alignment:
————————— RMACRGAGAAAYCCTGKY

YCCTGGTCTACADAGTGAGTTCCAGVW

Original motif = Consensus sequence: RMACRGAGAAAYCCTGKY

e ——

Wetiloga 3.4

Reverse complement motif
MRCAGGMTTTCTCKGTYK

2.0

Consensus sequence:

nol€ .égéee‘?lx Clgé_ 1=E&

Wetiloga 34

Dataset #: 1

Motif ID: 36

Motif name: C036
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 1

Number of overlap: 18

Similarity score: 2.57014
Alignment:

RRCTRRRTCTCRRRCTRY——===————

WVCTGGAACTCACTHTGTAGACCAGGM

Original motif = Consensus sequence: MKAGMKMGAGAKMKAGMK

Reverse complement motif
RRCTRRRTCTCRRRCTRY

Consensus sequence:
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2.0

1.0

aTAcgTgoAc, TeTAcer

10

0.0

WebLaga 3.4

2.0

CICTCE TCTCTCICT

WebLaga 3.4

Dataset #: 1 Motif ID: 14 Motif name: C014

Original motif = Consensus sequence: YSGGAGGCAGAGGCMS

2.0

1.0

bits

T ==

0.0

Weblogod 4

Best Matches for Motif ID 14 (Highest to Lowest)

Dataset #: 1

Motif ID: 86

Motif name: C086
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1

Number of overlap: 16

Similarity score: 0.0100715
Alignment:

Reverse complement motif =~ Consensus sequence:
SYGCCTCTGCCTCCSK

2.0

Page 98 of 681



CSGGAGKCWGMGGSASG
YSGGAGGCAGAGGCMS -

Original motif = Consensus sequence: CSGGAGKCWGMGGSASG

20

Reverse complement motif
CSTSCCYCWGRCTCCSG

2.0

Consensus sequence:

a Lo Cg
. g?ACéSA_ 3 %ﬁéAA =A8cAa - QEIQ—QQTQD{?&Q; rT=A

Dataset #: 1

Motif ID: 50

Motif name: C050

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Forward

Position number: 1

Number of overlap: 16

Similarity score: 0.0116342

Alignment:
CBGCCKCYSCCTCYMG
SYGCCTCTGCCTCCSK

Original motif = Consensus sequence: CBGCCKCYSCCTCYMG

Reverse complement motif

CYKGAGGSMGRGGCVG

Consensus sequence:
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2.0

2.0

1.0

bits

0.0

0.0 —

.
5

Weblogad 4

10 15
Webloagad 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:
CKBCCTSYRSCTCMMG
SYGCCTCTGCCTCCSK

Original motif = Consensus sequence: CKBCCTSYRSCTCMMG

20

1

83

Cco83

Reverse Complement
Original Motif
Backward

1

16

0.0348886

Reverse complement motif
CYRGAGSMKSAGGBRG

Consensus sequence:

MgIachQQAcglqgeA

Weblogad 4

GJ&TIQAACQAQéAE-EéA

Weblogad 4

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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
MTGGGASVSYSAGGSAK

-~ YSGGAGGCAGAGGCMS

101

C101

Original Motif
Reverse Complement
Forward

2

16

0.0376801

Original motif = Consensus sequence: YTSCCTSKSVSTCCCAR

“oTollTe ¢ cle

%A

Websiags 3.4

Reverse complement motif = Consensus sequence:
MTGGGASVSYSAGGSAK

2.0

48

c C A
o gle\IQt—— G=G=C<V¥ éETA

Websiags 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

1

12

Cco12

Reverse Complement
Reverse Complement
Backward

1

16
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Similarity score: 0.0398723

Alignment:
YRTCTCTCTCTRYCTCTRR
—-——-SYGCCTCTGCCTCCSK

Original motif = Consensus sequence: MKAGAGMKAGAGAGAGAKM

20

AGarAGAGA A
KTAUAVATAVAJACAVATA

WabiLogod 4

0

Reverse complement motif = Consensus sequence:

YRTCTCTCTCTRYCTCTRR

20

ﬁmTéIQIQIGICLé1CIQIéI

00—

WabiLogod 4

Dataset #: 1 Motif ID: 15

Original motif = Consensus sequence: DVAGCCWKGGCTACAVAGCK

20
A CCA | TACA CcT
==t YT I AT Vv LIVNG
5 10 15 20

Weblaga 34

Best Matches for Motif ID 15 (Highest to Lowest)

Dataset #: 1
Motif ID: 27
Motif name: Cc027

Matching format of first motif: Original Motif

Motif name: CO15

Reverse complement motif = Consensus sequence:

RGCTVTGTAGCCYWGGCTVD

20

gmc¢~sIﬂlA§leﬁﬁgl”

20
Weblaga 34

10
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Matching format of second motif:
Direction:

Position number:

Number of overlap:

Similarity score:

Alignment:
WHKAGACAGGGTTTCMCTGKY
-DVAGCCWKGGCTACAVAGCK

Reverse Complement
Forward

2

20

0.0455946

Original motif = Consensus sequence: MRCAGRGAAACCCTGTCTYDW

2.0

Fu

Reverse complement motif
WHKAGACAGGGTTTCMCTGKY

£

2.0

Consensus sequence:

m:IfAASAgAA?ﬂIIIGQQTéz

Watiloga 34

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:

1

19

Co019

Reverse Complement
Reverse Complement
Backward

1

20

0.0624466
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CTGCCTCCCAAGTGCTGGGMIWR
-—-RGCTVTGTAGCCYWGGCTVD

Original motif = Consensus sequence: MWYCCCAGCACTTGGGAGGCAG

20
00 IgcggA QACII‘E‘ﬁé
i 5 10 15

A=A

Weblogad 4

Reverse complement motif ~ Consensus sequence:
CTGCCTCCCAAGTGCTGGGMWR

20

E:Q;ECQIQCQ%AﬁIQIAA

=omAh i

A
a5
15 2

tLogad 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:
ABGCCTTTAATCCCAGCACTHR
-RGCTVTGTAGCCYWGGCTVD-

1

9

C009

Reverse Complement
Original Motif
Backward

2

20

0.0690755

Original motif = Consensus sequence: ABGCCTTTAATCCCAGCACTHR

Reverse complement motif ~ Consensus sequence:
MHAGTGCTGGGATTAAAGGCBT
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2.0 20

0 a1 oo A A 61 (PR

------- !
20 5 10 15

)
=0

¢

Dataset #: 1

Motif ID: 5

Motif name: C005
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 4

Number of overlap: 20

Similarity score: 0.0692469
Alignment:

TCTGTAGMCCAGGCTGGCCTYGW
-—--DVAGCCWKGGCTACAVAGCK

Reverse complement motif =~ Consensus sequence:
WCKAGGCCAGCCTGGYCTACAGA

20

Original motif = Consensus sequence: TCTGTAGMCCAGGCTGGCCTYGW

20

o Tk Tt "o MOOOACUTE, DTaCA.

5 10 15

[ e e e

WesLogo 34 WesLago 34

Dataset #: 1
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Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
—-SAGGCTGYCCTVGAACTCASAAY
DVAGCCWKGGCTACAVAGCK----

Original motif = Consensus sequence: KTTSTGAGTTCVAGGMCAGCCTS

2.0

"z TMTTC A

LG _AACT

7

Ccoo07

Original Motif
Reverse Complement
Backward

5

19

0.560476

Reverse complement motif = Consensus sequence:
SAGGCTGYCCTVGAACTCASAAY

T GAGTO, o

WesLaga 34 WesLaga 34

Dataset #: 1

Original motif = Consensus sequence: HWAAWAAAHWAAMAWAMAAWW

2.0

Motif ID: 16

Motif name: C016

Reverse complement motif =~ Consensus sequence:
WWTTYTWTYTTWDTTTWTTWH

2.0

"L hA AAACQAA A@AAAA

2 giéngylerIqungxlIéf

Weiloga 34

g-)

=
B
&
=
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Best Matches for Motif ID 16 (Highest to Lowest)

Dataset #: 1

Motif ID: 1

Motif name: Coo1

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

Position number: 9

Number of overlap: 21

Similarity score: 0.00714978
Alignment:

WWHTTTTWWTTTTTWTTTTTWWTTTTTWWW
———————— WWITTYTWTYTTWDTTTWTTWH-

Original motif = Consensus sequence:
WWWAAAAAWWAAAAAWAAAAAWWAAAAHWW

240

é&AAA%%AA Tczuééeﬁ AAA¢%£

T='YM 1

Weblogo 34

Reverse complement motif  Consensus sequence:
WWHTTTTWWTTTTTWTTTTTWWTTTTTWWW

240

TTTTIIIIT ITIT TIIIIAAAIQ%

WebLogo 34

Dataset #: 1

Motif ID: 10

Motif name: co1o0
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
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Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
WWWAAAAWWAAAAAAAAAAWNW
HWAAWAAAHWAAMAWAMAAWW

Original motif = Consensus sequence: WWWAAAAWWAAAAAAAAAAWW

Backward

1

21
0.00880991

Reverse complement motif
WWTTTTTTTTTTWWTTTTWWW

Consensus sequence:

E:TIIT?IITTlllééﬁTTTI?*

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:
TAYRYACACACACACACRYAYRY
-—HWAAWAAAHWAAMAWAMAAWW

Co002

Original Motif
Original Motif
Backward

1

21
0.0521896
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Reverse complement motif ~ Consensus sequence:
MKKTKKGTGTGTGTGTGTKKKTA

20 20

Original motif = Consensus sequence: TAYRYACACACACACACRYAYRY

il
£4

g:;egA?AgAgmgAg-g-QAQQQAE D:ZAIéEA'*?A"AG?IAIA§A£e

WesLogo 34 WesLago 34

Dataset #: 1

Motif ID: 30

Motif name: C030
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1

Number of overlap: 19

Similarity score: 1.02826
Alignment:

WYAAAAAMAAAAAAAAWAM--

HWAAWAAAHWAAMAWAMAAWW

Reverse complement motif = Consensus sequence:
YTWTTTTTTTTIYTTTTTMW

20

Original motif = Consensus sequence: WYAAAAAMAAAAAAAAWAM

o
=1

jIEgééﬁ&éAéé&AééAIéé

-

o e a = e el — e

jfrélTTTLTITTIETTTA%

15
WabiLogod 4 WabiLogod 4

5 10 15
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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:
———-WWAMAWRMAMAYWAAHWW
HWAAWAAAHWAAMAWAMAAWW

1

62

C062

Original Motif
Original Motif
Backward

1

18

1.52114

Original motif = Consensus sequence: WWAMAWRMAMAYWAAHWW

2.0

E 1.0

—

m-%#AéA%AggAEXAAgAA

5

Wetiloga 3.4

Reverse complement motif = Consensus sequence:
WWDTTWMTRTRKWTYTWW

2.0

w

“ael1eale ozl Tax

Wetiloga 34

Dataset #: 1 Motif ID: 17

Motif name: C017

Original motif = Consensus sequence: WSWGAGASWSAGAGASWS

Reverse complement motif  Consensus sequence:
SWSTCTCTSWSTCTCWSW
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2.0 2.0
w1
210

" noncACAcAcAcAcAcTe eacTc]c]ereICleres

WebLaga 3.4 WebLaga 3.4

Best Matches for Motif ID 17 (Highest to Lowest)

Dataset #: 1

Motif ID: 12

Motif name: Co12
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1

Number of overlap: 18

Similarity score: 0.0157523
Alignment:

MKAGAGMKAGAGAGAGAKM

WSWGAGASWSAGAGASWS -

Reverse complement motif = Consensus sequence:
YRTCTCTCTCTRYCTCTRR

20 20

EmcréfegéTAﬁAEééAEéTé TATCIQTCICTATCTCT

Original motif = Consensus sequence: MKAGAGMKAGAGAGAGAKM

00—

0.0

WabiLogod 4 WabiLogod 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:
SWCACACASWCACACWSW
SWSTCTCTSWSTCTCWSW

1

6

Co06

Reverse Complement
Original Motif
Backward

1

18

0.0313003

Original motif = Consensus sequence: SWCACACASWCACACWSW

2.0

EIC%CAQACACQCACA§$C%

Wetiloga 3.4

Reverse complement motif = Consensus sequence:
WSWGTGTGWSTGTGTGWS

2.0

0.0

bits

Wetiloga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

1

36

C036

Original Motif
Original Motif
Backward

1
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Number of overlap:
Similarity score:

Alignment:
MKAGMKMGAGAKMKAGMK
WSWGAGASWSAGAGASWS

18
0.0395256

Original motif = Consensus sequence: MKAGMKMGAGAKMKAGMK

2.0

10

Webilogo 3.4

Reverse complement motif =~ Consensus sequence:
RRCTRRRTCTCRRRCTRY

2.0

chgléIéggTQIéxgléI

Webilogo 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
WCAGRGWGAGAWCYAGGW

WSWGAGASWSAGAGASWS

1

132

C132

Original Motif
Original Motif
Forward

1

18
0.0518509
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Original motif = Consensus sequence: WCAGRGWGAGAWCYAGGW

2.0

W
. CA
- P e

5

AU..C.A!

Reverse complement motif ~ Consensus sequence:
WCCTKGWTCTCWCMCTGW

2.0

%]
=10

még =2¢%£Clcxg$§céﬁ

Webilogo 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
MKKTKKGTGTGTGTGTGTKKKTA
—-———SWSTCTCTSWSTCTCWSW-

Original motif = Consensus sequence: TAYRYACACACACACACRYAYRY

2.0

Cco002

Reverse Complement
Reverse Complement
Backward

2

18

0.0559963

" easacAAoAOACACAGachcas

WebiLog 34

Reverse complement motif = Consensus sequence:
MKKTKKGTGTGTGTGTGTKKKTA

2.0

R EAI,?-CI-A, LA -AE?IAIA§A£{*

0.

=1

=

WebiLog) 34
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Dataset #: 1 Motif ID: 18 Motif name: C018

Original motif = Consensus sequence: AAMYAAAAAAAHA

2.0+

EQAAA;AAAéAAATA

Wablogod 4

Best Matches for Motif ID 18 (Highest to Lowest)

Dataset #: 1

Motif ID: 24

Motif name: C024

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: 0.00879109
Alignment:

THTTDMWTTTTWKMTTDA

————THTTTTTTTMYTT-

Original motif =~ Consensus sequence: TDAAYRWAAAAWYDAAHA

Reverse complement motif

bns

0.0

Consensus sequence: THTTTTTTTMYTT

TATTTTTTIﬂTTT

Reverse complement motif
THTTDMWTTTTWKMTTDA

Wablogad 4

Consensus sequence:

Page 115 of 681



2.0

AATE&

o6 £AQC¢

2.0

P

) Y 11y 755

WebLaga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
WWAAWYAAAMRWAAAW
--AAMYAAAAAAAHA-

33

C033

Original Motif
Original Motif
Backward

2

13
0.0101683

Original motif = Consensus sequence: WWAAWYAAAMRWAAAW

ochAcg—QrAAAéAA AAA

w:bug o34

Reverse complement motif
WTTTWKYTTTMWTTWW

TTTI9$TT¢¢

20

A o =

TTTTT

Consensus sequence:

0.0—=

15
Weblogad 4

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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
WWWAAAAWWAAAAAAAAAAWW
————— AAMYAAAAAAAHA---

Original motif = Consensus sequence: WWWAAAAWWAAAAAAAAAAWW

é AAAAAAAA Ada,

2.0

10

co10

Original Motif
Original Motif
Backward

4

13
0.0128694

B

Webiloga 34

Reverse complement motif
WWTTTTTTTTTTWWTTTTWWW

Consensus sequence:

LI aatTrr .

20
Wetiloga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

1

131

C131

Reverse Complement
Reverse Complement
Forward

1

13
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Similarity score: 0.0136352

Alignment:
WWTTHBKTTDTTWW
THTTTTTTTMYTT—

Original motif = Consensus sequence: WWAADAARVHAAWW

2.0

“xha Ma_ Al

Webiioga 3.4

Reverse complement motif

LTTI
a0 é_ e

Consensus sequence: WWTTHBKTTDTTV

TTTT%ITQ%

5

Webiloga 3.4

Dataset #: 1

Motif ID: 30

Motif name: C030

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

Position number: 2

Number of overlap: 13

Similarity score: 0.0161198

Alignment:

YTWTTTTTTTTYTTTTTMW

-THTTTTTTTMYTT-———-

Original motif = Consensus sequence: WYAAAAAMAAAAAAAAWAM

Reverse complement motif
YTWTTTTTTTTYTTTTTMW

Consensus sequence:
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20
i
=1

1}
0.0-== TR

10 15

TééééééégééééééAIéé

WabiLogod.4

20

%WTI$ITTTITTT11£TTTA%

00l== = el =

e

5 10

15
WebiLagad4

Dataset #: 1 Motif ID: 19 Motif name: C019

Original motif = Consensus sequence: MWYCCCAGCACTTGGGAGGCAG

QA_QACIleﬂéAAEQAA

Best Matches for Motif ID 19 (Highest to Lowest)

2.0

T
ALY

-HED

Dataset #: 1

Motif ID: 13

Motif name: Cco13

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

Position number: 4

Number of overlap: 22

Similarity score: 0.0741117

Alignment:

Reverse complement motif =~ Consensus sequence:

CTGCCTCCCAAGTGCTGGGMWR

20

Dulllele AT

T A

WebLogod 4
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YCCTGGTCTACADAGTGAGTTCCAGVW
———-CTGCCTCCCAAGTGCTGGGMWR~--

Original motif = Consensus sequence:
WVCTGGAACTCACTHTGTAGACCAGGM

%: GQIf*AACI'CIEI“l

ACH.a

o
-
a

2
Webilago 14

Reverse complement motif ~ Consensus sequence:
YCCTGGTCTACADAGTGAGTTCCAGVW

20

%:AccﬂféITA A"ATI_legg%l

Wetilago 24

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
SAGGCTGYCCTVGAACTCASAAY
-CTGCCTCCCAAGTGCTGGGMWR

Original motif = Consensus sequence: KTTSTGAGTTCVAGGMCAGCCTS

1

7

Ccoo7

Reverse Complement
Reverse Complement
Backward

1

22

0.0774233

Reverse complement motif ~ Consensus sequence:
SAGGCTGYCCTVGAACTCASAAY
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2.0 20

o TATTCAG ACOE. o et

WesLaga 34

16, 60T CAACTCn pns

o = T

WesLaga 34

Dataset #: 1

Motif ID: 3

Motif name: C003

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

Position number: 5

Number of overlap: 22

Similarity score: 0.0793936

Alignment:

GSCYCHSCCYVCCYCCCCCCSSCCCCCSSC
-—-——-CTGCCTCCCAAGTGCTGGGMWR-—---

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

20 20

cggc GTQG TQCQQQC Ggﬁcccxn-,d_c ~Ccsanaac=a AA éé.’.&AA-:—AAéEﬂAAIQ__g_

0.0 =
5 10 15 ] 25 a0
Wﬁ.mg a» Weblogo 34

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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
-—-RGCTVTGTAGCCYWGGCTVD
CTGCCTCCCAAGTGCTGGGMWR

15

Co15

Reverse Complement
Reverse Complement
Backward

1

20

1.07305

Original motif = Consensus sequence: DVAGCCWKGGCTACAVAGCK

A CCA TACA -3 X
=== S VT A AT Vv C LITXC

Weblaga 34

Reverse complement motif = Consensus sequence:

RGCTVTGTAGCCYWGGCTVD
2.0
00 (o 1 _IAIA -—_-gggl ,___Egl- =
5 10 15 20

Weblaga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

1

42

co42

Reverse Complement
Reverse Complement
Backward

1

18
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Similarity score: 2.06763

Alignment:

-———-WGAGTRMGTTCKRGGACW
CTGCCTCCCAAGTGCTGGGMWR

Original motif = Consensus sequence: WGTCCKRGAACYMACTCW

gﬂlelchAAACEﬁAglgé

Wetiloga 3.4

Reverse complement motif = Consensus sequence:

WGAGTRMGTTCKRGGACW

2.0

%WT A TTATTcgéAégé

Wetiloga 34

Dataset #: 1 Motif ID: 20 Motif name: C020

Original motif = Consensus sequence: BSCVCCSCCVCSCCCACS

e el Clle

WebLaga 3.4

Best Matches for Motif ID 20 (Highest to Lowest)

Dataset #: 1
Motif ID: 4
Motif name: Cco0o4

Matching format of first motif: Reverse Complement

Reverse complement motif = Consensus sequence:

SGTGGGSGVGGSGGVGESB

20

bits

—C VS =alas

=T
10 15

00 == =

o

WebLaga 3.4
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Matching format of second motif:

Reverse Complement

Direction: Backward

Position number: 5

Number of overlap: 18

Similarity score: 0.0217831

Alignment:

SSSSSSGSGGSSSSGGSSSSSGSSSSS

————— SGTGGGSGVGGSGGVGSB————

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

SSSSSCSSSSSCCSSSSCCSCSSSSSS SSSSSSGSGGSSSSGGSSSSSGSSSSS
“ooctegCoclaocl Cozooz: “Beseent legoelisctenonece

Dataset #: 1

Motif ID: 3

Motif name: C003

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward

Position number: 4

Number of overlap: 18

Similarity score: 0.0273212

Alignment:

Page 124 of 681



GSCYCHSCCYVCCYCCCCCCSSCCCCCSSC

————————— BSCVCCSCCVCSCCCACS—---
Original motif = Consensus sequence: Reverse complement motif  Consensus sequence:
GSCYCHSCCYVCCYCCceeessceeeessc GSSGGGGGSSGGGGGGKGGVYMGGSHGKGSC

20 20

399 CTQC TQCQQQC Qﬁﬁccg An_c ACCanAaC=Aa AASSAAA AAéEnAATcg

e
5 10 15 2|] 25
Wa.mg a Webloga 34

Dataset #: 1

Motif ID: 37

Motif name: Cc037
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1

Number of overlap: 18

Similarity score: 0.0555507
Alignment:

SVCCGBCMCCSYCMCCVR

BSCVCCSCCVCSCCCACS

Reverse complement motif ~ Consensus sequence:

Original motif = Consensus sequence: SVCCGBCMCCSYCMCCVB BVGGYGKSGGYGBCGGVS
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2.0

2.0

T Y V= s

10 15

WebLaga 3.4

Dataset #: 1

Motif ID: 128

Motif name: C128

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

Position number: 1

Number of overlap: 18

Similarity score: 0.0687296

Alignment:

SKTCSMSGACASKSAGMS

SGTGGGSGVGGSGGVGSR

Original motif = Consensus sequence: SYCTSRSTGTCSYSGARS

CT AcTUT Clcuanc

__.-—-._A.L ..-—-—-:.___

Webilogo 3.4

Reverse complement motif =~ Consensus sequence:
SKTCSMSGACASKSAGMS

2.0

0.0

Dataset #: 1
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Motif ID: 12

Motif name: Cco12
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 2
Number of overlap: 18
Similarity score: 0.0738675
Alignment:
YRTCTCTCTCTRYCTCTRR
BSCVCCSCCVCSCCCACS-
. . Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: MKAGAGMKAGAGAGAGAKM YRTCTCTCTCTRYCTCTRR

20 20

" raCAGarAGAGa . ACare " 2a1C] rCTCTarCTCre,

0 oo l—=

WebiLagad4

Dataset #: 1 Motif ID: 21 Motif name: C021
Original motif = Consensus sequence: MKAGMVAGAKAGMK Reverse complement motif = Consensus sequence: RYCTRTCTVYCTRY

2.0
1.0

rhce Nohrhce: “exClaIc] relar

Wehilogo 3.4

its

b

Wehilogo 3.4
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Best Matches for Motif ID 21 (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:
MKAGMKMGAGAKMKAGMK
—-——--MKAGMVAGAKAGMK

Original motif

2.0

1

36

C036

Original Motif
Original Motif
Backward

1

14
0.0195753

Consensus sequence: MKAGMKMGAGAKMKAGMK

Reverse complement motif
RRCTRRRTCTCRRRCTRY

2.0

Consensus sequence:

MchléIégngIéIglér

Wetiloga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

11

Co11

Original Motif
Original Motif
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Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
KMGAGAKMGAGAGAGAKM
-—--MKAGMVAGAKAGMK-

Forward

4

14
0.0223902

Original motif = Consensus sequence: KMGAGAKMGAGAGAGAKM

2.0

" rgoAcATRGAGA AGATe

Wetiloga 3.4

Reverse complement motif
RRTCTCTCTCRRTCTCRR

2.0

Consensus sequence:

g:TéICEQIQIQIélg;QIé

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:
MKAGAGMKAGAGAGAGAKM
MKAGMVAGAKAGMK—-——-—--

1

12

C012

Original Motif
Original Motif
Forward

1

14
0.0297307
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Original motif = Consensus sequence: MKAGAGMKAGAGAGAGAKM

20

0.0

ACArACAGA A
STAURVATAUAVACAYJATA

Reverse complement motif ~ Consensus sequence:
YRTCTCTCTCTRYCTCTRR

20

E:IéIQIQICICIéLCICIéI

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
RBACWGASAWASVY
MKAGMVAGAKAGMK

1

108

C108

Original Motif
Original Motif
Backward

1

14

0.031488

Original motif = Consensus sequence: RBACWGASAWASVY

Webiioga 3.4

Reverse complement motif = Consensus sequence: MVSTWTSTCWGT!

0.0

¢L=T°ICXC =X

Webiloga 3.4
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
MKAGAGMKMKAGAGMK
MKAGMVAGAKAGMK--

1

55

C055

Original Motif
Original Motif
Backward

3

14
0.0327219

Original motif = Consensus sequence: MKAGAGMKMKAGAGMK

2.0

TAG

0.0 o e

GeTsTAGACAT

Wabiogad 4

Reverse complement motif
RYCTCTRRRRCTCTRR

2.0

Dﬂ.ﬂ CIQIGLéTé

Consensus sequence:

7CICIas

WabiLogad 4

Dataset #: 1 Motif ID: 22

Motif name: C022

Original motif = Consensus sequence: BGCCYCBGSCYCCCSVS

Reverse complement motif
SVSGGGKGSCBGMGGCV

Consensus sequence:
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2.0

240

Websiags 3.4

0.0

Best Matches for Motif ID 22 (Highest to Lowest)

Dataset #: 1

Motif ID: 140

Motif name: C140
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1

Number of overlap: 17

Similarity score: 0.0048476
Alignment:

BSCCBCVSSSBCCYHVG

BGCCYCBGSCYCCCSVS

Original motif = Consensus sequence: BSCCBCVSSSBCCYHVG

2.0

o gcc == T C(::?_=_CCE

. g

—
5 5

Watiloga 3.4

1

2.0

1.0

bits

i Q'-"-";eéﬁé_ﬁg - PN AAE"E
5

10 15

Reverse complement motif = Consensus sequence:
CVDMGGBSSSVGBGGSB

2.0

Watiloga 3.4

Page 132 of 681



Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:

GSCYCHSCCYVCCYCCCCCCSSCCCCCsse
———————————— BGCCYCBGSCYCCCSVS—-

Original motif = Consensus sequence:
GSCYCHSCCYVCCYCCCCCesscececeessc

240

C

1

3

Ccoo3

Original Motif
Original Motif
Backward

2

17
0.00796864

ol

ﬁ:é?QQT_?QQgQQQQQQQ QGEQQ

10 15

X
25

0
Weblogo 34

Reverse complement motif = Consensus sequence:
GSSGGGGGSSGGGGGGKGGVYMGGSHGKGSC

240

A

ACSSAanAacS=AlAAZZRAA_CAAS JATCSY
=28

00-== ===
5 10 15 2 25

0
WebLogo 34

Dataset #:

Motif ID:

Motif name:

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

Position number:

1

4

coo4

Original Motif
Original Motif
Forward

7
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Number of overlap:
Similarity score:

Alignment:
SSSSSCSSSSSCCSSSSCCSCSSSSSS
—————— BGCCYCBGSCYCCCSVS————

Original motif = Consensus sequence:
SSSSSCSSSSSCCSSSSCCSCSSSSSS

20

a

17
0.0148301

Cose

e

5

WCCCCCCCCCQGCCCCCQCQqCQC

Webilago 24

Reverse complement motif =~ Consensus sequence:

SSSSSSGSGGSSSSGGSSSSSGSSSSS

20

2
S10

cC

0.0

C C C C
SCCLCCE<cCCClLiccCecCl:CCCCCCh

Wetilogo 24

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
BSCVCCSCCVCSCCCACS
BGCCYCBGSCYCCCSVS-

1

20

C020

Original Motif
Original Motif
Forward

1

17
0.0301912
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Original motif = Consensus sequence: BSCVCCSCCVCSCCCACS

CC CC Cell.C.

Webilogo 3.4

Reverse complement motif ~ Consensus sequence:
SGTGGGSGVGGSGGVGSB

2.0

bits

= O = G L —=alas=

Webilogo 3.4

0.0

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
SVCCGBCMCCSYCMCCVB
-BGCCYCBGSCYCCCSVS

1

37

C037

Original Motif
Original Motif
Backward

1

17
0.0352503

Original motif = Consensus sequence: SVCCGBCMCCSYCMCCVB

2.0

20 UG

M

: GTAE =

L e

Wetiloga 3.4

Reverse complement motif = Consensus sequence:
BVGGYGKSGGYGBCGGVS

2.0

= i <=
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Dataset #: 1

Motif ID: 23

Motif name: C023

Original motif = Consensus sequence: SSCCSCBHCSCCSS

2.0

bits

1.

a

10

ecC.cc oS .Ccc

Webiioga 3.4

Best Matches for Motif ID 23 (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:
SSSSSSGSGGSSSSGGSSSSSGSSSSS
———————————— SSGGSGDBGSGGSS-

Original motif = Consensus sequence:

SSSSSCSSSSSCCSSSSCCSCSSSSSS

1

4

coo4

Reverse Complement
Reverse Complement
Backward

2

14

0.00461109

Reverse complement motif = Consensus sequence: SSGGSGDBGSGG

2.0

bits

1.0

WLHIECEXESOCR.. =CS=2CC

Webiioga 3.4

Reverse complement motif ~ Consensus sequence:

SSSSSSGSGGSSSSGGSSSSSGSSSSS

Page 136 of 681



20 20

a
510

| <(c cc
CCCCCCCCCCCCCCCC AC 9¢C(_:C_C(?CC CC_:QCCQCEQCCCCC_:QCQQCCCCCQQQ?

0.0

a
5

B

5

Webslago 14 Wetogo 14

Dataset #: 1

Motif ID: 104

Motif name: C104

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: 0.00651203

Alignment:

SSGGHGGGGKGGSS

SSGGSGDBGSGGSS

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

C Cc ccC

b T W =5 Qq-gﬂgc 5 Ro==04 .~ 55 & &= =) ilele

Dataset #: 1

Motif ID: 54
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Motif name:
Matching format of first motif:

Matching format of second motif:

C054

Reverse Complement
Reverse Complement

Direction: Backward

Position number: 1

Number of overlap: 14

Similarity score: 0.0125092

Alignment:

SSGGGGGGGHGGSS

SSGGSGDBGSGGSS

Original motif = Consensus sequence: SSCCDCCCCCCCSS Reverse complement motif = Consensus sequence: SSGGGGGGGHGG
2.0 2.0

bits

1.0 E

CcyC QQC c_C C- el

o SO X R AV C LIeaEema T T X § NCCO
5 10 5 10

Webilogo 3.4

Webilogo 3.4

Dataset #: 1

Motif ID: 3

Motif name: C003
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position nhumber: 15

Number of overlap: 14

Similarity score: 0.0162482
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Alignment:
GSCYCHSCCYVCCYCCCCCCSSCcCececesse
—————————————— SSCCSCBHCSCCSS--

Original motif = Consensus sequence:
GSCYCHSCCYVCCYCCCCCCssceeceessc

20

o et

2 2 P
Webtogo 34

Reverse complement motif ~ Consensus sequence:
GSSGGGGGSSGGGGGGKGGVYVMGGSHGKGSC

20

2
S0

Mﬁcg?éAAé@?éﬁﬂéééﬁAAwﬁAéE"AAIQT

5 10 15 2 25

Webloga 34

Dataset #: 1

Motif ID: 8

Motif name: co08
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: 0.0169024
Alignment:

SSCCSSCCCCSSCCSS

-SSCCSCRBHCSCCSS~-

Original motif = Consensus sequence: SSCCSSCCCCSSCCSS

Reverse complement motif ~ Consensus sequence:
SSGGSSGGGGSSGGSS
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CCC??CQQQ?CCG%f

2.0

Dataset #: 1 Motif ID: 24 Motif name: C024

Original motif = Consensus sequence: TDAAYRWAAAAWYDAAHA

2.0

roah nahabla AR

5 10

bits

Weilog 3.4

Best Matches for Motif ID 24 (Highest to Lowest)

Dataset #: 1

Motif ID: 97

Motif name: Cc097

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

Position number: 1

Number of overlap: 18

Similarity score: 0.0138646

Alignment:

Reverse complement motif =~ Consensus sequence:
THTTDMWTTTTWKMTTDA

2.0

AN ) Y ) S5 R

g——m

Webiloga 3.4
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WVTTSWWTTTTWWSTTBW
THTTDMWTTTTWKMTTDA

Reverse complement motif ~ Consensus sequence:

Original motif = Consensus sequence: WBAASWWAAAAWWSAAVW WVTTSWW WWSTTBW

20

{» AAGT%A a I%' A & D I_Ilc-Ar%IA TXT TT i

its

"_:EE

10 15
WetaLaga 3.4 Weblaga 3.4

Dataset #: 1

Motif ID: 1

Motif name: coo1

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 10

Number of overlap: 18

Similarity score: 0.0165298

Alignment:

WWHTTTTWWTTTTTWTTTTTWWTTTTTWWW

-——THTTDMWTTTTWKMTTDA--—-——————

Original motif = Consensus sequence: Reverse complement motif = Consensus sequence:
WWWAAAAAWWAAAAAWAAAAAWWAAAAHWW WWHTTTTWWTTTTTWTTTTTWWTTTTTWWW
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éﬂAAA@?% AA=% A_Aé%éégéé@%z

Weilogo 34

TTTTIIIIT IT TTTIIII II%T

wmg a

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
WYAAAAAMAAAAAAAAWAM
TDAAYRWAAAAWYDAAHA-

Original motif

1

30

C030

Original Motif
Original Motif
Backward

2

18
0.0167795

Consensus sequence: WYAAAAAMAAAAAAAAWAM

Reverse complement motif

Consensus sequence:

YTWTTTTTTTTYTTTTTMW

20

_TélTTTTTTTTTTTTTA%

e Aq:__ -

0.0

WeblLago 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:
KWYTWKWYTTTDMWT TWH
THTTDMWTTTTWKMTTDA

32

C032

Reverse Complement
Reverse Complement
Backward

1

18

0.0276297

Original motif = Consensus sequence: HWAAWYDAAAMWRWAMWR

2.0

Fro T
ﬁé A-Qr.u-; ="

0.0
5 10

Reverse complement motif = Consensus sequence:
KWYTWKWYTTTDMWTTWH

2.0

e I $ATTTT64 o

WebLaga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

10

C010

Reverse Complement
Reverse Complement
Backward

4

18
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Similarity score: 0.0288095

Alignment:
WWTTTTTTTTTTWWTTTTWWW

THTTDMWTTTTWKMTTDA-—-—

- : ) Reverse complement motif =~ Consensus sequence:
Original motif = Consensus sequence: WWWAAAAWWAAAAAAAAAAWW WW WW WWW

AARALT AAAAAAAé

Dataset #: 1 Motif ID: 25 Motif name: C025

2.0 2.0

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

nggéATA A gchrg

= ‘:E‘: ool

Welsloge 34

2.0

blts

ATC‘[CTC CTQTC

Welloge 3.4

Best Matches for Motif ID 25 (Highest to Lowest)

Dataset #: 1

Motif ID: 78

Motif name: co78
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
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Direction: Backward

Position number: 1

Number of overlap: 14

Similarity score: 0.00248665

Alignment:

YRGAYAGAGRGAYR

KMGAKAGAGMGAKM

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

2.0 2.0

AEA AEQGA?:_:: } EQ;-_[CEQICI‘:IQEQ

-
o Ecg a.

.

a.
Webiloga 3.4

Webiioga 3.4

Dataset #: 1
Motif ID: 12

Motif name: Co12
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: 0.00375955
Alignment:

MKAGAGMKAGAGAGAGAKM

————— KMGAKAGAGMGAKM
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Original motif = Consensus sequence: MKAGAGMKAGAGAGAGAKM

20

2
21

0.

ACArACAGA A
u(:jrfiﬁE-rﬁgéé_._.Sew Szééagﬁ-ﬁfégTréé

Reverse complement motif ~ Consensus sequence:

YRTCTCTCTCTRYCTCTRR

20

E:IéIQIQICICIéLCICIéI

WeblLago 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:
KMGAGAKMGAGAGAGAKM
KMGAKAGAGMGAKM——--

1

11

Cco11

Original Motif
Original Motif
Backward

5

14
0.00885823

Original motif = Consensus sequence: KMGAGAKMGAGAGAGAKM

2.0

n
=1

rgGAcATeGRAGAACATs

0.

Wetiloga 3.4

Reverse complement motif = Consensus sequence:

RRTCTCTCTCRRTCTCRR

2.0

relCTeTe]creleT

Csa

Wetiloga 34
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
KMGAGAKMKMGAGAKM
KMGAKAGAGMGAKM—--

1

26

C026

Original Motif
Original Motif
Backward

3

14
0.0116747

Original motif = Consensus sequence: KMGAGAKMKMGAGAKM

L GAGATETRG Ac

CArg

r— ) W

wsnog o34

Reverse complement motif
RRTCTCRRRRTCTCRR

2.0

salClC

TCTC

Consensus sequence:

ATCIcsa

SE—-— CT

\Msnog CERY

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

1

70

C070

Original Motif
Original Motif
Backward

2
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Number of overlap: 14

Similarity score: 0.0139232

Alignment:
GVGABAGAVAGASVK
KMGAKAGAGMGAKM-

Original motif =~ Consensus sequence: GVGABAGAVAGASVK

2.0

1.0 A
‘-F;—-?AE = ‘_;':_52_-_

bits

Webiloga 34

Reverse complement motif = Consensus sequence: RBSTCTVTCTBTC\

TcTc_chlg _

Wd.l_ugu a4

é-c

0.0

Dataset #: 1 Motif ID: 26 Motif name: C026

Original motif = Consensus sequence: KMGAGAKMKMGAGAKM

EjTﬁéAeATﬁTﬁéAéATg

WabiLogad 4

Best Matches for Motif ID 26 (Highest to Lowest)

Dataset #: 1
Motif ID: 11
Motif name: Co11

Matching format of first motif: Original Motif

Reverse complement motif = Consensus sequence:

RRTCTCRRRRTCTCRR

salCl

TCTCTCTC

SE—-— CT

\Msn_ogaa 4
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Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
KMGAGAKMGAGAGAGAKM
KMGAGAKMKMGAGAKM--

Original Motif
Forward

1

16
0.0355709

Original motif = Consensus sequence: KMGAGAKMGAGAGAGAKM

20

" rgcAchroAGA ACATs

WetaLaga 3.4

Reverse complement motif
RRTCTCTCTCRRTCTCRR

20

Consensus sequence:

el

Weblaga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:

1

12

Cco12

Original Motif
Original Motif
Forward

2

16
0.0522586
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MKAGAGMKAGAGAGAGAKM
—KMGAGAKMKMGAGAKM--

Original motif = Consensus sequence: MKAGAGMKAGAGAGAGAKM

20

2
E1

0.

A ATA A A
: CT&E 2==Cla ‘Eé&_ﬁéjré
5 10 15

Reverse complement motif
YRTCTCTCTCTRYCTCTRR

20

o=

Consensus sequence:

erCleClCTerClore

WeblLagad4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
WSWGAGASWSAGAGASWS
-KMGAGAKMKMGAGAKM-

1

17

Co17
Original Motif
Original Motif
Backward

2

16
0.0591037

Original motif = Consensus sequence: WSWGAGASWSAGAGASWS

Reverse complement motif
SWSTCTCTSWSTCTCWSW

Consensus sequence:
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2.0

CT A ACTCA A AcAc

WebLaga 3.4

2.0

L4

_epelelelerelCleres

WebLaga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
MKAGMKMGAGAKMKAGMK
—RRTCTCRRRRTCTCRR-

1

36

C036

Reverse Complement
Original Motif
Forward

2

16

0.0805523

Original motif = Consensus sequence: MKAGMKMGAGAKMKAGMK

2.0

aTAcgTcAc TeTAcer

1C|

Webilogo 3.4

Reverse complement motif =~ Consensus sequence:
RRCTRRRTCTCRRRCTRY

2.0

TQICTC§ TCTCTCICT

Webilogo 3.4

Dataset #:
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Motif ID: 129
Motif name: C129
Matching format of first motif:
Matching format of second motif:

Direction: Backward
Position number: 1

Number of overlap: 16
Similarity score: 0.0816986
Alignment:

RRTCTCKKMMTAGCRY

RRTCTCRRRRTCTCRR

Original motif = Consensus sequence: KKGCTAYRYRGAGAMM

2.0

bits

&M lA%?ATA gg

Weblogad 4

0.0

Reverse Complement
Reverse Complement

Reverse complement motif = Consensus sequence:
RRTCTCKKMMTAGCRY

E:ITQEClAgﬁTAfCéé

Webloagad 4

Dataset #: 1

Original motif = Consensus sequence: MRCAGRGAAACCCTGTCTYDW

2.0

%:$5§ ?AGAAACQCIflIQWi

24

B

Motif ID: 27 Motif name: C027

Reverse complement motif =~ Consensus sequence:
WHKAGACAGGGTTTCMCTGKY

2.0

e shosCASEOTT TG

Weiloga 34
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Best Matches for Motif ID 27 (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:
WCKAGGCCAGCCTGGYCTACAGA
—-—-MRCAGRGAAACCCTGTCTYDW

Original motif = Consensus sequence: TCTGTAGMCCAGGCTGGCCTYGW

2.0

1

5

C005

Original Motif
Reverse Complement
Forward

3

21

0.0518564

" T AT GachT .,

WebiLog 34

Reverse complement motif
WCKAGGCCAGCCTGGYCTACAGA

Consensus sequence:

Dataset #:

Motif ID:

Motif name:

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

1

13

Cco13

Reverse Complement
Reverse Complement
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Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
YCCTGGTCTACADAGTGAGTTCCAGVW
—————— WHKAGACAGGGTTTCMCTGKY

Original motif = Consensus sequence:
WVCTGGAACTCACTHTGTAGACCAGGM

Backward
1

21
0.0563181

AcCH.a

%: GQIthACI'CITI“l

=4

25
Webiogo 34

Reverse complement motif  Consensus sequence:
YCCTGGTCTACADAGTGAGTTCCAGVW

20

2
2 Q
00-== ==

IéI = A
5 10

b ACTORCTTH:

e

Werlogo 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:
TAYRYACACACACACACRYAYRY
—-—-MRCAGRGAAACCCTGTCTYDW

1

2

Co002

Original Motif
Original Motif
Forward

3

21
0.0592534
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Original motif = Consensus sequence: TAYRYACACACACACACRYAYRY

20

“stolsholhcke

WesLogo 34

Reverse complement motif ~ Consensus sequence:
MKKTKKGTGTGTGTGTGTKKKTA

20

R
0182 Akaul}(:£5:_4§==éaq;4\c=

?IAIA§A£‘."

WesLago 34

Dataset #: 1

Motif ID: 9

Motif name: C009
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 2

Number of overlap: 21

Similarity score: 0.0624213
Alignment:

ABGCCTTTAATCCCAGCACTHR
-MRCAGRGAAACCCTGTCTYDW

Original motif = Consensus sequence: ABGCCTTTAATCCCAGCACTHR

TIAAI CC CAQETA

WabLogad 4

2.0

Reverse complement motif = Consensus sequence:
MHAGTGCTGGGATTAAAGGCBT

o ATORTGOUATT A

oib [ q;.—-..._:
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Dataset #: 1

Motif ID: 15

Motif name: Co015

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

Position number: 1

Number of overlap: 20

Similarity score: 0.542884

Alignment:

-RGCTVTGTAGCCYWGGCTVD

MRCAGRGAAACCCTGTCTYDW

Reverse complement motif = Consensus sequence:
RGCTVTGTAGCCYWGGCTVD

20

‘ SIAI A :;QQEI Cl =3

el N w
15

Original motif = Consensus sequence: DVAGCCWKGGCTACAVAGCK

L (0o UTACA Hlcs

WebsLaga 3.4

bits

Webslaga 3.4

Dataset #: 1 Motif ID: 28 Motif name: C028

Reverse complement motif  Consensus sequence:

Original motif  Consensus sequence: BVGASSCASAGVSABV VBTSVCTSTGSSTCVB
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2.0

< c <
= — = A ICI IC=CGL—_
10 15
Wablagad 4

bits

et

5

Best Matches for Motif ID 28 (Highest to Lowest)

Dataset #: 1

Motif ID: 12

Motif name: Co12
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 3

Number of overlap: 16

Similarity score: 0.0221234
Alignment:

MKAGAGMKAGAGAGAGAKM

-BVGASSCASAGVSABV--

Original motif = Consensus sequence: MKAGAGMKAGAGAGAGAKM

20

AGaxAGAGA A
eréf = s-zé_ ACSCEC Eé.-_m_ EéTé

0.0

WabiLogod 4

2.0

a0 G-:ICTCT—- - IC-FELQ‘?E

Reverse complement motif
YRTCTCTCTCTRYCTCTRR

20

Consensus sequence:

TATCIQTCICTATCTCT

00—

WabiLogod 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:
CSGAGGCMKAGGCASS
BVGASSCASAGVSABV

1

41

co41

Original Motif
Original Motif
Backward

1

16
0.0252792

Original motif = Consensus sequence: CSGAGGCMKAGGCASS

2.0

Reverse complement motif = Consensus sequence:
SSTGCCTYRGCCTCSG

2.0

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

44
co44

Original Motif
Original Motif
Forward

2
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Number of overlap:
Similarity score:

Alignment:
BVAGAGGCAGRVSGATB
-BVGASSCASAGVSABV

16
0.0258827

Original motif = Consensus sequence: BVAGAGGCAGRVSGATB

20

w
" A A A T
C c A
WLSIEE Yo CEI IS AR
5 10 15

Webiiogo 3.4

Reverse complement motif =~ Consensus sequence:
BATCSVMCTGCCTCTVB

20

R N Y

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:

Alignment:
KMGAGAKMGAGAGAGAKM
--BVGASSCASAGVSABV

1

11

Co11

Original Motif
Original Motif
Forward

3

16
0.0260543
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Original motif = Consensus sequence: KMGAGAKMGAGAGAGAKM

2.0

0.0

gaAcAreoAcA AGAre

Webilogo 3.4

Reverse complement motif

RRTCTCTCTCRRTCTCRR

2.0

selCreTe]cieTeTcre

Consensus sequence:

Webilogo 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
VSGRSBHAGARDVSGRS
BVGASSCASAGVSABV-

1

85

Co85

Original Motif
Original Motif
Backward

2

16
0.0271866

Original motif = Consensus sequence: VSGRSBHAGARDVSGRS

2.0

“lclag. AGAG

P I

CA

5

Watiloga 3.4

Reverse complement motif

SKCSVHMTCTDBSKCSV

=

2.0

Consensus sequence:

I _cale.

Watiloga 3.4
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Dataset #: 1 Motif ID: 29 Motif name: C029

Original motif = Consensus sequence: AAWWWAAAAWWWAA

2.0

“AA,. ARAA., . AA

Webiioga 3.4

Best Matches for Motif ID 29 (Highest to Lowest)

Dataset #: 1

Motif ID: 32

Motif name: C032

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

Position number: 3

Number of overlap: 14

Similarity score: 0.0196644

Alignment:

KWYTWKWYTTTDMWT TWH

——TTWWWTTTTWWWTT—-—

Original motif = Consensus sequence: HWAAWYDAAAMWRWAMWR

Reverse complement motif
TTWWWTTTTWWWTT

2.0

bits

Consensus sequence:

. O 1 A

0.0

Reverse complement motif
KWYTWKWYTTTDMWTTWH

Webiioga 3.4

Consensus sequence:
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2.0

Dataset #: 1
Motif ID: 97
Motif name: C097

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Backward
Position number: 3

Number of overlap: 14
Similarity score: 0.0201332
Alignment:

WVTTSWWTTTTWWSTTBW

——TTWWWTTTTWWWTT—-—

Original motif = Consensus sequence: WBAASWWAAAAWWSAAVW

2.0

gy A@A AATS-AA

0.0

Webilogo 3.4

Reverse complement motif =~ Consensus sequence:

WVTTSWWTTTTWWSTTBW

2.0

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:
MAAKMWAAAAWKHAA
—AAWWWAAAAWWWAA

63

C063

Original Motif
Original Motif
Forward

2

14
0.0201809

Original motif = Consensus sequence: MAAKMWAAAAWKHAA

2.0

it
5

0.0 =

TATAgAAQT Aa

W&.lagcl a4

Reverse complement motif  Consensus sequence: TTHRWTTTTWYRT

2.0

hits

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:

1
79
C079

Reverse Complement
Reverse Complement

Backward
3

14
0.020478
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Alignment:
WKTRTWTTTTWRTTTDT
~TTWWWTTTTWWWTT -~

Original motif = Consensus sequence: ADAAAKWAAAAWAKARW

20

. AAo-AAMAARA AR,

0.0 T W e —-—_—_=

Websiaga 3.4

Reverse complement motif ~ Consensus sequence:
WKTRTWTTTTWRTTTDT

2.0

LT TTTTT

Dataset #: 1

Motif ID: 1

Motif name: Cco01
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 6

Number of overlap: 14

Similarity score: 0.0204858
Alignment:

WWWAAAAAWWAAAAAWAAAAAWWAAAAHWW

Original motif =~ Consensus sequence:
WWWAAAAAWWAAAAAWAAAAAWWAAAAHWW

Reverse complement motif ~ Consensus sequence:
WWHTTTTWWTTTTTWTTTTTWWTTTTTWWW
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20

I L@é@ﬂﬂﬁ$@é AA A A_AA@A

uanH

LL TTITIIII TITIT TTIIIIAAAIQA

Webloga 34

Dataset #: 1 Motif ID: 30 Motif name: C030

Original motif = Consensus sequence: WYAAAAAMAAAAAAAAWAM

20

Best Matches for Motif ID 30 (Highest to Lowest)

Dataset #: 1

Motif ID: 1

Motif name: coo1
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 10

Number of overlap: 19

Similarity score: 0.0117121
Alignment:

Reverse complement motif =~ Consensus sequence:
YTWTTTTTTTTIYTTTTTMW

20

TT@ITTTTTTTTTTTTTA%

0.0 = e E s

WebLognd 4
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WWWAAAAAWWAAAAAWAAAAAWWAAAAHWW
————————— WYAAAAAMAAAAAAAAWAM-—

Original motif = Consensus sequence:

WWWAAAAAWWAAAAAWAAAAAWWAAAAHWW

20

=S I 2.

5

Welogo 34

Reverse complement motif ~ Consensus sequence:

WWHTTTTWWTTTTTWTTTTTWWTTTTTWWW

20

ﬁlgxIIITTlngTﬁIngI}IIII

25

[1Tgae

Webloga 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:
WWWAAAAWWAAAAAAAAAAWW
WYAAAAAMAAAAAAAAWAM--

Original motif  Consensus sequence: WWWAAAAWWAAAAAAAAAAWW

1

10

C010

Original Motif
Original Motif
Forward

1

19
0.0158814

Reverse complement motif ~ Consensus sequence:

WWTTTTTTTTTTWWTTTTWWW

Page 166 of 681



20

MMTXITglITTllléégTTTxéé

Wetiloga 34

2.0

) éAéIIAAAAAAAGAéAT

Dataset #: 1

Motif ID: 16

Motif name: Cco16
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 3

Number of overlap: 19

Similarity score: 0.0219024
Alignment:

HWAAWAAAHWAAMAWAMAAWW
WYAAAAAMAAAAAAAAWAM—--

Reverse complement motif =~ Consensus sequence:
WWTTYTWTYTTWDTTTWTTWH

EII;lXTTITIQIEIIII%e

Wetiloga 34

Original motif = Consensus sequence: HWAAWAAAHWAAMAWAMAAWW

20

bits

r_.

0.0

o, hasaketen .

: F>-i

Dataset #: 1

Page 167 of 681



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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
YRTCTCTCTCTRYCTCTRR
YTWTTTTTTTTYTTTTTMW

12

Cco12

Reverse Complement
Reverse Complement
Forward

1

19

0.0679227

Original motif = Consensus sequence: MKAGAGMKAGAGAGAGAKM

20

2
1

0.

A ATA A A
g C:I'ég rt-H{oClela= g:é_,_-:_ EéTé
5 10 15

Reverse complement motif
YRTCTCTCTCTRYCTCTRR

20

0=

Consensus sequence:

EmTéIQIQIGICléLCIGIéI

WebiLagad4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

1

2

C002

Original Motif
Original Motif
Forward

1

19
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Similarity score: 0.0690814

Alignment:
TAYRYACACACACACACRYAYRY

WYAAAAAMAAAAAAAAWAM—-———

Original motif = Consensus sequence: TAYRYACACACACACACRYAYRY

2.0

" asaeAChACACACeachons

WebiLog 34

Reverse complement motif = Consensus sequence:
MKKTKKGTGTGTGTGTGTKKKTA

2.0

R EA.,[;?-CI-A, LA -AG?IAIA§A£{*

WebiLog) 34

-

1

[i}

Dataset #: 1 Motif ID: 31 Motif name: C031

Original motif = Consensus sequence: WHAAAMRWWYAAAMAWW

DJ;EAAAéeéégéé&éé4¢

il
5 10 15
Websiags 3.4

Best Matches for Motif ID 31 (Highest to Lowest)

Dataset #: 1

Motif ID: 139

Motif name: C139
Matching format of first motif: Original Motif

Reverse complement motif = Consensus sequence:
WWTYTTTMWWKYTTTHW

20

DMTIIILTTAXEEITIIeé

S

Websiags 3.4
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Matching format of second motif: Original Motif

Direction: Backward
Position number: 1

Number of overlap: 17
Similarity score: 0.0108942
Alignment:

WWMAAABWWWVAAAAWW

WHAAAMRWWYAAAMAWW

Reverse complement motif Consensus sequence:
Original motif ~ Consensus sequence: WWMAAABWWWVAAAAWW ver P ! us sequ

WWTTTTVWWWBTTTYWW
2.0 2.0
AAA I AA A TT I | |

M TAA 2XA ccéé o ATT %I EAITA
Dataset #: 1
Motif ID: 1
Motif name: coo1
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 14
Number of overlap: 17
Similarity score: 0.0139635
Alignment:
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WWHTTTTWWTTTTTWTTTTTWWTTTTTWWW

——WWTYTTTMWWKYTTTHW

Original motif = Consensus sequence:

WWWAAAAAWWAAAAAWAAAAAWWAAAAHWW

20

=S I 2.

5

Welogo 34

Reverse complement motif ~ Consensus sequence:

WWHTTTTWWTTTTTWTTTTTWWTTTTTWWW

20

ﬁlgxIIITTlngTﬁIngI}IIII

25

[1Tgae

Webloga 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:
AHAAMAAYWDYAAMAAHD
-WHAAAMRWWYAAAMAWW

Original motif = Consensus sequence: AHAAMAAYWDYAAMAAHD

1

69

C069

Original Motif
Original Motif
Forward

2

17
0.0179323

Reverse complement motif ~ Consensus sequence:

DHTTYTTMDWMTTYTTHT
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- —
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(93~
-
>
e
ﬁb
=
=
>
0>
>
b
)

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:
WWWAAAAWWAAAAAAAAAAWW

-WHAAAMRWWYAAAMAWW-——

Original motif

20

AA

ﬁgé#z

=

C010

Original Motif
Original Motif
Backward

4

17
0.0242721

Consensus sequence: WWWAAAAWWAAAAAAAAAAWW

aczAhded

=

ehloga 34

Reverse complement motif

Consensus sequence:

WWTTTTTTTTTTWWTTTTWWW

20

et LI Taar T,

Wetiloga 34

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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
HWAAWAAAHWAAMAWAMAAWW
-——WHAAAMRWWYAAAMAWW-

Original motif = Consensus sequence: HWAAWAAAHWAAMAWAMAAWW

2.0

16

Cco16
Original Motif
Original Motif
Backward

2

17
0.0270447

Reverse complement motif = Consensus sequence:
WWTTYTWTYTTWDTTTWTTWH

20

ol L2,

LIMA AAAcéAA A$AA Aoz

20
Webiloga 34 Wetiloga 34

Dataset #: 1

Original motif = Consensus sequence: HWAAWYDAAAMWRWAMWR

Motif ID: 32

Motif name: C032

Reverse complement motif =~ Consensus sequence:
KWYTWKWYTTTDMWTTWH

2.0

=1 AA
" orz AR a0h..

5

Weilog 3.4 Webiloga 3.4
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Best Matches for Motif ID 32 (Highest to Lowest)

Dataset #: 1

Motif ID: 1

Motif name: Coo1

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

Position number: 9

Number of overlap: 18

Similarity score: 0.0271766

Alignment:

WWHTTTTWWTTTTTWTTTTTWWTTTTTWWW

———————— KWYTWKWYTTTDMWTTWH—-——-

Original motif = Consensus sequence:
WWWAAAAAWWAAAAAWAAAAAWWAAAAHWW

240

é&AAA%%AA Tczuééeﬁ AAA¢%£

T='YM 1

Weblogo 34

Reverse complement motif  Consensus sequence:
WWHTTTTWWTTTTTWTTTTTWWTTTTTWWW

240

TTTTIIIIT ITIT TIIIIAAAIQ%

WebLogo 34

Dataset #: 1

Motif ID: 24

Motif name: co024
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
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Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
TDAAYRWAAAAWYDAAHA
HWAAWYDAAAMWRWAMWR

Forward

1

18
0.0299469

Original motif = Consensus sequence: TDAAYRWAAAAWYDAAHA

2.0

" .BA_sohalAa

EAQC

..

5

Wetiloga 3.4

Reverse complement motif
THTTDMWTTTTWKMTTDA

Consensus sequence:

L - TT:':ATTTIT TAITgé

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:
HWAAWAAAHWAAMAWAMAAWW
-——HWAAWYDAAAMWRWAMWR

1

16

Co16

Original Motif
Original Motif
Forward

4

18
0.0305692
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Original motif = Consensus sequence: HWAAWAAAHWAAMAWAMAAWW

20

bits

1A AgA %AA A%AAAA

Reverse complement motif ~ Consensus sequence:
WWTTYTWTYTTWDTTTWTTWH

20

GATTTTTxT TTI 11l T,

=A e'é'"
Dataset #: 1
Motif ID: 10
Motif name: C010
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 2
Number of overlap: 18
Similarity score: 0.0334855

Alignment:
WWWAAAAWWAAAAAAAAAAWNW
-—-HWAAWYDAAAMWRWAMWR -

Original motif = Consensus sequence: WWWAAAAWWAAAAAAAAAAWW

AARAZT AAAAA

2.0

A

Reverse complement motif = Consensus sequence:
WWTTTTTTTTTTWWTTTTWWW

2.0

TIIT?;‘IITTIII%-%ETTTI%#

Wetiloga 34
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Dataset #: 1
Motif ID: 30
Motif name: C030
Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Backward
Position number: 1
Number of overlap: 18
Similarity score: 0.033959
Alignment:

YTWTTTTTTTTYTTTTTMW
—KWYTWKWYTTTDMWTTWH

Original motif = Consensus sequence: WYAAAAAMAAAAAAAAWAM

20

Reverse complement motif = Consensus sequence:
YTWTTTTTITTTYTTTTTMW

20

- TT_IgII.rIQII.-I;?Jix

00-==

WabiLogod 4

Dataset #: 1 Motif ID: 33

Original motif = Consensus sequence: WWAAWYAAAMRWAAAW

Motif name: C033

Reverse complement motif  Consensus sequence:
WTTTWKYTTTMWTTWW
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2.0

TgAA’A’EAAAéA# 1Ana ML;IIIETTTT%TL%

0.0

bits

Webloagad 4

Best Matches for Motif ID 33 (Highest to Lowest)

Dataset #: 1

Motif ID: 16

Motif name: Co16
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 3

Number of overlap: 16

Similarity score: 0.0145744
Alignment:

HWAAWAAAHWAAMAWAMAAWW
-——WWAAWYAAAMRWAAAW--

Reverse complement motif = Consensus sequence:
WWTTYTWTYTTWDTTTWTTWH

2.0 2.0

T;IQA%AQA %AA A@AAAA =X %: glI;lITTITIQIEIIII%?

-
20
WekyLag

Original motif = Consensus sequence: HWAAWAAAHWAAMAWAMAAWW

bits

Wetiloga 34
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
WWWAAAAWWAAAAAAAAAAWNW
——-WWAAWYAAAMRWAAAW-—

Original motif = Consensus sequence: WWWAAAAWWAAAAAAAAAAWW

1

10

C010

Original Motif
Original Motif
Backward

3

16
0.0181127

Reverse complement motif = Consensus sequence:
WWTTTTTTTTTTWWTTTTWWW

2.0

oatT Tl et

20
Wetiloga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

98

C098

Original Motif
Original Motif
Backward

1
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Number of overlap:
Similarity score:

Alignment:
AAAAWWAMAAWWAAWH
WWAAWYAAAMRWAAAW

16
0.0203419

Original motif = Consensus sequence: AAAAWWAMAAWWAAWH

20

it
&

W Sy W

0.0
10

N g‘%gégéée-&élg

15
Weblogad 4

Reverse complement motif =~ Consensus sequence:
HWTTWWTTYTWWTTTT

20

=
=1

TTxérTTTxéllgx

o - = -_—
. = =_=

5 10 15
Weblogad 4

o
-
L1}

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:
YTWTTTTTTTTYTTTTTMW
——-WTTTWKYTTTMWT TWW

1

30

C030

Reverse Complement
Reverse Complement
Backward

1

16

0.0203703
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Original motif  Consensus sequence: WYAAAAAMAAAAAAAAWAM

20

Reverse complement motif
YTWTTTTTITTTYTTTTTMW

20

....._'_Fq_a-"‘--c == o

Consensus sequence:

TTélTTTTTTTTTTTTTAé

0.0

WeblLago 34

Dataset #: 1

Motif ID: 1

Motif name: Coo1
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 10

Number of overlap: 16

Similarity score: 0.0209377
Alignment:

WWWAAAAAWWAAAAAWAAAAAWWAAAAHWW

————— WWAAWYAAAMRWAAAW-—-———————

Original motif = Consensus sequence:
WWWAAAAAWWAAAAAWAAAAAWWAAAAHWW

20

A@@é AAA¢%£

Webtogo 34

" Trasdbaes AR

EIT G.=.=.= =l

Reverse complement motif
WWHTTTTWWTTTTTWTTTTTWWTTTTTWWW

20

Consensus sequence:

TTTTIIII IT TTTIIIIAAAI@%

Weblogo 34
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Dataset #: 1

Original motif

2.0

0.

Motif ID: 34

Motif name: C034

Consensus sequence: SCACTGSGGAGSMAGAGS

qﬁA"Aé9

10

Webiloga 3.4

Best Matches for Motif ID 34 (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:
SSSSSSGSGGSSSSGGSSSSSGSSSSS
———————— SCACTGSGGAGSMAGAGS-

Original motif
SSSSSCSSSSSCCSSSSCCSCSSSSSS

Consensus sequence:

1

4

coo4

Original Motif
Reverse Complement
Backward

2

18

0.0701833

Reverse complement motif
SCTCTRSCTCCSCAGTGS

Consensus sequence:

=~

EZQQLCl.aﬁggchc

T
=5
15

Reverse complement motif
SSSSSSGSGGSSSSGGSSSSSGSSSSS

Webloga 34

Consensus sequence:
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20 20

a
F10

cecccCe CccCC CCcCc Cogloge s

C C C C
ACCGCCEScCCCGCCCECGCCCCCCG

Webslago 14 Wetogo 14

240
1

0_,____ 0.0

Dataset #: 1

Motif ID: 3

Motif name: C003

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 2

Number of overlap: 18

Similarity score: 0.0741737

Alignment:

GSSGGGGGSSGGGGGGKGGVMGGSHGKGSC

-SCACTGSGGAGSMAGAGS—===———————~

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

20 20

cggc GTQG TQCQQQC Gcﬁcccxnn_c ~Ccsanaac=a AA éé&AAeAAéEHAAIEQ

0.0 =
5 10 15 ] 25 a0
Wﬁ.mg a» Weblogo 34

Dataset #: 1
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Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
YCCTGGTCTACADAGTGAGTTCCAGVW

SCTCTRSCTCCSCAGTGS—————————

Original motif = Consensus sequence:
WVCTGGAACTCACTHTGTAGACCAGGM

13

Cco13

Reverse Complement
Reverse Complement
Backward

10

18

0.0750158

ACH.a

%: CQI?AAACI-CITI"l

=4

2
Webslago 14

Reverse complement motif = Consensus sequence:
YCCTGGTCTACADAGTGAGTTCCAGVW

20

%:Accﬂ{éITé A"AfI“Pllgf%l

Wetogo 14

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

1

11

Cco11

Reverse Complement
Reverse Complement
Forward

1

18
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Similarity score:

Alignment:
RRTCTCTCTCRRTCTCRR
SCTCTRSCTCCSCAGTGS

Original motif

2.0

0.0801719

Consensus sequence: KMGAGAKMGAGAGAGAKM

Reverse complement motif
RRTCTCTCTCRRTCTCRR

2.0

Consensus sequence:

g:TélClngl?Iélgggxé

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:

YRTCTCTCTCTRYCTCTRR
SCTCTRSCTCCSCAGTGS-

Original motif

12

Cco12

Reverse Complement
Reverse Complement
Backward

2

18

0.0806452

Consensus sequence: MKAGAGMKAGAGAGAGAKM

Reverse complement motif
YRTCTCTCTCTRYCTCTRR

Consensus sequence:
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20

2
1

0.

A ATA A A
2 CTéE- =2=CLGc ‘Eé.‘.-_;_ EéTé
5 10 15

20

00—

EmTéIQIQIGICléICIQIéI

WebiLagad4

Dataset #: 1 Motif ID: 35 Motif name: C035

Original motif = Consensus sequence: WWACCYKGTCTMRAAAWW

2.0

g:TﬁegggIAlgTé“AéA¢z

Weilog 3.4

Best Matches for Motif ID 35 (Highest to Lowest)

Dataset #: 1

Motif ID: 73

Motif name: C073

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

Position number: 1

Number of overlap: 18

Similarity score: 0.0646565

Alignment:

Reverse complement motif =~ Consensus sequence:
WWTTTMYAGACRKGGTWW

2.0
P
£1.0
N
a L

Mex

— o B
5

A
— AGQQAQ;EX

Webiloga 3.4
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YMWGSMYAGCCRKSKCTR
WWTTTMYAGACRKGGTWW

Original motif = Consensus sequence: YMWGSMYAGCCRKSKCTR

20

Reverse complement motif
KAGYSYKGGCTKRSCWYK

20

Consensus sequence:

e Eéz"g?géfécleﬂrg , ATA

Weblaga 3.4

Dataset #: 1

Motif ID: 15

Motif name: Co15
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 2

Number of overlap: 18

Similarity score: 0.0694959
Alignment:

DVAGCCWKGGCTACAVAGCK

-WWACCYKGTCTMRAAAWW-

Original motif = Consensus sequence: DVAGCCWKGGCTACAVAGCK

Reverse complement motif
RGCTVTGTAGCCYWGGCTVD

Consensus sequence:
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20 20

A CIIAI-TACA cZ %mcéﬁ T;1A$992A¢Eglﬁg

0.0 P W 0.0

bits

Wd:Jgqu

Dataset #: 1
Motif ID: 62
Motif name: Co062
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1
Number of overlap: 18
Similarity score: 0.0825414
Alignment:
WWAMAWRMAMAYWAAHWW
WWACCYKGTCTMRAAAWW
. . Reverse complement motif = Consensus sequence:
Original motif ~ Consensus sequence: WWAMAWRMAMAYWAAHWW WWDWWMTE{TRKWTYTWW q

2.0+ 2.0+

gﬂééééA%Ag_gAgxéAgAg “e TI%AI TICATTI

— W
5 10
Webilogo 3.4 Webilogo 3.4

Dataset #: 1
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Motif ID: 99

Motif name: C099
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1

Number of overlap: 18

Similarity score: 0.0841277
Alignment:

MYCCCMGCACTCKGGARK

WWACCYKGTCTMRAAAWW

R lement motif  C :
Original motif ~ Consensus sequence: MYCCCMGCACTCKGGARK everse complement motit onsensus sequence

RKTCCRGAGTGCYGGGKR
20 20
CCQQC CA C AT TTCQ T C

0o l2 TY Tée\Ac Y. _T:':etz‘:.;_ 2 LcC. _A..S-.éA A L~ IITA?AAI
Dataset #: 1
Motif ID: 12
Motif name: Cco12
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 1
Number of overlap: 18
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Similarity score: 0.0841589

Alignment:
YRTCTCTCTCTRYCTCTRR
-WWACCYKGTCTMRAAAWW

Original motif = Consensus sequence: MKAGAGMKAGAGAGAGAKM

20

AGaxAGAGA A
(:iT!§EEg_ﬁ§é§-._ ;Eq.ssééeg_.SEééiréé

0.0

WabiLogod 4

Reverse complement motif = Consensus sequence:

YRTCTCTCTCTRYCTCTRR

20

TATCIQTCICTATCTCT

00—

WabiLogod 4

Dataset #: 1 Motif ID: 36 Motif name: C036

Original motif = Consensus sequence: MKAGMKMGAGAKMKAGMK

20

1.0

TA CTEGA

G

0.0
10 15

Best Matches for Motif ID 36 (Highest to Lowest)

Dataset #: 1
Motif ID: 12
Motif name: Cc012

Matching format of first motif: Original Motif

Reverse complement motif = Consensus sequence:

RRCTRRRTCTCRRRCTRY

20
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Matching format of second motif:
Direction:

Position number:

Number of overlap:

Similarity score:

Alignment:
MKAGAGMKAGAGAGAGAKM
MKAGMKMGAGAKMKAGMK -

Original Motif
Backward

2

18
0.0191946

Original motif = Consensus sequence: MKAGAGMKAGAGAGAGAKM

20

2
E1

0.

AGaTAGAGA A
IRTAUAJATAUAVACAYUATA

bLogads

Reverse complement motif
YRTCTCTCTCTRYCTCTRR

20

o=

Consensus sequence:

210 TélgIgIcIcléTchléT

WeblLagad4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:

1

132

C132

Original Motif
Original Motif
Forward

1

18
0.0475695
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WCAGRGWGAGAWCYAGGW
MKAGMKMGAGAKMKAGMK

Original motif = Consensus sequence: WCAGRGWGAGAWCYAGGW

20

2
510 C
Py '

Al

Reverse complement motif
WCCTKGWTCTCWCMCTGW

20

2
s1o

Consensus sequence:

.C G2e¢;Clch$§

A F S =X o cas
:

Dataset #: 1
Motif ID: 17
Motif name: co17
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1
Number of overlap: 18
Similarity score: 0.056317

Alignment:
WSWGAGASWSAGAGASWS
MKAGMKMGAGAKMKAGMK

Original motif = Consensus sequence: WSWGAGASWSAGAGASWS

Reverse complement motif
SWSTCTCTSWSTCTCWSW

Consensus sequence:
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20 20
L4

" rehchACAGAchcAcACTs eaclclc]ereIClcrea

WebLaga 3.4 WebLaga 3.4

Dataset #: 1

Motif ID: 13

Motif name: Co013

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 1

Number of overlap: 18

Similarity score: 0.070064

Alignment:

YCCTGGTCTACADAGTGAGTTCCAGVW

MKAGMKMGAGAKMKAGMK—-—-—-—————-—

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

WVCTGGAACTCACTHTGTAGACCAGGM YCCTGGTCTACADAGTGAGTTCCAGVW

QT AACT CI Aol "ol AA T
A Tv[A I
%‘;" s ﬁ‘ﬁ’"c et Ax X acor ¥ v n o2
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:
ARGCASYGGSVYSTGGYT
MKAGMKMGAGAKMKAGMK

Original motif

2.0

93

C093

Original Motif
Reverse Complement
Forward

1

18

0.0760646

Consensus sequence: AKCCASMBSCCKSTGCMT

nnggécé

cggxcz%cﬁl

WebLaga 3.4

Reverse complement motif = Consensus sequence:

ARGCASYGGSVYSTGGYT

2.0

VC x

5 10

CIAQCT

WebLaga 3.4

Dataset #: 1 Motif ID: 37

Original motif

2.0

Motif name: C037

Consensus sequence: SVCCGBCMCCSYCMCCVB

0
210 CQ C
~\aC
g —=__w o e'.: é,:_QE - oA
e 5 10

Reverse complement motif =~ Consensus sequence:

BVGGYGKSGGYGBCGGVS

2.0

C
.=.=-T Ve Y=se T X _

10 15

Webiloga 3.4
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Best Matches for Motif ID 37 (Highest to Lowest)

Dataset #: 1

Motif ID: 3

Motif name: C003
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 3

Number of overlap: 18

Similarity score: 0.0262566
Alignment:

GSCYCHSCCYVCCYCCCCCCSsSsCcCceeessce

—————————— SVCCGBCMCCSYCMCCVB--

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

240 240

cQ? CTQ QCQQQC GG“CQC 9?_0 ACCGAAAQCGAAAAQQAAAﬁAAéEnAAI%g

00—== ————
5 10 15 2 25 0
wam; 34 WebLogo 34

Dataset #: 1
Motif ID: 4
Motif name: Cco04

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement
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Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
SSSSSSGSGGSSSSGGSSSSSGSSSSS
—————— BVGGYGKSGGYGBCGGVS———

Original motif = Consensus sequence:

SSSSSCSSSSSCCSSSSCCSCSSSSSS

20

2
<

mCcCCCCCCCQ?CCCCCQCQ¢CGCCC

Forward

7

18
0.0296812

2 CC

0

5

Webiogo 34

Reverse complement motif  Consensus sequence:

SSSSSSGSGGSSSSGGSSSSSGSSSSS

20

]
=10

cC

C C C C
~CCLCCE<cCCClccCeC-CCCCCCl

0.0

Werlogo 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:
BSCVCCSCCVCSCCCACS
SVCCGBCMCCSYCMCCVB

1

20

C020

Original Motif
Original Motif
Forward

1

18

0.054777
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Original motif = Consensus sequence: BSCVCCSCCVCSCCCACS

CC CC Cell.C.

Webilogo 3.4

Reverse complement motif ~ Consensus sequence:
SGTGGGSGVGGSGGVGSB

2.0

bits

e :
—_— - O e =—alas
5 10 15

0.0

Webilogo 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
AKCCASMBSCCKSTGCMT
SVCCGBCMCCSYCMCCVB

1

93

C093

Original Motif
Original Motif
Forward

1

18
0.0696791

Original motif = Consensus sequence: AKCCASMBSCCKSTGCMT

2.0

199?03 CQQTCI%CEI

Wetiloga 3.4

Reverse complement motif = Consensus sequence:
ARGCASYGGSVYSTGGYT

2.0

C : CCA:AGC < _CTAQCT

Wetiloga 34
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Dataset #: 1

Motif ID: 5

Motif name: C005
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 2

Number of overlap: 18

Similarity score: 0.0697843
Alignment:

TCTGTAGMCCAGGCTGGCCTYGW
-—-—-BVGGYGKSGGYGBCGGVS-

Reverse complement motif = Consensus sequence:
WCKAGGCCAGCCTGGYCTACAGA

g 1 N[ WG 1A0A.

WebiLog 34 WebiLog) 34

Original motif = Consensus sequence: TCTGTAGMCCAGGCTGGCCTYGW

Dataset #: 1 Motif ID: 38 Motif name: C038

Reverse complement motif  Consensus sequence:

Original motif  Consensus sequence: RRRATCCDSCTGCCTYT AKAGGCAGSDGGATKKK

Page 198 of 681



gmﬁAAICgfggIécglgl

0.0

Websiags 3.4

Best Matches for Motif ID 38 (Highest to Lowest)

Dataset #: 1

Motif ID: 12

Motif name: Co12
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 3

Number of overlap: 17

Similarity score: 0.0591022
Alignment:

MKAGAGMKAGAGAGAGAKM

AKAGGCAGSDGGATKKK--

Original motif = Consensus sequence: MKAGAGMKAGAGAGAGAKM

20

AGaxAGAGA A
n(:jrfiﬁﬁ-&ﬁgéé_._.SE“_Ssééag_-SféiTréé

WabiLogod 4

0

gﬂAAAA?CAA¢%AMAI§z$

Websiags 3.4

Reverse complement motif = Consensus sequence:

YRTCT

20

u
£10
T

00—

CTCTCTRYCTCTRR

10l erCICTerClere,

WabiLogod 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:
MRCAGRGAAACCCTGTCTYDW
—-——RRRATCCDSCTGCCTYT-

1

27

Cc027

Original Motif
Original Motif
Backward

2

17

0.064359

Original motif = Consensus sequence: MRCAGRGAAACCCTGTCTYDW

2.0

" co0h CAMOGCTCRVTg

WetiLoga 34

Reverse complement motif = Consensus sequence:
WHKAGACAGGGTTTCMCTGKY

e Mo CAGECTT e |

10

Wetiloga 34

Dataset #:

Motif ID:

Motif name:

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

Position number:

1

3

Ccoo3

Reverse Complement
Reverse Complement
Backward

7
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Number of overlap: 17

Similarity score: 0.0650972

Alignment:

GSSGGGGGSSGGGGGGKGGVMGGSHGKGSC

——————— AKAGGCAGSDGGATKKK-—-—-—-—-

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

20 20

he?ggT:?QggrgQQQQQQ Qﬁ?gcggccqc ACQ?&AAéG?&AA&ééAAAmAAéE“AAIEQ

== fya— ~
a0 5 10 15 ] 25 a0
Weblogo 34 Weblogo 34

Dataset #: 1

Motif ID: 5

Motif name: C005
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 3

Number of overlap: 17

Similarity score: 0.0704235
Alignment:

TCTGTAGMCCAGGCTGGCCTYGW
—-———-RRRATCCDSCTGCCTYT--
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Original motif = Consensus sequence: TCTGTAGMCCAGGCTGGCCTYGW

20

E:lgIﬁIMéch“=lﬁ¢gc;¢eé

WesLogo 34

Reverse complement motif

WCKAGGCCAGCCTGGYCTACAGA

20

bits

Consensus sequence:

UTQAA?QQQ_“ Iégr-GAgA¢A

e

10

15

WesLago 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:
SVSGGGKGSCBGMGGCV
AKAGGCAGSDGGATKKK

1

22

C022

Reverse Complement
Reverse Complement
Backward

1

17

0.072572

Original motif = Consensus sequence: BGCCYCBGSCYCCCSVS

2.0

1.0

bits

;gggégg??gggggf9

0.0
5

Watiloga 3.4

Reverse complement motif
SVSGGGKGSCBGMGGCV

bits

2.0

- =V - V- =]
3

Consensus sequence:

AGAAS=
15

0.0

10

Watiloga 3.4
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Dataset #: 1 Motif ID: 39 Motif name: C039

Original motif = Consensus sequence: SMAGRSCAGSSYGGBS

2.0

e CAVecoGU o

=S VRN NVNVGET A o ==

5 10 15
WabiLogad 4

Best Matches for Motif ID 39 (Highest to Lowest)

Dataset #: 1

Motif ID: 124

Motif name: C124
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 2

Number of overlap: 16

Similarity score: 0.0146199
Alignment:

WSGASKSCAGCSMSGTSW

-SMAGRSCAGSSYGGBS-

Original motif = Consensus sequence: WSACSRSGCTGSYSTCSW

Reverse complement motif
SBCCKSSCTGSMCTRS

2.0

Consensus sequence:

-
C cc c
= N C VLT W
; 5 10 15

Reverse complement motif
WSGASKSCAGCSMSGTSW

WabiLogad 4

Consensus sequence:
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2.0

A %ASQ I_c??lgE% M?¢AA%ACCAMC¢99?lE%

0.0 =

bits

WebLaga 3.4 WebLaga 3.4

Dataset #: 1
Motif ID: 126
Motif name: C126
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1
Number of overlap: 16
Similarity score: 0.0197777
Alignment:
SVWGRCSMKSCTGGYS
SMAGRSCAGSSYGGBS
. . Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: SVWGRCSMKSCTGGYS SMCCAGSYYSGMCWBS

20 20

P = i P, A= P = = =L
5 10 15 5
WabiLogad 4

Dataset #: 1
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Motif ID: 5

Motif name: C005

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

Position number: 2

Number of overlap: 16

Similarity score: 0.0245094

Alignment:

TCTGTAGMCCAGGCTGGCCTYGW
-SBCCKSSCTGSMCTRS———----

Reverse complement motif = Consensus sequence:
WCKAGGCCAGCCTGGYCTACAGA

g TG OO0t "2 AOOA 0T CTaCA..

Original motif = Consensus sequence: TCTGTAGMCCAGGCTGGCCTYGW

o= s

5 10
WesLaga 34 WesLaga 34

Dataset #: 1

Motif ID: 73

Motif name: C073

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

Position number: 1

Number of overlap: 16
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Similarity score: 0.0296818

Alignment:
KAGYSYKGGCTKRSCWYK
--SBCCKSSCTGSMCTRS
. . ) Reverse complement motif = Consensus sequence:
Original motif =~ Consensus sequence: YMWGSMYAGCCRKSKCTR KAGYSYKGGCTKRSCWYK
2.0 2.0
CA A CA c A C I TA
0 Cécc_:g%.;‘u_g.ﬂ; ar IQ-_I_- - Iﬁ a0 E é-}AQQETé - BI—? T___,_
5 10 15 5 15
Dataset #: 1
Motif ID: 8
Motif name: Ccoo08
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1
Number of overlap: 16
Similarity score: 0.0361944
Alignment:
SSCCSSCCCCSSCCSS
SBCCKSSCTGSMCTRS
. . ] Reverse complement motif  Consensus sequence:
Original motif = Consensus sequence: SSCCSSCCCCSSCCSS SSGGSSGGGGSSGGSS
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2.0

i gcccg?cgggqccgcg a0 100 ‘;‘ﬁcq:éé-&ggg_;’}:_w_—_cc

Weblogad 4 Webloagad 4

Dataset #: 1 Motif ID: 40 Motif name: C040

Reverse complement motif =~ Consensus sequence:
KCTGMSKTYGAMSTCASM

2.0 2.0

”eqT AcllQéAAcécéﬁg ”AglqggélzqﬂAc;CAg%

== 0.0

Original motif = Consensus sequence: RSTGASYTCMARSYCAGY

Weilog 3.4 Webiloga 3.4

Best Matches for Motif ID 40 (Highest to Lowest)

Dataset #: 1

Motif ID: 7

Motif name: Ccoo07
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 3

Number of overlap: 18

Similarity score: 0.00837268
Alignment:
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KTTSTGAGTTCVAGGMCAGCCTS
—-—-RSTGASYTCMARSYCAGY—---

Original motif = Consensus sequence: KTTSTGAGTTCVAGGMCAGCCTS

20

"z TATTCAG

0.0 === “.

AL

Weslaga 3.4

Reverse complement motif ~ Consensus sequence:

SAGGCTGYCCTVGAACTCASAAY

ACT

‘-‘* = == E=

[ CAAVTOH s

0

WesLaga 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:
RCTGYYSACCASYYTGGY
RSTGASYTCMARSYCAGY

1

95

C095

Original Motif
Reverse Complement
Forward

1

18

0.0459628

Original motif = Consensus sequence: KCCAKMSTGGTSKMCAGM

Reverse complement motif ~ Consensus sequence:

RCTGYYSACCASYYTGGY
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2.0

— 0.0—=

WebLaga 3.4 WebLaga 3.4

Dataset #: 1

Motif ID: 20

Motif name: C020
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1

Number of overlap: 18

Similarity score: 0.0626293
Alignment:

BSCVCCSCCVCSCCCACS

RSTGASYTCMARSYCAGY

Reverse complement motif =~ Consensus sequence:
SGTGGGSGVGGSGGVGSB

2.0

Original motif = Consensus sequence: BSCVCCSCCVCSCCCACS

2.0

-:;:CT:ECAQCCEA ?QQ = (.:' =T _:L‘-E‘-gﬁ_--- - (::“3“ 2= A

0.0 T
5 10 15

Webilogo 3.4 Webilogo 3.4

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:

SVCCGBCMCCSYCMCCVB
RSTGASYTCMARSYCAGY

Original motif

2.0

P

37

C037

Original Motif
Original Motif
Backward

1

18
0.0631815

Consensus sequence: SVCCGBCMCCSYCMCCVB

5 10

Reverse complement motif

BVGGYGKSGGYGBCGGVS
2.0
- -:-:*.31_:&1__._—_ é?‘_l' h L _EQI&:_S
: 5 10 15

Consensus sequence:

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Ccoo3

Original Motif
Original Motif
Forward

11

18
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Similarity score: 0.0639062

Alignment:
GSCYCHSCCYVCCYCCCCCCSSCCCCeessc
—————————— RSTGASYTCMARSYCAGY--

Original motif = Consensus sequence:
GSCYCHSCCYVCCYCCCCCesscececeessc

240

ﬁlé?9$g.9gﬁzgﬁgggﬁg QGEQQQQE?QC

10 15 0
Weblogo 34

Reverse complement motif = Consensus sequence:
GSSGGGGGSSGGGGGGKGGVYMGGSHGKGSC

240

ACcanaac=a AAZSAAA_C _A.‘!Ac-~AAIQT
= 5 w o % a8 &

0
WebLogo 34

Dataset #: 1 Motif ID: 41 Motif name: C041

Original motif = Consensus sequence: CSGAGGCMKAGGCASS

2.0

cc A?Agg—.—e,‘

-

PR N —

mgécg

Weblogad 4

Best Matches for Motif ID 41 (Highest to Lowest)

Dataset #: 1
Motif ID: 86
Motif name: C086

Matching format of first motif: Original Motif

Reverse complement motif
SSTGCCTYRGCCTCSG

Consensus sequence:
2.

gt9°I¢GClgTACCT

a o - o] e
: 15

10
Webloagad 4
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Matching format of second motif:
Direction:

Position number:

Number of overlap:

Similarity score:

Alignment:
CSGGAGKCWGMGGSASG
-CSGAGGCMKAGGCASS

Original motif

20

A

T?AC&A“ 2 ¥CXYCasX
5

—_———

Original Motif
Backward

1

16
0.0124428

Consensus sequence: CSGGAGKCWGMGGSASG

0.0
10

Websiaga 3.4

Reverse complement motif

Consensus sequence:

CSTSCCYCWGRCTCCSG

2.0

=

1.
0.

C

o=

EIQQQTQI.?&Q;CQE&A

Webiiaga 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:

1

28

C028

Original Motif
Original Motif
Backward

1

16
0.0322593
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BVGASSCASAGVSABV
CSGAGGCMKAGGCASS

Original motif = Consensus sequence: BVGASSCASAGVSABV

2.0

5 10 15

0.0 -

Weblogad 4

Reverse complement motif ~ Consensus sequence:
VBTSVCTSTGSSTCVB

2.0

a.0 ?ﬁIC%CT‘ - A?-F?L:g?f

Webiloagad 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:
VSGRSBHAGARDVSGRS
CSGAGGCMKAGGCASS-

1

85

C085

Original Motif
Original Motif
Backward

2

16
0.0352485

Original motif = Consensus sequence: VSGRSBHAGARDVSGRS

Reverse complement motif ~ Consensus sequence:
SKCSVHMTCTDBSKCSV
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2.0 2.0

Dataset #: 1

Motif ID: 4

Motif name: Coo4

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 8

Number of overlap: 16

Similarity score: 0.0383703

Alignment:

SSSSSSGSGGSSSSGGSSSSSGSSSSS

——————— CSGAGGCMKAGGCASS—---

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

SSSSSCSSSSSCCSSSSCCSCSSSSSS SSSSSSGSGGSSSSGGSSSSSGSSSSS

CCCCCCC C cc CCCC CC ccae C C C

LOGGGC C C C C LEGECULCCEcCCCLeCCeCLECCCCCCh

Dataset #: 1
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Motif ID: 3

Ccoo3

Original Motif
Reverse Complement

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

Direction: Backward
Position number: 3

Number of overlap: 16
Similarity score: 0.0441523
Alignment:

GSSGGGGGSSGGGGGGKGGVMGGSHGKGSC

———————————— CSGAGGCMKAGGCASS——

Original motif = Consensus sequence:
GSCYCHSCCYVCCYCCceeessceeceessc

c9¥ CTQ chg@c Qﬁﬁcgg sf_c

w“g a

Reverse complement motif = Consensus sequence:
GSSGGGGGSSGGGGGGKGGVYVMGGSHGKGSC

20

ACCGAAAéCGA AL ééﬁAA-—-_AAéE——AATcT
==

00—
5 10 15 ] 25 30
Webloga 34

Dataset #: 1 Motif ID: 42 Motif name: C042

Original motif = Consensus sequence: WGTCCKRGAACYMACTCW

2.0

QTA AA ESA\ TQ%

10

Reverse complement motif
WGAGTRMGTTCKRGGACW

2.0

I AT

T-:QT  J

Consensus sequence:

CCA 4 ;—:-:%

Webiloga 3.4
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Best Matches for Motif ID 42 (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:
KTTSTGAGTTCVAGGMCAGCCTS
————— WGAGTRMGTTCKRGGACW

Original motif

2.0

"z TATTC A

C—

1

7

coo7

Reverse Complement
Original Motif
Backward

1

18

0.0228216

Consensus sequence: KTTSTGAGTTCVAGGMCAGCCTS

H o

wll—l

WebiLog 34

Reverse complement motif

Consensus sequence:

SAGGCTGYCCTVGAACTCASAAY

o 000

9,..‘-_-..

'\
a.'

CAAGTCA, png

G

WebiLog) 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

1

124

C124

Original Motif
Reverse Complement
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Direction: Forward

Position number: 1
Number of overlap: 18
Similarity score: 0.0523737
Alignment:
WSGASKSCAGCSMSGTSW
WGTCCKRGAACYMACTCW
. . Reverse complement motif = Consensus sequence:
I f : WSACSRSGCTGSYSTCSW
Original moti Consensus sequence: WSACSRSG WSGASKSCAGCSMSGTSW
2.0 2.0
o CCA C ~C A
_xeaVereiV|Vegelbon peXRsRSVAVLSYSYT=2
5 10 15 5 10 15
Dataset #: 1
Motif ID: 53
Motif name: C053
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 1
Number of overlap: 18
Similarity score: 0.0536019
Alignment:
MRCAGGMTTTCTCKGTYK
WGAGTRMGTTCKRGGACW
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Original motif = Consensus sequence: RMACRGAGAAAYCCTGKY

Reverse complement motif ~ Consensus sequence:
MRCAGGMTTTCTCKGTYK

2.0

tu,égé AIT IAQ“_ x=

C?QAr AQECQETIE

Webilogo 3.4 Webilogo 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
CTGCCTCCCAAGTGCTGGGMWR
———-WGAGTRMGTTCKRGGACW

Original motif = Consensus sequence: MWYCCCAGCACTTGGGAGGCAG

2.0

1

19

Co19

Reverse Complement
Reverse Complement
Backward

1

18

0.0577538

Reverse complement motif = Consensus sequence:
CTGCCTCCCAAGTGCTGGGMWR

20

e ol ATNT Gl

15 20
WabLogad 4 WatLogad 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:
MKKTKKGTGTGTGTGTGTKKKTA
————— WGAGTRMGTTCKRGGACW

1

2

C002

Reverse Complement
Reverse Complement
Backward

1

18

0.0602971

Original motif = Consensus sequence: TAYRYACACACACACACRYAYRY

2.0

o
-_E'HZI

M%@%A?AQAQMGAQ_Q.QAQQQAE

WebiLog 34

Reverse complement motif = Consensus sequence:
MKKTKKGTGTGTGTGTGTKKKTA

2.0

Du'“ C EAII?-CrAIAIhAt LAL ?1 AI A§ AIA

WebiLog) 34

Dataset #: 1 Motif ID: 43

Motif name: C043

Original motif = Consensus sequence: WWAAWAAAAAARAATW

Reverse complement motif  Consensus sequence:
WATTMTTTTTTWTTWW
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2.0

DL:‘%AA_.@_%AAAAﬁ_A -AI& B 2L l‘?;IIlIIIlIII

Weblogad 4 Webloagad 4

Best Matches for Motif ID 43 (Highest to Lowest)

Dataset #: 1

Motif ID: 152

Motif name: C152

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

Position number: 1

Number of overlap: 16

Similarity score: 0.0263401

Alignment:

YWTKYWTKTKWYKKWR

WATTMTTTTTTWTTWW

Reverse complement motif = Consensus sequence:
YWTKYWTKTKWYKKWR

2.0 2.0

Original motif = Consensus sequence: KWRRKWRARAWMRAWM

B &

got——— =

EWTAAA¥¢AAA6%éfA%é

—_— W

Wabiogad 4 WabiLogad 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:
WWWAAAAAWWAAAAAWAAAAAWWAAAAHWW

Original motif = Consensus sequence:

1

1

coo1

Original Motif
Original Motif
Forward

6

16
0.0268347

WWWAAAAAWWAAAAAWAAAAAWWAAAAHWW

240

A&AAAMAA adaaal AAAAL

‘=.=-=.=

0
Weblogo 34

Reverse complement motif = Consensus sequence:
WWHTTTTWWTTTTTWTTTTTWWTTTTTWWW

240

TTTTIIIIT ITIT TTXIIIAAAIQ%

WebLogo 34

Dataset #:

Motif ID:

Motif name:

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

Position number:

1

98

C098

Original Motif
Original Motif
Backward

1
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Number of overlap:
Similarity score:

Alignment:
AAAAWWAMAAWWAAWH
WWAAWAAAAAARAATW

16
0.0286206

Original motif = Consensus sequence: AAAAWWAMAAWWAAWH

20

it
&

W Sy W

0.0
10

N g‘%gégéée-&élg

15
Weblogad 4

Reverse complement motif =~ Consensus sequence:
HWTTWWTTYTWWTTTT

20

=
=1

TTxérTTTxéllgx

o - = -_—

. = =_=
5 10 15

Weblogad 4

o
-
L1}

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:
HWTRTTMKTYTTMKTYKW
——WATTMTTTTTTWTTWW

1

57

C057

Reverse Complement
Reverse Complement
Forward

3

16

0.0288669
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Original motif =~ Consensus sequence: WRMARYAAMARYAAMAWH

2.0

0.0

Reverse complement motif
HWTRTTMKTYTTMKTYKW

2.0

Pt — S ¥ B

Consensus sequence:

xI TTATTTTTATTTTT

— e

Webilogo 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
WWTTYTWTYTTWDTTTWTTWH
WATTMTTTTTTWTTWW—————

Original motif = Consensus sequence: HWAAWAAAHWAAMAWAMAAWW

2.0

bits

780, Aaa oARaR

Co16

Reverse Complement
Reverse Complement
Backward

6

16

0.0348696

Reverse complement motif

Consensus sequence:

WWTTYTWTYTTWDTTTWTTWH

2.0

Sl m,

Wetiloga 34

Page 223 of 681



Dataset #: 1 Motif ID: 44 Motif name: C044

Original motif = Consensus sequence: BVAGAGGCAGRVSGATB

2.0

5 10

= ==
15

Wabiloga 3.4

Best Matches for Motif ID 44 (Highest to Lowest)

Dataset #: 1

Motif ID: 12

Motif name: Co12

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

Position number: 1

Number of overlap: 17

Similarity score: 0.0528812

Alignment:

YRTCTCTCTCTRYCTCTRR

-—-BATCSVMCTGCCTCTVB

Original motif = Consensus sequence: MKAGAGMKAGAGAGAGAKM

Reverse complement motif
BATCSVMCTGCCTCTVB

2.0

Consensus sequence:

AT, ]t

Reverse complement motif
YRTCTCTCTCTRYCTCTRR

Wabiloga 3.4

Consensus sequence:
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20

AGarAGAGA A
TAUAVUATAVAJACAYATA

20

00—

TATCIQTCICTA:C;CIéI

Dataset #: 1

Motif ID: 11

Motif name: Co11
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1

Number of overlap: 17

Similarity score: 0.0560283
Alignment:

KMGAGAKMGAGAGAGAKM

-BVAGAGGCAGRVSGATB

Original motif = Consensus sequence: KMGAGAKMGAGAGAGAKM

2.0

£1o XAA_

00 ;_E = S

QAEAéA ATg

Webilogo 3.4

Reverse complement motif

Consensus sequence:

RRTCTCTCTCRRTCTCRR

2.0

OTéICEQIGIQIéIQEQIé

Webilogo 3.4

Dataset #: 1
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Motif ID: 3

Motif name: C003

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 2

Number of overlap: 17

Similarity score: 0.0593342

Alignment:

GSSGGGGGSSGGGGGGKGGVMGGSHGKGSC

-BVAGAGGCAGRVSGATB-————==—————

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

20 20

cgg CTQ QCQQQC gaﬁcgg E?_c ACcCEapnaac=a AASSAAA AAAc__AATGg

e =5
5 10 15 ] 25 30
w@u.«, a Webloga 34

Dataset #: 1

Motif ID: 132

Motif name: C132
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 2

Number of overlap: 17
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Similarity score:

Alignment:
WCAGRGWGAGAWCYAGGW
BVAGAGGCAGRVSGATB-

0.0642688

Original motif = Consensus sequence: WCAGRGWGAGAWCYAGGW

2.0

n
:E‘I.CI c
e
0.0

5

Al..c.H

——
=

Wetiloga 3.4

Reverse complement motif
WCCTKGWTCTCWCMCTGW

2.0

a
:E‘I.CI

Consensus sequence:

Lo =

0.0

.C 32¢¢;01cx§$§

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:
WSWGAGASWSAGAGASWS
BVAGAGGCAGRVSGATB-

1

17

Co17

Original Motif
Original Motif
Forward

1

17
0.0653649

Original motif = Consensus sequence: WSWGAGASWSAGAGASWS

Reverse complement motif
SWSTCTCTSWSTCTCWSW

Consensus sequence:

Page 227 of 681



2.0 2.0

epelelelereIClores

WebLaga 3.4

CT A ACTCA A AcAc

WebLaga 3.4

Dataset #: 1 Motif ID: 45 Motif name: C045
Original motif = Consensus sequence: RYAGMCMKGKCTRY Reverse complement motif  Consensus sequence: MKAGYCYRGRCTK
ACA =C CIlA ACA =Cs CIlAL
" === Xaw— . I Xxar—cis

Wehilogo 3.4

Best Matches for Motif ID 45 (Highest to Lowest)

Dataset #: 1

Motif ID: 15

Motif name: Cco15
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 7

Number of overlap: 14

Similarity score: 0.0138521
Alignment:

DVAGCCWKGGCTACAVAGCK

RYAGMCMKGKCTRY-—————
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Original motif = Consensus sequence: DVAGCCWKGGCTACAVAGCK

A CCA h TACA CcT
0.0 = - > L AT W ;'=T(.;_ e P

Weblaga 3.4

Reverse complement motif ~ Consensus sequence:
RGCTVTGTAGCCYWGGCTVD

20

eabl TG

10 15

Weblagn a4

Dataset #: 1

Motif ID: 36

Motif name: C036
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 5

Number of overlap: 14

Similarity score: 0.0258669
Alignment:

MKAGMKMGAGAKMKAGMK

—-—-—--MKAGYCYRGRCTKK

Original motif = Consensus sequence: MKAGMKMGAGAKMKAGMK

2.0
&
B 1.0

0.0

aTAGRISCAC TRTACST

10
Wetiloga 3.4

Reverse complement motif = Consensus sequence:
RRCTRRRTCTCRRRCTRY

2.0

A . |
thgléIcgngIéIgléT

Wetiloga 34
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Dataset #: 1

Motif ID: 126

Motif name: C126

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: 0.0290459

Alignment:

SMCCAGSYYSGMCWBS

—-—-MKAGYCYRGRCTKK

Reverse complement motif = Consensus sequence:
SMCCAGSYYSGMCWBS

2.0 2.0

Original motif = Consensus sequence: SVWGRCSMKSCTGGYS

0.0 —— = = = 0.0 e
5 10 15 10
Wabiogad 4 WabiLogad 4

Dataset #: 1

Motif ID: 114

Motif name: Cl14

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:
Similarity score:

Alignment:
SMAGACRRGGMTKS
RYAGMCMKGKCTRY

14
0.0329285

Original motif = Consensus sequence: SRARCCMKGTCTYS

2.0

EWEAAAngT%CTEE

00—

Welilogo 3.4

Reverse complement motif

bits

Consensus sequence: SMAGACRRGGMTI

1

AH%CéIIGQIEE

Webilogo 3.4

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
TCTGTAGMCCAGGCTGGCCTYGW

-—--RYAGMCMKGKCTRY-—=—-—--

Original motif = Consensus sequence: TCTGTAGMCCAGGCTGGCCTYGW

1

5

C0o05

Original Motif
Original Motif
Forward

4

14
0.0377209

Reverse complement motif
WCKAGGCCAGCCTGGYCTACAGA

Consensus sequence:
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2.0

E:lgIﬁIﬁéchnzlaégc;¢¢é

WesLaga 34

Dataset #: 1 Motif ID: 46 Motif name: C046

Reverse complement motif =~ Consensus sequence:
YSWGTTCKAGGYCASY

2.0 2.0

EtCI-¥CQlA¥AACI§é et TTa A

L1 X
Weblogod 4 Weblogod &

Original motif = Consensus sequence: KSTGKCCTRGAACWSM

bits

Best Matches for Motif ID 46 (Highest to Lowest)

Dataset #: 1

Motif ID: 7

Motif name: Ccoo07

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

Position number: 5

Number of overlap: 16

Similarity score: 0

Alignment:
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KTTSTGAGTTCVAGGMCAGCCTS
———YSWGTTCKAGGYCASY—-—---

Original motif = Consensus sequence: KTTSTGAGTTCVAGGMCAGCCTS

20

L TTTCA

0.0

H o

Weslaga 3.4

Reverse complement motif ~ Consensus sequence:

SAGGCTGYCCTVGAACTCASAAY

ACT

‘-‘* = == E=

[ CAAVTOH s

0

WesLaga 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:
KCTGMSKTYGAMSTCASM
—-—KSTGKCCTRGAACWSM

1

40

Co040

Original Motif
Reverse Complement
Forward

3

16

0.0254973

Original motif = Consensus sequence: RSTGASYTCMARSYCAGY

Reverse complement motif ~ Consensus sequence:

KCTGMSKTYGAMSTCASM
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2.0

e‘:"IAAcleéAAC;GéQQ

WebLaga 3.4

bits

2.0

" lgCT\a EliqéAGLCAgg

NS S

WebLaga 3.4

Dataset #: 1

Motif ID: 9

Motif name: C009
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 7

Number of overlap: 16

Similarity score: 0.0542082
Alignment:

ABGCCTTTAATCCCAGCACTHR

—————— KSTGKCCTRGAACWSM

Consensus sequence: ABGCCTTTAATCCCAGCACTHR

TIAAI CC CAQETA

Original motif

20

Reverse complement motif =~ Consensus sequence:
MHAGTGCTGGGATTAAAGGCBT

L ATCRTGOUATT AR 5

oib < 4%’-..=_ :
e 20

Weblogad 4

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:
GSCTGCCWSWGCCTCS
KSTGKCCTRGAACWSM

Original motif

2.0

48

Co48

Original Motif
Reverse Complement
Forward

1

16

0.0603648

Consensus sequence: SGAGGCWSWGGCAGSC

Reverse complement motif
GSCTGCCWSWGCCTCS

Consensus sequence:

(Cx

ch

£10 T
0.0 == CL%CCAC%A

o0 CcCc=—""— b4 - f—:-s:_zc;: =3 =
2 19 Wostsgo.s Wostsgo.s
Dataset #: 1
Motif ID: 19
Motif name: Cco19
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 3
Number of overlap: 16
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Similarity score: 0.0612865

Alignment:
CTGCCTCCCAAGTGCTGGGMWR
—-———-KSTGKCCTRGAACWSM--

Reverse complement motif = Consensus sequence:
CTGCCTCCCAAGTGCTGGGMWR

2.0 20

oA ‘QACL&?%AA%AA Q;ECQIQCQéAﬁL ¢ agy

Original motif = Consensus sequence: MWYCCCAGCACTTGGGAGGCAG

WabLogad 4 WatLogad 4

Dataset #: 1 Motif ID: 47 Motif name: C047

Reverse complement motif = Consensus sequence:
TSTACRYAGTGAYTTCSA

“TeoeUACT. A “TeThe Tled
h'x \NATVAV I LY | ACH JEIAvaAAY | VaZl 1ven

WebLaga 3.4 WebLaga 3.4

Original motif = Consensus sequence: TSGAAMTCACTMKGTASA

Best Matches for Motif ID 47 (Highest to Lowest)

Dataset #: 1

Motif ID: 13

Motif name: Co13
Matching format of first motif: Original Motif
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Matching format of second motif: Original Motif

Direction: Backward

Position number: 7

Number of overlap: 18

Similarity score: 0

Alignment:

WVCTGGAACTCACTHTGTAGACCAGGM

-—-—-TSGAAMTCACTMKGTASA-—-————

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

20

ol ek, ol AT

= e

=3

Webilago 14 Wetilago 24

Dataset #: 1

Motif ID: 124

Motif name: C124

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

Position number: 1

Number of overlap: 18

Similarity score: 0.0566388

Alignment:
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WSACSRSGCTGSYSTCSW
TSTACRYAGTGAYTTCSA

Original motif = Consensus sequence: WSACSRSGCTGSYSTCSW

20

1.0

bits

0.0

WetaLaga 3.4

Reverse complement motif ~ Consensus sequence:

WSGASKSCAGCSMSGTSW

00 _%!FAA% ACCA _1_0_C(;

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
RKTCCRGAGTGCYGGGKR
TSTACRYAGTGAYTTCSA

1

99

C099

Reverse Complement
Reverse Complement
Forward

1

18

0.0603351

Original motif = Consensus sequence: MYCCCMGCACTCKGGARK

Reverse complement motif ~ Consensus sequence:

RKTCCRGAGTGCYGGGKR
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) %gggéAQAQIAG &8 DjéEngéA ‘TIQTA?$AT

10

R 2 10 3 WeiLaga 2.4 WeiLaga 24
Dataset #: 1
Motif ID: 27
Motif name: C027
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 1
Number of overlap: 18
Similarity score: 0.0686391
Alignment:
WHKAGACAGGGTTTCMCTGKY
TSTACRYAGTGAYTTCSA-—-—

- . ) Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: MRCAGRGAAACCCTGTCTYDW WHKAGACAGGGTTTCMCTGKY

20 20

G ?AEAAACQCIfLLQf AU CAGETTT e |

24

W Wetiloga 34

B

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:

MWYCCCAGCACTTGGGAGGCAG
-TSGAAMTCACTMKGTASA---

Original motif

19

C0o19

Original Motif
Original Motif
Backward

4

18
0.0699568

Consensus sequence: MWYCCCAGCACTTGGGAGGCAG

x;CQgAQACILQﬁéAAﬁgeA

Reverse complement motif

CTGCCTCCCAAGTGCTGGGMWR

20

Lelllle

=
15

Consensus sequence:

A
ASY

SN S

20
WebLogadd

Dataset #: 1 Motif
Original motif

2.0

&
=1.0

A CTCA“

0.0 Gch e -::T

ID: 48 Motif name: C048

Consensus sequence: SGAGGCWSWGGCAGSC

ICAV.c

15
Weblogod 4

Reverse complement motif

GSCTGCCWSWGCCTCS

2.0

240

Consensus sequence:

0.0 == l%CCXC%A =
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Best Matches for Motif ID 48 (Highest to Lowest)

Dataset #: 1
Motif ID: 20

Motif name: C020

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

Number of overlap: 16

Similarity score: 0.0377625
Alignment:

BSCVCCSCCVCSCCCACS

GSCTGCCWSWGCCTCS--

Reverse complement motif  Consensus sequence:

iginal tif C : BSCVCCSCCVCSCCCACS
Original moti onsensus sequence SGTGGGSGVGGSGGVGSB
2.0 2.0
C \C C G
o -:—CTﬁCAQCCEQ?gQC‘ﬂ & =S S 24 .c_:::—_n_-—-—-gé A=
5 10 15 tonn i 5 10 15 i Sitonn i3
Dataset #: 1
Motif ID: 37
Motif name: C037
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
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Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
SVCCGBCMCCSYCMCCVB

—-—-GSCTGCCWSWGCCTCS

Forward

3

16
0.0430637

Original motif = Consensus sequence: SVCCGBCMCCSYCMCCVB

2.0

0o bGe..

AcC

Reverse complement motif
BVGGYGKSGGYGBCGGVS

Consensus sequence:

C:—.—AE = S=Tvacc V=<7 VL E(?I&-?E
15
Dataset #: 1
Motif ID: 85
Motif name: C085
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1
Number of overlap: 16
Similarity score: 0.0452719

Alignment:
VSGRSBHAGARDVSGRS
-SGAGGCWSWGGCAGSC
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Original motif

20

Consensus sequence: VSGRSBHAGARDVSGRS

Reverse complement motif ~ Consensus sequence:

SKCSVHMTCTDBSKCSV

93_%?ﬁ$ICT ngcc

=2
210

=S¥a8. AGAR _oVa .
Dataset #: 1
Motif ID: 3
Motif name: C003
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 7
Number of overlap: 16

0.0453102

Similarity score:

Alignment:
GSCYCHSCCYVCCYCCCCCCSsSCCcceessce

Original motif = Consensus sequence:
GSCYCHSCCYVCCYCCccreessceeeessce

20

s e el .

wamq an

Reverse complement motif = Consensus sequence:
GSSGGGGGSSGGGGGGKGGVYMGGSHGKGSC

20

A

ﬂcc‘:AAAéccéAAA ZXAA_CAAZ _JATceY

ﬂ!] T g e
5 10 15 20 25 an

Weblago 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:
MAMTCCCMSKGCCTCTK
GSCTGCCWSWGCCTCS-

1

66

Co66

Reverse Complement
Original Motif
Backward

2

16

0.0464071

Original motif = Consensus sequence: MAMTCCCMSKGCCTCTK

2.0

bits

0.0

GAElgggécrgngClI

Watiloga 3.4

Reverse complement motif
YAGAGGCRSYGGGARTR

2.0

Consensus sequence:

A A CCCT = AA/'_\TlT

N AA

15
Watiloga 3.4

Dataset #: 1 Motif ID: 49

Motif name: C049

Original motif = Consensus sequence: WAWWAAAATAAWT

Reverse complement motif

Consensus sequence: AWTTATTTTWWT\
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2.0 2.0

B T&%%AAAIMﬂ E”MII@TIT; Xxx

0.0

Webilogad 4 Webiloga 3 4

Best Matches for Motif ID 49 (Highest to Lowest)

Dataset #: 1

Motif ID: 10

Motif name: Co010

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: 0.0183622

Alignment:

WWTTTTTTTTTTWWTTTTWWW

AWTTATTTTWWTW-———————

Reverse complement motif = Consensus sequence:
WWTTTTTTTTTTWWTTTTWWW

2.0 2.0

_xxa008 IXAAAAAAAégA4£

wu:_ng o34

Original motif = Consensus sequence: WWWAAAAWWAAAAAAAAAAWW
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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:
WWHTTTTWWTTTTTWTTTTTWWTTTTTWWW

Original motif = Consensus sequence:

1

1

coo1

Reverse Complement
Reverse Complement
Backward

8

13

0.0229227

WWWAAAAAWWAAAAAWAAAAAWWAAAAHWW

240

AQAAAMAA adaaal AAAAL

‘=.=-=.=

0
Weblogo 34

Reverse complement motif = Consensus sequence:
WWHTTTTWWTTTTTWTTTTTWWTTTTTWWW

240

TTTTIIIIT ITIT TTIIIIAAAIQ%

WebLogo 34

Dataset #:

Motif ID:

Motif name:

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

Position number:

1

43

Co43

Reverse Complement
Reverse Complement
Backward

4
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Number of overlap: 13
Similarity score: 0.0257709

Alignment:
WATTMTTTTTTWTTWW

AWTTATTTTWWTW-——

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

WATTMTTTTTTWTTWW
ol oat, b, N 0 5 285 o0
Dataset #: 1
Motif ID: 90
Motif name: C090
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 2
Number of overlap: 13
Similarity score: 0.0285191
Alignment:
WIWWWDTTTWWTTW
—AWTTATTTTWWTW
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Original motif = Consensus sequence: WAAWWAAADWWWAW

éAI%AAAT?%QQI

Welilogo 3.4

Reverse complement motif ~ Consensus sequence:
WTWWWDTTTWWTTW

2.0

it
=

,éIx%1TLT§ﬂlII

0.0

Webilogo 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
WWTTHBKTTDTTWW
AWTTATTTTWWTW-

1

131

C131

Reverse Complement
Reverse Complement
Forward

1

13

0.0290134

Original motif = Consensus sequence: WWAADAARVHAAWW

2.0

“xha Ma A

Webiioga 3.4

Reverse complement motif = Consensus sequence: WWTTHBKTTDTTV

SR E

Webiloga 3.4
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Dataset #: 1

Motif ID: 50

Motif name: C050

Original motif = Consensus sequence: CBGCCKCYSCCTCYMG

2.0

o
=10
L
0.0

-
5

WabiLogad 4

Best Matches for Motif ID 50 (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:
YSGGAGGCAGAGGCMS
CYKGAGGSMGRGGCVG

1

14

co14

Reverse Complement
Original Motif
Forward

1

16

0.0103992

Original motif = Consensus sequence: YSGGAGGCAGAGGCMS

Reverse complement motif
CYKGAGGSMGRGGCVG

2.0

Consensus sequence:

Reverse complement motif
SYGCCTCTGCCTCCSK

Consensus sequence:
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2.0

2.0

E%CTCCLTlQQQIQQTA

. gf: =4 AegAAA__Agét; =€ i A=K
2 10 Woskog03 2 10 oekoanss
Dataset #: 1
Motif ID: 83
Motif name: C083
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1
Number of overlap: 16
Similarity score: 0.0119507
Alignment:
CKBCCTSYRSCTCMMG
CBGCCKCYSCCTCYMG

Original motif = Consensus sequence: CKBCCTSYRSCTCMMG

20

QI___CQI?QACQIQgeA

Weblogad 4

Reverse complement motif =~ Consensus sequence:
CYRGAGSMKSAGGBRG

ML:‘:IQAACQAQéAEE%A

Weblogad 4

Dataset #: 1
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Motif ID: 86
Motif name: C086
Matching format of first motif:

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

Number of overlap: 16

Similarity score: 0.0161878
Alignment:

CSGGAGKCWGMGGSASG

CYKGAGGSMGRGGCVG-

Original motif = Consensus sequence: CSGGAGKCWGMGGSASG

2.0

Reverse Complement

Reverse complement motif

Consensus sequence:

CSTSCCYCWGRCTCCSG

=

2.0

- ZCFEEQQQTQI,?&Q;CQE&A

w T ZACT AL %::;,CAAE{::QA
Dataset #: 1
Motif ID: 101
Motif name: C101
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 2
Number of overlap: 16
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Similarity score: 0.0346088

Alignment:
YTSCCTSKSVSTCCCAR
CBGCCKCYSCCTCYMG-

Reverse complement motif = Consensus sequence:
MTGGGASVSYSAGGSAK

2.0

Original motif = Consensus sequence: YTSCCTSKSVSTCCCAR

TA¢=QCICTC-EC ngé E gaexgr_—?:-.—(_:ﬁc =V é(_:?AA

Watiloga 3.4 Watiloga 3.4

Dataset #: 1
Motif ID: 3

Motif name: C003

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 2

Number of overlap: 16

Similarity score: 0.0359906

Alignment:

GSSGGGGGSSGGGGGGKGGVMGGSHGKGSC

-CYKGAGGSMGRGGCVG-——=====—=————

Original motif = Consensus sequence: Reverse complement motif = Consensus sequence:
GSCYCHSCCYVCCYCCCCCCssceeceessc GSSGGGGGSSGGGGGGKGGVYVMGGSHGKGSC
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w@u.«, a

LJaCcEannaac=a AASSAAA- AAéEnAATcg
==

5 10 15 ] 25 30
Webloga 34

Dataset #: 1 Motif ID: 51 Motif name: C051

Original motif = Consensus sequence: SGCCCCCHCCCS

2.0

1C¢CCC Qﬁcggc

WehiLogo 34

bits

Best Matches for Motif ID 51 (Highest to Lowest)

Dataset #: 1

Motif ID: 8

Motif name: Ccoo08
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: 0.0144805
Alignment:

SSCCSSCCCCSSCCSS

-—-—-SGCCCCCHCCCS

Reverse complement motif = Consensus sequence: SGGGHGGGGGCS

2.0
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R | if :
Original motif = Consensus sequence: SSCCSSCCCCSSCCSS everse complement moti Consensus sequence

SSGGSSGGGGSSGGSS
cCC c(Ce (C c
o &= - _-_(?‘f: W} f:_:c_: i Cg_.-_"' - 1c_: 1~ﬁ§¢&&ﬂ§gg,}:ﬁcg
Dataset #: 1
Motif ID: 104
Motif name: C104
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: 0.0155693
Alignment:
SSCCYCCCCDCCSS
--SGCCCCCHCCCS
Original motif = Consensus sequence: SSCCYCCCCDCCSS Reverse complement motif = Consensus sequence: SSGGHGGGGKGG

A2 A2
=1.0 =1.0

C *
. o= o ‘—T—E% Q--gﬂ;:gc 9 JSC e e T (:-;(?

Webiloga 3.4 WabiLlogo .4
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Dataset #: 1

Motif ID: 37

Motif name: Cc037
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: 0.0205815
Alignment:

SVCCGBCMCCSYCMCCVB

SGCCCCCHCCCS———--—-~

Reverse complement motif = Consensus sequence:
BVGGYGKSGGYGBCGGVS

2.0 2.0

_c Cg ACC c-::—.—él_ : A(:-:T_.__‘___.:_ _g_:(?'l‘e:E
5

Original motif = Consensus sequence: SVCCGBCMCCSYCMCCVB

c.':_._ = ==

Wetiloga 3.4 Wetiloga 34

Dataset #: 1

Motif ID: 94

Motif name: C09%4

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

Position number: 3
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12
0.0236035

Number of overlap:
Similarity score:
Reverse complement motif = Consensus sequence: CSGGGGCSGGGD

Alignment:
CSGGGGCSGGGDSS
-—-SGGGHGGGGGCS
Original motif = Consensus sequence: SSHCCCSGCCCCSG
o, ‘?t;-gcggc_;ﬁggggc;% " E?Aé?lggjr_{;?:_ =
Dataset #: 1
Motif ID: 20
Motif name: C020
Matching format of first motif: Reverse Complement
Matching format of second motif Reverse Complement
Direction: Backward
Position number: 6
12
0.0237251

Number of overlap:
Similarity score:
Consensus sequence:

Reverse complement motif

Alignment:
SGTGGGSGVGGSGGVGSB

SGTGGGSGVGGSGGVGSB

-SGGGHGGGGGCS————-
Page 256 of 681

Consensus sequence: BSCVCCSCCVCSCCCACS

Original motif



o lellCdle

2.0

Dataset #: 1 Motif ID: 52 Motif name: C052

Original motif = Consensus sequence: GAGTBVSAGGCMAGVC

2.0

_C

e e

% i A A
- L _ll__ = gcAggéé
5

0.0

10 15
WabiLlogad 4

Best Matches for Motif ID 52 (Highest to Lowest)

Dataset #: 1

Motif ID: 7

Motif name: Ccoo07
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 6

Number of overlap: 16

Similarity score: 0.0160562

Alignment:

Reverse complement motif
GVCTYGCCTSVVACTC

2.0

o e o O

————=
5

Consensus sequence:

Weblogod &
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KTTSTGAGTTCVAGGMCAGCCTS
————— GAGTBVSAGGCMAGVC--

Original motif = Consensus sequence: KTTSTGAGTTCVAGGMCAGCCTS

20

—
0.0 === "-._

"z TATTCAG

AL

Weslaga 3.4

Reverse complement motif ~ Consensus sequence:

SAGGCTGYCCTVGAACTCASAAY

ACT [ GAAGTCA. oe

‘-‘* = == E=

0

WesLaga 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:
SSGGSSGGGGSSGGSS
GAGTBVSAGGCMAGVC

1

8

Ccoo8

Original Motif
Reverse Complement
Backward

1

16

0.0404907

Original motif = Consensus sequence: SSCCSSCCCCSSCCSS

Reverse complement motif ~ Consensus sequence:

SSGGSSGGGGSSGGSS
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2.0

CCCQ?CQQQ?CCGCQ a0 100 s T V- NS :_w___c

Weblogad 4 wsu_ogaa 4

Dataset #: 1

Motif ID: 3

Motif name: C003

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Backward

Position number: 2

Number of overlap: 16

Similarity score: 0.0415476

Alignment:

GSCYCHSCCYVCCYCCCCCCSsSscceeesse

————————————— GVCTYGCCTSVVACTC-

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

20 20

Gggc chc TQCQQQC G¢Acccxnn_c ACc=AAAécGA AL éé&AAeAAéEHAAIEQ

0= e

5 10 15 ] 25 a0
Wﬁ.mg a» Weblogo 34

Dataset #: 1
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Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
SMAGRSCAGSSYGGBS
GAGTBVSAGGCMAGVC

39

C039

Original Motif
Original Motif
Forward

1

16
0.0450105

Original motif = Consensus sequence: SMAGRSCAGSSYGGBS

2.0

Reverse complement motif = Consensus sequence:
SBCCKSSCTGSMCTRS

20

bits
a

. t;‘EA e-sz:‘g C?% : 9 o A= RS
2 10 1;"_09 = oekoanss
Dataset #: 1
Motif ID: 12
Motif name: Co12
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1
Number of overlap: 16
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Similarity score: 0.0456684

Alignment:
MKAGAGMKAGAGAGAGAKM
—-——-GAGTBVSAGGCMAGVC

Reverse complement motif = Consensus sequence:
YRTCTCTCTCTRYCTCTRR

20

Original motif = Consensus sequence: MKAGAGMKAGAGAGAGAKM

20

%mGTéEAgéTAQAEé¥AEéTé TATCIQTCICTATCTCT

00—

0.0
WabiLogod 4 WabiLogod 4

Dataset #: 1 Motif ID: 53 Motif name: C053

Reverse complement motif = Consensus sequence:
MRCAGGMTTTCTCKGTYK

20

C?QAr AQEGQETIE %:_égé AIT IAQ"_ Tz

WebLaga 3.4

Original motif = Consensus sequence: RMACRGAGAAAYCCTGKY

WebLaga 3.4

Best Matches for Motif ID 53 (Highest to Lowest)

Dataset #: 1

Motif ID: 132

Motif name: C132
Matching format of first motif: Original Motif
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Matching format of second motif:
Direction:

Position number:

Number of overlap:

Similarity score:

Alignment:
WCAGRGWGAGAWCYAGGW
RMACRGAGAAAYCCTGKY

Original Motif
Forward

1

18
0.0360527

Original motif = Consensus sequence: WCAGRGWGAGAWCYAGGW

20

8
=10 C
P P

Al

Reverse complement motif
WCCTKGWTCTCWCMCTGW

20

=10

DMQQ Gge¢;0lcxg$%

Consensus sequence:

:
Dataset #: 1
Motif ID: 13
Motif name: Co13
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1
Number of overlap: 18
Similarity score: 0.0481145

Alignment:
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WVCTGGAACTCACTHTGTAGACCAGGM

————————— MRCAGGMTTTCTCKGTYK
Original motif = Consensus sequence: Reverse complement motif = Consensus sequence:
WVCTGGAACTCACTHTGTAGACCAGGM YCCTGGTCTACADAGTGAGTTCCAGVW

20

sl Tt ATk

2
Webilago 14

%: GQIf*AACI'CIEI“l

o
-
a

Wetilago 24

Dataset #: 1

Motif ID: 42

Motif name: co42

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

Position number: 1

Number of overlap: 18

Similarity score: 0.0514739

Alignment:

WGAGTRMGTTCKRGGACW

MRCAGGMTTTCTCKGTYK

Reverse complement motif ~ Consensus sequence:

Original motif = Consensus sequence: WGTCCKRGAACYMACTCW WGAGTRMGTTCKRGGACW
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2.0 2.0

GIVGTAl AA TXACIQ¢ cAUzea TTCCCAE AGa

WebLaga 3.4 WebLaga 3.4

Dataset #: 1

Motif ID: 2

Motif name: Co002
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 6

Number of overlap: 18

Similarity score: 0.051665
Alignment:

TAYRYACACACACACACRYAYRY

————— RMACRGAGAAAYCCTGKY

Reverse complement motif =~ Consensus sequence:
MKKTKKGTGTGTGTGTGTKKKTA

20 20

Original motif = Consensus sequence: TAYRYACACACACACACRYAYRY

il
£yg

EA%AQAQAQ L QAQ ' QQAQQQAE C ZAII?-CI-A L 2lal IAIAZAQ&

WesLogo 34 WesLago 34

Dataset #: 1
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Motif ID: 57

Motif name: C057

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

Position number: 1

Number of overlap: 18

Similarity score: 0.0535024

Alignment:

HWTRTTMKTYTTMKTYKW

MRCAGGMTTTCTCKGTYK

Reverse complement motif = Consensus sequence:
HWTRTTMKTYTTMKTYKW

2.0

Original motif = Consensus sequence: WRMARYAAMARYAAMAWH

2.0

ﬁA ‘?‘E-:AéAﬁECA:AgéA | 'f‘gITIT‘?‘;TTIT’.’EE ) _I%X

bits

N

e - 2 = o
15 10 5

WistiLaga 24 WitiLaga 24

Dataset #: 1 Motif ID: 54 Motif name: C054
Original motif = Consensus sequence: SSCCDCCCCCCCSS Reverse complement motif Consensus sequence: SSGGGGGGGHGG
- ec\ye Qc e

. € 9 , —.—?2 A %EEQC LD =aA VT T XX OO
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Best Matches for Motif ID 54 (Highest to Lowest)

Dataset #: 1

Motif ID: 3

Motif name: C003
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: 0.010752
Alignment:

GSCYCHSCCYVCCYCCCCCCSsSsCcCceeessce

———————————————— SSCCDCCCCCCCSS

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

240 240

cQ? CTQ QCQQQC GG“CQC 9?_0 ACCGAAAQCGAAAAQQAAAﬁAAéEnAAI%g

00—== ————
5 10 15 2 25 0
wam; 34 WebLogo 34

Dataset #: 1
Motif ID: 23
Motif name: Cc023

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement
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Direction: Backward

Position number: 1
Number of overlap: 14
Similarity score: 0.0108829
Alignment:
SSGGSGDBGSGGSS
SSGGGGGGGHGGSS
Original motif = Consensus sequence: SSCCSCBHCSCCSS Reverse complement motif = Consensus sequence: SSGGSGDBGSGG
2.0 2.0
cg C C _(Ccc
IS eSS _Soe¥EsS ISEYeCE.. SESYES
5 10 5 10
Dataset #: 1
Motif ID: 8
Motif name: Co008
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: 0.0123397
Alignment:
SSCCSSCCCCSSCCSs
-SSCCDCCCCCCCSS—-
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R | if :
Original motif = Consensus sequence: SSCCSSCCCCSSCCSS everse complement moti Consensus sequence

SSGGSSGGGGSSGGSS
CCC CQCQ CC cC

00 < - _-_(?‘f: W} f:_:c_: i Cg_.-_"' ﬂ_‘j = 1~:$CIE¢=&A&EEQ,}:{—.CS
Dataset #: 1
Motif ID: 104
Motif name: C104
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: 0.0155505
Alignment:
SSCCYCCCCDCCSS
SSCCDCCCCCCCsS
Original motif = Consensus sequence: SSCCYCCCCDCCSS Reverse complement motif = Consensus sequence: SSGGHGGGGKGG

2.0 2.0

A2 A2
=1.0 =1.0

C C
o6 CC c—-ﬂ-:% Qégﬂgc 9 o QCQ TN w & V<= VWi,

Webiloga 3.4 WabiLlogo .4
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Dataset #: 1
Motif ID: 4
Motif name: Co04
Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward
Position number: 5

Number of overlap: 14
Similarity score: 0.0155642
Alignment:

SSSSSSGSGGSSSSGGSSSSSGSSSSS
-—---SSGGGGGGGHGGSS—————————

Original motif = Consensus sequence:
SSSSSCSSSSSCCSSSSCCSCSSSSSS

20

a

“eecotlogCeclsceeli, Coacers

Webiogo 34

Reverse complement motif = Consensus sequence:
SSSSSSGSGGSSSSGGSSSSSGSSSSS

20

2
:E'HJ

CcGLC C C C
C_QC ccE<cCCClccCecCl:CCCCCCL

Weriogo 34

0.0

Dataset #: 1 Motif ID: 55

Original motif = Consensus sequence: MKAGAGMKMKAGAGMK

Motif name: C0O55

Reverse complement motif  Consensus sequence:
RYCTCTRRRRCTCTRR
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2.0 2.0

bits

TAAAAETEIAQAééT McIchléTéTg;gléT

8.0 e e o =

5

Weblogad 4 Webloagad 4

Best Matches for Motif ID 55 (Highest to Lowest)

Dataset #: 1

Motif ID: 12

Motif name: Co12
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1

Number of overlap: 16

Similarity score: 0.0277227
Alignment:

MKAGAGMKAGAGAGAGAKM

MKAGAGMKMKAGAGMK—---

Reverse complement motif = Consensus sequence:
YRTCTCTCTCTRYCTCTRR

20 20

Efcréfé?éTAﬁAEééAEéTé EmTéInglCl?lé:C;CIéx

a =

Original motif = Consensus sequence: MKAGAGMKAGAGAGAGAKM

00—

WabiLogod 4 WabiLogod 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:
KMGAGAKMGAGAGAGAKM
-MKAGAGMKMKAGAGMK -

1

11

Co11

Original Motif
Original Motif
Forward

2

16
0.0407596

Original motif = Consensus sequence: KMGAGAKMGAGAGAGAKM

2.0

rsitohrechon.dthr

Wetiloga 3.4

Reverse complement motif
RRTCTCTCTCRRTCTCRR

2.0

Consensus sequence:

g:TéICInglgIélglgIé

Wetiloga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

1

17

Co17

Original Motif
Original Motif
Forward

1
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Number of overlap: 16
Similarity score: 0.0572526

Alignment:
WSWGAGASWSAGAGASWS
MKAGAGMKMKAGAGMK--

Original motif = Consensus sequence: WSWGAGASWSAGAGASWS

2.0

CT A ACTcA A ACAC

Webilogo 3.4

Reverse complement motif =~ Consensus sequence:
SWSTCTCTSWSTCTCWSW

2
=1

_eacTc]c]ereIClcres

2.0

Webilogo 3.4

Dataset #: 1
Motif ID: 121

Motif name: Ci121

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

Number of overlap: 16

Similarity score: 0.0582287
Alignment:

RKGGASMGCKAGGGMY

MKAGAGMKMKAGAGMK
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Original motif = Consensus sequence: MRCCCTRGCYSTCCYK

20

*ca

AAECICCQT

w:uga

Reverse complement motif
RKGGASMGCKAGGGMY

Consensus sequence:

Weblogad 4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
MKAGMKMGAGAKMKAGMK
--MKAGAGMKMKAGAGMK

1

36

C036

Original Motif
Original Motif
Forward

3

16
0.0615114

Original motif = Consensus sequence: MKAGMKMGAGAKMKAGMK

2.0

0.0

aTA GRIgeAG, TCTA GT

Wetiloga 3.4

Reverse complement motif
RRCTRRRTCTCRRRCTRY

2.0

=10

selasa.c

cT

Q

Consensus sequence:

TCTCICT

Wetiloga 34
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Dataset #: 1 Motif ID: 56 Motif name: C056

Original motif = Consensus sequence: AWMAAAYWRAMAAWH

Em_xéAéAgéaééAA%E

Webiloga 34

Best Matches for Motif ID 56 (Highest to Lowest)

Dataset #: 1

Motif ID: 1

Motif name: Ccoo1
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 15

Number of overlap: 15

Similarity score: 0.0174059
Alignment:

WWWAAAAAWWAAAAAWAAAAAWWAAAAHWW
—————————————— AWMAAAYWRAMAAWH-

Original motif =~ Consensus sequence:
WWWAAAAAWWAAAAAWAAAAAWWAAAAHWW

Reverse complement motif = Consensus sequence:

HWTTYTKWMTTTYWT

2.0

0.0 =

E”ATLTTI;I%lTTI%%

Webiloga 34

Reverse complement motif ~ Consensus sequence:

WWHTTTTWWTTTTTWTTTTTWWTTTTTWWW
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éﬂAAA@?é AA:% A-AQQQAQAA@%; TTTTIIIIT IT TTTIIII 10T

Weilogo 34 wmg a

Dataset #: 1

Motif ID: 16

Motif name: Cco16
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 5

Number of overlap: 15

Similarity score: 0.0238582
Alignment:

HWAAWAAAHWAAMAWAMAAWW
-—-AWMAAAYWRAMAAWH-—-—-

Reverse complement motif =~ Consensus sequence:
WWTTYTWTYTTWDTTTWTTWH

=2 é& é&% éAé éeAég EIIELITTITXQIEIIII%e

Original motif = Consensus sequence: HWAAWAAAHWAAMAWAMAAWW

bits
it:
P

0.0

: F>-i

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:
WWTTTTTTTTTTWWTTTTWWW
HWTTYTKWMTTTYWT-—————

Original motif = Consensus sequence: WWWAAAAWWAAAAAAAAAAWW

é AAAAAAAA Ada,

2.0

10

Co010

Reverse Complement
Reverse Complement
Forward

1

15

0.0247988

B

Webiloga 34

Reverse complement motif
WWTTTTTTTTTTWWTTTTWWW

Consensus sequence:

LI aatTrr .

20
Wetiloga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

1

139

C139

Original Motif
Original Motif
Backward

3

15
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Similarity score: 0.0262578

Alignment:
WWMAAABWWWVAAAAWNW
AWMAAAYWRAMAAWH--

Reverse complement motif = Consensus sequence:

WWTTTTVWWWBTTTYWW

2.0

TAAAAA AXT AAAéT% . TTT %T I TT A

Original motif = Consensus sequence: WWMAAABWWWVAAAAWW

2.0

e

4::-:_ 0.0

Watiloga 3.4 Watiloga 3.4

Dataset #: 1
Motif ID: 30

Motif name: C030
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 4

Number of overlap: 15

Similarity score: 0.0280412
Alignment:

WYAAAAAMAAAAAAAAWAM

—-——AWMAAAYWRAMAAWH-

Reverse complement motif = Consensus sequence:

Original motif = Consensus sequence: WYAAAAAMAAAAAAAAWAM VTWTTTT T Y T T TMW
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20

20

e

10 15

g TT@IITTITTTIlgTTTA%

f=——= e

WebiLagad4

Dataset #: 1 Motif ID: 57 Motif name: C057

Original motif =~ Consensus sequence: WRMARYAAMARYAAMAWH

2.0

P
=10

228 ?EAAéAﬂgééﬁééé

15
Weilog 3.4

Best Matches for Motif ID 57 (Highest to Lowest)

Dataset #: 1

Motif ID: 1

Motif name: Ccoo01
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 3

Number of overlap: 18

Similarity score: 0.0188081

Alignment:

Reverse complement motif =~ Consensus sequence:

HWTRTTMKTYTTMKTYKW

2.0

h$;ITTTe£TTTTegTI§g

10

5
Webiloga 3.4
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WWWAAAAAWWAAAAAWAAAAAWWAAAAHWW
—————————— WRMARYAAMARYAAMAWH--

Original motif = Consensus sequence:

WWWAAAAAWWAAAAAWAAAAAWWAAAAHWW

20

=S I 2.

5

Welogo 34

Reverse complement motif ~ Consensus sequence:

WWHTTTTWWTTTTTWTTTTTWWTTTTTWWW

20

ﬁlgxIIITTlngTﬁIngI}IIII

25

[1Tgae

Webloga 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:
WWWAAAAWWAAAAAAAAAAWW
--WRMARYAAMARYAAMAWH-

Original motif  Consensus sequence: WWWAAAAWWAAAAAAAAAAWW

1

10

C010
Original Motif
Original Motif
Backward

2

18
0.0244335

Reverse complement motif ~ Consensus sequence:

WWTTTTTTTTTTWWTTTTWWW
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2.0

AAAT

2c<T

20

LA 115311 P11 98

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:

WYAAAAAMAAAAAAAAWAM
-WRMARYAAMARYAAMAWH

Original motif

30

C030

Original Motif
Original Motif
Backward

1

18

0.032013

Consensus sequence: WYAAAAAMAAAAAAAAWAM

Reverse complement motif

Consensus sequence:

YTWTTTTTTTTYTTTTTMW

E

20

10

_..e-.__ﬂ_an--cz..n.. qu__--

0.0

WeblLago 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:
HWAAWAAAHWAAMAWAMAAWW
-——-WRMARYAAMARYAAMAWH

Original motif = Consensus sequence: HWAAWAAAHWAAMAWAMAAWW

2.0

0
240

T AA%AAACQAA A@AA

16

Cco16
Original Motif
Original Motif
Forward

4

18
0.0342459

Reverse complement motif
WWTTYTWTYTTWDTTTWTTWH

Consensus sequence:

£:¢£IIELITTITIQIEIXII%?

_el
Wibluosk Siblosk

Dataset #: 1
Motif ID: 32
Motif name: C032
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1
Number of overlap: 18
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Similarity score: 0.0370038

Alignment:
HWAAWYDAAAMWRWAMWR
WRMARYAAMARYAAMAWH

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

KWYTWKWYTTTDMWTTWH
2.0 2.0
T AAA IT T ‘ ‘ ATT
ol ﬁAAA-QrA AAA ST xe " E%IAA%-‘%—T__- - _f-J}T | 1 X~
5 10 15 5 10 15
Dataset #: 1 Motif ID: 58 Motif name: C058
. . ] Reverse complement motif  Consensus sequence:
Original motif = Consensus sequence: CYCCBCSGVCYCCBC GVGGMGVCSGBGGMG
2.0 2.0
i o QT C o A
. TETQE—S == Qg_ ___E po i A _A!F(:"CgﬁAégA
5 10 15 5 10 15

Webiloga 3.4 Webiloga 3.4

Best Matches for Motif ID 58 (Highest to Lowest)

Dataset #: 1

Motif ID: 112

Motif name: C112
Matching format of first motif: Original Motif
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Matching format of second motif: Original Motif

Direction: Backward
Position number: 1
Number of overlap: 15
Similarity score: 0.0133513
Alignment:
CCBCYSSSGCCCCSS
CYCCBCSGVCYCCBC
. . Reverse complement motif = Consensus sequence:
I f : BCY
Original moti Consensus sequence: CCBCYSSSGCCCCSS SSGGGGCSSSKGBGG
2.0 2.0
cCaaC C CC
MV_VEE CAAQQQQE.;‘: e T ST ZTGOCCECAW._ VX
5 10 15 5 10 15
Dataset #: 1
Motif ID: 37
Motif name: C037
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 4
Number of overlap: 15
Similarity score: 0.0170428
Alignment:
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BVGGYGKSGGYGBCGGVS
GVGGMGVCSGBGGMG—---

Reverse complement motif ~ Consensus sequence:
BVGGYGKSGGYGBCGGVS

20 20

v
) CTQ C < —
AC
<_ D é,_xgﬁ Cp A=
5 10

0.0 _—

Original motif = Consensus sequence: SVCCGBCMCCSYCMCCVB

Dataset #: 1

Motif ID: 140

Motif name: C140
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: 0.0187263
Alignment:

BSCCBCVSSSBCCYHVG

CYCCBCSGVCYCCBC--

Reverse complement motif ~ Consensus sequence:

Original motif = Consensus sequence: BSCCBCVSSSBCCYHVG CVDMGGBSSSVGBGGSB
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2.0 2.0

e e W=V _CCo oV —a iz =2V —cGG. V=SV
3 10 12 Welsiaga 3.4 3 10 2 Wlsiaga 2.4

Dataset #: 1
Motif ID: 3
Motif name: C003
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 14
Number of overlap: 15
Similarity score: 0.0189191
Alignment:
GSCYCHSCCYVCCYCCCCCCSsSscceeesse
————————————— CYCCBCSGVCYCCBC--
Original motif = Consensus sequence: Reverse complement motif = Consensus sequence:
GSCYCHSCCYVCCYCCceeessceeeessc GSSGGGGGSSGGGGGGKGGVYMGGSHGKGSC

20 20

he?ggc-?gclggggggg chcggﬁfgc ACQ?AAAég?éﬂﬂéééﬁAA-AAéﬁ“AAIEQ

= _= ==
T 04 =
20 25 a0 5 10 15
Weblogo 34

=]
8
=

Dataset #: 1
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Motif ID: 4

Motif name: Cco04
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 4

Number of overlap: 15

Similarity score: 0.0189308
Alignment:

SSSSSCSSSSSCCSSSSCCSCSSSSSS

————————— CYCCBCSGVCYCCBC———

Original motif = Consensus sequence:
SSSSSCSSSSSCCSSSSCCSCSSSSSS

20

a

mCCCCCCCCCQCCCCCCCCC¢CCCCCCC

B

5
Webslago 14

Reverse complement motif = Consensus sequence:
SSSSSSGSGGSSSSGGSSSSSGSSSSS

20

a
F10

CcGuC C C C
C_QC CCEEcCCCGCCCECGCCCCCCG

Wetogo 14

0.0

Dataset #: 1 Motif ID: 59 Motif name: C059

Original motif

2.0

Consensus sequence: SYCCDCCCCCRG

10

5

WehiLogo 34

Reverse complement motif = Consensus sequence: CMGGGGGDGGKS

2.0

bits

1.

o ggTTﬂC*—%‘ -

- E —= T, -~ —

5 10
WetiLogo A4

0.
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Best Matches for Motif ID 59 (Highest to Lowest)

Dataset #: 1

Motif ID: 8

Motif name: coo08
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: 0.0187581
Alignment:

SSCCSSCCCCSSCCSS

SYCCDCCCCCRG----

Original motif = Consensus sequence: SSCCSSCCCCSSCCSS

el o006, (e

Wabiogad 4

Reverse complement motif

SSGGSSGGGGSSGGSS

2.0

Consensus sequence:

Dataset #: 1

Motif ID: 3

Motif name: C003
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
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Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:

GSCYCHSCCYVCCYCCCCCCSSCCCCCSSC
———————————————— SYCCDCCCCCRG--

Original motif = Consensus sequence:
GSCYCHSCCYVCCYCCcceeessceeeessc

20

Backward
3

12
0.0189659

ccl

JQ?T. ?ggl__gggggcg

10 15

0
Webogo 34

Reverse complement motif  Consensus sequence:
GSSGGGGGSSGGGGEGGKGGVYMGGSHGKGSC

20

¢

ACcSanaac=sa AAZZAAA__C ,A._—AGnAA ICx
== ‘ SQSSSoRAR=SRSS =
H I 15 P % a0

WebLago 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:
CYGSGGGHSGGB
CMGGGGGDGGKS

1

81

Co81

Reverse Complement
Reverse Complement
Forward

1

12

0.0197846
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Original motif = Consensus sequence: BCCSHCCCSCMG Reverse complement motif = Consensus sequence: CYGSGGGHSGGB

C C<C
= i £ =1 QQTA = — o (;I—.—(::AT—-— =wiM
Dataset #: 1
Motif ID: 54
Motif name: C054
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 3
Number of overlap: 12
Similarity score: 0.0243956
Alignment:
SSCCDCCCCCCCSS
SYCCDCCCCCRG--
Original motif = Consensus sequence: SSCCDCCCCCCCSS Reverse complement motif = Consensus sequence: SSGGGGGGGHGG
2.0
Cc QC e
0o 1SACS Q P-4 % = L= T =3 T =% NcC
10 10

Webiioga 3.4 Webiloga 3.4
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
SVCCGBCMCCSYCMCCVB

SYCCDCCCCCRG—————-

1

37

C037

Original Motif
Original Motif
Backward

7

12

0.025237

Original motif = Consensus sequence: SVCCGBCMCCSYCMCCVB

Reverse complement motif = Consensus sequence:

BVGGYGKSGGYGBCGGVS
_c Cg égcﬁ = o -,L:‘_::L:él_ﬂg_(?tlf A LRm) E(;'IA-?E
Dataset #: 1 Motif ID: 60 Motif name: C060

Original motif = Consensus sequence: SMGGCAKMGGCAKS

Reverse complement motif  Consensus sequence: SYTGCCYYTGCCY:!
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2.0 2.0

blts

£
1.0

5

=T\ CQTRI ocCre

Welsloge 34 Welloge 3.4

Best Matches for Motif ID 60 (Highest to Lowest)

Dataset #: 1

Motif ID: 41

Motif name: Co41
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 3

Number of overlap: 14

Similarity score: 0.0270843
Alignment:

CSGAGGCMKAGGCASS

--SMGGCAKMGGCAKS

Reverse complement motif = Consensus sequence:
SSTGCCTYRGCCTCSG

cc\l A AQC A CAC . CT CCCQTAGQIC

0.0 S e _ R — a.0 -

Original motif = Consensus sequence: CSGAGGCMKAGGCASS

2.0

wsuog o34 \Msuog CERY
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
GSCTGCCWSWGCCTCS
-SYTGCCYYTGCCYS-

1

48

Co048

Reverse Complement
Reverse Complement
Backward

2

14

0.0323426

Original motif = Consensus sequence: SGAGGCWSWGGCAGSC

2.0

1.0

bits

A CTCA cA\ o

Reverse complement motif = Consensus sequence:

GSCTGCCWSWGCCTCS

s ch_ﬂh‘:—_—r A La=r= L= S
R saria Rk saria
Dataset #: 1
Motif ID: 118
Motif name: C118
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1
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14
0.0327086

Number of overlap

Similarity score:

Alignment:
GMCTGCSWSTGCCKC

-SYTGCCYYTGCCYS
Consensus sequence: GMCTGCSWSTGCCKC

Original motif

2.0

AéQIEQC%CICCQIQ

1

0.0

Consensus sequence

Reverse complement motif

GRGGCASWSGCAGYC

2.0

bits

1.0

Wd.lJJgu :34

CACIC CA_IQ

A
= AN

Dataset #:

Motif ID: 86
Motif name: C086
Matching format of first motif: Original Motif

Matching format of second motif Original Motif
Direction: Forward
4
14
0.0345156

Position number:
Number of overlap
Similarity score:

Alignment:
CSGGAGKCWGMGGSASG

—-—-—-SMGGCAKMGGCAKS
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Original motif = Consensus sequence: CSGGAGKCWGMGGSASG

C_GGauT LA

_ T?AC—,—A__ ?:ﬂCAAA

Reverse complement motif ~ Consensus sequence:

CSTSCCYCWGRCTCCSG

20

CACA o QELQ—GQTQIAég;cgcA

5 10

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:

Alignment:
VBTSVCTSTGSSTCVB
SYTGCCYYTGCCYS—--

Original motif = Consensus sequence: BVGASSCASAGVSABV

2.0

=< :ECAQACEC_A?Q " ?ﬁICgc“9AC-_—.E
10 15 &

28

C028

Reverse Complement
Reverse Complement
Forward

1

14

0.0496439

Reverse complement motif = Consensus sequence:

VBTSVCTSTGSSTCVB

2.0

C

15

0.0 T
5

10
Wabiogad 4

WabiLogad 4
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Dataset #: 1 Motif ID: 61 Motif name: C061

Original motif = Consensus sequence: MRGMMBAGGCHGGCCK

2.0

o
-_E‘I.U

0.0

Cé—rgg . é_ CQ&;—-:T-:_E‘::-_I_-

15
WabiLogad 4

Best Matches for Motif ID 61 (Highest to Lowest)

Dataset #: 1

Motif ID: 73

Motif name: C073

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

Position number: 2

Number of overlap: 16

Similarity score: 0.0275681

Alignment:

KAGYSYKGGCTKRSCWYK

-RGGCCDGCCTBRRCMY -

Original motif = Consensus sequence: YMWGSMYAGCCRKSKCTR

Reverse complement motif
RGGCCDGCCTBRRCMY

Consensus sequence:

‘ool el olin

Reverse complement motif
KAGYSYKGGCTKRSCWYK

WabiLogad 4

Consensus sequence:
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2.0 2.0

i
s10

5

Cééccgg&AQAéxgxglg Mzéé29g£TéCIeT§ XA

0.0 =
5 10
WebLaga 3.4 WebLaga 3.4

Dataset #: 1
Motif ID: 122
Motif name: C122
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 2
Number of overlap: 16
Similarity score: 0.033106
Alignment:
MAGGVSWGSCWGGGCTK
MRGMMBAGGCHGGCCK-
. . Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: YAGCCCWGSCWSBCCTR MAGGYSWGSCWGGGCTK

20

AlV.s, CI.
= AAn_Aas—AH

B D V-R = &

5

20

Webiiogo 3.4

Dataset #: 1
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Motif ID: 5

Motif name: C005
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 4

Number of overlap: 16

Similarity score: 0.0398636
Alignment:

TCTGTAGMCCAGGCTGGCCTYGW
-—---MRGMMBAGGCHGGCCK---

Reverse complement motif = Consensus sequence:
WCKAGGCCAGCCTGGYCTACAGA
2.0

BRI Y

W A
5
WesLaga 34 WesLaga 34

Original motif = Consensus sequence: TCTGTAGMCCAGGCTGGCCTYGW

Dataset #: 1

Motif ID: 96

Motif name: C096

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

Position number: 1

Number of overlap: 16
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Similarity score: 0.0431269

Alignment:
MRMCMYGSCYRGCCYK
RGGCCDGCCTBRRCMY

Reverse complement motif = Consensus sequence:
RKGGCMMGSCKRGRKY

2.0 2.0

Original motif = Consensus sequence: MRMCMYGSCYRGCCYK

o
-_E‘I.CI

Wabiogad 4 WabiLogad 4

0.0

Dataset #: 1

Motif ID: 93

Motif name: C093
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 3

Number of overlap: 16

Similarity score: 0.0437797
Alignment:

AKCCASMBSCCKSTGCMT

--RGGCCDGCCTBRRCMY

Reverse complement motif = Consensus sequence:

Original motif = Consensus sequence: AKCCASMBSCCKSTGCMT ARGCASYGGSVYSTGGYT
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2.0

“hchace e,

WebLaga 3.4

2.0

Dataset #: 1 Motif ID: 62 Motif name: C062

Original motif =~ Consensus sequence: WWAMAWRMAMAYWAAHWW

2.0+

w
= 4.0

D % Aé %AEAEATX gAA

5

Weilog 3.4

Best Matches for Motif ID 62 (Highest to Lowest)

Dataset #: 1

Motif ID: 16

Motif name: co1e
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1

Number of overlap: 18

Similarity score: 0.0181545

Alignment:

Reverse complement motif

Consensus sequence:

WWDTTWMTRTRKWTYTWW

2.0+

8,0
£10

W P B e

Webiloga 3.4
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HWAAWAAAHWAAMAWAMAAWNW
———-WWAMAWRMAMAYWAAHWW

Reverse complement motif ~ Consensus sequence:

Original motif = Consensus sequence: HWAAWAAAHWAAMAWAMAAWW WW W WDTTTWTTWH

2.0 2]

2 2
240 E1.

ERTTIITWTV T el

Lagadd Watiloga 34

S

=
B

Dataset #: 1

Motif ID: 1

Motif name: coo1

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward

Position number: 9

Number of overlap: 18

Similarity score: 0.022296

Alignment:

WWWAAAAAWWAAAAAWAAAAAWWAAAAHWW

-———WWAMAWRMAMAYWAAHWW-—-——————

Original motif = Consensus sequence: Reverse complement motif = Consensus sequence:
WWWAAAAAWWAAAAAWAAAAAWWAAAAHWW WWHTTTTWWTTTTTWTTTTTWWTTTTTWWW
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éﬂAAA@?% AA=% A_Aé%éégéé@%z

Weilogo 34

TTTTIIIIT IT TTTIIII II%T

wmg a

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
WYAAAAAMAAAAAAAAWAM
WWAMAWRMAMAYWAAHWW -

Original motif

1

30

C030

Original Motif
Original Motif
Backward

2

18
0.0268461

Consensus sequence: WYAAAAAMAAAAAAAAWAM

Reverse complement motif

Consensus sequence:

YTWTTTTTTTTYTTTTTMW

20

_TélTTTTTTTTTTTTTA%

e Aq:__ -

0.0

WeblLago 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:
WWWAAAAWWAAAAAAAAAAWW
—-——WWAMAWRMAMAYWAAHWW

Original motif = Consensus sequence: WWWAAAAWWAAAAAAAAAAWW

é AAAAAAAA Ada,

2.0

10

co10
Original Motif
Original Motif
Backward

1

18
0.0319895

B

Webiloga 34

Reverse complement motif
WWTTTTTTTTTTWWTTTTWWW

Consensus sequence:

LI aatTrr .

20
Wetiloga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

1

32

C032

Original Motif
Original Motif
Forward

1

18
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Similarity score: 0.0355184

Alignment:
HWAAWYDAAAMWRWAMWR
WWAMAWRMAMAYWAAHWW

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

K\ZYTWKWY‘I‘I‘I’DMW"ITWH
ﬁAAAQ; A éAAI}%AEé.f? E EATIE%ATTTT«~A$TET%:
Dataset #: 1 Motif ID: 63 Motif name: C063
Orj:_zinal motif  Consensus sequence: MAAKMWAAAAWKHAA Rez\;erse complement motif  Consensus sequence: TTHRWTTTTWYRT
PV IPIVYY P "L oX| T ea Ixx

W&:chl a4 Webiloga 3.4

Best Matches for Motif ID 63 (Highest to Lowest)

Dataset #: 1

Motif ID: 24

Motif name: C024

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

Position number: 3

Number of overlap: 15
Similarity score: 0.0248724
Alignment:

THTTDMWTTTTWKMTTDA

——TTHRWTTTTWYRTTY -

Original motif = Consensus sequence: TDAAYRWAAAAWYDAAHA

2.0

- ahabla, M.

EAccé =2C

5

Wetiloga 3.4

Reverse complement motif
THTTDMWTTTTWKMTTDA

Consensus sequence:

L - TT:':ATTTIT TAITgé

Wetiloga 34

Dataset #: 1

Motif ID: 16

Motif name: co1e6
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 3

Number of overlap: 15

Similarity score: 0.0290274
Alignment:

HWAAWAAAHWAAMAWAMAAWW
—-—-—-MAAKMWAAAAWKHAA--
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Original motif = Consensus sequence: HWAAWAAAHWAAMAWAMAAWW

20

bits

" zon Mancanhahon b,

Reverse complement motif ~ Consensus sequence:

WWTTYTWTYTTWDTTTWTTWH

20

g-)

W

B

Loga 34

x giégIIgleTITIQIEIxIIéf

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:
WKTRTWTTTTWRTTTDT
—-—TTHRWTTTTWYRTTY

Original motif = Consensus sequence: ADAAAKWAAAAWAKARW

2.0

- —-——-—a-:-_

1

79

C079

Reverse Complement
Reverse Complement
Forward

3

15

0.0322494

Reverse complement motif
WKTRTWTTTTWRTTTDT

2.0

Consensus sequence:

TXaxIl x

—-—A= 0.0

0.0

Watiloga 3.4

Watiloga 3.4
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Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:

WBAASWWAAAAWWSAAVW
-MAAKMWAAAAWKHAA--

Original motif

2.0

1 AA_ashHAA

0.0

A
AT7-A

1

97

C097

Original Motif
Original Motif
Backward

3

15
0.0331992

Consensus sequence: WBAASWWAAAAWWSAAVW

10

Reverse complement motif
WVTTSWWTTTTWWSTTBW

2.0

S

Consensus sequence:

=

ITGA%TT TXAGTTL%

Wetiloga 34

Dataset #:

Motif ID:

Motif name:

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

Position number:

coo1

Original Motif
Original Motif
Forward

5
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15
0.0352734
Consensus sequence

Number of overlap

Reverse complement motif
WWHTTTTWWTTTTTWTTTTTWWTTTTTWWW

Similarity score
Alignment:
WWWAAAAAWWAAAAAWAAAAAWWAAAAHWW
—-——-MAAKMWAAAAWKHAA-——————————
Original motif = Consensus sequence:
WWWAAAAAWWAAAAAWAAAAAWWAAAAHWW
AAAAA$%§A==é% A“A$Q$ AA ATI TTTTIXIIT ITIT TTIIIIAAAI@T
Dataset #: 1 Motif ID: 64 Motif name: C064
Original motif = Consensus sequence: DAAAKAAAAMAAK Reverse complement motif = Consensus sequence: RTTYTTTTRTTTD
" éAAEéAAAAéA GTTLLIIléIlze
Best Matches for Motif ID 64 (Highest to Lowest)
Dataset #: 1
Motif ID: 131
C131
Original Motif
Page 307 of 681

Motif name:
Matching format of first motif



Matching format of second motif:
Direction:

Position number:

Number of overlap:

Similarity score:

Alignment:
WWAADAARVHAAWW
DAAAKAAAAMAAK-

Original Motif
Backward

2

13

0.029048

Original motif = Consensus sequence: WWAADAARVHAAWW

{ELIA&?AAAAm_AA%

WelsLage 3.4

Reverse complement motif

Consensus sequence: WWTTHBKTTDTTV

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:

1

10

C010

Original Motif
Original Motif
Forward

8

13
0.0335106
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WWWAAAAWWAAAAAAAAAAWW

Original motif  Consensus sequence: WWWAAAAWWAAAAAAAAAAWW

Reverse complement motif ~ Consensus sequence:

WWTTTTTTTTTTWWTTTTWWW

2.0

g:TIIT?IITTllléégTTTI?*

Watiloga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
WKTRTWTTTTWRTTTDT
-——RTTYTTTTRTTTD-

79

C079

Reverse Complement
Reverse Complement
Forward

4

13

0.037939

Original motif = Consensus sequence: ADAAAKWAAAAWAKARW

Reverse complement motif ~ Consensus sequence:

WKTRTWTTTTWRTTTDT
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2.0

2]
F1.0

—-—,..-:

0.0

Websiags 3.4

2.0

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
KWRRKWRARAWMRAWM
DAAAKAAAAMAAK---

1

152

C152

Original Motif
Original Motif
Backward

4

13
0.0379551

Original motif = Consensus sequence: KWRRKWRARAWMRAWM

20

TAAAIéAAAAQéAAA a

0.0 A—- P— e

w:uug o34

Reverse complement motif =~ Consensus sequence:
YWTKYWTKTKWYKKWR

20

bits

i TITTXTIll ngI

ALCCAC AACC/

W

Dataset #:
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Motif ID: 24

Motif name: co024
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1

Number of overlap: 13

Similarity score: 0.0419927
Alignment:

TDAAYRWAAAAWYDAAHA

DAAAKAAAAMAAK-—-——-—

R lement motif  C :
Original motif ~ Consensus sequence: TDAAYRWAAAAWYDAAHA everse complement motit Lonsensus sequence

THTTDMWTTTTWKMTTDA
Dataset #: 1 Motif ID: 65 Motif name: C065
Original motif = Consensus sequence: MSTGAGWTCMASK Reverse complement motif = Consensus sequence: YSTRGAWCTCASR

2.0

b|ts
bits
&

cICAETlggAQT == TTA%GlQAqT

0.0 — =

Wablogod s Wablogod 4
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Best Matches for Motif ID 65 (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:
SAGGCTGYCCTVGAACTCASAAY
———————— YSTRGAWCTCASR--

Original motif

2.0

"z TATTC A

C—

1

7

coo7

Reverse Complement
Reverse Complement
Forward

9

13

0.00190829

Consensus sequence: KTTSTGAGTTCVAGGMCAGCCTS

H o

wll—l

WebiLog 34

Reverse complement motif

Consensus sequence:

SAGGCTGYCCTVGAACTCASAAY

o 000

9,..‘-_-..

'\
a.'

CAAGTCA, png

G

WebiLog) 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

1

40

Cco40

Original Motif
Original Motif
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Direction: Backward

Position number: 6
Number of overlap: 13
Similarity score: 0.0036319
Alignment:
RSTGASYTCMARSYCAGY
MSTGAGWTCMASK—-———-
. . ) Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: RSTGASYTCMARSYCAGY KCTGMSKTYGAMSTCASM

2.0 2.0

o

A N : s G B e
Dataset #: 1
Motif ID: 13
Motif name: Co13
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 14
Number of overlap: 13
Similarity score: 0.0058849
Alignment:
WVCTGGAACTCACTHTGTAGACCAGGM
————————————— YSTRGAWCTCASR-
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Original motif = Consensus sequence:
WVCTGGAACTCACTHTGTAGACCAGGM

QT ogTlker T

UACTA e

Webilago 24

Reverse complement motif
YCCTGGTCTACADAGTGAGTTCCAGVW

20

bl

Consensus sequence:

b ACTORCTTH:

Wetilogo 24

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
RRCTRRRTCTCRRRCTRY
-YSTRGAWCTCASR-——-

1

36

C036

Reverse Complement
Reverse Complement
Backward

5

13

0.0245754

Original motif = Consensus sequence: MKAGMKMGAGAKMKAGMK

2.0

aTA GRIgeAG, TRTA GT

0.0
10

Wetiloga 3.4

Reverse complement motif

Consensus sequence:

RRCTRRRTCTCRRRCTRY
cgghc l TCTCICT

Wetiloga 34
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
WCAGRGWGAGAWCYAGGW
—-——--MSTGAGWTCMASK-

1

132

C132

Original Motif
Original Motif
Forward

5

13
0.0272182

Original motif = Consensus sequence: WCAGRGWGAGAWCYAGGW

2.0

@
=10 c
aot== -

5

Al..c.H

——
=

Wetiloga 3.4

Reverse complement motif = Consensus sequence:
WCCTKGWTCTCWCMCTGW

2.0

a
:E‘I.CI

Lo =

.C =:¢¢;01cx§$§

0.0

Wetiloga 34

Dataset #: 1 Motif ID: 66

Motif name: C066

Original motif = Consensus sequence: MAMTCCCMSKGCCTCTK

Reverse complement motif  Consensus sequence:
YAGAGGCRSYGGGARTR
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2.0

B cT g c" QCICII

a0 e

Websiags 3.4

Best Matches for Motif ID 66 (Highest to Lowest)

Dataset #: 1

Motif ID: 141

Motif name: C141
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1

Number of overlap: 17

Similarity score: 0.0307474
Alignment:

YMATCCYRSYRCTTGKR

MAMTCCCMSKGCCTCTK

Original motif = Consensus sequence: YMATCCYRSYRCTTGKR

TRATCC %ﬁgIngﬁ

ATT

2.0

Watiloga 3.4

2.0

A A ACCCT“AA{\.TLT

= A

15
Websiags 3.4

Reverse complement motif = Consensus sequence:
KYCAAGKMSKMGGATRK

j&EC&AAEAﬁ%AAAI;TA

Watiloga 3.4
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Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:

GSCYCHSCCYVCCYCCCCCCSSCCCCCsse
MAMTCCCMSKGCCTCTK-—=====——=————

Original motif = Consensus sequence:
GSCYCHSCCYVCCYCCCCCesscececeessc

240

C

C

1

3

Ccoo3

Original Motif
Original Motif
Backward

14

17
0.0380115

cccc

ﬁ:é?QQT_?QQgQQQQQQQ QGEQQ

10 15

X
25

0

Weblogo 34

Reverse complement motif = Consensus sequence:
GSSGGGGGSSGGGGGGKGGVYMGGSHGKGSC

240

A

ACSSAanAacS=AlAAZZRAA_CAAS JATCSY
=28

00-== ===
5 10 15 2 25

0
WebLogo 34

Dataset #:

Motif ID:

Motif name:

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

Position number:

1
12
Co12

Reverse Complement

Original Motif
Backward
2
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Number of overlap:
Similarity score:

Alignment:
MKAGAGMKAGAGAGAGAKM
-YAGAGGCRSYGGGARTR-

17
0.0393707

Original motif = Consensus sequence: MKAGAGMKAGAGAGAGAKM

20

2
21

0.

ACarAGAGA A
RTAUAJATAUAYACAYATA

Reverse complement motif =~ Consensus sequence:
YRTCTCTCTCTRYCTCTRR

20

E:IéIQIQICICIéICchéI

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
CVDMGGBSSSVGBGGSB

YAGAGGCRSYGGGARTR

1

140

C140

Reverse Complement
Reverse Complement
Backward

1

17

0.04398
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Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: BSCCBCVSSSBCCYHVG P g

CVDMGGBSSSVGBGGSB
C cC
o0 g.-:g L $ ‘___’chr:-. C% . = 0.0 g':—* ‘?L-'T—-CTF:—;Q - ) B . L —3 _%Eé

Webiiogo 3.4 Webiiogo 3.4

Dataset #: 1
Motif ID: 17

Motif name: C017
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1

Number of overlap: 17

Similarity score: 0.045244
Alignment:

WSWGAGASWSAGAGASWS

YAGAGGCRSYGGGARTR~-

Reverse complement motif = Consensus sequence:
SWSTCTCTSWSTCTCWSW

2.0

Original motif = Consensus sequence: WSWGAGASWSAGAGASWS

2.0

" xoncACAgAcAcAcAGTe " eacTc]c]ereICleres

Wetiloga 34

Wetiloga 3.4
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Dataset #: 1 Motif ID: 67 Motif name: C067

Original motif = Consensus sequence: WDAAAAAARKAAAD Reverse complement motif = Consensus sequence: DTTTRKTTTTTTDV
2.0 2.0
- EIAA%éAA‘eIé %x - illleéchITng

5 10 5 10

Best Matches for Motif ID 67 (Highest to Lowest)

Dataset #: 1

Motif ID: 10

Motif name: Co010

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position number: 8

Number of overlap: 14

Similarity score: 0.00893335

Alignment:

WWWAAAAWWAAAAAAAAAAWW

——————— WDAAAAAARKAAAD

Reverse complement motif ~ Consensus sequence:

Original motif = Consensus sequence: WWWAAAAWWAAAAAAAAAAWW WW WW WWW
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20

MMTXITglITTllléégTTTxéé

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:
WWAAWAAAAAARAATW
-WDAAAAAARKAAAD-

1

43

co43

Original Motif
Original Motif
Backward

2

14
0.0127065

Original motif = Consensus sequence: WWAAWAAAAAARAATW

%A M. .AMMA, AR,

w:bug o34

Reverse complement motif =~ Consensus sequence:
WATTMTTTTTTWTTWW

20

I?EIITEIIIIIX

Weblogad 4

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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:

WWAADAARVHAAWW
WDAAAAAARKAAAD

Original motif

131

C131

Original Motif
Original Motif
Backward

1

14
0.0175601

Consensus sequence: WWAADAARVHAAWW

g}IIAé?AAAA{AAéé

Welsloge 34

Reverse complement motif

2
=

2.0
1.0

Consensus sequence: WWTTHBKTTDTTV

TTQ

= =

A\
A=

0.0

%ggTISTlTT

10

Welloge 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

1

79

C079

Original Motif
Original Motif
Forward

1

14
0.0230592
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Alignment:
ADAAAKWAAAAWAKARW

WDAAAAAARKAAAD-——

Original motif = Consensus sequence: ADAAAKWAAAAWAKARW

20

. AAo-AAMAARA AR,

0.0 T W e

—-—_—_=

Websiaga 3.4

Reverse complement motif
WKTRTWTTTTWRTTTDT

2.0

Siimp TTTTT

C A,_Q

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:
WWAAVAAMMHAAWW
WDAAAAAARKAAAD

1

80

C080

Original Motif
Original Motif
Backward

1

14

0.023743

Original motif = Consensus sequence: WWAAVAAMMHAAWW

Reverse complement motif

Consensus sequence: WWTTHRYTTBTTV

Page 323 of 681



2.0

' kITT ETTIl_;-IIII

0.0

2.0

bits
B

=>
>
>
»—
0>
9)2

M
0>

Welloge 3.4

0.0

Dataset #: 1 Motif ID: 68 Motif name: C068
Original motif = Consensus sequence: BGCYKCTGCMTCCM Reverse complement motif = Consensus sequence: YGGAYGCAGYKGC
C X G
- ,-égnglﬁ élc—,-:é - T‘E&L;—_-r_é A _EeA l_\égﬂ

Best Matches for Motif ID 68 (Highest to Lowest)

Dataset #: 1

Motif ID: 50

Motif name: C050

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

Alignment:

CBGCCKCYSCCTCYMG

-BGCYKCTGCMTCCM-
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Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: CBGCCKCYSCCTCYMG P g

CYKGAGGSMGRGGCVG
Dataset #: 1
Motif ID: 14
Motif name: Cc0o14
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: 0.0156792
Alignment:
YSGGAGGCAGAGGCMS
-YGGAYGCAGYKGCV-

Reverse complement motif = Consensus sequence:
SYGCCTCTGCCTCCSK

2.0 2.0

Original motif = Consensus sequence: YSGGAGGCAGAGGCMS

LI X

bits

1

Wabiogad 4 WabiLogad 4
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Dataset #: 1

Motif ID: 22

Motif name: C022
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: 0.0171497
Alignment:

BGCCYCBGSCYCCCSVS

BGCYKCTGCMTCCM--—

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

SVSGGGKGSCBGMGGCV
20 20
o .;?gggg gc‘?g QQEE? o Q-_-.-?-Aﬁﬂéggc éA_AA(Eé
B 1 s : T s

Dataset #: 1
Motif ID: 41
Motif name: co41
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 3
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Number of overlap:
Similarity score:

Alignment:
CSGAGGCMKAGGCASS
-—YGGAYGCAGYKGCV

14
0.0309487

Original motif = Consensus sequence: CSGAGGCMKAGGCASS

20

Reverse complement motif =~ Consensus sequence:
SSTGCCTYRGCCTCSG

2

gt9°I¢GClgTACCT sg

" QEIA?AggTﬁfm:tgé?E - n _m_—_-:—r-_r:;—e=
Dataset #: 1
Motif ID: 86
Motif name: C086
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 3
Number of overlap: 14
Similarity score: 0.0324714

Alignment:
CSTSCCYCWGRCTCCSG
—-—-BGCYKCTGCMTCCM~-
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Original motif

O_

Consensus sequence: CSGGAGKCWGMGGSASG

AVUTVY. A

Reverse complement motif
CSTSCCYCWGRCTCCSG

Consensus sequence:

5 10

A A o QELQ—GQTQIAég;cgcA

Webiiogo 3.4

Dataset #: 1

Original motif

2.0

Motif ID: 69

Consensus sequence: AHAAMAAYWDYAAMAAHD

Motif name: C069

Reverse complement motif
DHTTYTTMDWMTTYTTHT

Consensus sequence:

Webiloga 3.4

Best Matches for Motif ID 69 (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:

1

30

C030

Reverse Complement
Reverse Complement
Forward

2

18

0.0195386

2.0
% 1.0 T T
o ;-;‘e";,uITgﬁ:r
5

r.1ll..

Webloga 34
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Alignment:
YTWTTTTTTTTYTTTTTMW
-DHTTYTTMDWMTTYTTHT

Original motif
20

%1.0
0

Consensus sequence: WYAAAAAMAAAAAAAAWAM

_ngééééégéééééé

— =

Reverse complement motif

Consensus sequence:

20

% 10
A

YTWTTTTTTTTYTTTTTMW

10

15

AIéé

WabiLogad.4

00—

TTILIITIIEIIIe%

WeblLagad4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:

WWWAAAAWWAAAAAAAAAAWW
AHAAMAAYWDYAAMAAHD---

Original motif

Consensus sequence: WWWAAAAWWAAAAAAAAAAWW

1

10

C010
Original Motif
Original Motif
Backward

4

18
0.0236525

Reverse complement motif
WWTTTTTTTTTTWWTTTTWWW

Consensus sequence:
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2.0

) éAéIIAAAAAAAGAéAT

20
Webiloga 34

20

MMTXITglITTllléégTTTxéé

Wetiloga 34

Dataset #: 1
Motif ID: 1
Motif name: Ccoo1

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

Direction: Forward
Position number: 2
Number of overlap: 18
Similarity score: 0.027345
Alignment:

WWHTTTTWWTTTTTWTTTTTWWTTTTTWWW
-DHTTYTTMDWMTTYTTHT-—---———————

Original motif = Consensus sequence:
WWWAAAAAWWAAAAAWAAAAAWWAAAAHWW

20

AAAAA%AA A AAAfnasd AA A.As

¢=.=-=.=

wa“., a

Reverse Complement
Reverse Complement

Reverse complement motif =~ Consensus sequence:
WWHTTTTWWTTTTTWTTTTTWWTTTTTWWW

20

" T oot T

Weblogo 34

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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
WWTTYTWTYTTWDTTTWTTWH
—-——-DHTTYTTMDWMTTYTTHT

Original motif = Consensus sequence: HWAAWAAAHWAAMAWAMAAWW

2.0

0
240

T AA%AAACQAA A@AA

16

co16

Reverse Complement
Reverse Complement
Backward

1

18

0.0364164

Reverse complement motif
WWTTYTWTYTTWDTTTWTTWH

Consensus sequence:

£:¢£IIELITTITIQIEIXII%?

Aex
Wibluosk Siblosk

Dataset #: 1
Motif ID: 32
Motif name: C032
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1
Number of overlap: 18
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Similarity score: 0.0498109

Alignment:
HWAAWYDAAAMWRWAMWR
AHAAMAAYWDYAAMAAHD

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

KWYTWKWYTTTDMWTTWH
2.0
AAA IT T“ ATT
—-—%AAAQJ-A AA;‘A; ST A~ o E%IAA%-‘-‘-T__- ” _f-J}T | 1 X~
10 15 5 10 15
Dataset #: 1 Motif ID: 70 Motif name: C070
Original motif = Consensus sequence: GVGABAGAVAGASVK Reverse complement motif = Consensus sequence: RBSTCTVTCTBTC\
2.0 2.0

J==AS A AEEQ SS== = GTCTC | ___(;_,__lg =

15

Webiloga 3.4 W&.chl a4

Best Matches for Motif ID 70 (Highest to Lowest)

Dataset #: 1

Motif ID: 17

Motif name: Co017
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif

Page 332 of 681



Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
WSWGAGASWSAGAGASWS
-—--GVGABAGAVAGASVK

Forward

4

15
0.00174543

Original motif = Consensus sequence: WSWGAGASWSAGAGASWS

2.0

CT A ACTcA A ACAC

Wetiloga 3.4

Reverse complement motif
SWSTCTCTSWSTCTCWSW

p-
£1

_saclc]c]ereICleres

2.0

Consensus sequence:

Wetiloga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
MKAGAGMKAGAGAGAGAKM
—-——-GVGABAGAVAGASVK-

1

12

C012

Original Motif
Original Motif
Forward

4

15
0.0027757
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Original motif = Consensus sequence: MKAGAGMKAGAGAGAGAKM

20

2
21

0.

ACArACAGA A
u(:jrfiﬁE-rﬁgéé_._.Sew Szééagﬁ-ﬁfégTréé

Reverse complement motif ~ Consensus sequence:
YRTCTCTCTCTRYCTCTRR

20

E:IéIQIQICICIéLCICIéI

WeblLago 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:
BVGASSCASAGVSABV
GVGABAGAVAGASVK-

1

28

C028

Original Motif
Original Motif
Forward

1

15
0.00931002

Original motif = Consensus sequence: BVGASSCASAGVSABV

2.0

10 13

00— T
5

Wabiogad 4

Reverse complement motif = Consensus sequence:
VBTSVCTSTGSSTCVB

2.0

%1.0
C
" -_:ﬁICEC___. £ AQ-=EHQ‘F_-);_—=_
5

10 15
WabiLogad 4

Page 334 of 681



Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
KMGAGAKMGAGAGAGAKM
-—-GVGABAGAVAGASVK-

1

11

Co11

Original Motif
Original Motif
Forward

3

15
0.0117141

Original motif = Consensus sequence: KMGAGAKMGAGAGAGAKM

2.0

rsitohrechon.dthr

Wetiloga 3.4

Reverse complement motif
RRTCTCTCTCRRTCTCRR

2.0

Consensus sequence:

g:TéICInglgIélglgIé

Wetiloga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

1

55

C055

Original Motif
Original Motif
Forward

2
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Number of overlap: 15

Similarity score: 0.0176331
Alignment:
MKAGAGMKMKAGAGMK
—-GVGABAGAVAGASVK
. : Reverse complement motif = Consensus sequence:
I f : MKAGAGMKMKAGAGMK
Original moti Consensus sequence GAG GAG RYCTCTRRRRCTCTRR

20

s = - = X
5 10 15

0.0

TAGACETSTAGACAT

Weblogad 4

Dataset #: 1 Motif ID: 71 Motif name: C071

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

2.0

= gCéCC-CCéCQ__C . C_._Ic—I_ _CJ C =V 9

Webiloga 34

Best Matches for Motif ID 71 (Highest to Lowest)

Dataset #: 1

Motif ID: 37

Motif name: C037
Matching format of first motif: Original Motif
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Matching format of second motif: Original Motif

Direction: Forward
Position number: 4

Number of overlap: 15
Similarity score: 0.0255433
Alignment:

SVCCGBCMCCSYCMCCVR

-—-—-SVCCACSVSCACCBS

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

BVGGYGKSGGYGBCGGVS
20 20
0.0 g:;—:.:gf_‘:.-: écggg éTQﬁ? 0.0 -E‘E::!___&:I-.—_é?-_l__ _-\___.___ _EQI&‘?E
= 5 10 15 = 5 10 15

WetaLaga 3.4 Weblaga 3.4

Dataset #: 1

Motif ID: 140

Motif name: C140

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

Position number: 1

Number of overlap: 15

Similarity score: 0.0303823

Alignment:
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CVDMGGBSSSVGBGGSB
--SBGGTGSVSGTGGVS

Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: BSCCBCVSSSBCCYHVG ver P a

CVDMGGBSSSVGBGGSB
20 20
Ccc G CC cC <

. g._:g = __CC SaG¥E -ff o = 2rC=GGG._ V= _%T;w
Dataset #: 1
Motif ID: 58
Motif name: C058
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 1
Number of overlap: 15
Similarity score: 0.0375954
Alignment:
GVGGMGVCSGBGGMG
SBGGTGSVSGTGGVS

Reverse complement motif ~ Consensus sequence:

Original motif = Consensus sequence: CYCCBCSGVCYCCBC GVGGMGVCSGBGGMG

Page 338 of 681



2.0 2.0

nﬂ(:zggggzﬁ;sz — g; g?g;irfz &0. éal\éal\quF(:(:gEﬁfA\ééizxx
Dataset #: 1
Motif ID: 3
Motif name: C003
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 15
Number of overlap: 15
Similarity score: 0.0381134
Alignment:
GSCYCHSCCYVCCYCCCCCCSsSscceeesse
—————————————— SVCCACSVSCACCBS-
Original motif = Consensus sequence: Reverse complement motif = Consensus sequence:
GSCYCHSCCYVCCYCCceeessceeeessc GSSGGGGGSSGGGGGGKGGVYMGGSHGKGSC

20 20

cggc GTQG TQCQQQC Ggﬁcccxnnﬂc ~Ccsanaac=a AA ééﬁAAwﬁAéEnAAIEQ

0.0 =
5 10 15 ] 25 a0
Wﬁ.mg a» Weblogo 34

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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
SBCCCCGGSSCCCCCB
SVCCACSVSCACCBS-

77

C0o77

Original Motif
Original Motif
Backward

2

15
0.0419016

Original motif = Consensus sequence: SBCCCCGGSSCCCCCB

Reverse complement motif = Consensus sequence:

BGGGGGSSCCGGGGBS
&5 = T C
- E_-g_?n_—%gés%cgg Qgg"? o= == VIAC gg:!:xe-éﬁc?
Dataset #: 1 Motif ID: 72 Motif name: C072

Original motif = Consensus sequence: SWAGCCVDGGCW

2.0

£
=

1.0
-

- . —

JAUCc .\

CA
=——C = W

R ———

WehiLogo 34

Reverse complement motif = Consensus sequence: WGCCHVGGCTWS

ts

bi

2.0

i F=N CC C -
-~ W .C_:__.e-_g‘?_“e‘c - lﬁﬂ-_-—__—.
: 5 10

WetiLogo A4
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Best Matches for Motif ID 72 (Highest to Lowest)

Dataset #: 1

Motif ID: 15

Motif name: Co015
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 3

Number of overlap: 12

Similarity score: 0.0223323
Alignment:

DVAGCCWKGGCTACAVAGCK

—————— WGCCHVGGCTWS -~

Original motif = Consensus sequence: DVAGCCWKGGCTACAVAGCK

L (0o UTACA Hlcs

WebsLaga 3.4

Reverse complement motif  Consensus sequence:
RGCTVTGTAGCCYWGGCTVD
(1

20
e -

m ‘sIﬂlAjggglﬁ -

e
Webloga 14

bits

Dataset #: 1

Motif ID: 73

Motif name: C073

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

Position number:
Number of overlap:
Similarity score:

Alignment:
KAGYSYKGGCTKRSCWYK

-WGCCHVGGCTWS ————-

Forward

2

12
0.0235561

Original motif = Consensus sequence: YMWGSMYAGCCRKSKCTR

2.0

Reverse complement motif
KAGYSYKGGCTKRSCWYK

2.0

=1

1.

0.

ZAIRecZO

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:
MKAGYCYRGRCTKK
--WGCCHVGGCTWS

45

co45

Reverse Complement
Reverse Complement
Backward

1

12

0.0249484
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Original motif =~ Consensus sequence: RYAGMCMKGKCTRY

2.0

bits

ACA Aggxér;lﬁé

Welilogo 3.4

0.0

Reverse complement motif  Consensus sequence: MKAGYCYRGRCTK

2.0

bits

ACA =Pl CIlAL

Webilogo 3.4

0.0

Dataset #: 1

Motif ID: 41

Motif name: Co41
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 3

Number of overlap: 12

Similarity score: 0.0280879
Alignment:

CSGAGGCMKAGGCASS

-—-SWAGCCVDGGCW--

Original motif = Consensus sequence: CSGAGGCMKAGGCASS

2.0

cc\J A AQC A CA

== St W N __.-c.-__¥_.-..._

wsnog o34

Reverse complement motif = Consensus sequence:
SSTGCCTYRGCCTCSG

2.0

- CT CCc::gTAggcA

\Msnog CERY
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Dataset #: 1

Motif ID: 114

Motif name: Ci14
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 3

Number of overlap: 12

Similarity score: 0.0292595
Alignment:

SMAGACRRGGMTKS

SWAGCCVDGGCW--

Original motif = Consensus sequence: SRARCCMKGTCTYS

2.0

EWEAAACQST%CTEE

0.0 = ¥

Webiioga 3.4

Reverse complement motif

Consensus sequence: SMAGACRRGGMTI

A
] ..::fA _éCGII

e LT

Webiloga 3.4

1

Dataset #: 1 Motif ID: 73 Motif name: C073

Original motif = Consensus sequence: YMWGSMYAGCCRKSKCTR

Reverse complement motif
KAGYSYKGGCTKRSCWYK

Consensus sequence:
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2.0

0.0

gmcééﬁcg%BAgQéIQTgyﬂ

5

WebLaga 3.4

Best Matches for Motif ID 73 (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:
WCKAGGCCAGCCTGGYCTACAGA
————YMWGSMYAGCCRKSKCTR~-

Original motif = Consensus sequence: TCTGTAGMCCAGGCTGGCCTYGW

2.0

1

5

C005

Original Motif
Reverse Complement
Backward

2

18

0.0198254

" T AT GachT .,

WebiLog 34

2.0

WebLaga 3.4

Reverse complement motif = Consensus sequence:
WCKAGGCCAGCCTGGYCTACAGA

2.0

:1QAA?QQQ‘XIL$T AgAeg

bits

e e —

15

WebiLog) 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:
WWACCYKGTCTMRAAAWW
KAGYSYKGGCTKRSCWYK

1

35

C035

Reverse Complement
Original Motif
Forward

1

18

0.0398689

Original motif = Consensus sequence: WWACCYKGTCTMRAAAWW

2.0

bits

Ry (O

Wetiloga 3.4

Reverse complement motif
WWTTTMYAGACRKGGTWW

[ITex

Consensus sequence:

5 4 Acéééﬁélx

Wetiloga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

1

15

Co15

Reverse Complement
Original Motif
Forward

2
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Number of overlap:
Similarity score:

Alignment:
DVAGCCWKGGCTACAVAGCK
-KAGYSYKGGCTKRSCWYK-

18
0.0475642

Original motif = Consensus sequence: DVAGCCWKGGCTACAVAGCK

DM-QQFCC%IA{-lAGé'“%;

Weblaga 3.4

Reverse complement motif =~ Consensus sequence:
RGCTVTGTAGCCYWGGCTVD

20

"l TCTAUExuCT.

10 15 a0
Webloga 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:
MKAGAGMKAGAGAGAGAKM

KAGYSYKGGCTKRSCWYK-

1

12

Cco12

Reverse Complement
Original Motif
Forward

1

18

0.0491912
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Reverse complement motif ~ Consensus sequence:
YRTCTCTCTCTRYCTCTRR

20 20

" aGACaTAGAC ACare " a1ClorCICTarCTCra,

Original motif = Consensus sequence: MKAGAGMKAGAGAGAGAKM

0.

WeblLago 34

Dataset #: 1

Motif ID: 3

Motif name: C003

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 3

Number of overlap: 18

Similarity score: 0.0508027

Alignment:

GSSGGGGGSSGGGGGGKGGVMGGSHGKGSC

—————————— KAGYSYKGGCTKRSCWYK—--

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

20 20

" ecggc GQQEQQQQQQQ Qggggggcc_cc ACG?QAA.A_C_:?§=AA5.$_%&AA-T—AA.%E -~AAIQ__Q_

S E Q=
20 0 5 10 15 2 i 0
Weblogo 34 WebLogo 34

Page 348 of 681



Dataset #: 1 Motif ID: 74 Motif name: C074

Original motif = Consensus sequence: CCAGGCWGGCSKS Reverse complement motif  Consensus sequence: SRSGCCWGCCTG(

2.0 2.0

CA CAAnCCT¢ mfégg_gTJC_E$I

0.0 e ——— o = =

5

Wablogod 4 Wablogad 4

Best Matches for Motif ID 74 (Highest to Lowest)

Dataset #: 1

Motif ID: 5

Motif name: C005
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 9

Number of overlap: 13

Similarity score: 0.0135877
Alignment:

TCTGTAGMCCAGGCTGGCCTYGW

———————— CCAGGCWGGCSKS--

Reverse complement motif ~ Consensus sequence:

Original motif = Consensus sequence: TCTGTAGMCCAGGCTGGCCTYGW WCKAGGCCAGCCTGGYCTACAGA
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2.0

IEEIAT : ﬁéccAzTaq-ccl?A% QAAACQQ I ===

20

WesLaga 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:
MAGGVSWGSCWGGGCTK
—-——-CCAGGCWGGCSKS

Original motif = Consensus sequence: YAGCCCWGSCWSBCCTR

20

1

122

C122

Original Motif
Reverse Complement
Forward

5

13

0.0216217

Reverse complement motif =~ Consensus sequence:
MAGGVSWGSCWGGGCTK

20
LA S C I _
0.0 — == A= cAAé‘f‘ £
1 15

5 1}
Webiiogo 3.4

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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
RMCWSGCTGSCCKY
-CCAGGCWGGCSKS

109

C109

Original Motif
Original Motif
Forward

2

13
0.0278174

Original motif = Consensus sequence: RMCWSGCTGSCCKY

2.0

 p5laccC] (e0Cr.

Welsloge 34

Reverse complement motif  Consensus sequence: MRGGSCAGCSWG

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:

1

126

C126

Original Motif

Reverse Complement

Backward
2

13
0.0314484
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Consensus sequence:

Reverse complement motif

Alignment:
SMCCAGSYYSGMCWBS
—-—CCAGGCWGGCSKS~-
Original tif C : SVWGRCSMKSCTGGYS
riginal moti onsensus sequence SMCCAGSYYSGMCWBS
2.0 2.0
A CA CCT C ceT CT
i g:"‘TA%Q = CI_._._ '-:A_é:_f? . 2—-—9-:::1:: o - CI_G'_TA-i—-E
5 10 15 5 10 15

Dataset #: 1

Motif ID: 96

Motif name: C096
Matching format of first motif: Reverse Complement
Matching format of second motif Reverse Complement
Direction: Backward
Position number: 4
Number of overlap: 13
Similarity score: 0.031654
Alignment:
Reverse complement motif = Consensus sequence:
RKGGCMMGSCKRGRKY

RKGGCMMGSCKRGRKY

SRSGCCWGCCTGG---
Consensus sequence: MRMCMYGSCYRGCCYK
Page 352 of 681
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2.0 2.0

! CAQQ%%ICQEAIEQ%I

Weblogad 4

1.0

BRGGeAVCe Gl LT

Webloagad 4

bits

£
=1

a

Dataset #: 1 Motif ID: 75 Motif name: C075

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

2.0 2.0

Webilogo 34

bits

Best Matches for Motif ID 75 (Highest to Lowest)

Dataset #: 1

Motif ID: 61

Motif name: co61
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: 0.0391975
Alignment:

MRGMMBAGGCHGGCCK

MGGCAGMSGCAGSCK-
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Reverse complement motif ~ Consensus sequence:

Original motif = Consensus sequence: MRGMMBAGGCHGGCCK RGGCCDGCCTBRRCMY
e Cé—-—gg - é C - Trg = T ML:—:&—-‘CQ —— %-_ T T %-_r

Dataset #: 1

Motif ID: 101

Motif name: Ci101

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Backward

Position number: 2

Number of overlap: 15

Similarity score: 0.0421955

Alignment:

YTSCCTSKSVSTCCCAR

-YGSCTGCSYCTGCCY~-

- : ) Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: YTSCCTSKSVSTCCCAR MTGGGASVSYSAGGSAK

2.0

5 10

Watiloga 3.4 Watiloga 3.4
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
TGCCKMBSCCKMCCVA
YGSCTGCSYCTGCCY-

1

105

C105

Reverse Complement
Original Motif
Forward

1

15

0.0441642

Original motif = Consensus sequence: TGCCKMBSCCKMCCVA

cC A

e ==

15
Wabiogad 4

Reverse complement motif
TVGGRYGGSBRRGGCA

bits

2.0

0.0

Consensus sequence:

A

f‘-—_-:.c- —

C
e AT AA=C
5

10

Geh

WabiLogad 4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

1

93

C093

Reverse Complement
Original Motif
Backward

1
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Number of overlap:
Similarity score:

Alignment:
AKCCASMBSCCKSTGCMT
-——YGSCTGCSYCTGCCY

15
0.0450077

Original motif = Consensus sequence: AKCCASMBSCCKSTGCMT

2.0

i c CC C
o r—ng‘e‘ e & TIC;I;-:,;; _.EI

Webilogo 3.4

Reverse complement motif
ARGCASYGGSVYSTGGYT

2.0

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:
YRTCTCTCTCTRYCTCTRR

YGSCTGCSYCTGCCY———-

1

12

Cco12

Reverse Complement
Reverse Complement
Backward

5

15

0.0478052
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Reverse complement motif ~ Consensus sequence:
YRTCTCTCTCTRYCTCTRR

20 20

EfcrggégéTA%AgééégéTé E:IéIQIQICIQIéTC;CIéI

Original motif = Consensus sequence: MKAGAGMKAGAGAGAGAKM

0.

WeblLago 34

Dataset #: 1 Motif ID: 76 Motif name: C076
Original motif = Consensus sequence: ASCTRCCTCYBCSB Reverse complement motif = Consensus sequence: VSGBKGAGGMAG!
2.0 2.0

bits
(=]
bits
=

A lAQCngr._gc_-_ ﬁéafaéé_ IMFAV ST

e a0 = = =

0.0

Webiioga 3.4 Webiioga 3.4

Best Matches for Motif ID 76 (Highest to Lowest)

Dataset #: 1

Motif ID: 93

Motif name: C093
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: 0.0144167
Alignment:
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AKCCASMBSCCKSTGCMT
—-———-ASCTRCCTCYBCSB

Original motif = Consensus sequence: AKCCASMBSCCKSTGCMT

20

Reverse complement motif ~ Consensus sequence:
ARGCASYGGSVYSTGGYT

20

5o c CC C 210 T
o r__Igg‘;“ & ¢ TICIS,;: ..EI R=ls C#}CEA C TCIAQC

WetaLaga 3.4 Weblaga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
GSCTGCCWSWGCCTCS
—-—ASCTRCCTCYBCSB

Original motif = Consensus sequence: SGAGGCWSWGGCAGSC

1

48

Co48

Original Motif
Reverse Complement
Forward

3

14

0.01751

Reverse complement motif ~ Consensus sequence:
GSCTGCCWSWGCCTCS
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2.0

CIC%__ CAV.c ﬁccl%c Ic‘%ACchE

o0 Cc‘;—AE ] e e e T
5 15
Webilogad 4 Weblogad 4

>

Dataset #: 1
Motif ID: 54
Motif name: C054
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: 0.0206235
Alignment:
SSGGGGGGGHGGSS
VSGBKGAGGMAGST
Original motif = Consensus sequence: SSCCDCCCCCCCSS Reverse complement motif = Consensus sequence: SSGGGGGGGHGG
Cc QC e
0o ICACS g?g -4 %EEQC M2V 4 his > SO Lo O
Dataset #: 1
Motif ID: 75
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Motif name:
Matching format of first motif:

C075
Reverse Complement

Matching format of second motif: Original Motif

Direction: Backward

Position number: 1

Number of overlap: 14

Similarity score: 0.0240004

Alignment:

MGGCAGMSGCAGSCK

-VSGBKGAGGMAGST

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

2.0

0.0 =

2.0

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:

1

85

C085

Original Motif
Reverse Complement
Backward

4

14

0.0263262
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Alignment:
SKCSVHMTCTDBSKCSV
ASCTRCCTCYBCSB---

Reverse complement motif ~ Consensus sequence:

Original motif = Consensus sequence: VSGRSBHAGARDVSGRS SKCSVHMTCTDBSKCSY

20

bits

) =Cxa A AA- cva CT gl CEQG-:

I —— An___ 0.0 - —-—,..-—d__._

gl ==

5 15

Websiaga 3.4 Webiiaga 3.4

Dataset #: 1 Motif ID: 77 Motif name: C077

- : ) Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: SBCCCCGGSSCCCCCB BGGGGGSSCCGGGGRS

0o S ggg 2<C CQCCCC === TIACS EQII‘?%E?

wsu ogad 4 WabiLogad 4

Best Matches for Motif ID 77 (Highest to Lowest)

Dataset #: 1

Motif ID: 22

Motif name: C022
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
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Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
BGCCYCBGSCYCCCSVS

SBCCCCGGSSCCCCCB-

Backward
2

16
0.0139379

Original motif = Consensus sequence: BGCCYCBGSCYCCCSVS

2.0

2
S10

0.0
4

Reverse complement motif
SVSGGGKGSCBGMGGCV

2.0

0.

CoaeaAn A=
3

Consensus sequence:

AGAAS=
15

10

Watiloga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
BSCCBCVSSSBCCYHVG

SBCCCCGGSSCCCCCB-

140

C140

Original Motif
Original Motif
Backward

2

16
0.0278254

Page 362 of 681



Original motif = Consensus sequence: BSCCBCVSSSBCCYHVG

20

£
s1.0

Reverse complement motif ~ Consensus sequence:
CVDMGGBSSSVGBGGSB

20

ot g-?g ? _,CC?___C e =& - e “_‘*Tcﬂ—g—??__‘ Vi ?Eé
Dataset #: 1
Motif ID: 4
Motif name: C0o04
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 12
Number of overlap: 16
Similarity score: 0.028174
Alignment:
SSSSSSGSGGSSSSGGSSSSSGSSSSS

——————————— BGGGGGSSCCGGGGBS

Original motif = Consensus sequence:
SSSSSCSSSSSCCSSSSCCSCSSSSSS

20

bits

C

0

ot el G

Lo

5

Reverse complement motif = Consensus sequence:
SSSSSSGSGGSSSSGGSSSSSGSSSSS

20

2
:E'HJ

cGGe C C C
CEcEtEEedECeet EEcdE Eeeect

Weriogo 34

0.0
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Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:

GSSGGGGGSSGGGGGGKGGVMGGSHGKGSC
-BGGGGGSSCCGGGEBS———==—=——————

Original motif = Consensus sequence:
GSCYCHSCCYVCCYCCCCCesscececeessc

240

C

1
3
C003

Reverse Complement
Reverse Complement

Backward
14
16
0.029123

ol

ﬁ:é?QQT_?QQgQQQQQQQ QGEQQ

10 15

X
25

0
Weblogo 34

Reverse complement motif = Consensus sequence:
GSSGGGGGSSGGGGGGKGGVYMGGSHGKGSC

240

A

ACcanaac=a AAZSAAA_C _A.‘!Ac-~AAIQT
= 5 w o % a8 &

0
WebLogo 34

Dataset #:

Motif ID:

Motif name:

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

Position number:

1

20

C020

Original Motif
Original Motif
Forward

3
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16
0.0454489

Number of overlap:
Similarity score:

Alignment:

BSCVCCSCCVCSCCCACS
--SBCCCCGGSSCCCCCB

Original motif = Consensus sequence: BSCVCCSCCVCSCCCACS

a0 el .C-L0 0.

Webilogo 3.4

Reverse complement motif

Consensus sequence:

SGTGGGSGVGGSGGVGSB

2.0

P
E10

e e e

5 10 15

Dataset #: 1 Motif ID: 78 Motif name: C078

Original motif = Consensus sequence: YRGAYAGAGRGAYR

2.0

5

0.0

e e

10

Webiioga 3.4

Best Matches for Motif ID 78 (Highest to Lowest)

Dataset #: 1
Motif ID: 25
Motif name: C025

Matching format of first motif: Original Motif

Reverse complement motif

2.

“
=

a

Consensus sequence: KMTCKCTCTMTCK

i}

:zilclglclﬂlng

Webiioga 3.4
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Matching format of second motif:
Direction:

Position number:

Number of overlap:

Similarity score:

Alignment:
KMGAKAGAGMGAKM
YRGAYAGAGRGAYR

Original motif

2.0

Original Motif
Backward

1

14

0

Consensus sequence: KMGAKAGAGMGAKM

Reverse complement motif

b\ts

2.0

Consensus sequence: RRTCRCTCTRTCRI

TCTctcTCTCTQTc

Wellage 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:

12

Cco12

Reverse Complement
Reverse Complement
Forward

3

14

0.00828206
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YRTCTCTCTCTRYCTCTRR
—-—KMTCKCTCTMTCKM—---

Original motif = Consensus sequence: MKAGAGMKAGAGAGAGAKM

20

2
E1

0.

A ATA A A
: CT&E 2==Cla ‘Eé&_ﬁéjré
5 10 15

Reverse complement motif
YRTCTCTCTCTRYCTCTRR

20

o=

Consensus sequence:

erCleClCTerClore

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
GVGABAGAVAGASVK
YRGAYAGAGRGAYR-

1

70

C070

Original Motif
Original Motif
Backward

2

14
0.00930595

Original motif =~ Consensus sequence: GVGABAGAVAGASVK

Reverse complement motif

Consensus sequence: RBSTCTVTCTBTC\
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2.0

A_.

AT G It O G=

_—

5 10

15
Webiloga 3.4

2.0

lee=lClelel 26

hits

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:
SWSTCTCTSWSTCTCWSW
—-——-KMTCKCTCTMTCKM-

Original motif = Consensus sequence: WSWGAGASWSAGAGASWS

2.0

1

17

Cco17

Reverse Complement
Reverse Complement
Backward

2

14

0.0146835

CT A Ac:TcA A ACAC

Webilogo 3.4

Reverse complement motif =~ Consensus sequence:
SWSTCTCTSWSTCTCWSW

2.0

sselelclereItores

Webilogo 3.4

Dataset #:
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Motif ID: 11

Motif name: co11
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: 0.0193986
Alignment:

KMGAGAKMGAGAGAGAKM

—-———-YRGAYAGAGRGAYR

Reverse complement motif = Consensus sequence:
RRTCTCTCTCRRTCTCRR

2.0 2.0

geAcATZGAGA ACArs "calCreTc]cealcTess

WebLaga 3.4 WebLaga 3.4

Original motif = Consensus sequence: KMGAGAKMGAGAGAGAKM

Dataset #: 1 Motif ID: 79 Motif name: C079

Reverse complement motif =~ Consensus sequence:
WKTRTWTTTTWRTTTDT

2.0 2.0

-— Qq:
S A ?A

Original motif =~ Consensus sequence: ADAAAKWAAAAWAKARW

2
=10

0.0 - —-——-— A —-— . 0.0

Webriogo 3.4
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Best Matches for Motif ID 79 (Highest to Lowest)

Dataset #: 1

Motif ID: 24

Motif name: C024

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

Position number: 2

Number of overlap: 17

Similarity score: 0.0194272

Alignment:

THTTDMWTTTTWKMTTDA

—-WKTRTWTTTTWRTTTDT

Reverse complement motif  Consensus sequence:

Original motif =~ Consensus sequence: TDAAYRWAAAAWYDAAHA THTTDMW WKMTTDA

2.0

g:;¢ééﬁ%ééAA%;¢éAIA gﬂE?TT%eélTTTIEATTéé

e =
5 10

e

10 15
Wetiloga 3.4 Wetiloga 34

Dataset #: 1

Motif ID: 16

Motif name: co1e

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

Position number:
Number of overlap:
Similarity score:

Alignment:
WWTTYTWTYTTWDTTTWTTWH
-WKTRTWTTTTWRTTTDT -~

Original motif = Consensus sequence: HWAAWAAAHWAAMAWAMAAWW

2.0

Forward

2

17
0.020907

2.0

Reverse complement motif  Consensus sequence:
WWTTYTWTYTTWDTTTWTTWH

giégIT;lITTITX*lgIIII%?

aMA.x
'x I 3 é
2&4.@ a4 Webloga 34
Dataset #: 1
Motif ID: 97
Motif name: Cc097

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
WVTTSWWTTTTWWSTTBW
-WKTRTWTTTTWRTTTDT

Reverse Complement
Reverse Complement
Backward

1

17

0.0210687
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Reverse complement motif ~ Consensus sequence:
WVTTSWWTTTTWWSTTBW

2.0

Original motif ~ Consensus sequence: WBAASWWAAAAWWSAAVW

Cc“: = =

1C| 15
Webilogo 3.4 Webilogo 3.4

Dataset #: 1

Motif ID: 1

Motif name: Coo1

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 10

Number of overlap: 17

Similarity score: 0.0222548

Alignment:

WWHTTTTWWTTTTTWTTTTTWWTTTTTWWW

————————— WKTRTWTTTTWRTTTDT ———-

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

20 20

AAAAAQQAA Ao A@@é Aéaqég TTTTIIII (Tl TTTIIIIAAAIQ%

-:-.=-=.= . -

Webtogo 34 Weblogo 34
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Dataset #: 1

Motif ID: 30

Motif name: C030

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

Position number: 3

Number of overlap: 17

Similarity score: 0.0272295

Alignment:

YTWTTTTTTTTYTTTTTMW

——WKTRTWTTTTWRTTTDT

. . Reverse complement motif Consensus sequence:
Original motif ~ Consensus sequence: WYAAAAAMAAAAAAAAWAM P 9

YTWTTTTTITTTYTTTTTMW
MTgééééééAééééééAgée R IIIgIITflgxlIe%
Dataset #: 1 Motif ID: 80 Motif name: C080
Original motif = Consensus sequence: WWAAVAAMMHAAWW Reverse complement motif = Consensus sequence: WWTTHRYTTBTTV
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2.0 2.0

m%IITT_;TTIl_;-zIZI

0.0

=>
I>
>
=
g

>

0

>
$I=-

Welsloge 34 Welloge 3.4

Best Matches for Motif ID 80 (Highest to Lowest)

Dataset #: 1
Motif ID: 131
Motif name: Ci131
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: 0.00242398
Alignment:
WWAADAARVHAAWW
WWAAVAAMMHAAWW
Original motif = Consensus sequence: WWAADAARVHAAWW Reverse complement motif = Consensus sequence: WWTTHBKTTDTTV
2.0 2.0
% | A AA AA % 1.0 TI TT T
A A T T A
" Ié,:_A - Ty VT o mAall —cl ;:_lc_ i
2 10 Watilogo 3.4 2 10 Watilogo 3.4
Dataset #: 1

Page 374 of 681



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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
HWAAWAAAHWAAMAWAMAAWW
WWAAVAAMMHAAWW—-——————

Original motif = Consensus sequence: HWAAWAAAHWAAMAWAMAAWW

2.0

0
240

T AA%AAACQAA A@AA

16

Cco16
Original Motif
Original Motif
Forward

1

14
0.0141088

Reverse complement motif
WWTTYTWTYTTWDTTTWTTWH

Consensus sequence:

£:¢£IIELITTITIQIEIXII%?

_el
Wibluosk Siblosk

Dataset #: 1
Motif ID: 30
Motif name: C030
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 3
Number of overlap: 14
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Similarity score: 0.0166572

Alignment:
WYAAAAAMAAAAAAAAWAM
- ——WWAAVAAMMHAAWW- -
. . Reverse complement motif = Consensus sequence:
I tif C : WYAAAAAMAAAAAAAAWAM
Original moti onsensus sequence YTW v MW
2.0 2.0
MTgééééééAééééééAgée R IIIgIITflgxlIe%
5 10 15 5 10 15
Dataset #: 1
Motif ID: 98
Motif name: C098
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: 0.0168591
Alignment:
AAAAWWAMAAWWAAWH
-WWAAVAAMMHAAWW-
. . ] Reverse complement motif  Consensus sequence:
Original motif = Consensus sequence: AAAAWWAMAAWWAAWH HWTTWWITTYTWWITTT
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2.0 2.0

Dataset #: 1

Motif ID: 1

Motif name: Ccoo1
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 9

Number of overlap: 14

Similarity score: 0.0174091
Alignment:

WWWAAAAAWWAAAAAWAAAAAWWAAAAHWW

———————— WWAAVAAMMHAAWW-———————

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

20

AAAAA$%AA AAAA AA%@ AAAAIX TTTTIXII TIT TTTIIII IxéT

EIT -=.=.=.= .

20

wa“., a thn] a

Dataset #: 1 Motif ID: 81 Motif name: C081
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Original motif

MGQCQ,QQQEQQE

Consensus sequence: BCCSHCCCSCMG

Wekiloga A4

Best Matches for Motif ID 81 (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:
SSCCDCCCCCCCSS

—-BCCSHCCCSCMG-

Original motif

Cc\yC C c_C
EA P35 P-9-Q S u—3=J= ®

Consensus sequence:

1
54
C054
Original Motif
Original Motif
Forward
2
12
0.0207001

SSCCDCCCCCCCSS

Webslogo 3.4

Reverse complement motif

2.0

Consensus sequence: CYGSGGGHSGGB

Reverse complement motif

2.0

Clo

TR =¥ <O

00— -

= -
5

10
Weblogo 3.4
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Consensus sequence: SSGGGGGGGHGG



Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:

GSCYCHSCCYVCCYCCCCCCSSCCCCCSSC
————————————————— BCCSHCCCSCMG-

Original motif = Consensus sequence:
GSCYCHSCCYVCCYCCCCCesscececeessc

240

C

C

1

3

Ccoo3

Original Motif
Original Motif
Forward

18

12
0.0209376

cccc

ﬁ:é?QQT_?QQgQQQQQQQ QGEQQ

10 15

X
25

0

Weblogo 34

Reverse complement motif = Consensus sequence:
GSSGGGGGSSGGGGGGKGGVYMGGSHGKGSC

240

A

ACcanaac=a AAZSAAA_C _A.‘!Ac-~AAIQT
= 5 w o % a8 &

0
WebLogo 34

Dataset #:

Motif ID:

Motif name:

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

Position number:

1

59

C059

Reverse Complement
Reverse Complement
Forward

1
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Number of overlap: 12

Similarity score: 0.0209747

Alignment:
CMGGGGGDGGKS
CYGSGGGHSGGB

Original motif = Consensus sequence: SYCCDCCCCCRG

0.0 -

ts

b

Wekiloga A4

Reverse complement motif

2.0

bits

1.

Consensus sequence: CMGGGGGDGGKS

L}
o 1 ; o w = a Via=—
5

0.

10
Wekilogo 34

Dataset #: 1

Motif ID: 23

Motif name: c023
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 2

Number of overlap: 12

Similarity score: 0.0227663
Alignment:

SSCCSCBHCSCCSS

-BCCSHCCCSCMG-

Original motif = Consensus sequence: SSCCSCBHCSCCSS

Reverse complement motif

Consensus sequence: SSGGSGDBGSGG!
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2.0 2.0

bits
&

ccg C C_(Ccc
ISSYeESE  _Soe¥ES IEEYeCE.. Sea¥ES
Dataset #: 1
Motif ID: 8
Motif name: Cco08
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 4
Number of overlap: 12
Similarity score: 0.0275372
Alignment:
SSGGSSGGGGSSGGESS
-——CYGSGGGHSGGB-

. . ) Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: SSCCSSCCCCSSCCSS SSGGSSGGGGSSGGSS

cCC c(Ce (C c

o &= - _-_?‘f: W} f:_:c_: = Cg_._: - 1c_: 1~ﬁg¢6&ﬂfﬁg§,}:ﬁcg

Dataset #: 1 Motif ID: 82 Motif name: C082
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Original motif = Consensus sequence: WKAAARAAARAAW

20

o3
= 1.0

N AAA AAAAAA$

a0 - ,_,_____

Webilogod 4

Best Matches for Motif ID 82 (Highest to Lowest)

Dataset #: 1

Motif ID: 56

Motif name: C056

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

Position number: 2

Number of overlap: 13

Similarity score: 0.0174406

Alignment:

HWTTYTKWMTTTYWT

-WTTKTTTMTTTYW-

Original motif = Consensus sequence: AWMAAAYWRAMAAWH

Reverse complement motif

20

Consensus sequence: WTTKTTTMTTTYW

0.0

Reverse complement motif
HWTTYTKWMTTTYWT

2.0

001—=

IIEITl%lIl%E

Webilogo 3 4

Consensus sequence:

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:
WYAAAAAMAAAAAAAAWAM
WKAAARAAARAAW——————

1

30

C030

Original Motif
Original Motif
Backward

7

13

0.018911

Original motif = Consensus sequence: WYAAAAAMAAAAAAAAWAM

Py = o

5 10

Reverse complement motif
YTWTTTTTITTTYTTTTTMW

20

10

= —\_J"‘—Gn——-

Consensus sequence:

- TTTTTTTTTTTTTA%

=SSl ass

D=

WabiLogod 4

Dataset #:

Motif ID:

Motif name:

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

Position number:

Co010

Original Motif
Original Motif
Backward

2
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Number of overlap: 13
Similarity score: 0.0193236

Alignment:
WWWAAAAWWAAAAAAAAAAWW

. . ) Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: WWWAAAAWWAAAAAAAAAAWW WWTTTTT T T T TWWITTTWWW
Aa,

BAzx AAAAAAAéAQTA TTTTTTT III%ATTTTTQT

0.0 0.0
5 20
Wd.ln] 0dd

20 20

Dataset #: 1

Motif ID: 1

Motif name: Coo1

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

Position number: 8

Number of overlap: 13

Similarity score: 0.0203244

Alignment:

WWHTTTTWWTTTTTWTTTTTWWTTTTTWWW

——————— WTTKTTTMTTTYW-—————————
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Original motif = Consensus sequence:

Reverse complement motif ~ Consensus sequence:

WWWAAAAAWWAAAAAWAAAAAWWAAAAHWW WWHTTTTWWTTTTTWTTTTTWWTTTTTWWW

20

20

AAAAA%AA Aw.% AAA,.._%;; TTITmI 51l TTIIIIAMI%

====

Weblogo 34 Weblogo 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:
KWRRKWRARAWMRAWM
-—--WKAAARAAARAAW

Original motif = Consensus sequence: KWRRKWRARAWMRAWM

2.0

0.0 ‘-—._7, —_— W

1

152

C152

Original Motif
Original Motif
Backward

1

13
0.0224829

Reverse complement motif = Consensus sequence:
YWTKYWTKTKWYKKWR

2.0

w
210

s Ll x]xlxxslaxe

wsr.. ogad 4 Weblogod &
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Dataset #: 1 Motif ID: 83

Original motif = Consensus sequence: CKBCCTSYRSCTCMMG

2.0

Motif name: C083

“QI¢CQ19$A°QIGQEA

Best Matches for Motif ID 83 (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:
CBGCCKCYSCCTCYMG
CKBCCTSYRSCTCMMG

Original motif = Consensus sequence: CBGCCKCYSCCTCYMG

WabiLogad 4

1

50

C050

Original Motif
Original Motif
Backward

1

16
0.0114345

Reverse complement motif
CYRGAGSMKSAGGBRG

2.0

=

Consensus sequence:

5

Reverse complement motif
CYKGAGGSMGRGGCVG

AGa.
gt SENACEFAcCAY L R

15
WabiLogad 4

Consensus sequence:
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2.0 2.0

2}
=1.0

* ) T 10 orkoarsis * 10 lf‘og
Dataset #: 1
Motif ID: 101
Motif name: C101
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1
Number of overlap: 16
Similarity score: 0.01597
Alignment:
YTSCCTSKSVSTCCCAR
CKBCCTSYRSCTCMMG-

Reverse complement motif =~ Consensus sequence:
MTGGGASVSYSAGGSAK

20

o1.l1e & oTeGen, exaGiche . Aot

Webiiogo 3.4

Original motif = Consensus sequence: YTSCCTSKSVSTCCCAR

Webiiogo 3.4

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:
CSTSCCYCWGRCTCCSG
-CKBCCTSYRSCTCMMG

Original motif

2.0

86

C086

Original Motif
Reverse Complement
Forward

2

16

0.0280972

Consensus sequence: CSGGAGKCWGMGGSASG

Reverse complement motif

Consensus sequence:

CSTSCCYCWGRCTCCSG

=

2.0

- ZCFEEQQQTQI,?&Q;CQE&A

w T ZACT AL %ﬁCAAA_ \CA
Dataset #: 1
Motif ID: 14
Motif name: Co14
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1
Number of overlap: 16
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Similarity score: 0.0331373
Alignment:

YSGGAGGCAGAGGCMS
CYRGAGSMKSAGGBRG

Original motif = Consensus sequence: YSGGAGGCAGAGGCMS

2.0

1.0

bits

TE= =~

0.0
5
Wabiogad 4

Reverse complement motif
SYGCCTCTGCCTCCSK

2.0

Consensus sequence:

" 19T¢.—sgglﬁcrfl_g% ,;QQ.:A

15
WabiLogad 4

Dataset #: 1
Motif ID: 12

Motif name: Cco12

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

Number of overlap: 16

Similarity score: 0.0363902
Alignment:

MKAGAGMKAGAGAGAGAKM

---CYRGAGSMKSAGGBRG

Original motif = Consensus sequence: MKAGAGMKAGAGAGAGAKM

Reverse complement motif
YRTCTCTCTCTRYCTCTRR

Consensus sequence:
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20 20

" < QEAQ_&TAQAE&& AEéTé TATCIQTCICTAICTCT

00—

0.0
blogadd

Dataset #: 1 Motif ID: 84 Motif name: C084
Original motif = Consensus sequence: SCTGCMKCTGCVB Reverse complement motif = Consensus sequence: VVGCAGYRGCAGS
——= ;c—-— QGCTE = P QéA — IEC&AE

Wablogod s Wablogod 4

Best Matches for Motif ID 84 (Highest to Lowest)

Dataset #: 1

Motif ID: 76

Motif name: Cco76
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: 0.00787805
Alignment:

ASCTRCCTCYBCSR

-SCTGCMKCTGCVB

Page 390 of 681



Original motif = Consensus sequence: ASCTRCCTCYBCSB

2.0

C

.

P lAgCTQ%?

Welilogo 3.4

Reverse complement motif

2.0

bits
=

«—

Consensus sequence: VSGBKGAGGMAG!

2MEAYET

— - e ——

oo lE== AEA.&%C_
5

10
Webilogo 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
YGSCTGCSYCTGCCY
SCTGCMKCTGCVB--

1

75

C075

Original Motif
Reverse Complement
Forward

1

13

0.0120992

Original motif = Consensus sequence: MGGCAGMSGCAGSCK

2.0

0.0 =

WetiLoga 34

Reverse complement motif

2.0

=
-_51.1]

Consensus sequence: YGSCTGCSYCTGC
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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:
GMCTGCSWSTGCCKC
-SCTGCMKCTGCVB-

1

118

C118

Original Motif
Original Motif
Backward

2

13
0.0130639

Original motif = Consensus sequence: GMCTGCSWSTGCCKC

2.0

CICQC%CT CC-c

.--._—-—

Wd.l_ogu as

Reverse complement motif = Consensus sequence:
GRGGCASWSGCAGYC

2.0

" ceqiCacxellAG ¢

o = A — T

Wd.l_ogu as

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

1

106

C106

Original Motif
Reverse Complement
Backward

1
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Number of overlap: 13

Similarity score: 0.0148962

Alignment:

RSTGCCWCTGCSY

SCTGCMKCTGCVB

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

20

ELCACAé%AECéCT E éclfggxglcgc-r

= .
5

Webilogod 4 Webilogo 3 4

Dataset #: 1
Motif ID: 60

Motif name: C060

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 2

Number of overlap: 13

Similarity score: 0.0166117

Alignment:

SYTGCCYYTGCCYS

-SCTGCMKCTGCVB

Original motif = Consensus sequence: SMGGCAKMGGCAKS Reverse complement motif = Consensus sequence: SYTGCCYYTGCCY!
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2.0

5 10

Welsloge 34

2.0

blts

=T\ CQTRI ocCre

Welloge 3.4

Dataset #: 1 Motif ID: 85 Motif name: C085

Original motif = Consensus sequence: VSGRSBHAGARDVSGRS

2.0

mCA AA s

Fi i —— C:-_.---'- . A:”""z—_:_-
5 15

bits

Best Matches for Motif ID 85 (Highest to Lowest)

Dataset #: 1

Motif ID: 12

Motif name: Cco12

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

Position number: 2

Number of overlap: 17

Similarity score: 0.0286515

Alignment:

Reverse complement motif =~ Consensus sequence:
SKCSVHMTCTDBSKCSV

2.0

%]
1.0

Ehgg_%%EQICT cégcc

Wetiiogo 3.4
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YRTCTCTCTCTRYCTCTRR
—-SKCSVHMTCTDBSKCSV-

Original motif = Consensus sequence: MKAGAGMKAGAGAGAGAKM

20

2
E1

0.

A ATA A A
: CT&E 2==Cla ‘Eé&_ﬁéjré
5 10 15

Reverse complement motif
YRTCTCTCTCTRYCTCTRR

20

o=

Consensus sequence:

erCleClCTerClore

WeblLagad4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
SVCCGBCMCCSYCMCCVB
-SKCSVHMTCTDBSKCSV

1

37

C037

Reverse Complement
Original Motif
Backward

1

17

0.033047

Original motif = Consensus sequence: SVCCGBCMCCSYCMCCVB

Reverse complement motif
BVGGYGKSGGYGBCGGVS

Consensus sequence:
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2.0

2.0

—
= _I_ e = WIS N A -0
10 15

WebLaga 3.4

Dataset #: 1

Motif ID: 4

Motif name: Coo4
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1

Number of overlap: 17

Similarity score: 0.0361207
Alignment:

SSSSSCSSSSSCCSSSSCCSCSSSSSS
SKCSVHMTCTDBSKCSV—-=-=-====——-—

Original motif = Consensus sequence:
SSSSSCSSSSSCCSSSSCCSCSSSSSS

20

a
=

B ——

5

Webilago 24

m0cccCCCCCQCCQCCCCCC¢CCCCCCC

Reverse complement motif =~ Consensus sequence:
SSSSSSGSGGSSSSGGSSSSSGSSSSS

20

2
S10

CGUC C C C
C_Qc‘QCEQCCCC_QCQQCICCCQQQ_

Wetilogo 24

0.0

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:
SCACTGSGGAGSMAGAGS
VSGRSBHAGARDVSGRS-

Original motif = Consensus sequence: SCACTGSGGAGSMAGAGS

2.0

0.0 === =—==

34

C034

Original Motif
Original Motif
Backward

2

17
0.0436458

Reverse complement motif = Consensus sequence:
SCTCTRSCTCCSCAGTGS

2.0

o= =

— —

CCACT -
o W« = =T

10

Al fu_:QAﬁAéC cgl T ‘:‘Q_ QQGEA?ZAC

5
WebLaga 3.4 WebLaga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

1

11

Cco11

Reverse Complement
Reverse Complement
Backward

1

17
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Similarity score: 0.0443201

Alignment:
RRTCTCTCTCRRTCTCRR
—-SKCSVHMTCTDBSKCSV

Original motif = Consensus sequence: KMGAGAKMGAGAGAGAKM

2.0

Reverse complement motif = Consensus sequence:

RRTCTCTCTCRRTCTCRR

2.0

g:TélClngl?Iélgggxé

Wetiloga 34

Dataset #: 1 Motif ID: 86 Motif name: C086

Original motif = Consensus sequence: CSGGAGKCWGMGGSASG

Best Matches for Motif ID 86 (Highest to Lowest)

Dataset #: 1
Motif ID: 37
Motif name: Cc037

Matching format of first motif: Reverse Complement

Reverse complement motif = Consensus sequence:

CSTSCCYCWGRCTCCSG

Websiags 3.4
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Matching format of second motif: Original Motif

Direction: Forward
Position number: 1

Number of overlap: 17
Similarity score: 0.0392191
Alignment:

SVCCGBCMCCSYCMCCVB

CSTSCCYCWGRCTCCSG-

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

BVGGYGKSGGYGBCGGVS
20 20
0.0 g:;—:.:gf_‘:.-: écggg éTQﬁ? 0.0 -E‘E::!___&:I-.—_é?-_l__ _-\___.___ _EQI&‘?E
= 5 10 15 = 5 10 15

WetaLaga 3.4

Dataset #: 1

Motif ID: 107

Motif name: C107

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

Position number: 1

Number of overlap: 17

Similarity score: 0.0441792

Alignment:
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CDGGGBTTVMAGGVBHG
CSGGAGKCWGMGGSASG

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

CDGGGBTTVMAGGVBHG

20 20

R R SNl aaVy o =
Dataset #: 1
Motif ID: 3
Motif name: C003
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 3
Number of overlap: 17
Similarity score: 0.047958
Alignment:
GSSGGGGGSSGGGGGGKGGVMGGSHGKGSC
——————————— CSGGAGKCWGMGGSASG--
Original motif =~ Consensus sequence: Reverse complement motif = Consensus sequence:
GSCYCHSCCYVCCYCCceeessceeeessc GSSGGGGGSSGGGGGGKGGVYMGGSHGKGSC
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20 20

o &cggg CQQEQQQQQQQ gagggggggcc ACQ?AAAéQ‘?%AAééé&AA-:AAéE = AAIQQ

] e A ==
10 15 a 5 10 15 ] 25 a
Weilogo 34 Webloga 34

Dataset #: 1

Motif ID: 4

Motif name: Coo4
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 4

Number of overlap: 17

Similarity score: 0.0482352
Alignment:

SSSSSCSSSSSCCSSSSCCSCSSSSSS
-—-—-CSTSCCYCWGRCTCCSG--—————

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

SSSSSCSSSSSCCSSSSCCSCSSSSSS

20

Emc::ccCCCcC(_:cC(_:c’CCCCCC;CCCCcco

B ——

5

Webilago 24

SSSSSSGSGGSSSSGGSSSSSGSSSSS

20

2
S10

CGUC C C C
C_Qc‘QCEQCCCC_QCQQCICCCQQQ_

Wetilogo 24

0.0

Dataset #: 1
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Motif ID: 17

Motif name: co17
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 2

Number of overlap: 17

Similarity score: 0.0513474
Alignment:

WSWGAGASWSAGAGASWS

CSGGAGKCWGMGGSASG-

Reverse complement motif = Consensus sequence:
SWSTCTCTSWSTCTCWSW

2.0 2.0

Original motif = Consensus sequence: WSWGAGASWSAGAGASWS

" reachCAgacAcAcActs " eacTc]clereIClcres

WebLaga 3.4

WebLaga 3.4

Dataset #: 1 Motif ID: 87 Motif name: C087

Reverse complement motif =~ Consensus sequence:

Original motif = Consensus sequence: WRGACCRSSYTGGCYW WKGCCAMSSKGGTCKW

2.0

0.0-—— == - s = - R 0.0

Weblogod 4 Weblogod &
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Best Matches for Motif ID 87 (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:
TCTGTAGMCCAGGCTGGCCTYGW
———-WRGACCRSSYTGGCYW—-—-—

Original motif = Consensus sequence: TCTGTAGMCCAGGCTGGCCTYGW

2.0

1

5

C005

Original Motif
Original Motif
Forward

5

16
0.0082892

" T AT GachT .,

WebiLog 34

Reverse complement motif
WCKAGGCCAGCCTGGYCTACAGA

Consensus sequence:

Dataset #:

Motif ID:

Motif name:

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

1

122

C122

Original Motif
Original Motif
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Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
YAGCCCWGSCWSBCCTR

WRGACCRSSYTGGCYW-

Forward

1

16
0.0323948

Original motif = Consensus sequence: YAGCCCWGSCWSBCCTR

ool .l

Wabiloga 3.4

Reverse complement motif
MAGGVSWGSCWGGGCTK

D 9A L_gc

Consensus sequence:

T I
oV - - =7 -

Watiloga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
MRGMMBAGGCHGGCCK
WRGACCRSSYTGGCYW

1

61

coe1

Original Motif
Original Motif
Forward

1

16
0.0331199
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Original motif = Consensus sequence: MRGMMBAGGCHGGCCK

20

1.0

bits

Reverse complement motif
RGGCCDGCCTBRRCMY

Consensus sequence:

ol b il

i Cé—rg? - é_ nC = ?TGE?I
Dataset #: 1
Motif ID: 73
Motif name: C073
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 3
Number of overlap: 16

0.0403976

Similarity score:

Alignment:
YMWGSMYAGCCRKSKCTR

WKGCCAMSSKGGTCKW--

Original motif = Consensus sequence: YMWGSMYAGCCRKSKCTR

2.0

n
:E‘I.CI

0.0

Wetiloga 3.4

Reverse complement motif
KAGYSYKGGCTKRSCWYK

2.0

Consensus sequence:
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
WSACSRSGCTGSYSTCSW
WKGCCAMSSKGGTCKW--

1

124

C124

Reverse Complement
Original Motif
Backward

3

16

0.0419895

Original motif = Consensus sequence: WSACSRSGCTGSYSTCSW

Wetiloga 3.4

Reverse complement motif
WSGASKSCAGCSMSGTSW

Consensus sequence:

£10 C

Wetiloga 34

Dataset #: 1 Motif ID: 88

Motif name: C088

Original motif = Consensus sequence: SKCACTCWGTAGAMS

Reverse complement motif

Consensus sequence: SYTCTACWGAGTC
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2.0

E ST ACIgﬁ*AIAAcéQ i ‘:’IIQTAQIA A | VRE

0.0
5 10
Webiloga 3.4 Webiloga 3.4

Best Matches for Motif ID 88 (Highest to Lowest)

Dataset #: 1

Motif ID: 13

Motif name: Co013

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position number: 9

Number of overlap: 15

Similarity score: 0

Alignment:

WVCTGGAACTCACTHTGTAGACCAGGM

———————— SKCACTCWGTAGAMS——--

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

20 20

T Tk, ATk

-

Webiogo 34 Weriogo 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:
YKCACTMYRDAGRCMR
SKCACTCWGTAGAMS -

Original motif = Consensus sequence: YKCACTMYRDAGRCMR

1

89

C089

Original Motif
Original Motif
Backward

2

15
0.00807426

Reverse complement motif = Consensus sequence:
MRGKCTDMKYAGTGRK

2.0

10 15
Wabiogad 4 WabiLogad 4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

1

17

Co17

Reverse Complement
Original Motif
Forward

3
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Number of overlap:
Similarity score:

Alignment:
WSWGAGASWSAGAGASWS
-—-SYTCTACWGAGTGYS-

15
0.0441447

Original motif = Consensus sequence: WSWGAGASWSAGAGASWS

2.0

CT A ACTcA A ACAC

Webilogo 3.4

Reverse complement motif =~ Consensus sequence:
SWSTCTCTSWSTCTCWSW

2
£10

_eacTc]c]ereIClcres

2.0

Webilogo 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
MWYCCCAGCACTTGGGAGGCAG
—————— SKCACTCWGTAGAMS -

1

19

Co19

Original Motif
Original Motif
Forward

7

15
0.0452176
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Original motif = Consensus sequence: MWYCCCAGCACTTGGGAGGCAG

el

Reverse complement motif ~ Consensus sequence:
CTGCCTCCCAAGTGCTGGGMWR

20

ﬁ:QLECQIQCQ%AﬂIgﬁl%Qﬁg%I

Y¥CAY
Dataset #: 1
Motif ID: 86
Motif name: C086
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 2
Number of overlap: 15
Similarity score: 0.0452921

Alignment:
CSGGAGKCWGMGGSASG
—-SKCACTCWGTAGAMS -

Original motif = Consensus sequence: CSGGAGKCWGMGGSASG

2.0

Reverse complement motif = Consensus sequence:
CSTSCCYCWGRCTCCSG

MQSEQQQTQX?éQLCQGA

Watiloga 3.4
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Dataset #: 1 Motif ID: 89

Motif name: C089

Original motif = Consensus sequence: YKCACTMYRDAGRCMR

C

ESQTQAgTégﬁﬁéﬁ'

AA
15

WabiLogad 4

Best Matches for Motif ID 89 (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:
WVCTGGAACTCACTHTGTAGACCAGGM
———————— YKCACTMYRDAGRCMR---

Original motif =~ Consensus sequence:
WVCTGGAACTCACTHTGTAGACCAGGM

1

13

Cco13

Original Motif
Original Motif
Forward

9

16
0.00883756

Reverse complement motif = Consensus sequence:

MRGKCTDMKYAGTGRK

2.0

0.0—=—=

= CA

—

WabiLogad 4

Reverse complement motif ~ Consensus sequence:

YCCTGGTCTACADAGTGAGTTCCAGVW
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cT ohcToker Tk

20

b AACTAGT

== ? - 2 Welago 14 o ﬁ. ) o Weslago 14
Dataset #: 1
Motif ID: 19
Motif name: Co019
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 7
Number of overlap: 16
Similarity score: 0.0298537
Alignment:
MWYCCCAGCACTTGGGAGGCAG
—————— YKCACTMYRDAGRCMR

Consensus sequence: MWYCCCAGCACTTGGGAGGCAG

AICHCT e

Original motif

20

Reverse complement motif =~ Consensus sequence:
CTGCCTCCCAAGTGCTGGGMWR

20

T

Y-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:
CKBCCTSYRSCTCMMG
YKCACTMYRDAGRCMR

Original motif

2.0

83

C083

Original Motif
Original Motif
Backward

1

16
0.0453026

Consensus sequence: CKBCCTSYRSCTCMMG

. gl—-- CQI(?%ACQI(;E&A

Weblogad 4

Reverse complement motif

Consensus sequence:

CYRGAGSMKSAGGBRG
2.0
¢ cchGac
e 2y = S ACSFAcCAY Y _ax
5 10 15

Webloagad 4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

1

7

Ccoo07

Original Motif
Original Motif
Forward

4

16
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Similarity score:

Alignment:
KTTSTGAGTTCVAGGMCAGCCTS

-—-—YKCACTMYRDAGRCMR-—---

Original motif

2.0

0.0523729

Consensus sequence: KTTSTGAGTTCVAGGMCAGCCTS

*2x TOAGTTC G CAGCE. <

WebiLog 34

Reverse complement motif
SAGGCTGYCCTVGAACTCASAAY

16,01 GAA

Consensus sequence:

2.0
o
-_E‘HZI
Cavy!
L
0.0 = =
5

0

=T Fa Asmacaca
1

15

IGAEAAR

WebiLog) 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:

WRGACCRSSYTGGCYW
YKCACTMYRDAGRCMR

Original motif

1

87

co87

Original Motif
Original Motif
Backward

1

16

0.054

Consensus sequence: WRGACCRSSYTGGCYW

Reverse complement motif
WKGCCAMSSKGGTCKW

Consensus sequence:
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agez | \lex

——

Weblogad 4

2.0

c C T
AIQCA%CE_MI_EA

0.0

Webloagad 4

Dataset #: 1 Motif ID: 90 Motif name: C090

Original motif =~ Consensus sequence: WAAWWAAADWWWAW

2.0

Best Matches for Motif ID 90 (Highest to Lowest)

Dataset #: 1

Motif ID: 98

Motif name: C098
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: 0.0116821
Alignment:

Reverse complement motif =~ Consensus sequence:
WTWWWDTTTWWTTW

2.0

bits

I—rx ] TTT TIT

Wehilogo 3.4
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AAAAWWAMAAWWAAWH
—-WAAWWAAADWWWAW-

Original motif = Consensus sequence: AAAAWWAMAAWWAAWH

2.0

it
&

S w < A

2A T@Aééégégéxg

0.0 7
5 10

15
Weblogad 4

Reverse complement motif ~ Consensus sequence:
HWTTWWTTYTWWTTTT

2.0

éélTxéTTTTx%IIgI

-_— - = e
T ———

5 10 15
Webiloagad 4

&
=1

LiX

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
WWAAWAAAAAARAATW

- WAAWWAAADWWWAW-—

1

43

co43

Original Motif
Original Motif
Forward

2

14
0.0235146

Original motif = Consensus sequence: WWAAWAAAAAARAATW

Reverse complement motif ~ Consensus sequence:
WATTMTTTTTTWTTWW
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2.0

2.0
A AAAAL. AA “ T Il
LLEBERC _%=_2A__ AT o 2Alc<Xd cclIIlIII
5 10 15 5 10 15

= P ——

Weblogad 4 Webloagad 4

Dataset #: 1

Motif ID: 30

Motif name: C030
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 3

Number of overlap: 14

Similarity score: 0.0237672
Alignment:

WYAAAAAMAAAAAAAAWAM

———WAAWWAAADWWWAW-—

Reverse complement motif =~ Consensus sequence:
YTWTTTTTTTTYTTTTTMW

Original motif =~ Consensus sequence: WYAAAAAMAAAAAAAAWAM

20

T A o et =lel-F-Y=le == =ler=
15 15
WebLagn 34 WeblLago 34

E;:LﬁéééﬁﬂéAéAAAAéAIéé B x4 TTTITITILE"TTTA%

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:

WWWAAAAAWWAAAAAWAAAAAWWAAAAHWW

Original motif = Consensus sequence:

1

Ccoo1

Original Motif
Original Motif
Forward

7

14
0.0242608

WWWAAAAAWWAAAAAWAAAAAWWAAAAHWW

20

—S I 2.

bt

Weilogo 34

Reverse complement motif

20

Consensus sequence:
WWHTTTTWWTTTTTWTTTTTWWTTTTTWWW

g:exIIITTIxEITﬂI%lTIEIIII

25

[ Tza8

Webloga 34

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

1

152

C152

Original Motif
Original Motif
Backward

2

14

Page 418 of 681



Similarity score: 0.0256107

Alignment:
KWRRKWRARAWMRAWM
-WAAWWAAADWWWAW-

Reverse complement motif = Consensus sequence:
YWTKYWTKTKWYKKWR

2.0

Original motif = Consensus sequence: KWRRKWRARAWMRAWM

2.0

TAAAIéAAAA@ AA_%é TTITTZTI:;[I

CIG""‘_' e - = 00—=

i >-I

15
Wabiogad 4

Dataset #: 1 Motif ID: 91 Motif name: C091

Reverse complement motif = Consensus sequence:
YRTACAMRYTGAGTYY

éACTQAéTlT_GAjf MéTACA agsriAV]s

Best Matches for Motif ID 91 (Highest to Lowest)

Original motif = Consensus sequence: KMACTCAMKYTGTAKM

Dataset #: 1

Motif ID: 13

Motif name: Co13
Matching format of first motif: Original Motif
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Matching format of second motif: Original Motif

Direction: Forward

Position number: 6

Number of overlap: 16

Similarity score: 0.00384196

Alignment:

WVCTGGAACTCACTHTGTAGACCAGGM

————— KMACTCAMKYTGTAKM------

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

20

ACCH s ol

2
Webilago 14

= e

il T AR

=3

Wetilago 24

Dataset #: 1

Motif ID: 47

Motif name: co47
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1

Number of overlap: 16

Similarity score: 0.0310544
Alignment:
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TSGAAMTCACTMKGTASA
—-—-KMACTCAMKYTGTAKM

Original motif = Consensus sequence: TSGAAMTCACTMKGTASA

TeoheVACT 2 ach
naﬁ ey -:-éI_ F = .--_éjl__l-l— (_:_;-.

WetaLaga 3.4

Reverse complement motif
TSTACRYAGTGAYTTCSA

Consensus sequence:

n -HCTAQéI 1)’

10

éTT QCA

15
WetsLa

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
MKAGAGMKAGAGAGAGAKM
YRTACAMRYTGAGTYY-—--

1

12

Cco12

Reverse Complement
Original Motif
Backward

4

16

0.0540334

Original motif = Consensus sequence: MKAGAGMKAGAGAGAGAKM

Reverse complement motif
YRTCTCTCTCTRYCTCTRR

Consensus sequence:
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20

Tégé%éTA$A§éégEéTé

WebiLagad4

20

TATCIQTCICTAIC;CIéT

00—

WebiLagad4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
HWAAWAAAHWAAMAWAMAAWW
————— YRTACAMRYTGAGTYY

Original motif = Consensus sequence: HWAAWAAAHWAAMAWAMAAWW

20

L T0A, AACQAA A@AAAA

1
16
Cco1

Reverse Complement
Original Motif
Backward

1
16

0.0563449

6

5
2y

eg' '>

20

Reverse complement motif =~ Consensus sequence:
WWTTYTWTYTTWDTTTWTTWH

EIAEIIELXTTITX*lgIIII%e

Wetiloga 34

Dataset #:
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Motif ID: 129
Motif name: C129
Matching format of first motif:

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

Number of overlap: 16

Similarity score: 0.0576399
Alignment:

KKGCTAYRYRGAGAMM

YRTACAMRYTGAGTYY

Original motif = Consensus sequence: KKGCTAYRYRGAGAMM

2.0

bits

&M lA%?ATA gg

Weblogad 4

0.0

Reverse Complement

Reverse complement motif = Consensus sequence:
RRTCTCKKMMTAGCRY

EZITQECEA$§TAfCéé

Webloagad 4

Dataset #: 1

Original motif = Consensus sequence: RYCAGRSTGGCSYCGARY

Weilog 3.4

Motif ID: 92 Motif name: C092

Reverse complement motif =~ Consensus sequence:
KKTCGMSGCCASKCTGMM

2.0

bits
a

0.0

ELGAngQ_elgI-A9

5
Webiloga 3.4
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Best Matches for Motif ID 92 (Highest to Lowest)

Dataset #: 1

Motif ID: 128

Motif name: C128

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

Position number: 1

Number of overlap: 18

Similarity score: 0.0244788

Alignment:

SKTCSMSGACASKSAGMS

KKTCGMSGCCASKCTGMM

Reverse complement motif  Consensus sequence:
SKTCSMSGACASKSAGMS

2.0

CT AcTUT CEC AAc QCAQQ_C Agécg94cf§

Original motif = Consensus sequence: SYCTSRSTGTCSYSGARS

__-—-.A.-_ _—-—-:._.__

Wetiloga 3.4 Wetiloga 34

Dataset #: 1

Motif ID: 95

Motif name: C095
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
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Direction: Forward

Position number: 1

Number of overlap: 18
Similarity score: 0.0314384
Alignment:

KCCAKMSTGGTSKMCAGM

RYCAGRSTGGCSYCGARY

Reverse complement motif  Consensus sequence:

Original motif =~ Consensus sequence: KCCAKMSTGGTSKMCAGM RCTGYYSACCASYYTGGY

2.0

L] L]

Wetiloga 3.4 Wetiloga 34

Dataset #: 1
Motif ID: 5

Motif name: C005
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 6

Number of overlap: 18

Similarity score: 0.0593452
Alignment:

TCTGTAGMCCAGGCTGGCCTYGW

————— KKTCGMSGCCASKCTGMM
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Original motif

20

Consensus sequence: TCTGTAGMCCAGGCTGGCCTYGW

E:lgIﬁIméch“=lﬁqgc;¢eé

WesLogo 34

Reverse complement motif
WCKAGGCCAGCCTGGYCTACAGA

20

e

hn

===

Consensus sequence:

%m
ETQAAQEQQ
5

10

15

AQA¢A

WesLago 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:
WSACSRSGCTGSYSTCSW
KKTCGMSGCCASKCTGMM

Original motif

2.0

1

124

C124

Reverse Complement
Original Motif
Backward

1

18

0.0706106

Consensus sequence: WSACSRSGCTGSYSTCSW

SAVCASE _c??IgE%

Wetiloga 3.4

Reverse complement motif
WSGASKSCAGCSMSGTSW

Consensus sequence:

M%QAA?ACGAmC¢9??1s%

Wetiloga 34
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Dataset #: 1

Motif ID: 13

Motif name: Co13
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 9

Number of overlap: 18

Similarity score: 0.0712116
Alignment:

WVCTGGAACTCACTHTGTAGACCAGGM

———————— KKTCGMSGCCASKCTGMM-

Original motif = Consensus sequence:
WVCTGGAACTCACTHTGTAGACCAGGM

%: cQufeAACI-CITI"l ?Acg'ﬁﬁé

Webiogo 34

Reverse complement motif

Consensus sequence:

YCCTGGTCTACADAGTGAGTTCCAGVW

20

ﬁ:nccﬂféI 6 A“AfI“Qllgf%l

Weriogo 34

Dataset #: 1 Motif ID: 93 Motif name: C093

Original motif = Consensus sequence: AKCCASMBSCCKSTGCMT

Reverse complement motif
ARGCASYGGSVYSTGGYT

Consensus sequence:
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2.0

N c CC C
Mnggé & ¢ Txczgrgl

WebLaga 3.4

Best Matches for Motif ID 93 (Highest to Lowest)

Dataset #: 1

Motif ID: 4

Motif name: Co04
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 8

Number of overlap: 18

Similarity score: 0.0439494
Alignment:

SS5SSCSSSSSCCSSSSCCSCSSSSSS
--AKCCASMBSCCKSTGCMT--—————

Original motif = Consensus sequence:
SSSSSCSSSSSCCSSSSCCSCSSSSSS

20

bits

C(

==

m CCCCCCCCCCCCCCCCCCQ:CCCCC

Lo

5

2.0

Reverse complement motif = Consensus sequence:
SSSSSSGSGGSSSSGGSSSSSGSSSSS

20

2
:E'HJ

CcGLUGC C C C
. & SCCLCCE<cCCCLCCCECLCCCCCCh

Weriogo 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:

GSSGGGGGSSGGGGGGKGGVMGGSHGKGSC
—-——ARGCASYGGSVYSTGGYT-————————

Original motif = Consensus sequence:
GSCYCHSCCYVCCYCCCCCesscececeessc

240

C

1

3

Ccoo3

Reverse Complement
Reverse Complement
Backward

10

18

0.0490082

ol

ﬁ:é?QQT_?QQgQQQQQQQ QGEQQ

10 15

X
25

0
Weblogo 34

Reverse complement motif = Consensus sequence:
GSSGGGGGSSGGGGGGKGGVYMGGSHGKGSC

240

A

ACcanaac=a AAZSAAA_C _A.‘!Ac-~AAIQT
= 5 w o % a8 &

0
WebLogo 34

Dataset #:

Motif ID:

Motif name:

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

Position number:

1

36

C036

Original Motif
Reverse Complement
Forward

1
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Number of overlap:
Similarity score:

Alignment:
RRCTRRRTCTCRRRCTRY

AKCCASMBSCCKSTGCMT

18
0.0639349

Original motif = Consensus sequence: MKAGMKMGAGAKMKAGMK

2.0

10

Webilogo 3.4

Reverse complement motif =~ Consensus sequence:
RRCTRRRTCTCRRRCTRY

2.0

chgléIégngIéxglér

Webilogo 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
SVCCGBCMCCSYCMCCVB

AKCCASMBSCCKSTGCMT

1

37

C037

Original Motif
Original Motif
Forward

1

18
0.0642642

Page 430 of 681



Reverse complement motif ~ Consensus sequence:
BVGGYGKSGGYGBCGGVS

2.0

;C CQ ACC > _a¢1é1¢é91xihggxe%g

Webilogo 3.4

Original motif = Consensus sequence: SVCCGBCMCCSYCMCCVB

2.0

Dataset #: 1

Motif ID: 73

Motif name: C073

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

Position number: 1

Number of overlap: 18

Similarity score: 0.0646787

Alignment:

KAGYSYKGGCTKRSCWYK

ARGCASYGGSVYSTGGYT

Reverse complement motif = Consensus sequence:
KAGYSYKGGCTKRSCWYK

2.0

Original motif = Consensus sequence: YMWGSMYAGCCRKSKCTR

2.0

0
(9) -]
2
)
=
‘¢
< D
Kﬁ
—
i
et
=
>0
0
»)
e
b

L - W - —_— e 0.0

Wetiloga 3.4
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Dataset #: 1 Motif ID: 94 Motif name: C094

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

2.0 2.0

Webiioga 3.4

bits

1.0

5 CeAlEeFSeYy2d =
5 10

a. —

Webiioga 3.4

Best Matches for Motif ID 94 (Highest to Lowest)

Dataset #: 1

Motif ID: 102

Motif name: C102

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: 0.00913897

Alignment:

SCMCCSSSVCCMSS

SSHCCCSGCCCCSG

Original motif = Consensus sequence: SCMCCSSSVCCMSS Reverse complement motif = Consensus sequence: SSRGGVSSSGGYC
20 20
- EG%CQQQCECCQEQ " =TV :7.1_:93?1_ B =

3 7o 4 10

Webilogo 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:
GSSGGGGGSSGGGGGGKGGVMGGSHGKGSC
--CSGGGGCSGGGDSS——=—===—=——————

Original motif = Consensus sequence:
GSCYCHSCCYVCCYCCCCCCsscceeessc

20

o h ol O

= _=

1

3

Ccoo3

Reverse Complement
Reverse Complement
Backward

15

14

0.010898

2 il

a0
Weblogo 34

Reverse complement motif =~ Consensus sequence:
GSSGGGGGSSGGGGGGKGGVYMGGSHGKGSC

20

A C

~Ccannac= AAASEAAA S .A.{ianAA'Q-‘T
00-5==F ; e e R ——
5 10 15 2 2 30

Weblago 34

Dataset #:

Motif ID:

Motif name:

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

1

4

coo4

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

Alignment:
SSSSSSGSGGSSSSGGSSSSSGSSSSS

Original motif = Consensus sequence:
SSSSSCSSSSSCCSSSSCCSCSSSSSS

20

a

8
14
0.0158011

Cegs

ceoetlie;Codl0ooli, Cog

Webilogo 14

Reverse complement motif
SSSSSSGSGGSSSSGGSSSSSGSSSSS

20

ﬂ'H:I
£

cC

0.0

Consensus sequence:

C C C C
ACCGCCESCCCCGECCECGCCCCCCG

Wetilogo 14

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
SSGGSGDBGSGGSS
CSGGGGCSGGGDSS

1

23

Cco23

Reverse Complement
Reverse Complement
Backward

1

14

0.0224328
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Original motif = Consensus sequence: SSCCSCBHCSCCSS Reverse complement motif  Consensus sequence: SSGGSGDBGSGG!

ccg C C Ccc
R c, Lo« C. P 0 e =) dete LI ESCXE. . ECSESXCC
Dataset #: 1
Motif ID: 77
Motif name: co77
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: 0.0259051
Alignment:
SBCCCCGGSSCCCCCB
SSHCCCSGCCCCSG—-
. . Reverse complement motif = Consensus sequence:
: B
Original motif = Consensus sequence: SBCCCCGGSSCCCCC BGGGGGSSCCGGGGRS
2.0 2.0
: : z 5 10 R
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Dataset #: 1 Motif ID: 95 Motif name: C095

Original motif = Consensus sequence: KCCAKMSTGGTSKMCAGM

‘ GA I EL?Iég SK

1

Webiloga 3.4

Best Matches for Motif ID 95 (Highest to Lowest)

Dataset #: 1

Motif ID: 5

Motif name: C005
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1

Number of overlap: 18

Similarity score: 0.0148007
Alignment:

TCTGTAGMCCAGGCTGGCCTYGW

————— RCTGYYSACCASYYTGGY

Original motif = Consensus sequence: TCTGTAGMCCAGGCTGGCCTYGW

Reverse complement motif = Consensus sequence:

RCTGYYSACCASYYTGGY

2.0

w

ol Grse Olbers s

Webloga 34

Reverse complement motif ~ Consensus sequence:

WCKAGGCCAGCCTGGYCTACAGA
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2.0 20

o Tk OOt s MOCCAMTLVACA.

15

WesLaga 34

Dataset #: 1

Motif ID: 92

Motif name: C092
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1

Number of overlap: 18

Similarity score: 0.0234986
Alignment:

RYCAGRSTGGCSYCGARY

KCCARKMSTGGTSKMCAGM

Reverse complement motif =~ Consensus sequence:
KKTCGMSGCCASKCTGMM

2.0

ECA%AQAC ALY ELQ?ﬁCEQ_9IQI_A$

0.0
10

Original motif = Consensus sequence: RYCAGRSTGGCSYCGARY

bits
a

Webilogo 3.4 Webilogo 3.4

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:
WVCTGGAACTCACTHTGTAGACCAGGM
———————— RCTGYYSACCASYYTGGY-

Original motif = Consensus sequence:
WVCTGGAACTCACTHTGTAGACCAGGM

13

C013

Reverse Complement
Original Motif
Forward

9

18

0.0466684

ACH.a

%: CQI?AAACI-CITI"l

=4

2
Webslago 14

Reverse complement motif = Consensus sequence:
YCCTGGTCTACADAGTGAGTTCCAGVW

20

%:Accﬂ{éITé A"AfI“Pllgf%l

Wetogo 14

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

1

128

C128

Original Motif
Original Motif
Forward

1

18
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Similarity score: 0.0525333

Alignment:
SYCTSRSTGTCSYSGARS
KCCAKMSTGGTSKMCAGM

Reverse complement motif = Consensus sequence:

Original motif = Consensus sequence: SYCTSRSTGTCSYSGARS SKTCSMSGACASKSAGMS

2.0

el e W — S e e

10 15
Wetiloga 3.4 Wetiloga 34

"l cacTimVezslane " cxxbencuabhczeAla,

Dataset #: 1
Motif ID: 40

Motif name: co4o0
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 1

Number of overlap: 18

Similarity score: 0.0545308
Alignment:

KCTGMSKTYGAMSTCASM

KCCAKMSTGGTSKMCAGM

Reverse complement motif = Consensus sequence:

Original motif = Consensus sequence: RSTGASYTCMARSYCAGY KCTGMSKTYGAMSTCASM
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2.0

:4?T AcleéAAcgcégg

="

bits

WebLaga 3.4

2.0

a cI ﬁgEquéAchAgg

I

bits

WebLaga 3.4

Dataset #: 1 Motif ID: 96 Motif name: C096

Original motif = Consensus sequence: MRMCMYGSCYRGCCYK

2.0

Weblogod 4

Best Matches for Motif ID 96 (Highest to Lowest)

Dataset #: 1

Motif ID: 121

Motif name: C121
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1

Number of overlap: 16

Similarity score: 0.00911622
Alignment:

Reverse complement motif =~ Consensus sequence:
RKGGCMMGSCKRGRKY

2.0

2]
1.0

Weblogod &
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MRCCCTRGCYSTCCYK
MRMCMYGSCYRGCCYK

Original motif = Consensus sequence: MRCCCTRGCYSTCCYK

a

gtéegchﬁ;g§ﬁlcg?l

Weblogad 4

Reverse complement motif

RKGGASMGCKAGGGMY

2.0

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:
YMWGSMYAGCCRKSKCTR
—RKGGCMMGSCKRGRKY -

1

73

Co73

Reverse Complement
Original Motif
Backward

2

16

0.0193158

Original motif = Consensus sequence: YMWGSMYAGCCRKSKCTR

Reverse complement motif
KAGYSYKGGCTKRSCWYK

Consensus sequence:
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2.0

2.0

Mzéé29g£TéCIeT§chf

WebLaga 3.4

Dataset #: 1

Motif ID: 5

Motif name: C005
Matching format of first motif: Original Motif

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

Number of overlap: 16

Similarity score: 0.0223054
Alignment:

TCTGTAGMCCAGGCTGGCCTYGW

————— MRMCMYGSCYRGCCYK--

Consensus sequence: TCTGTAGMCCAGGCTGGCCTYGW

Méchn=lﬁqgc;$e#

5
WesLogo 34

Original motif

20

Reverse complement motif =~ Consensus sequence:

WCKAGGCCAGCCTGGYCTACAGA
_--._..‘__';'_“':'t“_ % GACA‘:"A

ACCCAUW L

S TW AT
5
WesLago 34

w
2.4

]

0
o=

1

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:

MRGMMBAGGCHGGCCK
RKGGCMMGSCKRGRKY

Original motif

2.0

e
=10

61

coé61

Reverse Complement
Original Motif
Backward

1

16

0.026179

Consensus sequence: MRGMMBAGGCHGGCCK

Reverse complement motif
RGGCCDGCCTBRRCMY

‘ool el clin

Consensus sequence:

0.0 *s;?T-;..E‘fI
Dataset #: 1
Motif ID: 3
Motif name: C003
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1
Number of overlap: 16

Page 443 of 681



Similarity score: 0.0266849

Alignment:
GSCYCHSCCYVCCYCCCCCCSSCCCCeessc
MRMCMYGSCYRGCCYK-—-=-—===—=——————

Original motif = Consensus sequence:
GSCYCHSCCYVCCYCCCCCesscececeessc

et b el 0

wamq an

Reverse complement motif = Consensus sequence:
GSSGGGGGSSGGGGGGKGGVYMGGSHGKGSC

240

A
. ACCGAAAéCG AAAASAAA _CAAS I\ATcT
5 10 ‘!5 2 25

30
WebLogo 34

Dataset #: 1 Motif ID: 97 Motif name: C097

Original motif = Consensus sequence: WBAASWWAAAAWWSAAVW

{ AA_20A AAAT-:. »

WebLaga 3.4

Best Matches for Motif ID 97 (Highest to Lowest)

Dataset #: 1
Motif ID: 24
Motif name: C024

Matching format of first motif: Reverse Complement

Reverse complement motif
WVTTSWWTTTTWWSTTBW

20

o 1er] | T 1T

Consensus sequence:
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Matching format of second motif:
Direction:

Position number:

Number of overlap:

Similarity score:

Alignment:
THTTDMWTTTTWKMTTDA
WVTTSWWTTTTWWSTTBW

Reverse Complement
Backward

1

18

0.00734811

Original motif = Consensus sequence: TDAAYRWAAAAWYDAAHA

20

" e.BA_sohalAa

QQAIA
15

F———

10

WetaLaga 3.4

Reverse complement motif ~ Consensus sequence:

THTTDMWTTTTWKMTTDA

%I.TTzﬁTTTII

Iﬁ

Weblaga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:

1

1

Ccoo1

Original Motif
Original Motif
Backward

4

18
0.0172538
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WWWAAAAAWWAAAAAWAAAAAWWAAAAHWW
————————— WBAASWWAAAAWWSAAVW-——-—

Original motif = Consensus sequence:

WWWAAAAAWWAAAAAWAAAAAWWAAAAHWW

20

=S I 2.

5

Welogo 34

Reverse complement motif ~ Consensus sequence:

WWHTTTTWWTTTTTWTTTTTWWTTTTTWWW

20

ﬁlgxIIITTlngTﬁIngI}IIII

25

[1Tgae

Webloga 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:
WYAAAAAMAAAAAAAAWAM
WBAASWWAAAAWWSAAVW-

Original motif = Consensus sequence: WYAAAAAMAAAAAAAAWAM

1

30

C030

Original Motif
Original Motif
Backward

2

18
0.0179689

Reverse complement motif ~ Consensus sequence:

YTWTTTTTTTTYTTTTTMW
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20

M—ECGéﬁ&éAé _____ AAIéé TT@ITTTTTTTTTTTTTA%

i — L i --r--'_ﬂ_an--cz.,n,. Sl

5 15
WebiLagad4 WebiLagad4

Dataset #: 1

Motif ID: 16

Motif name: Cco16
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1

Number of overlap: 18

Similarity score: 0.0187638
Alignment:

HWAAWAAAHWAAMAWAMAAWW
-——-WBAASWWAAAAWWSAAVW

Reverse complement motif =~ Consensus sequence:
WWTTYTWTYTTWDTTTWTTWH

20 20

RO ITWILA T el TELams,

Wetiloga 34

Original motif = Consensus sequence: HWAAWAAAHWAAMAWAMAAWW

93' '>

Dataset #: 1
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Motif ID: 10

Motif name: co1o0
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 3

Number of overlap: 18

Similarity score: 0.0198187
Alignment:

WWWAAAAWWAAAAAAAAAAWW
——-WBAASWWAAAAWWSAAVW-

Reverse complement motif = Consensus sequence:
WWTTTTTTTTTTWWTTTTWWW

20

EITIIT;IITTllléégTTTI?*

Wetiloga 34

Original motif = Consensus sequence: WWWAAAAWWAAAAAAAAAAWW

Dataset #: 1 Motif ID: 98 Motif name: C098

Reverse complement motif =~ Consensus sequence:
HWTTWWTTYTWWTTTT

2.0 2.0

Original motif =~ Consensus sequence: AAAAWWAMAAWWAAWH

it
5

=1

L gt

-_—

AA gé‘&ég‘é@%&é_gg : ¢¢TT:§Z—%TTTTI%II;§I

0.0 0. T = e

10 15 15
Weblogod 4 Weblogod &
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Best Matches for Motif ID 98 (Highest to Lowest)

Dataset #: 1

Motif ID: 30

Motif name: C030

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

Position number: 4

Number of overlap: 16

Similarity score: 0.0202744

Alignment:

YTWTTTTTTTTYTTTTTMW

———HWTTWWTTYTWWTTTT

. . Reverse complement motif Consensus sequence:
Original motif ~ Consensus sequence: WYAAAAAMAAAAAAAAWAM P 9

YTWTTTTTITTTYTTTTTMW
2.0 2.0
MTgééééééAééééééAgée R IIIgIITflgxlIe%
5 10 15 5 10 15
Dataset #: 1
Motif ID: 1
Motif name: Ccoo1
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
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Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:

WWHTTTTWWTTTTTWTTTTTWWTTTTTWWW

Original motif = Consensus sequence:

Backward
6

16
0.0239726

WWWAAAAAWWAAAAAWAAAAAWWAAAAHWW

20

IIT

-:-.=-=.=

AAAAA@qAA AadA “Aééé AAA¢%£

Webogo 34

Reverse complement motif  Consensus sequence:
WWHTTTTWWTTTTTWTTTTTWWTTTTTWWW

20

TTTTIIIIT ITIT TTXIIIAAAxeg

WebLogo 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:
WWAAWAAAAAARAATW
AAAAWWAMAAWWAAWH

1

43

Cco43

Original Motif
Original Motif
Backward

1

16

0.024586
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Original motif = Consensus sequence: WWAAWAAAAAARAATW

1 AA AAAA

AAAI¢

Weblogad 4

Reverse complement motif ~ Consensus sequence:
WATTMTTTTTTWTTWW

20

¢$II¢EIIIIII XX

15
Weblogad 4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
WWAAWYAAAMRWAAAW
AAAAWWAMAAWWAAWH

1

33

C033

Original Motif
Original Motif
Backward

1

16
0.0280152

Original motif = Consensus sequence: WWAAWYAAAMRWAAAW

jlgAAZEAAAéAé_égé

Weblogod 4

Reverse complement motif = Consensus sequence:
WTTTWKYTTTMWTTWW

ank-ﬁrTII—chTTTA—AI—TT % %

15
Weblogod &
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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:
WRMARYAAMARYAAMAWH
-AAAAWWAMAAWWAAWH-

1

57

C057

Original Motif
Original Motif
Backward

2

16
0.0292107

Original motif = Consensus sequence: WRMARYAAMARYAAMAWH

2.0

bits
5

I

a8 e;AAéAﬁgécRééé

0.0—=

Wetiloga 3.4

Reverse complement motif = Consensus sequence:
HWTRTTMKTYTTMKTYKW

2.0

I %EITIT‘?‘;TTIT‘.’ﬁé

o =t~

P55

5

10
Wetiloga 34

Dataset #: 1

Motif ID: 99

Motif name: C099

Original motif = Consensus sequence: MYCCCMGCACTCKGGARK

Reverse complement motif  Consensus sequence:
RKTCCRGAGTGCYGGGKR
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2.0

Da:n . -Crgggéegé v _‘Cr?:e-c:i_é-r DOLETCQ aX TIQTA?$ AT

- R & A L
10 15 5 10
WetiLoga 3.4 WekiLoga 3.4

Best Matches for Motif ID 99 (Highest to Lowest)

Dataset #: 1

Motif ID: 19

Motif name: Co19
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 2

Number of overlap: 18

Similarity score: 0.00861288
Alignment:

MWYCCCAGCACTTGGGAGGCAG
-MYCCCMGCACTCKGGARK---

Reverse complement motif = Consensus sequence:
CTGCCTCCCAAGTGCTGGGMWR

2.0 20

AMCACT, JCal Q;ECQIQGQéAL V[ciass

Original motif = Consensus sequence: MWYCCCAGCACTTGGGAGGCAG

A L A =B w A o —
10 15

Wablogad 4 WabLogod 4
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
RGCTVTGTAGCCYWGGCTVD
—RKTCCRGAGTGCYGGGKR~-

1

15

C015

Reverse Complement
Reverse Complement
Forward

2

18

0.0548981

Original motif = Consensus sequence: DVAGCCWKGGCTACAVAGCK

ool "Eé-—?CC%IAI = IAGA- A ,‘gI

WebsLaga 3.4

Reverse complement motif = Consensus sequence:
RGCTVTGTAGCCYWGGCTVD
(1.

20
e =

%T ‘SIﬂlAmQQQIﬁ -

Webslaga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

1

47

co47

Reverse Complement
Reverse Complement
Forward

1

Page 454 of 681



Number of overlap:
Similarity score:

Alignment:
TSTACRYAGTGAYTTCSA
RKTCCRGAGTGCYGGGKR

18
0.0609013

Original motif = Consensus sequence: TSGAAMTCACTMKGTASA

2.0

bits

0.0 A?I_. AéI E CIéTIIACA

Webilogo 3.4

Reverse complement motif

TSTACRYAGTGAYTTCSA

20
P
E10

ACTAQ&I M

Consensus sequence:

0.0

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
WWACCYKGTCTMRAAAWW

MYCCCMGCACTCKGGARK

1

35

C035

Original Motif
Original Motif
Backward

1

18

0.065329
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Original motif = Consensus sequence: WWACCYKGTCTMRAAAWW

2.0

T

E:TAeQQQIALGTeAABAéz

Webilogo 3.4

Reverse complement motif ~ Consensus sequence:
WWTTTMYAGACRKGGTWW

GUL—?—_-TFCQA o W éé&ﬂkgxz

Webilogo 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
SKTCSMSGACASKSAGMS
MYCCCMGCACTCKGGARK

1

128

C128

Original Motif
Reverse Complement
Backward

1

18

0.0707153

Original motif = Consensus sequence: SYCTSRSTGTCSYSGARS

2.0

it
5

e e

GECIQACT T.CE?$é&G

0.0 ——
10

Wetiloga 3.4

Reverse complement motif = Consensus sequence:
SKTCSMSGACASKSAGMS

2

a
£1

0.

L

’ o

JecAa

QgACgAgAGECAGﬂE

Wetiloga 34
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Dataset #: 1 Motif ID: 100 Motif name: C100

Reverse complement motif = Consensus sequence:
WHGASACAGSGWDW

2.0 2.0

EWTAAQACAA9AI-I

Original motif = Consensus sequence: WDWCSCTGTSTCHW

0.0 —

Webiioga 3.4

Best Matches for Motif ID 100 (Highest to Lowest)

Dataset #: 1

Motif ID: 27

Motif name: C027

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

Alignment:

WHKAGACAGGGTTTCMCTGKY

WHGASACAGSGWDW—-——————

Reverse complement motif ~ Consensus sequence:

Original motif = Consensus sequence: MRCAGRGAAACCCTGTCTYDW WHKAGACAGGGTTTCMCTGKY
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2.0

20

L1 L1

oo CAMCOCTCRV T “x saCACETT TG

¥ & » Wibluosk ¥ 1 » Siblosk
Dataset #: 1
Motif ID: 35
Motif name: C035
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 5
Number of overlap: 14
0.0117194

Similarity score:

Alignment:
WWACCYKGTCTMRAAAWW
WDWCSCTGTSTCHW—-——-

Original motif = Consensus sequence: WWACCYKGTCTMRAAAWW

2.0

Webilogo 3.4

Reverse complement motif =~ Consensus sequence:
WWTTTMYAGACRKGGTWW

20
2}
E‘I.O
TA
o L

Moz

5

. Agéééﬂ-;xz

Webilogo 3.4

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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
KMTCKCTCTMTCKM
WDWCSCTGTSTCHW

Original motif

2.0

bits
B

78

Co078

Original Motif
Reverse Complement
Forward

1

14

0.0349672

Consensus sequence: YRGAYAGAGRGAYR

TAAAAT

Reverse complement motif

blts

2.0

Consensus sequence: KMTCKCTCTMTCK

ATCTCICTATC;A

RE Sl Zo=0chea s
Dataset #: 1
Motif ID: 12
Motif name: Co12
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 5
Number of overlap: 14
Similarity score: 0.0350639
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Alignment:
MKAGAGMKAGAGAGAGAKM
-——-WHGASACAGSGWDW-

Original motif = Consensus sequence: MKAGAGMKAGAGAGAGAKM

20

2
E1

0.

A ATA A A
: CT&E 2==Cla ‘Eé&_ﬁéjré
5 10 15

Reverse complement motif
YRTCTCTCTCTRYCTCTRR

20

o=

Consensus sequence:

erCleClCTerClore

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
RRTCRCTCTRTCRR
WDWCSCTGTSTCHW

1

25

C025

Original Motif
Reverse Complement
Forward

1

14

0.036247

Original motif =~ Consensus sequence: KMGAKAGAGMGAKM

Reverse complement motif

Consensus sequence: RRTCRCTCTRTCRI
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2.0

2.0

Dataset #: 1 Motif ID: 101 Motif name: C101

Original motif = Consensus sequence: YTSCCTSKSVSTCCCAR

nTAt;QCICTC-EC ngé

Webriogo 3.4

Best Matches for Motif ID 101 (Highest to Lowest)

Dataset #: 1

Motif ID: 3

Motif name: C003
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 5

Number of overlap: 17

Similarity score: 0.0555244
Alignment:

Reverse complement motif

MTGGGASVSYSAGGSAK

2.0

Consensus sequence:
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GSCYCHSCCYVCCYCCCCCCSSCCCCCSSC
-———-YTSCCTSKSVSTCCCAR-—-———————

Original motif = Consensus sequence:
GSCYCHSCCYVCCYCCceeessceeeessce

" ohr St 0.

d

Wa.mg a

Reverse complement motif ~ Consensus sequence:
GSSGGGGGSSGGGGGGKGGVYVMGGSHGKGSC

20

uﬁCGGAAAeCGA AAaaAAAA AéEnAATCT
==
5 10 15 2|] 23

Webloga 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:

SWSTCTCTSWSTCTCWSW
-YTSCCTSKSVSTCCCAR

Original motif

1

17

Co17

Original Motif
Reverse Complement
Backward

1

17

0.0606098

Consensus sequence: WSWGAGASWSAGAGASWS

Reverse complement motif
SWSTCTCTSWSTCTCWSW

Consensus sequence:
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2.0

CT A ACTCA A AcAc

WebLaga 3.4

2.0

w1
210

"~ eacc]cfereIClcres

WebLaga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
CHBBCCTYBAABCCCDG
YTSCCTSKSVSTCCCAR

Original motif

20

1

107

c107

Original Motif
Original Motif
Forward

1

17

0.06682

Consensus sequence: CHBBCCTYBAABCCCDG

¢ (.

Reverse complement motif

CDGGGBTTVMAGGVBHG

20

— - -

Consensus sequence:

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:
SSSSSCSSSSSCCSSSSCCSCSSSSSS
———————— YTSCCTSKSVSTCCCAR--

Original motif = Consensus sequence:

SSSSSCSSSSSCCSSSSCCSCSSSSSS

20

a

4
Ccoo4

Original Motif
Original Motif
Backward

3

17
0.0671341

C

m9¢ccCCCCCgcCCCCCcCC¢CCCCcc

Webslago 14

Reverse complement motif = Consensus sequence:

SSSSSSGSGGSSSSGGSSSSSGSSSSS

20

a
F10

CcC

0.0

C C C C
ACCGCCESCcCCCGECCECGCCCCCCO

Wetogo 14

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

1

140

C140

Original Motif
Original Motif
Forward

1

17
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0.0676017

Similarity score:
Alignment:
BSCCBCVSSSBCCYHVG
YTSCCTSKSVSTCCCAR
. . Reverse complement motif = Consensus sequence:
I tif C : BSCCBCVSSSBCCYHV
Original moti onsensus sequence G CVDMGGBSSSVGBGGSB
20 20
C cC
} Q?QCEC"CC?T CE — gu ==Y —C> o, A, —0 Ege
5 — 10 ' 1 TR 5 10 15 o
Motif ID: 102 Motif name: C102
Reverse complement motif  Consensus sequence: SSRGGVSSSGGYC

2.0

Dataset #: 1
Consensus sequence: SCMCCSSSVCCMSS

Original motif
CcC
M ?Gécgggcﬁccgg—g JeEESPW . . GG WA Vi
Best Matches for Motif ID 102 (Highest to Lowest)
Dataset #: 1
Motif ID: 112
Motif name: C112
Original Motif
Original Motif
Page 465 of 681

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



Direction: Backward

Position number: 2
Number of overlap: 14
Similarity score: 0.017662
Alignment:

CCBCYSSSGCCCCSS

SCMCCSSSVCCMSS—

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

SSGGGGCSSSKGBGG
20 20
= C CQ =
N gcc %9 CAXE Egg% " (-.':QIA___::AQ_CC?J_EA.. -V X
Dataset #: 1
Motif ID: 140
Motif name: C140
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: 0.0176967
Alignment:
BSCCBCVSSSBCCYHVG
--SCMCCSSSVCCMSS-
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Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: BSCCBCVSSSBCCYHVG P g

CVDMGGBSSSVGBGGSB
C cC

a0 g.-:g $ ‘___’CC?.—:- C% ; e a0 g'F ‘?LéCTF:—;(n: P A W T _%Eé
Dataset #: 1
Motif ID: 94
Motif name: C094
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: 0.0177805
Alignment:
SSHCCCSGCCCCSG
SCMCCSSSVCCMSS
Original motif = Consensus sequence: SSHCCCSGCCCCSG Reverse complement motif = Consensus sequence: CSGGGGCSGGGD

2.0 2.0

0.0

Webiloga 3.4 WabiLlogo .4

CcCe. <CcC
e AQ =ak = QEAAC,__EQT Y _E=
5 10 5 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:

GSCYCHSCCYVCCYCCCCCCSSCCCCCSSC
——————————————— SCMCCSSSVCCMSS-

Original motif = Consensus sequence:
GSCYCHSCCYVCCYCCCCCesscececeessc

240

C

1

3

Ccoo3

Original Motif
Original Motif
Backward

2

14
0.0216318

ol

ﬁ:é?QQT_?QQgQQQQQQQ QGEQQ

10 15

X
25

0
Weblogo 34

Reverse complement motif = Consensus sequence:
GSSGGGGGSSGGGGGGKGGVYMGGSHGKGSC

240

A

aCcanaanc=a AAZSAAA_CAAS AAIQT
00 = == e = === s

5 10 15 2 25

0
WebLogo 34

Dataset #:

Motif ID:

Motif name:

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

Position number:

1

77

Cco77

Original Motif
Original Motif
Forward

2
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Number of overlap: 14
Similarity score: 0.0320147

Alignment:
SBCCCCGGSSCCCCCB
-SCMCCSSSVCCMSS—

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

BGGGGGSSCCGGGGBS
o6 E-ggggégcggcggg‘? = e ViAac ggfc':xeéﬁc:"
Dataset #: 1 Motif ID: 103  Motif name: C103
Original motif = Consensus sequence: RRAGRAACCYTGYY Reverse complement motif = Consensus sequence: MMCAMGGTTKCTH!

2.0 2.0

guAeA_ﬁéAnglhag ' AATCLITCTT%

0.0 =

Webiioga 3.4 Webiioga 3.4

Best Matches for Motif ID 103 (Highest to Lowest)

Dataset #: 1

Motif ID: 53

Motif name: C053
Matching format of first motif: Original Motif
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Matching format of second motif:
Direction:

Position number:

Number of overlap:

Similarity score:

Alignment:
RMACRGAGAAAYCCTGKY
—-—-—-RRAGRAACCYTGYY

Original Motif
Forward

5

14
0.00352554

Original motif = Consensus sequence: RMACRGAGAAAYCCTGKY

2.0
0.0== —— . ———— p=_iy 8 =
5 10 15

WetaLaga 3.4

Reverse complement motif ~ Consensus sequence:
MRCAGGMTTTCTCKGTYK

20

go= égée“-‘elx ’ ICE:__ 1 ==

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:

1

27

Cco027

Original Motif
Original Motif
Forward

4

14

0.01171
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MRCAGRGAAACCCTGTCTYDW
—-—--RRAGRAACCYTGYY—-—---

Original motif

2.0

g:aﬁg ?AEAAACQCITLLQ

Consensus sequence: MRCAGRGAAACCCTGTCTYDW

Reverse complement motif
WHKAGACAGGGTTTCMCTGKY

2.0

Consensus sequence:

e shunCAGGTTT e |

2

A A
Dataset #: 1
Motif ID: 117
Motif name: C117
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1
Number of overlap: 14
Similarity score: 0.0352722

Alignment:
CMCWRSCTGYCCKG
MMCAMGGTTKCTKM

Original motif

Consensus sequence: CMCWRSCTGYCCKG

Reverse complement motif

Consensus sequence: CYGGKCAGSKWG’
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2.0

CAC%A CT QCQTA ;QeAcé QI“TQ

Welloge 3.4

2.0

blts
bits
&

Welsloge 34

Dataset #: 1

Motif ID: 109

Motif name: C109
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: 0.0358256
Alignment:

RMCWSGCTGSCCKY

MMCAMGGTTKCTKM

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

2.0 2.0

Iobetlicts,  Latte
0.0 '= ("_'E ‘—-CC T e _=éAC= A 'EQ?XGTE

bits
&

5

Welilogo 3.4 Webilogo 3.4

Dataset #: 1
Motif ID: 132
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C132

Motif name:
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: 0.0372435
Alignment:
WCAGRGWGAGAWCYAGGW
--—--RRAGRAACCYTGYY
. . Reverse complement motif = Consensus sequence:
I f : WCAGRGWGAGAWCYAGGW
Original moti Consensus sequence: WCAGRGWGAGAWCYAGG WCCTKGWTCTCWCMCTGW
2.0
5 10 15

2.0

Aa_‘?‘lg? b L =N
10 15
Consensus sequence: SSGGHGGGGKGG

C104

5

Motif ID: 104 Motif name:

@
o CA
o PN %A:!:“a‘hs;

Reverse complement motif

Dataset #: 1
Consensus sequence: SSCCYCCCCDCCSS
2.0
cC

Original motif

bits

1.0 C c
0.0 QQ E% Q%ghgc 9
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Best Matches for Motif ID 104 (Highest to Lowest)

Dataset #: 1

Motif ID: 23

Motif name: C023

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: 0.00165547

Alignment:

SSGGSGDBGSGGSS

SSGGHGGGGKGGSS

Original motif = Consensus sequence: SSCCSCBHCSCCSS Reverse complement motif = Consensus sequence: SSGGSGDBGSGG!
20 20

i
:E‘I.CI

=1

cc:g C C
JGG T EEC e =% QQES LIECCESCE . =E2CSECC

10
Webiloga 3.4 WabiLlogo .4

a

Dataset #: 1

Motif ID: 8

Motif name: Ccoo08

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

Position number:
Number of overlap:
Similarity score:

Alignment:
SSGGSSGGGGSSGGSS
-SSGGHGGGGKGGSS-

Forward

2

14
0.00956764

Original motif = Consensus sequence: SSCCSSCCCCSSCCSS

bl . e

WabiLogad 4

Reverse complement motif
SSGGSSGGGGSSGGSS

2.0

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:
SSCCDCCCCCCCSS
SSCCYCCCCDCCSS

1

54

Cc054

Original Motif
Original Motif
Backward

1

14
0.0123202
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Original motif = Consensus sequence: SSCCDCCCCCCCSS Reverse complement motif  Consensus sequence: SSGGGGGGGHGG

2.0 2.0

C(_-;
o - AVT=Zc—C W= 2> C
10

10
Welilogo 3.4 Webilogo 3.4

#O
D
P
0
O n
{

Dataset #: 1

Motif ID: 4

Motif name: C0o04

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 4

Number of overlap: 14

Similarity score: 0.0160908

Alignment:

SSSSSSGSGGSSSSGGSSSSSGSSSSS

--—-SSGGHGGGGKGGSS————-=-————-

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

SSSSSCSSSSSCCSSSSCCSCSSSSSS SSSSSSGSGGSSSSGGSSSSSGSSSSS
ceCCCCC cccCc CCcCc CoeCes cc

C C C C
& LGGECGCCEEcCCCGECCECGCCCCCCG

Webiogo 34 Weriogo 34

P b
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Dataset #: 1

Motif ID: 37

Motif name: Cc037
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 4

Number of overlap: 14

Similarity score: 0.0188565
Alignment:

SVCCGBCMCCSYCMCCVR

-3SCCYCCCCDCCSS—--

Reverse complement motif = Consensus sequence:
BVGGYGKSGGYGBCGGVS

2.0

Original motif = Consensus sequence: SVCCGBCMCCSYCMCCVB

2.0

@
£10 g C £10
W -~ WA . T = s C C
0.0 = WA £y Gl_mQE - oA == i T e _I_ = WIS W O
5 10 15 5

Wetiloga 3.4

Dataset #: 1 Motif ID: 105 Motif name: C105

Reverse complement motif  Consensus sequence:

Original motif = Consensus sequence: TGCCKMBSCCKMCCVA TVGGRYGGSBRRGGCA
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2.0

2.0
% CC._cC A d
CEQCTQ? = Eg_ =1} S R2KXME SEAVECN
5 10 15 5 10

wsoga

bits

Best Matches for Motif ID 105 (Highest to Lowest)

Dataset #: 1

Motif ID: 101

Motif name: Ci101
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1

Number of overlap: 16

Similarity score: 0.0216765
Alignment:

YTSCCTSKSVSTCCCAR

-TGCCKMBSCCKMCCVA

Reverse complement motif = Consensus sequence:
MTGGGASVSYSAGGSAK

2.0

T»-c;QCICTC-EC ngé E gléIQAC—-—CEC =V éEA_A

Watiloga 3.4 Watiiogo 3.4

Original motif = Consensus sequence: YTSCCTSKSVSTCCCAR
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Dataset #: 1

Motif ID: 22

Motif name: C022
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1

Number of overlap: 16

Similarity score: 0.0274458
Alignment:

BGCCYCBGSCYCCCSVS

TGCCKMBSCCKMCCVA-

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

SVSGGGKGSCBGMGGCV
20 20
o ":-_:gggg gqqg QQEE? " Q_-?eﬂﬂé";gc A%Aagé
: 1 15 : 10 s

Dataset #: 1
Motif ID: 3
Motif name: C003
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 10
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Number of overlap: 16

Similarity score: 0.029655

Alignment:

GSSGGGGGSSGGGGGGKGGVMGGSHGKGSC

————— TVGGRYGGSBRRGGCA-—-==—————

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

20 20

he?ggT:?QggrgQQQQQQ Qﬁ?gcggccqc ACQ?&AAéG?&AA&ééAAAmAAéE“AAIEQ

== fya— ~
a0 5 10 15 ] 25 a0
Weblogo 34

Weblogo 34

Dataset #: 1

Motif ID: 140

Motif name: C140
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1

Number of overlap: 16

Similarity score: 0.0298105
Alignment:

BSCCBCVSSSBCCYHVG

TGCCKMBSCCKMCCVA-
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Consensus sequence: BSCCBCVSSSBCCYHVG

Reverse complement motif ~ Consensus sequence:

Original motif CVDMGGBSSSVGBGGSB
. g-?g ? _-CC?-_—CCE = . <. “_‘*Tcﬂ—g-??_; A L= ?Eé
Dataset #: 1
Motif ID: 8
Motif name: coo08
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1
Number of overlap: 16
0.0383734

Similarity score:
Alignment:

SSCCSSCCCCSSCCSS
TGCCKMBSCCKMCCVA

Original motif

Consensus sequence: SSCCSSCCCCSSCCSS

bl . e

Wabiogad 4

Reverse complement motif = Consensus sequence:

SSGGSSGGGGSSGGSS
el
ne:‘? P ey ﬂEQ;,}:J;Cg
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Dataset #: 1 Motif ID: 106 Motif name: C106

Original motif = Consensus sequence: MSGCAGWGGCASK

MLCACAé%A;—:GéCT

ts

bi

5

Wablogod 4

Best Matches for Motif ID 106 (Highest to Lowest)

Dataset #: 1

Motif ID: 60

Motif name: C060

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: 0.00980046
Alignment:

SYTGCCYYTGCCYS

RSTGCCWCTGCSY~-

Original motif = Consensus sequence: SMGGCAKMGGCAKS

2.0

bits

1.0

5 10

Webilogo 3.4

Reverse complement motif = Consensus sequence: RSTGCCWCTGCS)

=
=

2.0

1.0

MéclfgglnggcT

Wablogad 4

Reverse complement motif = Consensus sequence: SYTGCCYYTGCCY!

ts

b

2.0

1.0
- —

gIEQQTRL?QQTC

0.0 -

Webilogo 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:
VVGCAGYRGCAGS
MSGCAGWGGCASK

Original motif

“ (ubie..C

1

84

cos4

Original Motif
Reverse Complement
Backward

1

13

0.0130594

Consensus sequence: SCTGCMKCTGCVB

160

E=C W — —

10
Webilogod 4

Consensus sequence: VVGCAGYRGCAGS

- aal.
- -y

o e,

Reverse complement motif

20

"1 _GCals,

— —--—-——A__—-—'A

10
Webilogo 3 4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

1

75

C075

Reverse Complement
Reverse Complement
Forward

3
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Number of overlap: 13
Similarity score: 0.0158953

Alignment:
YGSCTGCSYCTGCCY
-—RSTGCCWCTGCSY

Original motif = Consensus sequence: MGGCAGMSGCAGSCK

2.0

Webiloga 34

Reverse complement motif

2.0

Consensus sequence: YGSCTGCSYCTGC

Dataset #: 1

Motif ID: 48

Motif name: Co048

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

Position number: 3

Number of overlap: 13

Similarity score: 0.0219653

Alignment:

GSCTGCCWSWGCCTCS

-RSTGCCWCTGCSY--

Original motif = Consensus sequence: SGAGGCWSWGGCAGSC

Reverse complement motif

GSCTGCCWSWGCCTCS

Consensus sequence:
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0.0

20
0.0 CC:AA‘;—.QIC_AI- e EA_‘_.E:E—_:(_:
Dataset #: 1

Motif ID: 118
Motif name: C118
Matching format of first motif Original Motif
Matching format of second motif Reverse Complement
Direction: Backward
2
13
0.0221158

Position number:
Number of overlap
Similarity score:

Alignment:
GRGGCASWSGCAGYC

-MSGCAGWGGCASK-
Consensus sequence: GMCTGCSWSTGCCKC

Original motif

2.0

CICCCIQ

2alTuCge

Consensus sequence

Reverse complement motif
GRGGCASWSGCAGYC

CACIC CA_IQ

2.0

1.0
Wd.l_ugu a4

bits

A
A= A
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Motif name: C107

Dataset #: 1 Motif ID: 107



Original motif = Consensus sequence: CHBBCCTYBAABCCCDG

20

© U el

Webiiogo 3.4

Best Matches for Motif ID 107 (Highest to Lowest)

Dataset #: 1

Motif ID: 3

Motif name: C003
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 10

Number of overlap: 17

Similarity score: 0.0446524
Alignment:

GSCYCHSCCYVCCYCCCCCCsSscceceeesse
—-——-CHBBCCTYBAABCCCDG-=-====——--

Original motif = Consensus sequence:
GSCYCHSCCYVCCYCCcceessceeceessc

240

g:a?ggj-?gg%gggfggg chgggggﬁqc

25 a0
Weblago 34

Reverse complement motif ~ Consensus sequence:
CDGGGBTTVMAGGVBHG

20

C IT AA

0.0 Cha—ee — N S =W 1 — ] ——— T - = g

5 10 15
WebiLoga 3.4

Reverse complement motif = Consensus sequence:
GSSGGGGGSSGGGGGGKGGVYVMGGSHGKGSC

240

ACSsansac=AlAAZZRAA _Caas JAXSY
e = AAASRAAA _CAAS
5 10 15 20 2 k]

Weblago 34

Page 486 of 681



Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
SGTGGGSGVGGSGGVGSB
—-CDGGGBTTVMAGGVBHG

1

20

C020

Reverse Complement
Reverse Complement
Backward

1

17

0.0507615

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

SGTGGGSGVGGSGGVGSB
o ol K o e
0.0 ?CT:&CAQCCEA = 9—-— _!I'_._ﬁ___ c_: 0.0 E‘;I“_‘ _-'I%.__‘-‘;:gﬁ_— ——— = ?":‘_——-—':-Ir"é = ?:
Dataset #: 1
Motif ID: 86
Motif name: C086

Matching format of first motif:

Matching format of second motif:

Direction:

Original Motif
Reverse Complement
Backward
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Position number: 1

Number of overlap: 17
Similarity score: 0.0514928
Alignment:

CSTSCCYCWGRCTCCSG

CHBBCCTYBAABCCCDG

Original motif = Consensus sequence: CSGGAGKCWGMGGSASG

2.0

Reverse complement motif = Consensus sequence:
CSTSCCYCWGRCTCCSG

2.0

- QEEQ—QQTGI.:?%Q;CQEGA

CC A VA = i

0w T ZACT AL I:T:}CAA Sl = S
Dataset #: 1
Motif ID: 122
Motif name: C122
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1
Number of overlap: 17
Similarity score: 0.0541557
Alignment:
YAGCCCWGSCWSBCCTR
CHBBCCTYBAABCCCDG
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Original motif = Consensus sequence: YAGCCCWGSCWSBCCTR

20

EIQAIQgéccg%QéCCIé

5

Webiiogo 3.4

Reverse complement motif ~ Consensus sequence:
MAGGVSWGSCWGGGCTK

20
3 6% C X CI
e .
EV-R— RN V- P-D_S=7-\
10 1

=
:51.0
0.0 e e TR

5

Webiiogo 3.4

Dataset #: 1

Motif ID: 4

Motif name: C0o04
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 5

Number of overlap: 17

Similarity score: 0.0584694
Alignment:

SSSSSCSSSSSCCSSSSCCSCSSSSSS
—-—-—-—-CHBBCCTYBAABCCCDG—==———-

Original motif = Consensus sequence:
SSSSSCSSSSSCCSSSSCCSCSSSSSS

20

bits

C

0f————

5

oot ol G

Lo

Reverse complement motif = Consensus sequence:
SSSSSSGSGGSSSSGGSSSSSGSSSSS

20

2
:E'HJ

cGGe C C C
CEcEtEEedECeet EEcdE Eeeect

Weriogo 34

0.0

Page 489 of 681



Dataset #: 1 Motif ID: 108 Motif name: C108

Original motif = Consensus sequence: RBACWGASAWASVY

2.0

B ACA CAIACET

Webiioga 3.4

=2,
=1

Best Matches for Motif ID 108 (Highest to Lowest)

Dataset #: 1

Motif ID: 125

Motif name: C125
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: 3.79502e-05
Alignment:

SKASWYASAGRWASMS

-—-RBACWGASAWASVY

Original motif = Consensus sequence: SKASWYASAGRWASMS

Reverse complement motif

bi15

Consensus sequence: MVSTWTSTCWGT!

¢_=ECIC Gl =

Reverse complement motif
SYSTWKCTSTMWSTRS

Webiioga 3.4

Consensus sequence:

Page 490 of 681



2.0 2.0

- ?nggAg:xAsés M§T¢@59l9IﬁIET$g

P

Weblogad 4 Webloagad 4

Dataset #: 1

Motif ID: 21

Motif name: C021
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: 0.00124361
Alignment:

MKAGMVAGAKAGMK

RBACWGASAWASVY

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

2.0

“arhea Achrhce: RECACIERS

0.0 a.0 e ——

10
Welilogo 3.4 Webilogo 3.4

10

Dataset #: 1
Motif ID: 53
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Motif name:
Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
RMACRGAGAAAYCCTGKY
RBACWGASAWASVY-—-—--

Original motif = Consensus sequence: RMACRGAGAAAYCCTGKY

2.0

e

C053

Original Motif
Original Motif
Forward

1

14
0.00887812

Reverse complement motif =~ Consensus sequence:
MRCAGGMTTTCTCKGTYK

2.0

0.

an Cﬁ$A, AQECQITIE MQQQQTQIICIQEMIE

Webilogo 3.4 Webiloga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

1

17

Cco17

Reverse Complement
Reverse Complement
Backward

5

14

0.0104617

Page 492 of 681



Alignment:
SWSTCTCTSWSTCTCWSW
MVSTWTSTCWGTBK-———

Original motif = Consensus sequence: WSWGAGASWSAGAGASWS

20

CT A ACTcA A ACAC

WetaLaga 3.4

Reverse complement motif
SWSTCTCTSWSTCTCWSW

20

2
£1.0

Consensus sequence:

_eaclclc]ereIClcres

Weblaga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
GVGABAGAVAGASVK
-RBACWGASAWASVY

1

70

C070

Original Motif
Original Motif
Forward

2

14
0.0119575

Original motif =~ Consensus sequence: GVGABAGAVAGASVK

Reverse complement motif

Consensus sequence: RBSTCTVTCTBTC\
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2.0 2.0

= Aé-‘?—A AEAQAGA ~ 0.0 éé?lclg — El—:—:lg?ﬁ
5 10 10 15

PR e—— g T

bits

15
Webiloga 3.4 Webiloga 3.4

Dataset #: 1 Motif ID: 109 Motif name: C109

Original motif = Consensus sequence: RMCWSGCTGSCCKY Reverse complement motif = Consensus sequence: MRGGSCAGCSWG
- CCA CT CQT 1 alabe T
ARVRSUV | VeV Y T . InAYYEVAYCS VT

Wehilogo 3.4

Best Matches for Motif ID 109 (Highest to Lowest)

Dataset #: 1

Motif ID: 117

Motif name: C117
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: 0.0131734
Alignment:

CMCWRSCTGYCCKG

RMCWSGCTGSCCKY
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Original motif

blts

Consensus sequence: CMCWRSCTGYCCKG

“Cala_Clocce o

Welilogo 3.4

Reverse complement motif = Consensus sequence: CYGGKCAGSKWG

2.0

o C AéA

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
SBCCKSSCTGSMCTRS

—RMCWSGCTGSCCKY -

Original motif

2.0

" AU__CAl

== W e

1

39

C039

Original Motif
Reverse Complement
Backward

2

14

0.0182618

Consensus sequence: SMAGRSCAGSSYGGBS

i -. s

0.0 = T
10

5

15
Wabiogad 4

Reverse complement motif = Consensus sequence:

SBCCKSSCTGSMCTRS

2.0

1.0 T
cc | @

I,T_—%‘E:‘C % b -::T:A

bits

0.0
\Msn ogad s
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Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
TCTGTAGMCCAGGCTGGCCTYGW
——————— RMCWSGCTGSCCKY--

Original motif = Consensus sequence: TCTGTAGMCCAGGCTGGCCTYGW

2.0

1

5

C005

Original Motif
Original Motif
Forward

8

14
0.0183336

" oAl COATCo0CT. oo

WebiLog 34

Reverse complement motif = Consensus sequence:
WCKAGGCCAGCCTGGYCTACAGA

2.0

10 1

WebiLog) 34

Dataset #:

Motif ID:

Motif name:

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

Position number:

1

124

C124

Original Motif
Original Motif
Forward

3
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14

Number of overlap
Similarity score: 0.0260518
Alignment:
WSACSRSGCTGSYSTCSW
--RMCWSGCTGSCCKY--
. . Reverse complement motif  Consensus sequence
I f : WSACSR TGSYSTCSW
Original moti Consensus sequence: WSACSRSGCTGSYSTCS WSGASKSCAGCSMSGTSW
T ch CA c C A
LJasA QAC | ¥ C? - c% " LSA CA .:l‘,:fjl"
Dataset #: 1
Motif ID: 122
Motif name: C122
Matching format of first motif: Reverse Complement
Matching format of second motif Reverse Complement
Direction: Backward
4
14
0.0339955

Position number:
Number of overlap
Similarity score:

Page 497 of 681

Alignment:
MAGGVSWGSCWGGGCTK

MRGGSCAGCSWGRK—---



Original motif = Consensus sequence: YAGCCCWGSCWSBCCTR

20

EIQAIQgéccg%QéCCIé

5

Webiiogo 3.4

Reverse complement motif ~ Consensus sequence:
MAGGVSWGSCWGGGCTK

20

<AV

-_———

C
=GA

5

(. CT.
SO AD DD
10 15

Webiiogo 3.4

Dataset #: 1 Motif ID: 110 Motif name: C110

Original motif = Consensus sequence: YYCTKTCTCMAARR

ZEQQITIQTQ%AéeA

Webiioga 3.4

ts

b

Best Matches for Motif ID 110 (Highest to Lowest)

Dataset #: 1

Motif ID: 35

Motif name: C035
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: 0.0126083
Alignment:

Reverse complement motif = Consensus sequence: KKTTRGAGAYAGK

ts

b

2.

1.

a

i}

- = w N

a]

5

Ach A,

Webiioga 3.4
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WWACCYKGTCTMRAAAWW
—-——-YYCTKTCTCMAARR-

Original motif = Consensus sequence: WWACCYKGTCTMRAAAWW

eQQQIAlGTeAABAéz

20

WetaLaga 3.4

Reverse complement motif
WWTTTMYAGACRKGGTWW

Consensus sequence:

GQL#TECQ e &héﬁz

Weblaga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
MKAGMVAGAKAGMK
KKTTRGAGAYAGKM

1

21

C021

Reverse Complement
Original Motif
Forward

1

14

0.036224

Original motif = Consensus sequence: MKAGMVAGAKAGMK

Reverse complement motif

Consensus sequence: RYCTRTCTVYCTRY
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2 TA A A A L
-n.cc——— Eéﬁ (_E:jl-.- ‘;‘_—-:C—_'j

2.0

Dataset #: 1

Motif ID: 34

Motif name: C034
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 4

Number of overlap: 14

Similarity score: 0.0376014
Alignment:

SCACTGSGGAGSMAGAGS

-KKTTRGAGAYAGKM---

Consensus sequence: SCACTGSGGAGSMAGAGS

10 15

Original motif

2.0

cCACT_c
4 __T_!__T_.__E'_EI'__

0.

Ale

Webilogo 3.4

Re

verse complement motif ~ Consensus sequence:

SCTCTRSCTCCSCAGTGS

2
P
=1

a

;QQLCLAQQTQQQEA?;AQ

Webilogo 3.4

Dataset #: 1

Page 500 of 681



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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
SKTCSMSGACASKSAGMS
KKTTRGAGAYAGKM----

128

C128

Reverse Complement
Reverse Complement
Backward

5

14

0.0439701

Original motif = Consensus sequence: SYCTSRSTGTCSYSGARS

2.0

CGQ_AC:

i WD e B

EIQECIQASITI CL

WebLaga 3.4

Reverse complement motif
SKTCSMSGACASKSAGMS

2.0

Consensus sequence:

GEIQQAC AQQCEC—A-cfE

WebLaga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

1

3

Ccoo3

Reverse Complement
Reverse Complement
Forward

15

14
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Similarity score: 0.0457893

Alignment:
GSSGGGGGSSGGGGGGKGGVMGGSHGKGSC
—————————————— KKTTRGAGAYAGKM--

Original motif = Consensus sequence:
GSCYCHSCCYVCCYCCCCCesscececeessc

240

o e Sl

10 15

Weblogo 34

Reverse complement motif = Consensus sequence:
GSSGGGGGSSGGGGGGKGGVYMGGSHGKGSC

240

A
aCcanaanc=a AAZSAAA_CAAS AAIQT
2 AA A A XL

0= = =5=

5 10 15 2 25

0
WebLogo 34

Dataset #: 1 Motif ID: 111

Original motif = Consensus sequence: TBATWYCTGARWTCSM

2.0

EWI?AI$ECTG%A%IQ§$

0.0

Weblogad 4

Best Matches for Motif ID 111 (Highest to Lowest)

Dataset #: 1
Motif ID: 124
Motif name: Cl24

Matching format of first motif: Reverse Complement

Motif name: C111

Reverse complement motif = Consensus sequence:
YSGAWKTCAGMWATBA

2.0

I?AALCA : ___Axélié

Webloagad 4
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Matching format of second motif:

Reverse Complement

Direction: Forward
Position number: 1
Number of overlap: 16
Similarity score: 0.0317368
Alignment:
WSGASKSCAGCSMSGTSW
YSGAWKTCAGMWATBA--
. . Reverse complement motif = Consensus sequence:
I f : WSACSR TGSYSTCSW
Original moti Consensus sequence: WSACSRSGCTGSYSTCS WSGASKSCAGCSMSGTSW

20

1

bits

~SASAVEASE m.c??IQE% %gAAcA CA Ccccclf%

15

WetaLaga 3.4 Weblaga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:

1

32

C032

Reverse Complement
Original Motif
Forward

3

16

0.0343652
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HWAAWYDAAAMWRWAMWR
—-—-YSGAWKTCAGMWATBA

Original motif = Consensus sequence: HWAAWYDAAAMWRWAMWR

Reverse complement motif ~ Consensus sequence:
KWYTWKWYTTTDMWTTWH

20

ey I $ATTTT,64 ;

Weblaga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
ADAAAKWAAAAWAKARW
-YSGAWKTCAGMWATBA

79

C079

Reverse Complement
Original Motif
Forward

2

16

0.0379285

Original motif = Consensus sequence: ADAAAKWAAAAWAKARW

Reverse complement motif ~ Consensus sequence:
WKTRTWTTTTWRTTTDT
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2.0

2]
F1.0

—-—_—-_-=

0.0

Websiags 3.4

2.0

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
WBAASWWAAAAWWSAAVW
—-—-YSGAWKTCAGMWATBA

1

97

Cc097

Reverse Complement
Original Motif
Backward

1

16

0.0433488

Original motif = Consensus sequence: WBAASWWAAAAWWSAAVW

2.0

- AA A@A AATG

N
-y

0.0

Webilogo 3.4

Reverse complement motif
WVTTSWWTTTTWWSTTBW

2.0

e
a F o

Consensus sequence:

Dataset #:
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Motif ID: 16

Motif name: co1e

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

Position number: 4

Number of overlap: 16

Similarity score: 0.0454989

Alignment:

HWAAWAAAHWAAMAWAMAAWW

-—YSGAWKTCAGMWATBA-—-

Original motif

2.0

jZ]
210

DM;IQAQAQA%%éAéA%Aé?éﬁz

Webiloga 34

Consensus sequence: HWAAWAAAHWAAMAWAMAAWW

Reverse complement motif = Consensus sequence:
WWTTYTWTYTTWDTTTWTTWH

2

j:]
E1

LégIIglITTITIQIEIxII??

Wetiloga 34

Dataset #: 1 Motif ID: 112

Original motif = Consensus sequence: CCBCYSSSGCCCCSS

Motif name: C112

Reverse complement motif =~ Consensus sequence:

SSGGGGCSSSKGBGG
C
" C.’QI.,-,,I:;QCQé_ . L)
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Best Matches for Motif ID 112 (Highest to Lowest)

Dataset #: 1

Motif ID: 140

Motif name: C140
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: 0.0255213
Alignment:

BSCCBCVSSSBCCYHVG

--CCBCYSSSGCCCCSS

Original motif = Consensus sequence: BSCCBCVSSSBCCYHVG

2.0

o gc:c e T C(::?_=_CCE

Reverse complement motif

CVDMGGBSSSVGBGGSB

2.0

Consensus sequence:

=T T g
Dataset #: 1
Motif ID: 58
Motif name: C058
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
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Direction: Backward

Position number: 1
Number of overlap: 15
Similarity score: 0.030544
Alignment:
CYCCBCSGVCYCCBC
CCBCYSSSGCCCCSS
. . Reverse complement motif = Consensus sequence:
: CYCCB VCYCCB
Original motif = Consensus sequence: CYCCBCSGVCYCCBC GVGGMGVCSGBGGMG
2.0 2.0
g o, CxcC A
3 TETQEQ === Qg Y- oS A _A=';=(E:CQEAé:A
5 10 15 5 10 15
Dataset #: 1
Motif ID: 4
Motif name: C004
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 9
Number of overlap: 15
Similarity score: 0.0362599
Alignment:
SSSSSSGSGGSSSSGGSSSSSGSSSSS
--—--SSGGGGCSSSKGBGG-—--————-
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Original motif = Consensus sequence:
SSSSSCSSSSSCCSSSSCCSCSSSSSS

20

bits

C

Webilago 24

e

m0cccCCCCCQCCCCCCCCC¢CCCCCC

5

Reverse complement motif ~ Consensus sequence:
SSSSSSGSGGSSSSGGSSSSSGSSSSS

20

2
S10

CGUC C C C
C_QC‘QCEQCCCC_QCQQCICCCQQQ_

Wetilogo 24

0.0

Dataset #: 1
Motif ID: 3
Motif name: C0o03

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

Direction: Backward
Position number: 14
Number of overlap: 15
Similarity score: 0.0409351
Alignment:

GSSGGGGGSSGGGGGGKGGVMGGSHGKGSC
~-5SGGGGCSSSKGBGG-——————————-~—

Original motif = Consensus sequence:
GSCYCHSCCYVCCYCCccreessceeeessce

20

o e Gl 0

20 0
Weblogo 34

Reverse Complement
Reverse Complement

Reverse complement motif = Consensus sequence:
GSSGGGGGSSGGGGGGKGGVYMGGSHGKGSC

20

A

LCSSANAAE=A L AZZZRAA _CAAS _JATEY
i . L R T e e
[ 10 15 20 25 an

Weblago 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:
BGCCYCBGSCYCCCSVS
—-—CCBCYSSSGCCCCSS

1

22

C022

Original Motif
Original Motif
Forward

3

15
0.0453525

Original motif = Consensus sequence: BGCCYCBGSCYCCCSVS

2.0

Reverse complement motif = Consensus sequence:
SVSGGGKGSCBGMGGCV

2.0

iz
-_51.0

b A A A A= AGAASC=S
5 15

10

Watiloga 3.4

Dataset #: 1 Motif ID: 113

Motif name: C113

Original motif = Consensus sequence: CHCCSCSVSCCCC

Reverse complement motif = Consensus sequence: GGGGSVSGSGGD
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EWC=QC§QSEQ%2§$

R

Webilogad 4

Best Matches for Motif ID 113 (Highest to Lowest)

Dataset #: 1

Motif ID: 58

Motif name: C058
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: 0.00967619
Alignment:

CYCCBCSGVCYCCBC

CHCCSCSvSCcCccC--

Original motif = Consensus sequence: CYCCBCSGVCYCCBC

2.0

WetiLoga 34

bits

ol a R CECA VA <

Webiloga 3 4

Reverse complement motif = Consensus sequence:
GVGGMGVCSGBGGMG

2.0

=
-_51.1]

A

O y-N
= - - . CQEAéﬁ: y-N
5 10 15
WetiLoga 34
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Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
CCBCYSSSGCCCCSS
CHCCSCSVSCCCC--

1

112

C112
Original Motif
Original Motif
Forward

1

13
0.0176733

Original motif = Consensus sequence: CCBCYSSSGCCCCSS

" QGE QSCCAQQEQQE

WetiLoga 34

Reverse complement motif = Consensus sequence:
SSGGGGCSSSKGBGG

2.0

Dataset #:

Motif ID:

Motif name:

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

Position number:

1

3

Ccoo3

Original Motif
Original Motif
Backward

4
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Number of overlap: 13

Similarity score: 0.0208066

Alignment:

GSCYCHSCCYVCCYCCCCCCSsSsccceeessce

—————————————— CHCCSCSVSCCCC---

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

20 20

he?ggT:?QggrgQQQQQQ Qﬁ?gcggccqc ACQ?&AAéG?&AA&ééAAAmAAéE“AAIEQ

== fya— ~
a0 5 10 15 ] 25 a0
Weblogo 34 Weblogo 34

Dataset #: 1

Motif ID: 20

Motif name: C020

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: 0.02801

Alignment:

SGTGGGSGVGGSGGVGSB

GGGGSVSGSGGDG——-—-—-—
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Original motif = Consensus sequence: BSCVCCSCCVCSCCCACS

a0 el Gll o

Webilogo 3.4

Reverse complement motif
SGTGGGSGVGGSGGVGSB

2.0

bits

0.0

Consensus sequence:

C C

-

—_— - O e =—alas

5

10 15
Webilogo 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
SVCCACSVSCACCBS
CHCCSCSvVSCCCC--

1

71

Cco71

Original Motif
Original Motif
Backward

3

13
0.0297711

Original motif = Consensus sequence: SVCCACSVSCACCBS

o ol <bale ¢

WetiLoga 34

Reverse complement motif

2.0

0.0

Consensus sequence: SBGGTGSVSGTGC
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Dataset #: 1 Motif ID: 114 Motif name: C114

Original motif = Consensus sequence: SRARCCMKGTCTYS

2.0

EWEAAACQET%CTEE

0.0 X

Webiioga 3.4

Best Matches for Motif ID 114 (Highest to Lowest)

Dataset #: 1

Motif ID: 27

Motif name: C027
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: 0.0171714
Alignment:

MRCAGRGAAACCCTGTCTYDW

—————— SRARCCMKGTCTYS-

Original motif = Consensus sequence: MRCAGRGAAACCCTGTCTYDW

Reverse complement motif

ts

b

- -:::ﬁA < éCéII

Consensus sequence: SMAGACRRGGMTI

el L

Reverse complement motif
WHKAGACAGGGTTTCMCTGKY

1
Webiioga 3.4

Consensus sequence:
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2.0

bits

:eﬁg ?AEAAACQCIfAlg

20
Weblog

20

- ghl ACA TTTCgc G

waug a4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
DVAGCCWKGGCTACAVAGCK
SRARCCMKGTCTYS———-—-——

1

15

Co15

Original Motif
Original Motif
Forward

1

14
0.0317787

Original motif = Consensus sequence: DVAGCCWKGGCTACAVAGCK

20

Reverse complement motif =~ Consensus sequence:
RGCTVTGTAGCCYWGGCTVD

20

“lag | T uTA QQETAQCT.“

Nle>-0 5 SEey C-t=8 L

Wm_uguad

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:
TGARACMSKGTYTCA
-SRARCCMKGTCTYS

120

C120

Original Motif
Original Motif
Forward

2

14
0.0398727

Original motif = Consensus sequence: TGARACMSKGTYTCA

2.0

MLAAA%gécI

AN

Illg%

Webiloga 3.4

Reverse complement motif  Consensus sequence: TGAMACRSYGTKT

2.0

MLAAAégéﬁrAIlIQA

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:

1

5

C005

Original Motif

Reverse Complement

Backward
7

14
0.0429912
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Alignment:
WCKAGGCCAGCCTGGYCTACAGA
-—-SRARCCMKGTCTYS-———-—-—

Reverse complement motif ~ Consensus sequence:
WCKAGGCCAGCCTGGYCTACAGA

ARCOGASCRTLE. U LAGA A

E A= =2 A8
5

Original motif = Consensus sequence: TCTGTAGMCCAGGCTGGCCTYGW

20

" oAl COATCo00T. oo {hh

Weslaga 3.4 WesLaga 4

Dataset #: 1

Motif ID: 45

Motif name: C045

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: 0.046959

Alignment:

MKAGYCYRGRCTKK

SRARCCMKGTCTYS

Original motif = Consensus sequence: RYAGMCMKGKCTRY Reverse complement motif = Consensus sequence: MKAGYCYRGRCTK
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2.0 2.0

bits

1 1

bits

1 - N 1 o "
M2T6$%%$xe¥gl_5 MQTA?%%gxé¥gl_E

Welsloge 34

Dataset #: 1 Motif ID: 115 Motif name: C115
Reverse complement motif = Consensus sequence: RHCCCASCRCKDY

2.0

gmé-QgQAccéczéi

Original motif = Consensus sequence: MDRGKGSTGGGHK

2.0

o3
E‘ICI
|,
= - B N -
3 10
WabLogad s

Best Matches for Motif ID 115 (Highest to Lowest)

Dataset #: 1

Motif ID: 9

Motif name: C009
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 10

Number of overlap: 13

Similarity score: 0

Alignment:

ABGCCTTTAATCCCAGCACTHR
RHCCCASCRCKDY-—-—-=-————-
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Consensus sequence: ABGCCTTTAATCCCAGCACTHR

TIAAI CC CAQQTA

Original motif

20

Reverse complement motif
MHAGTGCTGGGATTAAAGGCBT

MG

6 TA +4--=__. 2

(oATThe

Consensus sequence:

C

yvy I

20
Weblogad 4

Dataset #: 1

Motif ID: 19

Motif name: Co019
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 9

Number of overlap: 13

Similarity score: 0.00252173
Alignment:

MWYCCCAGCACTTGGGAGGCAG

-------- RHCCCASCRCKDY -

Consensus sequence: MWYCCCAGCACTTGGGAGGCAG

CACT (GUGAICAY

WabLogad 4

Original motif

2.0

Reverse complement motif
CTGCCTCCCAAGTGCTGGGMWR

20

=

Consensus sequence:

A
ARy

Sl

N

20
WatLogad 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:
RKTCCRGAGTGCYGGGKR
MDRGKGSTGGGHK-----

1

99

C099

Original Motif
Reverse Complement
Forward

1

13

0.0192508

Reverse complement motif = Consensus sequence:
RKTCCRGAGTGCYGGGKR

2.0

Original motif = Consensus sequence: MYCCCMGCACTCKGGARK

2.0

DMC$QQQeAQAgTe¢_AT DmchcgéA -TIQTAA&AT

= e

5 10 15 5 10

Dataset #: 1

Motif ID: 141

Motif name: C141

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

Position number: 3
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Number of overlap: 13
Similarity score: 0.0235596

Alignment:
YMATCCYRSYRCTTGKR
—-—-RHCCCASCRCKDY--

Reverse complement motif =~ Consensus sequence:
KYCAAGKMSKMGGATRK

ST R, ST,

Webiiogo 3.4

Original motif = Consensus sequence: YMATCCYRSYRCTTGKR

20

Webiiogo 3.4

Dataset #: 1
Motif ID: 3

Motif name: C003
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 16

Number of overlap: 13

Similarity score: 0.0285571
Alignment:

GSCYCHSCCYVCCYCCCCCCsscceceeesse
--RHCCCASCRCKDY-—-————————————
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Original motif = Consensus sequence:
GSCYCHSCCYVCCYCCCCCCSsscceeessc

20

s o el 0.

== =SSN
kil

20
Weblogo 34

Reverse complement motif ~ Consensus sequence:
GSSGGGGGSSGGGGGGKGGVYMGGSHGKGSC

20

A

aCcapnanc=a AASSAAA_C _A._&GHAAIQT
0¢-==x ; o T S
5 10 15 2 2 30

Weblago 34

Dataset #: 1 Motif ID: 116 Motif name: C116

Original motif = Consensus sequence: WWMAWACACWMAWW

iwgﬂggg.égﬁéy

Webiioga 3.4

ts

b

Best Matches for Motif ID 116 (Highest to Lowest)

Dataset #: 1

Motif ID: 80

Motif name: C080
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: 0.024005

Reverse complement motif = Consensus sequence:
WWTRWGTGTWTRWW

2.0

bits

1.0

Webiioga 3.4

a
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Alignment:
WWAAVAAMMHAAWW

WWMAWACACWMAWW

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

2.0

20
) %&gsAéég1AA%% jIXTTSTTTL?IIIX
Dataset #: 1
Motif ID: 16
Motif name: co1e6
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: 0.0270168
Alignment:
HWAAWAAAHWAAMAWAMAAWW
WWMAWACACWMAWW—-——————

. : ) Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: HWAAWAAAHWAAMAWAMAAWW WW W WDTTTWTTWH
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2.0 20

ﬁ L AéA %AA A%AA 2;

bits
P

0.0

gIIglITTITIQIEIxII%f

Wetiloga 34

Dataset #: 1

Motif ID: 62

Motif name: Co062
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: 0.027254
Alignment:

WWAMAWRMAMAYWAAHWW

-WWMAWACACWMAWW-——-—

Reverse complement motif =~ Consensus sequence:
WWDTTWMTRTRKWTYTWW

2.0+

Original motif = Consensus sequence: WWAMAWRMAMAYWAAHWW

2.0+

gﬁééééA%Ag_sAEXAAgAé g TI%AI TIQATTI

— W

5 10
Webilogo 3.4 Webilogo 3.4

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:
WIYWKHGTGTDHWTRWT
———-WWTRWGTGTWTRWW

Original motif

2.0

==

133

C133

Reverse Complement
Reverse Complement
Forward

4

14

0.0314544

Consensus sequence: AWMAWHDACACHRWMAW

0.

gﬂjL%EA@éﬁ_\%cec

~Achs

Websiags 3.4

Reverse complement motif

Consensus sequence:

WTYWKHGTGTDHWTRWT

2.0
&
B10

0.0

Websiags 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

1

139

C139

Original Motif
Original Motif
Backward

4

14
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0.0315898

Similarity score:
Alignment:
WWMAAABWWWVAAAAWW
WWMAWACACWMAWW-———
. . Reverse complement motif = Consensus sequence:
I tif C : WWMAAABWWWVAAAAWW
Original moti onsensus sequence WW VWWWE WW
20 20
AAA oxx M TT I
ABAR oxX BAA04 ZxLLl fox 112X
Motif ID: 117 Motif name: C117
Reverse complement motif  Consensus sequence: CYGGKCAGSKWG

Dataset #: 1
Original motif  Consensus sequence: CMCWRSCTGYCCKG
Best Matches for Motif ID 117 (Highest to Lowest)
Dataset #: 1
Motif ID: 109
Motif name: C109
i if: Original Motif
Original Motif
Page 527 of 681
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Direction: Backward

Position number: 1

Number of overlap: 14
Similarity score: 0.00078041
Alignment:

RMCWSGCTGSCCKY

CMCWRSCTGYCCKG

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

2.0 2.0

Dataset #: 1

Motif ID: 122

Motif name: C122

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward

Position number: 1

Number of overlap: 14
0.0180152

Similarity score:

Alignment:
YAGCCCWGSCWSBCCTR
-——-CMCWRSCTGYCCKG
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Original motif

20

Consensus sequence: YAGCCCWGSCWSBCCTR

Eigézgsgéccgécécclé

Webiiogo 3.4

Reverse complement motif

MAGGVSWGSCWGGGCTK

20

%1.0
A C
o0 N =GAcC

— e S

Consensus sequence:

5

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
SMAGRSCAGSSYGGBS
—CYGGKCAGSKWGYG-

Original motif

2.0

o

"~ A
L
2 =

—
0o

C

=

ch

1

39

C039

Reverse Complement
Original Motif
Forward

2

14

0.0207362

Consensus sequence: SMAGRSCAGSSYGGBS

i -. e

5 10

15
Wabiogad 4

Reverse complement motif
SBCCKSSCTGSMCTRS

2.0

T S e

Consensus sequence:

g

C..:' T

\Msnog CERY
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:

MRCCCTRGCYSTCCYK
—-—-CMCWRSCTGYCCKG

Original motif

1

121

Ci121

Original Motif
Original Motif
Forward

3

14
0.0219721

Consensus sequence: MRCCCTRGCYSTCCYK

é“*gchﬁggEEICQ?:

Wabiogad 4

Reverse complement motif

Consensus sequence:

RKGGASMGCKAGGGMY
2.0
CT
i AL &Qi*? - AA.‘—‘“‘*%I
5 10 15

WabiLogad 4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

1

3

Ccoo3

Reverse Complement
Reverse Complement
Backward

3

Page 530 of 681



Number of overlap: 14

Similarity score: 0.0258359

Alignment:

GSSGGGGGSSGGGGGGKGGVMGGSHGKGSC

—————————————— CYGGKCAGSKWGYG--

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

20 20

b ecggc cgglggggggg G‘;Egcggcccc ~Ccsananc=a AAZSAAA AA.{—is—:-nAAIE-_‘_g

== e
a0 5 10 15 ] 25 a0
Weblogo 34 Weblogo 34

it
b=

Dataset #: 1 Motif ID: 118 Motif name: C118

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

GRGGCASWSGCAGYC
*laalIU0gs o100 Cacxe0AG.c
B = A
i e.é@.:gc%;cqng JGaRUNAZX YAV,
Best Matches for Motif ID 118 (Highest to Lowest)
Dataset #: 1
Motif ID: 48
Motif name: C048
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Matching format of first motif:

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

Number of overlap: 15

Similarity score: 0.0102426
Alignment:

SGAGGCWSWGGCAGSC

GRGGCASWSGCAGYC-

Original motif = Consensus sequence: SGAGGCWSWGGCAGSC

2.0

bits

1sUA CIC%“ cA\._.

a.0 CC;—A-_:_:T e L

Reverse Complement

Reverse complement motif = Consensus sequence:
GSCTGCCWSWGCCTCS

2.0

? 9 Wartsgat.a ? 9 Wartsgat.s
Dataset #: 1
Motif ID: 66
Motif name: C066
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: 0.038962
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Alignment:
MAMTCCCMSKGCCTCTK
GMCTGCSWSTGCCKC--

Original motif = Consensus sequence: MAMTCCCMSKGCCTCTK

20

Reverse complement motif
YAGAGGCRSYGGGARTR

2.0

Consensus sequence:

= CT g ACT QCICII A‘;AAACCCT“A A—El—,-:
Dataset #: 1
Motif ID: 101
Motif name: C101
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: 0.0391353

Alignment:
YTSCCTSKSVSTCCCAR
-—-GMCTGCSWSTGCCKC

Original motif = Consensus sequence: YTSCCTSKSVSTCCCAR

Reverse complement motif
MTGGGASVSYSAGGSAK

Consensus sequence:
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2.0

e salen  Caniche s otlion

Dataset #: 1

Motif ID: 3

Motif name: C003

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: 0.0425686

Alignment:

GSCYCHSCCYVCCYCCCCCCSsSscceeesse

GMCTGCSWSTGCCKC—====—===——————

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

20 20

cggc GTQG TQCQQQC Ggﬁcccxn-,d_c ~Ccsanaac=a AA éé.’.&AA-:—AAéEﬂAAIQ__g_

0.0 =
5 10 15 ] 25 a0
Wﬁ.mg a» Weblogo 34

Dataset #: 1
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Motif ID: 12

Motif name: Cco12

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

Position number: 2

Number of overlap: 15

Similarity score: 0.0460327

Alignment:

MKAGAGMKAGAGAGAGAKM

-GRGGCASWSGCAGYC---

Reverse complement motif = Consensus sequence:
YRTCTCTCTCTRYCTCTRR

20

Original motif = Consensus sequence: MKAGAGMKAGAGAGAGAKM

20

%m CTéEA%éTAQAEéé AﬁéTé TATCIQTCICTATCTCT

00—

0.0
blogadd

Dataset #: 1 Motif ID: 119 Motif name: C119

Original motif = Consensus sequence: SWRTYCCAGRACWS Reverse complement motif = Consensus sequence: SWGTMCTGGKAK'

2.0 2.0

gcAATQCCAEACQQ Al QCTTATEAG

0.0

Wehilogo 3.4 Wehilogo 3.4

Page 535 of 681



Best Matches for Motif ID 119 (Highest to Lowest)

Dataset #: 1

Motif ID: 46

Motif name: Co46
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: 0.0349267
Alignment:

KSTGKCCTRGAACWSM

—-SWRTYCCAGRACWS-

Original motif = Consensus sequence: KSTGKCCTRGAACWSM

2.0

EITEIATCQIAXAACIfé

Wabiogad 4

Reverse complement motif

YSWGTTCKAGGYCASY

2.0

Consensus sequence:

180T Tlzal

Dataset #: 1

Motif ID: 7

Motif name: Ccoo07
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
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Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
KTTSTGAGTTCVAGGMCAGCCTS
————— SWRTYCCAGRACWS———-

Original motif

2.0

Backward
5

14
0.0389643

Consensus sequence: KTTSTGAGTTCVAGGMCAGCCTS

e TAUTTC AGG.CACOC o

WebiLogo 34

Reverse complement motif
SAGGCTGYCCTVGAACTCASAAY

20
w
ﬁ‘!.ﬂ CT A
- Q{\?_ S B WS Sy
5 1

Consensus sequence:

Alcéfaég

0

WebiLogo 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:
ABGCCTTTAATCCCAGCACTHR
——————— SWRTYCCAGRACWS-

1

9

C009

Original Motif
Original Motif
Backward

2

14
0.0394017
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Consensus sequence

Reverse complement motif
MHAGTGCTGGGATTAAAGGCBT

Original motif = Consensus sequence: ABGCCTTTAATCCCAGCACTHR
Dataset #: 1
Motif ID: 111
Motif name: C111
Matching format of first motif Original Motif
Matching format of second motif Reverse Complement
Direction: Forward
Position number: 2
Number of overlap 14
Similarity score: 0.0500681
Alignment:
YSGAWKTCAGMWATBA
-SWRTYCCAGRACWS-
. . Reverse complement motif = Consensus sequence
I tif : TBATWYCTGARWTCSM
Original moti Consensus sequence CTG Cs YSGAWKTCAGMWATBA
2.0
IQAALCIC VExaXx_a
5 10 15

0.0

bits

) A
X ATAECT A 2l Eé
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Dataset #: 1

Motif ID: 40

Motif name: co40
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 4

Number of overlap: 14

Similarity score: 0.0507794
Alignment:

RSTGASYTCMARSYCAGY

———SWRTYCCAGRACWS-

Reverse complement motif = Consensus sequence:
KCTGMSKTYGAMSTCASM

2.0 2.0

Original motif =~ Consensus sequence: RSTGASYTCMARSYCAGY

Dataset #: 1 Motif ID: 120 Motif name: C120

Original motif = Consensus sequence: TGARACMSKGTYTCA Reverse complement motif = Consensus sequence: TGAMACRSYGTKT
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2.0

MDAAA%QQGI?IEIQ%

Webiloga 3.4

Best Matches for Motif ID 120 (Highest to Lowest)

Dataset #: 1

Motif ID: 27

Motif name: C027
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 2

Number of overlap: 15

Similarity score: 0.00903899
Alignment:

MRCAGRGAAACCCTGTCTYDW

————— TGARACMSKGTYTCA-

Original motif = Consensus sequence: MRCAGRGAAACCCTGTCTYDW

2.0

%:e5§ ?AEAAACQCIfllgﬁé

WetiLoga 34

2.0

MDAAA%QQGI?IEIQ%

Webiloga 3.4

Reverse complement motif = Consensus sequence:
WHKAGACAGGGTTTCMCTGKY

2.0

e shoalAGEOTT TG .

Wetiloga 34
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Dataset #: 1

Motif ID: 101

Motif name: Ci101

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

Position number: 2

Number of overlap: 15

Similarity score: 0.0323346

Alignment:

MTGGGASVSYSAGGSAK

-TGAMACRSYGTKTCA-

Reverse complement motif = Consensus sequence:
MTGGGASVSYSAGGSAK

2.0 2.0

Original motif = Consensus sequence: YTSCCTSKSVSTCCCAR

Watiloga 3.4

Dataset #: 1

Motif ID: 15

Motif name: Cco15
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: 0.034022

Alignment:
DVAGCCWKGGCTACAVAGCK
TGARACMSKGTYTCA-——--

Original motif = Consensus sequence: DVAGCCWKGGCTACAVAGCK

DM-QQFCC%IA{-lAGé'“%;

Weblaga 3.4

Reverse complement motif =~ Consensus sequence:
RGCTVTGTAGCCYWGGCTVD

20

10 15 a0
Webloga 34

Dataset #: 1

Motif ID: 36

Motif name: C036
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: 0.0412488
Alignment:

MKAGMKMGAGAKMKAGMK

TGARACMSKGTYTCA-—--
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Original motif = Consensus sequence: MKAGMKMGAGAKMKAGMK

2.0

2
210

0.0
10

aTAGRISGAS IST

AéﬁI

Webilogo 3.4

Reverse complement motif ~ Consensus sequence:
RRCTRRRTCTCRRRCTRY

2.0

A . _
thgléICEQTGIéIgléI

Webilogo 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
SKASWYASAGRWASMS
TGARACMSKGTYTCA-

1

125

C125

Original Motif
Original Motif
Forward

1

15
0.0418412

Original motif = Consensus sequence: SKASWYASAGRWASMS

2.0
5 10

P

Wabiogad 4

Reverse complement motif = Consensus sequence:
SYSTWKCTSTMWSTRS

=

2.0

]
1.0

Je=Xel

éa?lQIAIQTeg

WabiLogad 4
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Dataset #: 1

Original motif

a

Motif ID: 121

Motif name: C121

Consensus sequence: MRCCCTRGCYSTCCYK

Etaagchf§g§glcg?:

WabiLogad 4

Best Matches for Motif ID 121 (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:

YAGCCCWGSCWSBCCTR
-MRCCCTRGCYSTCCYK

Original motif

1

122

C122

Original Motif
Original Motif
Forward

2

16
0.0165722

Consensus sequence: YAGCCCWGSCWSBCCTR

Reverse complement motif
RKGGASMGCKAGGGMY

2.0

Consensus sequence:

[ -
a2=1T

Reverse complement motif
MAGGVSWGSCWGGGCTK

10 15
WabiLogad 4

Consensus sequence:
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2.0

1.0

bits

nggéccgécé Ié " A, _G%c_:}:-r;(; - AA.‘%AI
Dataset #: 1
Motif ID: 96
Motif name: C096
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1
Number of overlap: 16
0.0213031

Similarity score:

Alignment:
MRMCMYGSCYRGCCYK
MRCCCTRGCYSTCCYK

Original motif = Consensus sequence: MRMCMYGSCYRGCCYK

20

Qgg—-—fcclpnz QTT

Mugad

Reverse complement motif =~ Consensus sequence:
RKGGCMMGSCKRGRKY

20

bits

Weblogad 4

Dataset #:
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Motif ID: 55

Motif name: C055

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

Position number: 1

Number of overlap: 16

Similarity score: 0.027157

Alignment:

RYCTCTRRRRCTCTRR

MRCCCTRGCYSTCCYK

Reverse complement motif = Consensus sequence:
RYCTCTRRRRCTCTRR

2.0

Original motif = Consensus sequence: MKAGAGMKMKAGAGMK

2.0

TAQ

8.0 =

15
Webloagad 4

GeTerAGAcar " lascICTasasCICT A

15
Weblogad 4

Dataset #: 1

Motif ID: 101

Motif name: C101

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

Position number: 2

Number of overlap: 16
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Similarity score: 0.034049
Alignment:

MTGGGASVSYSAGGSAK
—RKGGASMGCKAGGGMY

Original motif = Consensus sequence: YTSCCTSKSVSTCCCAR

2.0

E:$l¢QCICTC?CQQ%éA

Watiloga 3.4

Reverse complement motif = Consensus sequence:
MTGGGASVSYSAGGSAK

2.0

Watiloga 3.4

Dataset #: 1

Motif ID: 3

Motif name: C003
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 11

Number of overlap: 16

Similarity score: 0.0360277
Alignment:

GSCYCHSCCYVCCYCCCCCCSsSscceeeesse
--—--MRCCCTRGCYSTCCYK-=-———===——-

Original motif = Consensus sequence:
GSCYCHSCCYVCCYCCceeessceeeessc

Reverse complement motif = Consensus sequence:
GSSGGGGGSSGGGGGGKGGVYVMGGSHGKGSC
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20

ﬁie?ggg-9gglggggggg Qﬁgggggggcc

10 15 a
Weilogo 34

A 0

ACcenpnnand=a _AASSAAA_C .A:‘_Ac--AAA'QT
e AA A AA<

5 10 15 20 3 0

Weslogo 34

Dataset #: 1 Motif ID: 122 Motif name: C122

Original motif = Consensus sequence: YAGCCCWGSCWSBCCTR

oMol .l

Webriogo 3.4

Best Matches for Motif ID 122 (Highest to Lowest)

Dataset #: 1

Motif ID: 5

Motif name: C005
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 5

Number of overlap: 17

Similarity score: 0.0338286
Alignment:

Reverse complement motif =~ Consensus sequence:
MAGGVSWGSCWGGGCTK

2.0
e C' CI
-
LV -R— T - V- F-PS—=7-1

ot
=10
0.0 e

5 10 15
Wetiiogo 3.4
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TCTGTAGMCCAGGCTGGCCTYGW
-———-YAGCCCWGSCWSBCCTR--

Original motif = Consensus sequence: TCTGTAGMCCAGGCTGGCCTYGW

20

" TorAo, AU GoCCT o

Weslaga 3.4

Reverse complement motif ~ Consensus sequence:

WCKAGGCCAGCCTGGYCTACAGA

16 ACO0A

ATAGQLT Al

__T ACA A

WesLaga 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:
KAGYSYKGGCTKRSCWYK
-YAGCCCWGSCWSBCCTR

1

73

Co73

Original Motif
Reverse Complement
Forward

2

17

0.0338756

Original motif = Consensus sequence: YMWGSMYAGCCRKSKCTR

Reverse complement motif ~ Consensus sequence:

KAGYSYKGGCTKRSCWYK
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2.0 2.0

2
s10

ggBA$Q61QIQT£ E:zééE?QETAGIeT§1;Tf

CA
LCRdS
2 Webtloga 3.4 3 Webiloga 34
Dataset #: 1
Motif ID: 107
Motif name: C107
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1
Number of overlap: 17
Similarity score: 0.0541557
Alignment:
CHBBCCTYBAABCCCDG
YAGCCCWGSCWSBCCTR
- . Reverse complement motif = Consensus sequence:
I f : CHBBCCTYBAAB D
Original moti Consensus sequence: C CC CCCDG CDGGGBTTVMAGGVBHG
0.0 C_ = CCIG %éic £ ‘E —T—E 0.0 9_;_—. —— é E-:::-::—. %éd Sl .;75. = g
Dataset #: 1
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Motif ID: 3

Motif name: C003

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 4

Number of overlap: 17

Similarity score: 0.0606639

Alignment:

GSSGGGGGSSGGGGGGKGGVMGGSHGKGSC

—————————— MAGGVSWGSCWGGGCTK---

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

20 20

cgg CTQ QCQQGC gaﬁcgg E?_c ACcCEapnaac=a AASSAAA AAAc__AATGg

e =5
5 10 15 ] 25 30
w@u.«, a Webloga 34

Dataset #: 1

Motif ID: 22

Motif name: C022
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1

Number of overlap: 17
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Similarity score: 0.0617615

Alignment:
BGCCYCBGSCYCCCSVS
YAGCCCWGSCWSBCCTR

Original motif = Consensus sequence: BGCCYCBGSCYCCCSVS

2.0

1.0

bits

QQ?QGQQ?ﬁg

Watiloga 3.4

.CCLC

5

0.0

Reverse complement motif = Consensus sequence:

SVSGGGKGSCBGMGGCV

2.0

iz
-_51.0

.. Q-_--‘?Q&Aéggj A AAEE
5 15

10
Watiloga 3.4

Dataset #: 1 Motif ID: 123 Motif name: C123

Original motif = Consensus sequence: GAAMTCWGAAATC

*GAATCCAAATG

Webilogad 4

Best Matches for Motif ID 123 (Highest to Lowest)

Dataset #: 1
Motif ID: 111
Motif name: Ci111

Original Motif
Reverse Complement

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

Reverse complement motif  Consensus sequence: GATTTCWGARTTC

2.0

“carT|CaGa, 1T

Webiloga 3 4
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Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
YSGAWKTCAGMWATBA
-GAAMTCWGAAATC--

Backward
3

13
0.0136956

Original motif = Consensus sequence: TBATWYCTGARWTCSM

2.0

=2
=

0.0

WI%AI?ECTG%A%lg§é

WabiLogad 4

Reverse complement motif
YSGAWKTCAGMWATBA

EICA s Alél-%é

Consensus sequence:

WabiLogad 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:
RMACRGAGAAAYCCTGKY
GAAMTCWGAAATC————-

1

53

C053

Original Motif
Original Motif
Forward

1

13
0.0237752
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Original motif = Consensus sequence: RMACRGAGAAAYCCTGKY

2.0

o=

%m-é C?QA, AQECQETIE

Webilogo 3.4

Reverse complement motif
MRCAGGMTTTCTCKGTYK

2.0

Consensus sequence:

QTAAAIT CIAQ B

Webilogo 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
WWMAAABWWWVAAAAWNW

—-——-GAAMTCWGAAATC-

1

139

C139

Original Motif
Original Motif
Backward

2

13
0.0400487

Original motif = Consensus sequence: WWMAAABWWWVAAAAWW

2.0

0.0

Reverse complement motif
WWTTTTVWWWBTTTYWW

=

2.0

1

0.

Consensus sequence:

ITTTTA

el

m:ITITT%

Watiloga 3.4
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
KWYTWKWYTTTDMWTTWH
————— GATTTCWGARTTC

1

32

C032

Reverse Complement
Reverse Complement
Backward

1

13

0.042121

Original motif = Consensus sequence: HWAAWYDAAAMWRWAMWR

T%AAAQ,A AA AAAéAﬁ

Wetiloga 3.4

Reverse complement motif
KWYTWKWYTTTDMWTTWH

2.0

Consensus sequence:

_’-‘rl}% ;‘}

Wetiloga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

1

1

coo1

Original Motif
Original Motif
Backward

14
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Number of overlap: 13
Similarity score: 0.0457951

Alignment:
WWWAAAAAWWAAAAAWAAAAAWWAAAAHWW

~———GAAMTCWGAAATC-——————=—————~—

Original motif = Consensus sequence:
WWWAAAAAWWAAAAAWAAAAAWWAAAAHWW

20

AAAAAQQAAcrAAgA_AAQA AA A4

IIT =1

Wﬁ.mg a

Reverse complement motif =~ Consensus sequence:
WWHTTTTWWTTTTTWTTTTTWWTTTTTWWW

TTTTIXIIT ITIT TXIIIAAAxe%

Weblogo 34

Dataset #: 1 Motif ID: 124 Motif name: C124

Original motif = Consensus sequence: WSACSRSGCTGSYSTCSW

}I¢éCgASg _c??IQE%

Webiloga 3.4

Best Matches for Motif ID 124 (Highest to Lowest)

Dataset #: 1
Motif ID: 5
Motif name: C005

Reverse complement motif = Consensus sequence:
WSGASKSCAGCSMSGTSW

M%QAA%ACGAmC¢9??13%

Webloga 34
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Matching format of first motif:
Matching format of second motif:
Direction:

Position number:

Number of overlap:

Similarity score:

Alignment:
TCTGTAGMCCAGGCTGGCCTYGW
————— WSACSRSGCTGSYSTCSW

Original motif = Consensus sequence: TCTGTAGMCCAGGCTGGCCTYGW

2.0

Original Motif
Original Motif
Forward

6

18
0.0124377

ﬂ:lgIﬂI“éch":I@¢gc;¢+%

WebiLogo 34

Reverse complement motif
WCKAGGCCAGCCTGGYCTACAGA

AGCCOA L. GAGA

Consensus sequence:

WO =
5

WebiLogo 34

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

1

4

Ccoo4

Original Motif
Original Motif
Forward

10

18
0.0440706
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Alignment:
SSSSSCSSSSSCCSSSSCCSCSSSSSS
————————— WSACSRSGCTGSYSTCSW

Original motif = Consensus sequence:
SSSSSCSSSSSCCSSSSCCSCSSSSSS

20

a

ecccclesCeclCacoalic, Cogtes

[

C

5
Webilago 14

Reverse complement motif ~ Consensus sequence:

SSSSSSGSGGSSSSGGSSSSSGSSSSS

20

2
510

cC

0.0

C C C C
“cCLCCE<cCCCliccCcCl:CCCCCCh

Wetilago 24

Dataset #: 1

Motif ID: 47

Motif name: co47
Matching format of first motif:

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

Number of overlap: 18
Similarity score: 0.0480396
Alignment:

TSGAAMTCACTMKGTASA

WSGASKSCAGCSMSGTSW

Original motif = Consensus sequence: TSGAAMTCACTMKGTASA

Reverse Complement

Reverse complement motif ~ Consensus sequence:

TSTACRYAGTGAYTTCSA
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2.0

0.0 A?I_. AéI r CIéTIIACA

WebLaga 3.4

bits

MA9TAQéI-E_éTTTQCA

Dataset #: 1

Motif ID: 42

Motif name: co42
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 1

Number of overlap: 18

Similarity score: 0.0485766
Alignment:

WGAGTRMGTTCKRGGACW

WSACSRSGCTGSYSTCSW

Original motif = Consensus sequence: WGTCCKRGAACYMACTCW

2.0

o QTAMAA asallcs

Webilogo 3.4

Reverse complement motif =~ Consensus sequence:
WGAGTRMGTTCKRGGACW

2.0

“u
Z10

TaéslTAchgéAégﬁ

Webilogo 3.4

0.0

Dataset #: 1
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Motif ID: 92

Motif name: C092

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

Position number: 1

Number of overlap: 18

Similarity score: 0.0498144

Alignment:

RYCAGRSTGGCSYCGARY

WSGASKSCAGCSMSGTSW

Reverse complement motif = Consensus sequence:
KKTCGMSGCCASKCTGMM

2.0

Original motif = Consensus sequence: RYCAGRSTGGCSYCGARY

bits

1.0

ELGAﬁCEQ_qlgl-A$

WebLaga 3.4 WebLaga 3.4

0.0——=

ECA%AQAWC ZocA

Dataset #: 1 Motif ID: 125 Motif name: C125

Reverse complement motif =~ Consensus sequence:
SYSTWKCTSTMWSTRS

2.0

c;_._ACAEA A x1Sacs =re %EGLQIAIQTég

e

Original motif = Consensus sequence: SKASWYASAGRWASMS

bits

Weblogod 4
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Best Matches for Motif ID 125 (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:
MKAGAGMKAGAGAGAGAKM
—-—SKASWYASAGRWASMS-

1

12

Cco12

Original Motif
Original Motif
Backward

2

16
0.0230755

Original motif = Consensus sequence: MKAGAGMKAGAGAGAGAKM

20

o
21

0

AGarAGACA A
RTAURVATAURAUACAVATA

WabiLogod 4

Reverse complement motif
YRTCTCTCTCTRYCTCTRR

20

00—

Consensus sequence:

EmTéIQIQICICLéIGlQIéI

WabiLogod 4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

1

11

Co11

Original Motif
Original Motif
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Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
KMGAGAKMGAGAGAGAKM
—-SKASWYASAGRWASMS -

Backward
2

16
0.0308935

Original motif = Consensus sequence: KMGAGAKMGAGAGAGAKM

2.0

" rgoAcATRGAGA AGATe

Wetiloga 3.4

Reverse complement motif
RRTCTCTCTCRRTCTCRR

2.0

Consensus sequence:

g:TéICEQIQIQIélg;QIé

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:
MKAGMKMGAGAKMKAGMK
SKASWYASAGRWASMS--

1

36

C036

Original Motif
Original Motif
Backward

3

16
0.0309585
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Reverse complement motif ~ Consensus sequence:
RRCTRRRTCTCRRRCTRY

2.0 2.0

Original motif = Consensus sequence: MKAGMKMGAGAKMKAGMK

= 1.0

_aTAcgrecAc, TeTAcer h

IgléIégg%QIéIgléI

Webilogo 3.4 Webilogo 3.4

Dataset #: 1

Motif ID: 85

Motif name: C085
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1

Number of overlap: 16

Similarity score: 0.03238
Alignment:

VSGRSBHAGARDVSGRS

-SKASWYASAGRWASMS

Reverse complement motif = Consensus sequence:
SKCSVHMTCTDBSKCSV

2.0 2.0

I e E e S 0.0

Original motif = Consensus sequence: VSGRSBHAGARDVSGRS

P

5
Watiloga 3.4 Watiiogo 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:
WSWGAGASWSAGAGASWS
——SKASWYASAGRWASMS

1

17

Co17

Original Motif
Original Motif
Backward

1

16
0.0332023

Original motif = Consensus sequence: WSWGAGASWSAGAGASWS

2.0

CT A ACTcA A Ac:Ac

Wetiloga 3.4

Reverse complement motif = Consensus sequence:
SWSTCTCTSWSTCTCWSW

2.0
8
] 1.0

_eacTe]cfereICTcrea

Wetiloga 34

Dataset #: 1 Motif ID: 126

Motif name: C126

Original motif = Consensus sequence: SVWGRCSMKSCTGGYS

Reverse complement motif  Consensus sequence:
SMCCAGSYYSGMCWBS
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2.0 2.0

P SN — === 00—

Weblogad 4 Webloagad 4

Best Matches for Motif ID 126 (Highest to Lowest)

Dataset #: 1

Motif ID: 39

Motif name: C039
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1

Number of overlap: 16

Similarity score: 0.0111025
Alignment:

SMAGRSCAGSSYGGBS

SVWGRCSMKSCTGGYS

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

SBCCKSSCTGSMCTRS
2.0 2.0
" @‘EA euzg ,‘C(?%AQIE " CEQQ#ECCI$?%CI—.;9
z 5 10 15 5 10 15

Wabiogad 4 WabiLogad 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:
WCKAGGCCAGCCTGGYCTACAGA
—————— SVWGRCSMKSCTGGYS-

Original motif = Consensus sequence: TCTGTAGMCCAGGCTGGCCTYGW

2.0

1

5

C005

Original Motif

Reverse Complement

Backward
2

16
0.0123408

" oAl COATCo0CT. oo

WebiLog 34

Reverse complement motif = Consensus sequence:
WCKAGGCCAGCCTGGYCTACAGA

2.0

10 1

WebiLog) 34

Dataset #:

Motif ID:

Motif name:

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

Position number:

1

73

Co73

Original Motif
Original Motif
Backward

3
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Number of overlap: 16

Similarity score: 0.0292616

Alignment:
YMWGSMYAGCCRKSKCTR
SVWGRCSMKSCTGGYS—--

Original motif = Consensus sequence: YMWGSMYAGCCRKSKCTR

2.0

Reverse complement motif =~ Consensus sequence:
KAGYSYKGGCTKRSCWYK

2.0

¢ AiclacesC ) A
FhaVegeRCVAGSTUTA LAYRec VGVl ceeVa X!
Dataset #: 1
Motif ID: 140
Motif name: C140

Matching format of first motif: Original Motif

Matching format of second motif:

Direction: Backward
Position number: 1

Number of overlap: 16
Similarity score: 0.0326058
Alignment:

CVDMGGBSSSVGBGGSB

-SVWGRCSMKSCTGGYS

Reverse Complement
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Original motif = Consensus sequence: BSCCBCVSSSBCCYHVG

Reverse complement motif ~ Consensus sequence:

CVDMGGBSSSVGBGGSB
. g?g ? _-CC?-_—CCE = . S ‘?‘Tcﬂ—g??__ LS LS
Dataset #: 1
Motif ID: 124
Motif name: C124
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 2
Number of overlap: 16
Similarity score: 0.0330425

Alignment:
WSGASKSCAGCSMSGTSW
-SVWGRCSMKSCTGGYS-

Original motif = Consensus sequence: WSACSRSGCTGSYSTCSW

2.0

X=aVERsd _0?91934

Wetiloga 3.4

Reverse complement motif = Consensus sequence:

WSGASKSCAGCSMSGTSW

00 %s:AA?ACGAch_:

C Tc%

- = ——"——"_WN_

15

Wetiloga 34
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Dataset #: 1 Motif ID: 127

Motif name: C127

Original motif = Consensus sequence: CKCCYYTHATCCCMG

2.0

0.1 ATCCCac

Webiloga 34

Best Matches for Motif ID 127 (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:
CHBBCCTYBAABCCCDG
—-—CKCCYYTHATCCCMG

1

107

Cc107

Original Motif
Original Motif
Backward

1

15
0.0152308

Original motif = Consensus sequence: CHBBCCTYBAABCCCDG

Reverse complement motif = Consensus sequence:
CYGGGATHAMMGGRG

AT A.A

bits

AAA AA&Q

Webiloga 34

Reverse complement motif ~ Consensus sequence:
CDGGGBTTVMAGGVBHG
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2.0

S

2.0

)G L VWE=TT aaVi¥ M
10 18 Wabilaga 3 3 10 18 Wabilaga 34
Dataset #: 1
Motif ID: 9
Motif name: C009
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 2
Number of overlap: 15
Similarity score: 0.0175228

Alignment:
ABGCCTTTAATCCCAGCACTHR
—-CKCCYYTHATCCCMG—-—-———-—

Original motif = Consensus sequence: ABGCCTTTAATCCCAGCACTHR

20

TIAAI CC CAQETA

Reverse complement motif =~ Consensus sequence:
MHAGTGCTGGGATTAAAGGCBT

20

GTAA+I=“9?AAIIQQ ez

20
Weblogad 4

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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
CKBCCTSYRSCTCMMG
—CKCCYYTHATCCCMG

Original motif

2.0

83

C083

Original Motif
Original Motif
Backward

1

15

0.039129

Consensus sequence: CKBCCTSYRSCTCMMG

. gl—-- CQI(?%ACQI(;E&A

Weblogad 4

Reverse complement motif

CYRGAGSMKSAGGBRG

=

2.0

2}
1.0

C

0.0 TTIQ

A

A

Consensus sequence:

-

5

ACSAC

15
Webloagad 4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

1

58

C058

Original Motif
Original Motif
Backward

1

15
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Similarity score: 0.0442699

Alignment:
CYCCBCSGVCYCCBC
CKCCYYTHATCCCMG

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

GVGGMGVCSGBGGMG
600 e, Gact | Gea
o TETQ_-%_E == Qg_ ~< sl A A GX=CCeXXaX

WetiLoga 34 WetiLoga 34

Dataset #: 1

Motif ID: 22

Motif name: C022
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: 0.0459854
Alignment:

BGCCYCBGSCYCCCSVS

CKCCYYTHATCCCMG--

Reverse complement motif = Consensus sequence:

Original motif = Consensus sequence: BGCCYCBGSCYCCCSVS SVSGGGKGSCBGMGGCY
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2.0

2.0

=10

Tl ANASESE  AGAASSE
: 5 10 15

Websiags 3.4

Dataset #: 1 Motif ID: 128 Motif name: C128

Original motif = Consensus sequence: SYCTSRSTGTCSYSGARS

el S W — -, L
10

i eaeTlr CZeliaac

Weilog 3.4

Best Matches for Motif ID 128 (Highest to Lowest)

Dataset #: 1

Motif ID: 92

Motif name: C092

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

Position number: 1

Number of overlap: 18

Similarity score: 0.00330143
Alignment:

Reverse complement motif =~ Consensus sequence:
SKTCSMSGACASKSAGMS

2.0

“coCenciaazela.

Webiloga 3.4
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KKTCGMSGCCASKCTGMM
SKTCSMSGACASKSAGMS

Original motif = Consensus sequence: RYCAGRSTGGCSYCGARY

g [

GAAG

10

WetaLaga 3.4

Reverse complement motif
KKTCGMSGCCASKCTGMM

20

Consensus sequence:

_El¢$f9ég .9£9I-A$

Weblaga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
KCCAKMSTGGTSKMCAGM
SYCTSRSTGTCSYSGARS

1

95

C095

Original Motif
Original Motif
Forward

1

18
0.0392957

Original motif = Consensus sequence: KCCAKMSTGGTSKMCAGM

Reverse complement motif
RCTGYYSACCASYYTGGY

Consensus sequence:
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2.0

MTQCArécIdé;CTé- QK MIQ;TECAQACIRT?ag

WebLaga 3.4 WebLaga 3.4

Dataset #: 1

Motif ID: 4

Motif name: Cco04
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 10

Number of overlap: 18

Similarity score: 0.0466725
Alignment:

SSSSSSGSGGSSSSGGSSSSSGSSSSS

————————— SYCTSRSTGTCSYSGARS

Original motif = Consensus sequence:
SSSSSCSSSSSCCSSSSCCSCSSSSSS

20

a
=

B ——

5

Webilago 24

lececcCesCoclCacealie Cogtess

Reverse complement motif =~ Consensus sequence:
SSSSSSGSGGSSSSGGSSSSSGSSSSS

20

2
S10

CGUC C C C
C_Qc‘QCEQCCCC_QCQQCICCCQQQ_

Wetilogo 24

0.0

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:
MKAGAGMKAGAGAGAGAKM
-SKTCSMSGACASKSAGMS

12

C012

Reverse Complement
Original Motif
Backward

1

18

0.048063

Original motif = Consensus sequence: MKAGAGMKAGAGAGAGAKM

20

2
1

0.

A ATA A A
g C:I'ég rt-H{oClela= g:é_,_-:_ EéTé
5 10 15

Reverse complement motif
YRTCTCTCTCTRYCTCTRR

20

0=

Consensus sequence:

EmTéIQIQIGICléLCIGIéI

WebiLagad4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

1

20

C020

Reverse Complement
Reverse Complement
Forward

1

18

Page 576 of 681



Similarity score: 0.0508385

Alignment:
SGTGGGSGVGGSGGVGSB

SKTCSMSGACASKSAGMS

Original motif = Consensus sequence: BSCVCCSCCVCSCCCACS

cgﬁcggcc?c?gggﬂc?

Wetiloga 3.4

2.0

0.0

Reverse complement motif = Consensus sequence:
SGTGGGSGVGGSGGVGSB

2.0

1.0

bits

e S = S e
5 10 15

Dataset #: 1 Motif ID: 129 Motif name: C129

Original motif = Consensus sequence: KKGCTAYRYRGAGAMM

%I,ACIACAT \UACR-g

Weblogad 4

Best Matches for Motif ID 129 (Highest to Lowest)

Dataset #: 1

Motif ID: 26

Motif name: C026

Matching format of first motif: Reverse Complement

Reverse complement motif = Consensus sequence:
RRTCTCKKMMTAGCRY

relOTCion A e
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Matching format of second motif: Reverse Complement

Direction: Backward
Position number: 1

Number of overlap: 16
Similarity score: 0.0373267
Alignment:

RRTCTCRRRRTCTCRR

RRTCTCKKMMTAGCRY

Reverse complement motif ~ Consensus sequence:

Original motif = Consensus sequence: KMGAGAKMKMGAGAKM RRTCTCRRRRTCTCRR

2.0

%T A ATng AGAIE IC TCTCLQIT

\Naoga

\Na Logad s

Dataset #: 1

Motif ID: 12

Motif name: Cco12
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 4

Number of overlap: 16

Similarity score: 0.0468494
Alignment:
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MKAGAGMKAGAGAGAGAKM
—-——-KKGCTAYRYRGAGAMM

Original motif = Consensus sequence: MKAGAGMKAGAGAGAGAKM

20

2
E1

0.

A ATA A A
: CT&E 2==Cla ‘Eé&_ﬁéjré
5 10 15

Reverse complement motif
YRTCTCTCTCTRYCTCTRR

20

Consensus sequence:

o=

erCleClCTerClore

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
MKAGMKMGAGAKMKAGMK
-KKGCTAYRYRGAGAMM-

1

36

C036

Original Motif
Original Motif
Forward

2

16
0.0517095

Original motif = Consensus sequence: MKAGMKMGAGAKMKAGMK

Reverse complement motif
RRCTRRRTCTCRRRCTRY

Consensus sequence:
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2.0 2.0

" aTAcgTgcAc, TeTAcgy

10

agclaga.clcacclas

WebLaga 3.4 WebLaga 3.4

0.0

0.

Dataset #: 1

Motif ID: 17

Motif name: C017

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

Position number: 2

Number of overlap: 16

Similarity score: 0.0523389

Alignment:

SWSTCTCTSWSTCTCWSW

-RRTCTCKKMMTAGCRY -

Reverse complement motif =~ Consensus sequence:
SWSTCTCTSWSTCTCWSW

2.0 2.0

" xoncAGAgAcAcAcAGTe eacTc]c]ereICeres

Webilogo 3.4 Webilogo 3.4

Original motif = Consensus sequence: WSWGAGASWSAGAGASWS

Dataset #: 1
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Motif ID: 13

Motif name: Cco13
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 8
Number of overlap: 16
Similarity score: 0.0523654
Alignment:
WVCTGGAACTCACTHTGTAGACCAGGM
—-———-RRTCTCKKMMTAGCRY-—-—————
Original motif = Consensus sequence: Reverse complement motif = Consensus sequence:
WVCTGGAACTCACTHTGTAGACCAGGM YCCTGGTCTACADAGTGAGTTCCAGVW

20 20

GTVACT TUTACacoAt (0l cc0 A ACT T
. GQILA—— = I-“I‘?A--Q‘ %‘FCQ J1-2C Mt e By SRS T T .ea-%-__g = I%L
5 10 15 20 25 i 5 10 15 20 25 Ry

Dataset #: 1 Motif ID: 130 Motif name: C130
Original motif = Consensus sequence: TKCCWGGVCWGCMA Reverse complement motif = Consensus sequence: TRGCWGBCCWGC

2.0

its

b

IgA

Wehilogo 3.4

ITCQEEECCEI

00—

LCQ? CacCeh '

e

Wehilogo 3.4
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Best Matches for Motif ID 130 (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:
KTTSTGAGTTCVAGGMCAGCCTS
———————— TKCCWGGVCWGCMA -

Original motif

2.0

"z TATTC A

C—

1

7

coo7

Original Motif
Original Motif
Backward

2

14
0.00579236

Consensus sequence: KTTSTGAGTTCVAGGMCAGCCTS

H o

wll—l

WebiLog 34

Reverse complement motif

Consensus sequence:

SAGGCTGYCCTVGAACTCASAAY

HCT

. ey

'\
a.'

CAAGTCA, png

G

WebiLog) 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

1

151

C151

Original Motif
Reverse Complement
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Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
SWBCCWGGYCWGCCWS
—-TKCCWGGVCWGCMA -

Forward

2

14
0.00882638

Original motif = Consensus sequence: SWGGCWGKCCWGGVWS

2.0

=1.0

Reverse complement motif

SWBCCWGGYCWGCCWS

2.0

oX. ==0X=CVs

Consensus sequence:

C

i ng QQ%ATQG%$ ;QA = TT e
: 5 10 15

Dataset #: 1

Motif ID: 128

Motif name: C128

Matching format of first motif: Original Motif

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
SKTCSMSGACASKSAGMS
-——-TKCCWGGVCWGCMA-

Reverse Complement
Backward

2

14

0.0249438
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Original motif = Consensus sequence: SYCTSRSTGTCSYSGARS

CT AcTUT Cleunnc

__.-—-.A.L

..-—-—-:.___

Webilogo 3.4

Reverse complement motif ~ Consensus sequence:
SKTCSMSGACASKSAGMS

2.0

TT AQ&GECA

Scl e

-

0.0
15
Webilogo 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
YYCMRSSACASYCARR
TKCCWGGVCWGCMA--

1

150

C150

Original Motif
Original Motif
Forward

1

14
0.0273359

Original motif = Consensus sequence: YYCMRSSACASYCARR

DMEECCAQCCA°$ AR

wsnog o34

Reverse complement motif = Consensus sequence:
KKTGKSTGTSSKRGMM

2o T A
o0 EET_ IAC :I_--CC-CI-TT& :

WabiLogad 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:

DVAGCCWKGGCTACAVAGCK
—-—-TKCCWGGVCWGCMA—-—-—-

Original motif

1

15

C015

Original Motif
Original Motif
Forward

3

14
0.0315733

Consensus sequence: DVAGCCWKGGCTACAVAGCK

M.EéfccéxAI_lAQé_"gz

WebsLaga 3.4

Reverse complement motif
RGCTVTGTAGCCYWGGCTVD

20

el TTAUGGer T

e
10 15

Consensus sequence:

Webslaga 3.4

Dataset #: 1 Motif ID: 131

Original motif

Motif name: C131

Consensus sequence: WWAADAARVHAAWW

Reverse complement motif  Consensus sequence: WWTTHBKTTDTT)\
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2.0

“ha Mo Mo, TT Tl iTa

Welsloge 34 Welloge 3.4

Best Matches for Motif ID 131 (Highest to Lowest)

Dataset #: 1

Motif ID: 80

Motif name: C080
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: 0.0182718
Alignment:

WWAAVAAMMHAAWW

WWAADAARVHAAWW

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

2.0

“aoha Aaa. Abes ﬂHTT;—JILIHI

10

Webiioga 3.4 Webiloga 3.4

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:
WWTTTTTTTTTTWWTTTTWWW

WWITHBKTTDTTWW-——————

Original motif = Consensus sequence: WWWAAAAWWAAAAAAAAAAWW

é AAAAAAAA Ada,

2.0

10

Co010

Reverse Complement
Reverse Complement
Backward

8

14

0.0270118

B

Webiloga 34

Reverse complement motif
WWTTTTTTTTTTWWTTTTWWW

Consensus sequence:

LI aatTrr .

20
Wetiloga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

1

16

Cco16

Reverse Complement
Reverse Complement
Backward

1

14
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Similarity score:

Alignment:
WWTTYTWTYTTWDTTTWTTWH
——————— WWTTHBKTTDTTWW

Original motif = Consensus sequence: HWAAWAAAHWAAMAWAMAAWW

2.0

a
:E‘I.U

-

an Maa atbelend.

0.0308734

-
20
WetiLoga 34

Reverse complement motif
WWTTYTWTYTTWDTTTWTTWH

2,

a
£

Consensus sequence:

LéglI;lITTITXQLgIIII?T

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:
WDAAAAAARKAAAD
WWAADAARVHAAWW

1

67

Co67

Original Motif
Original Motif
Forward

1

14
0.0318891

Original motif = Consensus sequence: WDAAAAAARKAAAD

Reverse complement motif

Consensus sequence: DTTTRKTTTTTTDV
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2.0

EIAAgéAA‘E‘IéA%I | TII%%::'"I ITT‘TI‘E‘I

5 10
Welsloge 34 Welloge 3.4

Dataset #: 1

Motif ID: 1

Motif name: Ccoo1

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: 0.032459

Alignment:

WWHTTTTWWTTTTTWTTTTTWWTTTTTWWW

——————————————— WWTTHBKTTDTTWW-

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

20 20

AAAAAQQAA A_A¢4¢ AA bbs TTTTIXII TIT TTTXIIIAAAxe%

EIT -=.=.=.=T.:
wmq a Webitoga 34

Dataset #: 1 Motif ID: 132 Motif name: C132
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Original motif = Consensus sequence: WCAGRGWGAGAWCYAGGW

20

7]

. CA
- P

Best Matches for Motif ID 132 (Highest to Lowest)

=8 E D
5

——
g

AU..c.H.

Webilogo 3.4

Dataset #: 1

Motif ID: 13

Motif name: Cco13
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 10

Number of overlap: 18

Similarity score: 0.0151683
Alignment:

WVCTGGAACTCACTHTGTAGACCAGGM

————————— WCCTKGWTCTCWCMCTGW

Original motif = Consensus sequence:
WVCTGGAACTCACTHTGTAGACCAGGM

TCQL%MWI-CLJQLAg&iﬁe

=
20

Webilogo 14

Reverse complement motif ~ Consensus sequence:
WCCTKGWTCTCWCMCTGW

2.0

%]
=10

DMQQ sgee;ClchQQ

o Sy

Webilogo 3.4

Reverse complement motif = Consensus sequence:
YCCTGGTCTACADAGTGAGTTCCAGVW

20

E:AccﬂféI 6 AAAfI“Q;IQI%L

2
Wetilogo 14
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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:

MKAGMKMGAGAKMKAGMK
WCAGRGWGAGAWCYAGGW

Original motif

2.0

2
10

1

36

C036

Original Motif
Original Motif
Forward

1

18
0.0306284

Consensus sequence: MKAGMKMGAGAKMKAGMK

Reverse complement motif
RRCTRRRTCTCRRRCTRY

2.0

Consensus sequence:

chgléIégngIéxglér

Webilogo 3.4

o CTAE%TXEA%’}TET : égT
Dataset #: 1
Motif ID: 12
Motif name: Co12
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
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Position number:
Number of overlap:
Similarity score:

Alignment:
MKAGAGMKAGAGAGAGAKM
WCAGRGWGAGAWCYAGGW-

2
18
0.0378139

Original motif = Consensus sequence: MKAGAGMKAGAGAGAGAKM

20

24
=

0.

A ATA A A
RTAVUAVATAVAJAGAVATA
5 10 15

Reverse complement motif = Consensus sequence:

YRTCT

20

2
i
R

00-==

CTCTCTRYCTCTRR

o1CrCTCTarClCxa,

WabiLegad 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:
RMACRGAGAAAYCCTGKY
WCAGRGWGAGAWCYAGGW

1

53

C053

Original Motif
Original Motif
Backward

1

18
0.0408936
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Original motif = Consensus sequence: RMACRGAGAAAYCCTGKY

C?QAr AQECQETIE

Webilogo 3.4

Reverse complement motif ~ Consensus sequence:
MRCAGGMTTTCTCKGTYK

" neCA; AIT CIAQ -

Webilogo 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
WSWGAGASWSAGAGASWS
WCAGRGWGAGAWCYAGGW

1

17

Cco17

Original Motif
Original Motif
Forward

1

18
0.0517011

Original motif = Consensus sequence: WSWGAGASWSAGAGASWS

2.0

Wetiloga 3.4

Reverse complement motif = Consensus sequence:
SWSTCTCTSWSTCTCWSW

2.0

E:c¢CL919lcgchl?ICé

Wetiloga 34
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Dataset #: 1

Original motif

2.0

o
-_E‘I.I:I

[

Motif ID: 133

Motif name: C133

Consensus sequence: AWMAWHDACACHRWMAW

0.0

eég ?éeQCAC

~Achs

Wabiloga 3.4

Best Matches for Motif ID 133 (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:

WRMARYAAMARYAAMAWH
AWMAWHDACACHRWMAW-

Original motif

1

57

C057

Original Motif
Original Motif
Backward

2

17
0.0266447

Consensus sequence: WRMARYAAMARYAAMAWH

Reverse complement motif
WTYWKHGTGTDHWTRWT

Consensus sequence:

-
XTx-~A |l TAX
10

GLTTI%TIL

Reverse complement motif
HWTRTTMKTYTTMKTYKW

Consensus sequence:
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2.0

-_— 1
—r

-

10

15

f_AA ?EAAéAAgégﬁééé

WebLaga 3.4

2.0

ﬂeEITIT?ETTITﬁzTIEI

LiX e

WebLaga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
HWAAWYDAAAMWRWAMWR
AWMAWHDACACHRWMAW-

Original motif = Consensus sequence: HWAAWYDAAAMWRWAMWR

B T
ﬁé AL

1

32

C032

Original Motif
Original Motif
Forward

1

17
0.0319281

Reverse complement motif =~ Consensus sequence:
KWYTWKWYTTTDMWTTWH

2.0

_=lTell sl

ol= =
: 10 15
Webiloga 3.4

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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
WWAMAWRMAMAYWAAHWW

—-AWMAWHDACACHRWMAW

62

C062

Original Motif
Original Motif
Backward

1

17
0.0386594

Original motif = Consensus sequence: WWAMAWRMAMAYWAAHWW

2.0

gﬂ%%AéA

0.0

2 EATXAAEAA

5

WebLaga 3.4

Reverse complement motif
WWDTTWMTRTRKWTYTWW

2.0

%]

Consensus sequence:

“ael1ale T

WebLaga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

1

30

C030

Original Motif
Original Motif
Forward

1

17
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Similarity score: 0.0405967

Alignment:
WYAAAAAMAAAAAAAAWAM

AWMAWHDACACHRWMAW--

Original motif = Consensus sequence: WYAAAAAMAAAAAAAAWAM

20

Reverse complement motif = Consensus sequence:

YTWTTTTTTTTYTTTTTMW

20

- e —

—— e

00-==
5 15

- TTTITIIIIZ'_IéTTT‘Mix

WabiLogod 4

Dataset #: 1

Motif ID: 1

Motif name: Ccoo1
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 5

Number of overlap: 17

Similarity score: 0.04166
Alignment:

WWWAAAAAWWAAAAAWAAAAAWWAAAAHWW

————————— AWMAWHDACACHRWMAW—-———

Original motif = Consensus sequence:
WWWAAAAAWWAAAAAWAAAAAWWAAAAHWW

Reverse complement motif = Consensus sequence:

WWHTTTTWWTTTTTWTTTTTWWTTTTTWWW
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20 20

“Toabbban Ao bl . g:eXIIITTII{ITIIgl T MMz

=2 ==t A5 e =
5

20

Weilogo 34 Webloga 34

Dataset #: 1 Motif ID: 134 Motif name: C134

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

2.0

Pl
=10

=W XA =W
: : 10
= Webiaga 3.4

Best Matches for Motif ID 134 (Highest to Lowest)

Dataset #: 1

Motif ID: 3

Motif name: C003

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

Position number: 15

Number of overlap: 11

Similarity score: 0.0107438

Alignment:

GSSGGGGGSSGGGGGGKGGVMGGSHGKGSC

————— GGGSGGGGBGG-—————==——————
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Original motif = Consensus sequence:
GSCYCHSCCYVCCYCCCCCCSsscceeessc

20

==

C

cccc

G b el L8

2

5
il

0

Weblogo 34

Reverse complement motif ~ Consensus sequence:
GSSGGGGGSSGGGGGGKGGVYMGGSHGKGSC

20

ﬁCQ?QAAéG?éAAééé&AAQHAécnAAIQT
0¢-==x ; o T S
5 10 15 2 2 30

Weblago 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:

SSCCSSCCCCSSCCSS
-—-—-CCBCCCCSCCC--

Original motif

1

8

Ccoo8

Original Motif
Original Motif
Forward

4

11
0.0135583

Consensus sequence: SSCCSSCCCCSSCCSS

bl . e

Wabiogad 4

Reverse complement motif = Consensus sequence:

SSGGSSGGGGSSGGSS
el
ne:‘? P ey ﬂEQ;,}:J;Cg
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Dataset #: 1

Motif ID: 104

Motif name: C104
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: 0.0183091
Alignment:

SSCCYCCCCDCCSS

-—-CCBCCCCScCCcC-

Original motif = Consensus sequence: SSCCYCCCCDCCSS

2.0

Reverse complement motif

2.0

Consensus sequence: SSGGHGGGGKGG

Webiioga 3.4 Webiloga 3.4

Dataset #: 1

Motif ID: 20

Motif name: C020
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 4

Number of overlap: 11
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Similarity score: 0.0185182

Alignment:
BSCVCCSCCVCSCCCACS
-—-—-—-CCBCCCCSCCC---

Reverse complement motif  Conse equence:
Original motif ~ Consensus sequence: BSCVCCSCCVCSCCCACS verse comp ouf Lonsensus sequenc

SGTGGGSGVGGSGGVGSB
2.0 2.0
C \C C c
oo “;;CTz*-:CAQCCEG?QQC‘ﬁ C_: oo —C - == ?‘-‘3‘_—-??'% A=
5 10 15 tonn i 5 10 15 i Sitonn i3

Dataset #: 1
Motif ID: 23
Motif name: C023
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: 0.0190337
Alignment:
SSCCSCBHCSCCSS
-—-CCBCCCCSCCC-
Original motif = Consensus sequence: SSCCSCBHCSCCSS Reverse complement motif = Consensus sequence: SSGGSGDBGSGG
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2.0 2.0

bits

1.0

ccg C C_(Ccc

IEEYeEe S IEEYeCE.. Sea¥ES

Dataset #: 1 Motif ID: 135 Motif name: C135

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

2
=1

1 aslx brx

LiX

jfigﬁkjcééﬁg
18

Weblogod &

10

g0 m———

Weblogod 4

Best Matches for Motif ID 135 (Highest to Lowest)

Dataset #: 1

Motif ID: 42

Motif name: co42
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 2

Number of overlap: 16

Similarity score: 0.0178338
Alignment:

WGTCCKRGAACYMACTCW

-KKCCKAGMACBMASMM-

Page 602 of 681



Reverse complement motif ~ Consensus sequence:
WGAGTRMGTTCKRGGACW

2.0 2.0

Original motif = Consensus sequence: WGTCCKRGAACYMACTCW

TveraUARVzeabTca " ecAUTa T yZallaca

_ _AT-:-QT T 1N R L &

Dataset #: 1

Motif ID: 7

Motif name: C007
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 7

Number of overlap: 16

Similarity score: 0.0206041
Alignment:

KTTSTGAGTTCVAGGMCAGCCTS

—————— RYSTYVGTYCTYGGRY -

Reverse complement motif = Consensus sequence:
SAGGCTGYCCTVGAACTCASAAY

A (T (Y

-‘\A .

= _‘-ﬂf__ >

Original motif = Consensus sequence: KTTSTGAGTTCVAGGMCAGCCTS

;;q!%A"IlQE_AEéQAqgglq

WebiLog 34 WebiLog) 34

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:
TGCCKMBSCCKMCCVA
KKCCKAGMACBMASMM

1

105

C105

Original Motif
Original Motif
Forward

1

16
0.0513991

Original motif = Consensus sequence: TGCCKMBSCCKMCCVA

&

e ==

15
Wabiogad 4

Reverse complement motif
TVGGRYGGSBRRGGCA

bits

C
e AT AA=C
5

Consensus sequence:

iGeh

WabiLogad 4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

1

19

C019

Original Motif
Original Motif
Forward

2
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Number of overlap: 16
Similarity score: 0.0535816

Alignment:
MWYCCCAGCACTTGGGAGGCAG
-KKCCKAGMACBMASMM—-————

Original motif = Consensus sequence: MWYCCCAGCACTTGGGAGGCAG

20
i XZCQQA QACILQﬂéAAﬁgeA
5 10 15 20

Reverse complement motif
CTGCCTCCCAAGTGCTGGGMWR

20

oS

Consensus sequence:

AA

ﬁ:Q;ECQIQCQ%AnIQEL

IT
20

Weblogad 4

Dataset #: 1

Motif ID: 77

Motif name: co77
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1

Number of overlap: 16

Similarity score: 0.0536029
Alignment:

SBCCCCGGSSCCCCCB

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

BGGGGGSSCCGGGGBS
o6 E_-ggggegcgg Qgg‘? L= = ol P CQTTA@-L—:-C.:
Dataset #: 1 Motif ID: 136 Motif name: C136
Original motif = Consensus sequence: GDGGVKSMHGGGRMT Reverse complement motif = Consensus sequence: AYKCCCDRSYVCC

2.0

15 1
Webiloga 34 Webiloga 34

Best Matches for Motif ID 136 (Highest to Lowest)

Dataset #: 1

Motif ID: 77

Motif name: co77

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

Position number: 2

Number of overlap: 15

Similarity score: 0.040731

Alignment:

Page 606 of 681



BGGGGGSSCCGGGGBS
GDGGVKSMHGGGRMT -

Original motif = Consensus sequence: SBCCCCGGSSCCCCCB

2.0

Reverse complement motif ~ Consensus sequence:
BGGGGGSSCCGGGGBS

2.0

i WAL AL A X S ac=<

5 10 15
Webiloagad 4

Dataset #: 1

Motif ID: 140

Motif name: C140
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 3

Number of overlap: 15

Similarity score: 0.0444741
Alignment:

BSCCBCVSSSBCCYHVG

AYKCCCDRSYVCCHC--

Original motif = Consensus sequence: BSCCBCVSSSBCCYHVG

Reverse complement motif ~ Consensus sequence:
CVDMGGBSSSVGBGGSB
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2.0 2.0

¥ c

" g'.sg ? —:_VCC?.-:-. = =& o =—Cc=cC ?-_‘ W= %E
Dataset #: 1

Motif ID: 3

Motif name: C003

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Forward

Position number: 3

Number of overlap: 15

Similarity score: 0.0511206

Alignment:

GSCYCHSCCYVCCYCCCCCCSsSscceeesse

--AYKCCCDRSYVCCHC-=-======—————

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

20 20

he?ggc-?gclggggggg chcggﬁfgc ACG?AAAég?éﬂeéééﬁAA-AAéE“AAIEg

= _= =) .
T T 04 =
20 25 a0 5 10 15
Weblogo 34

=]
8
=

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:
SVSGGGKGSCBGMGGCV
GDGGVKSMHGGGRMT --

22

C022

Original Motif
Reverse Complement
Forward

1

15

0.0536142

Original motif = Consensus sequence: BGCCYCBGSCYCCCSVS

2.0

Reverse complement motif
SVSGGGKGSCBGMGGCV

2.0

&
B10

Consensus sequence:

o0 Cc—nn A=
: 5

~ A GAAS=
15

10

Websiags 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

71

Co71

Reverse Complement
Original Motif
Forward

1

15
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Similarity score: 0.0539648

Alignment:
SVCCACSVSCACCBS

AYKCCCDRSYVCCHC

Consensus sequence: SVCCACSVSCACCBS Reverse complement motif = Consensus sequence: SBGGTGSVSGTGC

2.0

“ clabe Lale ¢ e ofirlle oo

Original motif

10 15
WetiLoga 34

WetiLoga 34

Dataset #: 1 Motif ID: 137 Motif name: C137

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

AA?IQQAJ%QE E:ﬂf’tIT?QIx&AIIE

oo l== =

2.0

Wetiloga 34 Welaloga 34

Best Matches for Motif ID 137 (Highest to Lowest)

Dataset #: 1

Motif ID: 123

Motif name: C123
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: 12
Similarity score: 0.0147063
Alignment:

GAAMTCWGAAATC

RAAYTCAGRAAY-

Original motif = Consensus sequence: GAAMTCWGAAATC

Wb agod 4

Rev

2.

@,
=

0.

erse complement motif  Consensus sequence: GATTTCWGARTTC

o

:QAIITQ%¢$§IIQ

Wbl agod 4

Dataset #: 1

Motif ID: 53

Motif name: C053

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: 0.0233558

Alignment:

MRCAGGMTTTCTCKGTYK

—————— MTTKCTGAKTTK
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Original motif = Consensus sequence: RMACRGAGAAAYCCTGKY

C?QA, AQECQETIE

Webilogo 3.4

Reverse complement motif ~ Consensus sequence:
MRCAGGMTTTCTCKGTYK

" nelAs AIT Teall==

Webilogo 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
AWMAAAYWRAMAAWH
-—-—-RAAYTCAGRAAY

1

56

C056

Original Motif
Original Motif
Backward

1

12
0.0266873

Original motif = Consensus sequence: AWMAAAYWRAMAAWH

Reverse complement motif = Consensus sequence:
HWTTYTKWMTTTYWT

2.0

LT,

Webilogo 34
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Dataset #: 1

Motif ID: 111

Motif name: Ci111
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 3

Number of overlap: 12

Similarity score: 0.031512
Alignment:

YSGAWKTCAGMWATBA

-—-RAAYTCAGRAAY--

Reverse complement motif = Consensus sequence:
YSGAWKTCAGMWATBA

2.0

Original motif = Consensus sequence: TBATWYCTGARWTCSM

2.0

S AxalCT AA%Igcé '41___;cT Arex_e

a —

bits
bits

wsnog o34 \Msnog CERY

Dataset #: 1

Motif ID: 142

Motif name: C142
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1
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Number of overlap: 12
Similarity score: 0.0319699

Alignment:
WHAAAAAWTAAAAWW
-—-—-RAAYTCAGRAAY

Original motif  Consensus sequence: WHAAAAAWTAAAAWW

2.0

DMTéééAAézlﬂAAAIX

el e —

Webiloga 34

Reverse complement motif =~ Consensus sequence:

WWTTTTAWTTTTTHW

0.0

Dataset #: 1 Motif ID: 138 Motif name: C138

Original motif = Consensus sequence: AAGAAARSAAG

Best Matches for Motif ID 138 (Highest to Lowest)

Dataset #: 1

Motif ID: 64

Motif name: Cco64
Matching format of first motif: Original Motif

Reverse complement motif = Consensus sequence: CTTSKTTTCTT

2.0
o
=19

0.0

GTL?%TTlg;l

Webilaga 3.4
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Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
DAAAKAAAAMAAK
—-—AAGAAARSAAG

Original Motif
Forward

3

11
0.00458258

Original motif = Consensus sequence: DAAAKAAAAMAAK

2.0

gmaééATAAA AA:

0.0 g ————

Webilagad 4

Reverse complement motif  Consensus sequence: RTTYTTTTRTTTD

}:TTAHATTAIITA

Webilogad 4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:

1

67

Cco67

Reverse Complement
Reverse Complement
Backward

3

11

0.0200769
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DTTTRKTTTTTTDW
-CTTSKTTTCTT--

Original motif  Consensus sequence: WDAAAAAARKAAAD

Reverse complement motif

2.0

Consensus sequence: DTTTRKTTTTTTDV

TAAAéAAe:éAéx o Allecc;rn
10 5
Dataset #: 1
Motif ID: 43
Motif name: Cc043

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
WATTMTTTTTTWTTWW
-CTTSKTTTCTT----

Reverse Complement
Reverse Complement
Forward

2

11

0.0226182

Original motif = Consensus sequence: WWAAWAAAAAARAATW

Reverse complement motif
WATTMTTTTTTWTTWW

Consensus sequence:
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2.0

2.0
“ M. AAMMAL AA “ T Il
ad "r—g - _*%;EA_ - ﬂ:&.. -__IQ— = G“F; 2 GCIIIIIII
5 10 15 5 10 15

= P ——

Weblogad 4 Webloagad 4

Dataset #: 1
Motif ID: 131
Motif name: C131
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: 0.0250941
Alignment:
WWAADAARVHAAWW
-—-AAGAAARSAAG-
Original motif = Consensus sequence: WWAADAARVHAAWW Reverse complement motif = Consensus sequence: WWTTHBKTTDTTV
% | A AA AA % 1.0 TI TT T
A A T T Aan
L I8A _ARA. ARg- jx—.é 1 ol 1l54
Dataset #: 1
Motif ID: 18
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C018
Reverse Complement

Motif name:
Matching format of first motif:

Matching format of second motif: Reverse Complement

Direction: Forward
Position number: 2

Number of overlap: 11
Similarity score: 0.0261093
Alignment:

THTTTTTTTMYTT

-CTTSKTTTCTT-

Original motif =~ Consensus sequence: AAMYAAAAAAAHA

Aéégg Aéﬁ

-
510

Wablogod s

Reverse complement motif = Consensus sequence: THTTTTTTTMYTI

Vel T,

0.0

Wablogod 4

Dataset #: 1 Motif ID: 139 Motif name: C139

Original motif = Consensus sequence: WWMAAABWWWVAAAAWW

2.0

Reverse complement motif = Consensus sequence:

WWTTTTVWWWBTTTYWW

ATTTT fex ITTTTA

F—_—r

bits

0.0—=
Wabiloga 3.4
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Best Matches for Motif ID 139 (Highest to Lowest)

Dataset #: 1

Motif ID: 31

Motif name: C031
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1

Number of overlap: 17

Similarity score: 0.0155336
Alignment:

WHAAAMRWWYAAAMAWW

WWMAAABWWWVAAAAWW

Reverse complement motif  Consensus sequence:

Original motif =~ Consensus sequence: WHAAAMRWWYAAAMAWW WWTYTTTMWWKYTTTHW

2.0

w
=1

L A?Aéﬂéﬁéé&éé D nTIIIITIﬁH;ITIT#

= = i =W o
5 10 15
Wetiioga 3.4 Wetiloga 3.4

Dataset #: 1

Motif ID: 1

Motif name: Ccoo1

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

Position number:
Number of overlap:
Similarity score:

Alignment:

WWHTTTTWWTTTTTWTTTTTWWTTTTTWWW
————————————— WWITTTTVWWWBTTTYWW

Original motif = Consensus sequence:

Backward
1

17
0.0179742

WWWAAAAAWWAAAAAWAAAAAWWAAAAHWW

20

IIT

-:-.=-=.=

AAAAA@qAA AadA “Aééé AAA¢%£

Webogo 34

Reverse complement motif  Consensus sequence:
WWHTTTTWWTTTTTWTTTTTWWTTTTTWWW

20

TTTTIIIIT ITIT TTXIIIAAAxeg

WebLogo 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:
WWWAAAAWWAAAAAAAAAAWW

WWMAAABWWWVAAAAWW-———

1

10

C010

Original Motif
Original Motif
Forward

1

17
0.0284807
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Original motif

20

Consensus sequence: WWWAAAAWWAAAAAAAAAAWW

AazAMAaBAA. An

Reverse complement motif
WWTTTTTTTTTTWWTTTTWWW

20

Consensus sequence:

TTTTTTT III%ATTTTTéA

wan; 0dd

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
AHAAMAAYWDYAAMAAHD

WWMAAABWWWVAAAAWW -

Original motif

2.0

AIAAAAA =A_xRAARA,

69

Co69

Original Motif
Original Motif
Forward

1

17
0.0322212

Consensus sequence: AHAAMAAYWDYAAMAAHD

0.0
10

Webilogo 3.4

Reverse complement motif
DHTTYTTMDWMTTYTTHT

QITTTTA_I_ .

Consensus sequence:

L.

10

Webilogo 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:
HWAAWAAAHWAAMAWAMAAWW
——WWMAAABWWWVAAAAWNW-——

Original motif = Consensus sequence: HWAAWAAAHWAAMAWAMAAWW

2.0

a
210

1

16

Co16

Original Motif
Original Motif
Backward

3

17
0.0367806

Reverse complement motif = Consensus sequence:
WWTTYTWTYTTWDTTTWTTWH

2.0

§:¢£II¥lITTITI¢l¥IxII¢e

" o8, Aaa, eAA A@AA Az

20
Wetiloga 34

Dataset #: 1

Original motif = Consensus sequence: BSCCBCVSSSBCCYHVG

Motif ID: 140

Motif name: C140

Reverse complement motif  Consensus sequence:
CVDMGGBSSSVGBGGSB
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2.0

2.0
" g'.sg = —:_VCC.(?.-:- = =& " Co =2VWE_SGG V=VES
: 5 10 5 : 15

1

Websiags 3.4 Websiags 3.4

Best Matches for Motif ID 140 (Highest to Lowest)

Dataset #: 1

Motif ID: 22

Motif name: C022
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1

Number of overlap: 17

Similarity score: 0.00509294
Alignment:

BGCCYCBGSCYCCCSVS

BSCCBCVSSSBCCYHVG

Reverse complement motif = Consensus sequence:
SVSGGGKGSCBGMGGCV

2.0 2.0

Original motif = Consensus sequence: BGCCYCBGSCYCCCSVS

iz
-_51.0

‘;-?gggg gqqgcggfﬁ? A A A AT Q AA_AAEE

10
Watiloga 3.4 Watiloga 3.4
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Dataset #: 1
Motif ID: 4
Motif name: C0o04
Matching format of first motif:
Matching format of second motif:

Direction: Forward
Position number: 5

Number of overlap: 17
Similarity score: 0.00879579
Alignment:

SSSSSSGSGGSSSSGGSSSSSGSSSSS
-—-—-—-CVDMGGBSSSVGBGGSB-————-

Original motif = Consensus sequence:
SSSSSCSSSSSCCSSSSCCSCSSSSSS

20

a

“eecotlogCeclsceeli, Coacers

Webiogo 34

Reverse Complement
Reverse Complement

Reverse complement motif = Consensus sequence:
SSSSSSGSGGSSSSGGSSSSSGSSSSS

20

2
:E'HJ

CcGLC C C C
C_QC CCEECCCCGECCECGCCCCCCG

Weriogo 34

0.0

Dataset #: 1

Motif ID: 3

Motif name: C003
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 14
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Number of overlap: 17

Similarity score: 0.0228159

Alignment:

GSCYCHSCCYVCCYCCCCCCSsSsccceeessce

————————————— BSCCBCVSSSBCCYHVG

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

20 20

he?ggT:?QggrgQQQQQQ Qﬁ?gcggccqc ACQ?&AAéG?&AA&ééAAAmAAéE“AAIEQ

== fya— ~
a0 5 10 15 ] 25 a0
Weblogo 34 Weblogo 34

Dataset #: 1

Motif ID: 37

Motif name: Cc037

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

Position number: 2

Number of overlap: 17

Similarity score: 0.0353839

Alignment:

BVGGYGKSGGYGBCGGVS

-CVDMGGBSSSVGBGGSR
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Reverse complement motif ~ Consensus sequence:
BVGGYGKSGGYGBCGGVS

2.0

Webilogo 3.4

Original motif = Consensus sequence: SVCCGBCMCCSYCMCCVB

2.0

Dataset #: 1

Motif ID: 20

Motif name: C020
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 2

Number of overlap: 17

Similarity score: 0.0426992
Alignment:

BSCVCCSCCVCSCCCACS

-BSCCBCVSSSBCCYHVG

Reverse complement motif = Consensus sequence:
SGTGGGSGVGGSGGVGSB

2.0

cqcc‘fc?gggﬂc? } SEVVISY VS YV. QG

Wetiloga 3.4

Original motif = Consensus sequence: BSCVCCSCCVCSCCCACS

bit

'\
if
[

o)y

-
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Dataset #: 1 Motif ID: 141 Motif name: C141

Original motif = Consensus sequence: YMATCCYRSYRCTTGKR

2.0

cgéchxﬁg%fgITgre

. N N

Wabiloga 3.4

Best Matches for Motif ID 141 (Highest to Lowest)

Dataset #: 1

Motif ID: 66

Motif name: C066
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1

Number of overlap: 17

Similarity score: 0.0228971
Alignment:

MAMTCCCMSKGCCTCTK

YMATCCYRSYRCTTGKR

Original motif = Consensus sequence: MAMTCCCMSKGCCTCTK

Reverse complement motif
KYCAAGKMSKMGGATRK

2.0

QECAA TAch

Consensus sequence:

Axs

AA—-—

Reverse complement motif
YAGAGGCRSYGGGARTR

Wabiloga 3.4

Consensus sequence:
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2.0

0.

gngﬁlgggéCTégQICII

Websiags 3.4

“oACACGoer aT
nnLA; AAC-:CC :..AAe—_I___, =

Websiags 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
CSTSCCYCWGRCTCCSG
YMATCCYRSYRCTTGKR

1

86

C086

Original Motif
Reverse Complement
Backward

1

17

0.0390911

Original motif = Consensus sequence: CSGGAGKCWGMGGSASG

Reverse complement motif =~ Consensus sequence:
CSTSCCYCWGRCTCCSG

20

e W00 eac.

Webiiogo 3.4

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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
MWYCCCAGCACTTGGGAGGCAG
—-——-KYCAAGKMSKMGGATRK--

19

C0o19

Reverse Complement
Original Motif
Backward

3

17

0.0403604

Original motif = Consensus sequence: MWYCCCAGCACTTGGGAGGCAG

20
00 IECQQA QACIleﬁéAAEgéA
5 10 15 20

Reverse complement motif = Consensus sequence:
CTGCCTCCCAAGTGCTGGGMWR

20

E:Q;ECQIQGQ%AEIQ I £

= —
= =t =

15 20
tLogad s

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

1

11

Cco11

Original Motif
Reverse Complement
Forward

1

17
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Similarity score: 0.0423875

Alignment:
RRTCTCTCTCRRTCTCRR
YMATCCYRSYRCTTGKR-

. . ) Reverse complement motif = Consensus sequence:
Original motif =~ Consensus sequence: KMGAGAKMGAGAGAGAKM RRTCTCTCTCRRTCTCRR

2.0

AcA.AChr " calCTeIc coalcTCrn

5 10 15
Wetiloga 34

2.0

Dataset #: 1
Motif ID: 122
Motif name: C122
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1
Number of overlap: 17
Similarity score: 0.0437955
Alignment:
YAGCCCWGSCWSBCCTR
YMATCCYRSYRCTTGKR
_ . Reverse complement motif  Consensus sequence:
Original motif = Consensus sequence: YAGCCCWGSCWSBCCTR MAGGVSWGSpCWGGGCTK a
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2.0

0.0 —_— - —

5
Websiags 3.4 Websiags 3.4

Dataset #: 1 Motif ID: 142 Motif name: C142

Reverse complement motif =~ Consensus sequence:
WWTTTTAWTTTTTHW

2.0 2.0

Original motif = Consensus sequence: WHAAAAAWTAAAAWW

TéééAA xJAAAA, , e ITTTA 1 TTI.g

_— e el 0.0 —-_ - o C - S

15
Webilogo 34 Weblogo 34

Best Matches for Motif ID 142 (Highest to Lowest)

Dataset #: 1

Motif ID: 1

Motif name: coo1
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 15

Number of overlap: 15

Similarity score: 0.0224897
Alignment:

Page 631 of 681



WWWAAAAAWWAAAAAWAAAAAWWAAAAHWW

—-—-WHAAAAAWTAAAAWW-

Original motif = Consensus sequence:

WWWAAAAAWWAAAAAWAAAAAWWAAAAHWW

20

=S I 2.

5

Welogo 34

Reverse complement motif ~ Consensus sequence:

WWHTTTTWWTTTTTWTTTTTWWTTTTTWWW

20

ﬁlgxIIITTlngTﬁIngI}IIII

25

[1Tgae

Webloga 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:
WWMAAABWWWVAAAAWW
-WHAAAAAWTAAAAWW-

Original motif = Consensus sequence: WWMAAABWWWVAAAAWW

1

139

C139

Original Motif
Original Motif
Forward

2

15
0.0287265

Reverse complement motif ~ Consensus sequence:

WWTTTTVWWWBTTTYWW
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2.0 2.0

B -AréAéA=%}§I _.AAQA%% ATTTT 4-'#;'( ITTTTA

T oo tE =

Websiags 3.4

Dataset #: 1

Motif ID: 10

Motif name: co1o0

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

Position number: 7

Number of overlap: 15

Similarity score: 0.0345401

Alignment:

WWTTTTTTTTTTWWTTTTWWW

—————— WWTTTTAWTTTTTHW

Reverse complement motif =~ Consensus sequence:
WWTTTTTTTTTTWWTTTTWWW

IXAAAAAAAé Aday TTTTTT IIIQATTTTT€:

Original motif = Consensus sequence: WWWAAAAWWAAAAAAAAAAWW

—-.._—___

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:
HWAAWAAAHWAAMAWAMAAWW

-WHAAAAAWTAAAAWW-—-———

Original motif = Consensus sequence: HWAAWAAAHWAAMAWAMAAWW

2.0

0
240

T AA%AAACQAA A@AA

16

Cco16
Original Motif
Original Motif
Forward

2

15
0.0359582

Reverse complement motif
WWTTYTWTYTTWDTTTWTTWH

£:¢£IIELITTITIQIEIXII%?

Consensus sequence:

eX
Dataset #: 1
Motif ID: 30
Motif name: C030

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

Reverse Complement
Reverse Complement
Forward

2

15
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Similarity score: 0.0374284
Alignment:

YTWTTTTTTTTYTTTTTMW

“-WWTTTTAWTTTTTHW-—-

Original motif = Consensus sequence: WYAAAAAMAAAAAAAAWAM

éAA AAAAAA&A; i,

e
- Eccff._ CcCor=Ccl AL
5 10 15

Reverse complement motif = Consensus sequence:

YTWTTTTTTTTYTTTTTMW

20

[z}
=10

A TTTTTTTTTTTTTA%

= Ezﬁ-‘:n___ S ==l

oo==
WablLoga 34

Dataset #: 1 Motif ID: 143

Original motif = Consensus sequence: MKTGCTKSSMTTAAMK

ﬁjeTTTQTTcCATIAécT

P

Best Matches for Motif ID 143 (Highest to Lowest)

Dataset #: 1
Motif ID: 9
Motif name: Co09

Matching format of first motif: Reverse Complement

Motif name: C143

Reverse complement motif = Consensus sequence:

RRTTAAYSSRAGCARY

TIAAT CAAAgAéT
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Matching format of second motif: Original Motif

Direction: Forward
Position number: 3

Number of overlap: 16
Similarity score: 0.00936417
Alignment:

ABGCCTTTAATCCCAGCACTHR
—-—RRTTAAYSSRAGCARY—-—-—-—

Reverse complement motif ~ Consensus sequence:
MHAGTGCTGGGATTAAAGGCBT

2.0 20

ALY 0c T R ) TG

Qe T

Original motif = Consensus sequence: ABGCCTTTAATCCCAGCACTHR

Dataset #: 1

Motif ID: 83

Motif name: C083
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1

Number of overlap: 16

Similarity score: 0.0450232
Alignment:
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CKBCCTSYRSCTCMMG
MKTGCTKSSMTTAAMK

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

CYRGAGSMKSAGGBRG

20 20
MQI¢CQI9$A?QIQg%A MgTIgéACQA%éAEE%A

Dataset #: 1

Motif ID: 10

Motif name: co1o0

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 1

Number of overlap: 16

Similarity score: 0.0471925

Alignment:

WWTTTTTTTTTTWWTTTTWWW

————— MKTGCTKSSMTTAAMK

Reverse complement motif ~ Consensus sequence:

Original motif  Consensus sequence: WWWAAAAWWAAAAAAAAAAWW WW WW WWW
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2.0

_____ Aé#z

Webiloga 34

a8

4

20

oL Tl TeerTIrs,

Wetiloga 34

Dataset #: 1
Motif ID: 57
Motif name: C057

Original Motif
Reverse Complement

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

Direction: Backward
Position number: 1

Number of overlap: 16
Similarity score: 0.0507931
Alignment:

HWTRTTMKTYTTMKTYKW

--MKTGCTKSSMTTAAMK

Original motif =~ Consensus sequence: WRMARYAAMARYAAMAWH

2.0

Reverse complement motif =~ Consensus sequence:
HWTRTTMKTYTTMKTYKW

2.0

eEITITeETTITazTI;I

0.0 ——

Webilogo 3.4

[y

Dataset #:
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Motif ID: 7

Motif name: Ccoo7

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

Position number: 8

Number of overlap: 16

Similarity score: 0.0537183

Alignment:

KTTSTGAGTTCVAGGMCAGCCTS
RRTTAAYSSRAGCARY-——————

Reverse complement motif = Consensus sequence:

Original motif = Consensus sequence: KTTSTGAGTTCVAGGMCAGCCTS SAGGCTGYCCTVGAACTCASAAY

2.0

G 1 RV P A T O

WesLaga 34 WesLaga 34

Dataset #: 1 Motif ID: 144 Motif name: C144

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

UCC aealclle LAAQ%%CLEIC

Wa.l_ogu as

Wa.l_ogu as
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Best Matches for Motif ID 144 (Highest to Lowest)

Dataset #: 1

Motif ID: 5

Motif name: C005
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 3

Number of overlap: 15

Similarity score: 0.0065429
Alignment:

TCTGTAGMCCAGGCTGGCCTYGW

—————— GACCAGRSYRGYCTC--

Reverse complement motif  Consensus sequence:

Original motif = Consensus sequence: TCTGTAGMCCAGGCTGGCCTYGW WCKAGGCCAGCCTGGYCTACAGA

2.0

" T AT GachT .,

WebiLog 34 WebiLog) 34

Dataset #: 1

Motif ID: 126

Motif name: C126

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

Page 640 of 681



Direction: Forward

Position number: 1
Number of overlap: 15
Similarity score: 0.019929
Alignment:
SVWGRCSMKSCTGGYS
GAGKCKKSKCTGGTC-
Original motif = Consensus sequence: SVWGRCSMKSCTGGYS :;\Z:ecrzzgi?gg;&%;?ouf Consensus sequence:
20 20
] gf%A%g(?éI 9CT-:AT5‘:‘ L= 9ggcc9chx$ I =
2 19 aiisa0a 2 19 ek a0
Dataset #: 1
Motif ID: 73
Motif name: C073
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 4
Number of overlap: 15
Similarity score: 0.033236
Alignment:
KAGYSYKGGCTKRSCWYK
GAGKCKKSKCTGGTC---
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- . ) Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: YMWGSMYAGCCRKSKCTR KAGYSYKGGCTKRSCWYK

2.0 2.0

| Cé#.SGQ%AACCAHQTQTﬁ ; Eé;‘g?ggTé Ierf:f , TTA
Dataset #: 1
Motif ID: 122
Motif name: C122
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 1
Number of overlap: 15
Similarity score: 0.0344934
Alignment:
MAGGVSWGSCWGGGCTK
GAGKCKKSKCTGGTC--

. . Reverse complement motif = Consensus sequence:

Original motif = Consensus sequence: YAGCCCWGSCWSBCCTR MAGGYSWGSCWGGGCTK

2.0

el alleslalien,

5 10

Watiloga 3.4 Watiloga 3.4

Page 642 of 681



Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
WSACSRSGCTGSYSTCSW
—GACCAGRSYRGYCTC--

1

124

C124

Original Motif
Original Motif
Forward

2

15
0.0354076

Original motif = Consensus sequence: WSACSRSGCTGSYSTCSW

Wetiloga 3.4

Reverse complement motif = Consensus sequence:
WSGASKSCAGCSMSGTSW

£10 C

Wetiloga 34

Dataset #: 1 Motif ID: 145

Motif name: C145

Original motif = Consensus sequence: WWCADCAMCHAMWW

Reverse complement motif  Consensus sequence:
WWRTHGYTGDTGWW
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2.0

LQAA?QA-%CgAg‘%I IEET —!‘CITTET_T‘?‘I

Welloge 3.4

bits

Welsloge 34

Best Matches for Motif ID 145 (Highest to Lowest)

Dataset #: 1

Motif ID: 133

Motif name: C133
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 4

Number of overlap: 14

Similarity score: 0.0243182
Alignment:

AWMAWHDACACHRWMAW

WWCADCAMCHAMWW-——-—

Reverse complement motif = Consensus sequence:
WTYWKHGTGTDHWTRWT

L%AAI-AecAQ _~Achs }XTTLE IT.BIIAA T&=

Watiloga 3.4

Original motif = Consensus sequence: AWMAWHDACACHRWMAW

Watiloga 3.4
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
WWAADAARVHAAWW
WWCADCAMCHAMWW

1

131

C131

Original Motif
Original Motif
Backward

1

14
0.0271953

Original motif = Consensus sequence: WWAADAARVHAAWW

2.0

ﬁ:IAé?AAAAJAAéé

Webiioga 3.4

Reverse complement motif

ﬁﬁngIrTTT

Consensus sequence: WWTTHBKTTDTTV

[Aa

Webiloga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

1

57

C057

Original Motif
Original Motif
Backward

2

14
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Similarity score: 0.0274615

Alignment:
WRMARYAAMARYAAMAWH
———-WWCADCAMCHAMWW -

Original motif = Consensus sequence: WRMARYAAMARYAAMAWH

2.0

Reverse complement motif = Consensus sequence:
HWTRTTMKTYTTMKTYKW

2.0

ﬂeEITIT¢£TTITﬁ£_

anf SNA=AAs u 4xx
2 ! E WetiLoga 3.4 10 8 Wetiloga 34
Dataset #: 1
Motif ID: 80
Motif name: C080
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: 0.0303459
Alignment:
WWAAVAAMMHAAWW
WWCADCAMCHAMWW

Original motif = Consensus sequence: WWAAVAAMMHAAWW

Reverse complement motif = Consensus sequence: WWTTHRYTTBTTV
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2.0 2.0

- -AréA:AéAg ] AA%‘% E%IITT—;TTII‘JIIZI

Welsloge 34 Welloge 3.4

Dataset #: 1

Motif ID: 10

Motif name: Co010
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: 0.0314437
Alignment:

WWWAAAAWWAAAAAAAAAAWW

——————— WWCADCAMCHAMWW

Reverse complement motif =~ Consensus sequence:
WWTTTTTTTTTTWWTTTTWWW

20

T TeaTIT, .

Wetiloga 34

Original motif = Consensus sequence: WWWAAAAWWAAAAAAAAAAWW

Dataset #: 1 Motif ID: 146 Motif name: C146
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Original motif = Consensus sequence: YRGCSAGGGSTAYR

2.0

bits

Cop

Best Matches for Motif ID 146 (Highest to Lowest)

] ?dA 3 AA(E:IéT‘iA

Welilogo 3.4

Dataset #: 1

Motif ID: 15

Motif name: Cco15
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: 0.0362427
Alignment:

DVAGCCWKGGCTACAVAGCK

-YRGCSAGGGSTAYR--—-—--

Original motif = Consensus sequence: DVAGCCWKGGCTACAVAGCK

A CCA . TACA cT
=== P AN N AT Vv L1TNC

WebLaga 34

Reverse complement motif  Consensus sequence: KMTASCCCTSGCK

2.0

E”EAIAQQQCIQQCIA

5 10

Webilogo 3.4

Reverse complement motif = Consensus sequence:
RGCTVTGTAGCCYWGGCTVD

20

ol M0

e & —_——

15

Weblaga 34
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
KAGYSYKGGCTKRSCWYK
—-———-YRGCSAGGGSTAYR

1

73

Co73

Original Motif
Reverse Complement
Backward

1

14

0.0492759

Original motif = Consensus sequence: YMWGSMYAGCCRKSKCTR

2.0

e

EmcéécqggA

Wetiloga 3.4

Reverse complement motif = Consensus sequence:
KAGYSYKGGCTKRSCWYK

2.0

a
£10
0.0

ZAYRecZ\CY

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

1

5

C0o05

Reverse Complement
Original Motif
Backward

3
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Number of overlap: 14
Similarity score: 0.0495866

Alignment:
TCTGTAGMCCAGGCTGGCCTYGW
——————— KMTASCCCTSGCKK--

Reverse complement motif =~ Consensus sequence:
WCKAGGCCAGCCTGGYCTACAGA

2 L, A1 S e HEATLLAA

Original motif = Consensus sequence: TCTGTAGMCCAGGCTGGCCTYGW

() (-

5 10 15
WebLog 3.4 Weblogo 3.4

Dataset #: 1
Motif ID: 78

Motif name: co78

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: 0.050766

Alignment:

YRGAYAGAGRGAYR

YRGCSAGGGSTAYR

Original motif = Consensus sequence: YRGAYAGAGRGAYR Reverse complement motif  Consensus sequence: KMTCKCTCTMTCK
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2.0 2.0

B TA Aca AT gm;ﬁlCEEICIQIQEQ

ZA
c - 0.0

0.0
5
Welsloge 34 Welloge 3.4

Dataset #: 1
Motif ID: 153
Motif name: C153
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: 0.0524832
Alignment:
YYAGRVTGGCBYTGR
-YRGCSAGGGSTAYR
- . Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: YYAGRVTGGCBYTGR MCAMBGCCA?/MCTKM g

2.0 2.0

=

0.0 T =
10 15
Webiloga 34 Wd.l_ngu a4

Dataset #: 1 Motif ID: 147 Motif name: C147
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Reverse complement motif ~ Consensus sequence:

Original motif = Consensus sequence: CYWGGKCTACMCAGRG CKCTGYGTAGYCCWKG

20

%:Q¥I“ QIASACA Al | CTA&EQ ;EQC$A$

Weblogad 4

Best Matches for Motif ID 147 (Highest to Lowest)

Dataset #: 1

Motif ID: 15

Motif name: Cco15

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

Position number: 1

Number of overlap: 16

Similarity score: 0.0115213

Alignment:

RGCTVTGTAGCCYWGGCTVD

CKCTGYGTAGYCCWKG—---

Reverse complement motif = Consensus sequence:
RGCTVTGTAGCCYWGGCTVD

20

" A0 TACA e “aab] TTAGeGr (T

Original motif = Consensus sequence: DVAGCCWKGGCTACAVAGCK

’--"'—_-:E - :

20
WebLaga 34 Wm,uguﬂd
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Dataset #: 1

Motif ID: 13

Motif name: Co013

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Backward

Position number: 11

Number of overlap: 16

Similarity score: 0.0192602

Alignment:

WVCTGGAACTCACTHTGTAGACCAGGM

—-CKCTGYGTAGYCCWKG—======———

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

20

ACCH s ol

il
Webilago 24

== ]

il balr T b M e

=4

Wetilogo 24

Dataset #: 1

Motif ID: 34

Motif name: C034

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

Page 653 of 681



Position number: 2

Number of overlap: 16
Similarity score: 0.044301
Alignment:

SCACTGSGGAGSMAGAGS

—-CKCTGYGTAGYCCWKG-

Original motif = Consensus sequence: SCACTGSGGAGSMAGAGS

2.0

Ale

15

0.0 === =—==

WebLaga 3.4

Reverse complement motif = Consensus sequence:
SCTCTRSCTCCSCAGTGS

MGQLCI¢9QQQCEA¢£AC

Webloga 34

Dataset #: 1
Motif ID: 19
Motif name: co19

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Backward
Position number: 5

Number of overlap: 16
Similarity score: 0.0529944
Alignment:

CTGCCTCCCAAGTGCTGGGMWR
-—-CKCTGYGTAGYCCWKG——---
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Original motif = Consensus sequence: MWYCCCAGCACTTGGGAGGCAG

il

Reverse complement motif

Consensus sequence:

CTGCCTCCCAAGTGCTGGGMWR

20

e Ol A

T A
15

Y¥CAY IVa:
Dataset #: 1
Motif ID: 12
Motif name: Co12
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1
Number of overlap: 16
Similarity score: 0.0557861

Alignment:
MKAGAGMKAGAGAGAGAKM
CYWGGKCTACMCAGRG—---

Original motif = Consensus sequence: MKAGAGMKAGAGAGAGAKM

20

o
21

0.

raGACarAGACa ACara

WabiLogod 4

Reverse complement motif
YRTCTCTCTCTRYCTCTRR

20

Consensus sequence:

E:IéIQIQICICIéICICIéI

WabiLogod 4
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Dataset #: 1 Motif ID: 148 Motif name: C148

Reverse complement motif = Consensus sequence:

Original motif = Consensus sequence: SCMSBGACACHGSCAS STGSCDGTGTCBSYGS

2.0

MQCég?EACAg?AQ AG crle. ¢l\lle eTVe

15 5 10 15
WabiLogad 4 WabiLogad 4

Best Matches for Motif ID 148 (Highest to Lowest)

Dataset #: 1

Motif ID: 20

Motif name: C020
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 2

Number of overlap: 16

Similarity score: 0.047924
Alignment:

BSCVCCSCCVCSCCCACS

-SCMSBGACACHGSCAS-

Reverse complement motif ~ Consensus sequence:

Original motif = Consensus sequence: BSCVCCSCCVCSCCCACS SGTGGGSGVGGSGGVGSB
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2.0

2.0

=T = O L Ce =—alas

WebLaga 3.4

Dataset #: 1
Motif ID: 125
Motif name: C125

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

Direction: Backward
Position number: 1

Number of overlap: 16
Similarity score: 0.0517915
Alignment:

SYSTWKCTSTMWSTRS

STGSCDGTGTCBSYGS

Original motif = Consensus sequence: SKASWYASAGRWASMS

PR

CTACAEAQA axlSes

Reverse Complement
Reverse Complement

Reverse complement motif =~ Consensus sequence:
SYSTWKCTSTMWSTRS

20

L = LS TC GAS ==

Dataset #: 1
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Motif ID: 4
Motif name: Cco04
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 5
Number of overlap: 16
Similarity score: 0.054196
Alignment:
SSSSSCSSSSSCCSSSSCCSCSSSSSS
--—--SCMSBGACACHGSCAS--—-—-—--
Original motif = Consensus sequence: Reverse complement motif = Consensus sequence:
SSSSSCSSSSSCCSSSSCCSCSSSSSS SSSSSSGSGGSSSSGGSSSSSGSSSSS

2 2

> CcfCcccCCCCCCCCCCCCQ::CCCCCCC ” CCFQCCQCEQCCCCC_;QCQQCCCCCGQC?

} " " 2 2 Welago 14 } " 9 2 2 Weslago 14

Dataset #: 1
Motif ID: 128
Motif name: C128
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 1
Number of overlap: 16
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Similarity score: 0.0545529

Alignment:
SKTCSMSGACASKSAGMS
SCMSBGACACHGSCAS--

Original motif = Consensus sequence: SYCTSRSTGTCSYSGARS

EIQECIQACT TVCIcaAc

AR T S e o
10 15

Wetiloga 3.4

Reverse complement motif
SKTCSMSGACASKSAGMS

2.0

Consensus sequence:

) QEIC;}AC Agécgc—Afcf‘E

Wetiloga 34

Dataset #: 1

Motif ID: 37

Motif name: C037
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 2

Number of overlap: 16

Similarity score: 0.056153
Alignment:

SVCCGBCMCCSYCMCCVR

-SCMSBGACACHGSCAS-

Original motif = Consensus sequence: SVCCGBCMCCSYCMCCVB

Reverse complement motif
BVGGYGKSGGYGBCGGVS

Consensus sequence:
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2.0 2.0

i C C C
: : -

5 10 15 10 15
WebLaga 3.4

Dataset #: 1 Motif ID: 149 Motif name: C149

Consensus sequence: TKAACTCAGRMR Reverse complement motif  Consensus sequence: KYKCTGAGTTYA

2.0

WetiLogo A4

Original motif

2.0

:Q-AAglCAé?eA |

WehiLogo 34

ts
bits

b

Best Matches for Motif ID 149 (Highest to Lowest)

Dataset #: 1

Motif ID: 7

Motif name: coo7
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: 0.00192863
Alignment:

SAGGCTGYCCTVGAACTCASAAY
TKAACTCAGRMR-———=———————
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Consensus sequence

Reverse complement motif
SAGGCTGYCCTVGAACTCASAAY

e ST (AT CAACTOA e

Consensus sequence: KTTSTGAGTTCVAGGMCAGCCTS

Original motif
- e T __-ﬁ___h
Dataset #: 1
Motif ID: 111
Motif name: C111
Matching format of first motif Original Motif
Matching format of second motif Reverse Complement
Direction: Backward
Position number: 2
Number of overlap 12
Similarity score: 0.0163139
Alignment:
YSGAWKTCAGMWATBA
-—--TKAACTCAGRMR-
. . Reverse complement motif = Consensus sequence
I tif : TBATWYCTGARWTCSM
Original moti Consensus sequence CTG Cs YSGAWKTCAGMWATBA
2.0
IQAALCIC VExaXx_a
5 10 15

0.0

bits

) A
X ATAECT Q 2l Eé
Page 661 of 681

0.0




Dataset #: 1

Motif ID: 13

Motif name: Co013

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 5

Number of overlap: 12

Similarity score: 0.0390326

Alignment:

YCCTGGTCTACADAGTGAGTTCCAGVW

——————————— KYKCTGAGTTYA----

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

20 20

ol Tk Tl HAATATTGE

B S =

=

25
Webiogo 34 Weriogo 34

Dataset #: 1

Motif ID: 11

Motif name: co11

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

Position number: 5
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Number of overlap:
Similarity score:

Alignment:
RRTCTCTCTCRRTCTCRR
—-———KYKCTGAGTTYA--

12
0.0416873

Original motif = Consensus sequence: KMGAGAKMGAGAGAGAKM

2.0

0.

" reehohreCACAAGhrs

Webilogo 3.4

Reverse complement motif =~ Consensus sequence:
RRTCTCTCTCRRTCTCRR

2.0

ot

Webilogo 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
MYCCCMGCACTCKGGARK

————— TKAACTCAGRMR-

1

99

C099

Original Motif
Original Motif
Forward

6

12
0.0437108
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Reverse complement motif ~ Consensus sequence:
RKTCCRGAGTGCYGGGKR

-ﬁn:u C-Crgggéegé ¥ g:':edi‘-uAT DOULETCQAA B TIQTAAAAT

e
10

Webilogo 3.4 Webilogo 3.4

Original motif = Consensus sequence: MYCCCMGCACTCKGGARK

Dataset #: 1 Motif ID: 150 Motif name: C150

Reverse complement motif = Consensus sequence:

Original motif = Consensus sequence: YYCMRSSACASYCARR KKTGKSTGTSSKRGMM

2.0

) sCCA“QcCAc$CAAA ELEET?CTT?CETTaA

w:u ogadd WabiLogad 4

Best Matches for Motif ID 150 (Highest to Lowest)

Dataset #: 1

Motif ID: 128

Motif name: C128

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

Position number: 2

Number of overlap: 16

Similarity score: 0.0371715
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Alignment:
SYCTSRSTGTCSYSGARS
-KKTGKSTGTSSKRGMM-

Original motif = Consensus sequence: SYCTSRSTGTCSYSGARS

20

" (TeacTlmierelass

e s

15

WetaLaga 3.4

Reverse complement motif
SKTCSMSGACASKSAGMS

20

Consensus sequence:

el

Weblaga 3.4

Dataset #: 1

Motif ID: 28

Motif name: co028
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1

Number of overlap: 16

Similarity score: 0.0497147
Alignment:

BVGASSCASAGVSABRV

YYCMRSSACASYCARR

Original motif = Consensus sequence: BVGASSCASAGVSABV

Reverse complement motif
VBTSVCTSTGSSTCVB

Consensus sequence:
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2.0 2.0

_ C
10 15

bits
&

e

5
Weblogad 4

Dataset #: 1

Motif ID: 37

Motif name: C037

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 1

Number of overlap: 16

Similarity score: 0.0545002

Alignment:

BVGGYGKSGGYGBCGGVS

-—-KKTGKSTGTSSKRGMM

. . Reverse complement motif = Consensus sequence:

1 SV BCM YCMCCVB

Original motif = Consensus sequence: SVCCGBCMCCSYCMCC BVGGYGKSGGYGBCGGYS

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:
MKKTKKGTGTGTGTGTGTKKKTA
——————— KKTGKSTGTSSKRGMM

2

C002

Reverse Complement
Reverse Complement
Forward

8

16

0.0550247

Original motif = Consensus sequence: TAYRYACACACACACACRYAYRY

2.0

" asaeAChACACACeachons

WesLaga 34

Reverse complement motif = Consensus sequence:
MKKTKKGTGTGTGTGTGTKKKTA

20

o, Ld
MEAI?EAIAIAPAQ?IAIA§A£9

10

WesLaga 34

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

1

42

co42

Reverse Complement
Reverse Complement
Backward

3

16
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Similarity score: 0.0597653

Alignment:

WGAGTRMGTTCKRGGACW
KKTGKSTGTSSKRGMM--

Original motif = Consensus sequence: WGTCCKRGAACYMACTCW

gﬂerC§TAAACEEAgIQ¢

Wetiloga 3.4

Reverse complement motif = Consensus sequence:

WGAGTRMGTTCKRGGACW

2.0

rchuzeal] [VzaGlacs

Wetiloga 34

Dataset #: 1 Motif ID: 151 Motif name: C151

Original motif = Consensus sequence: SWGGCWGKCCWGGVWS

2.0

£
£1.0

_Q%C

15
Weblogad 4

A
5 10

Best Matches for Motif ID 151 (Highest to Lowest)

Dataset #: 1
Motif ID: 7

Motif name: co07
Matching format of first motif: Original Motif

Reverse complement motif = Consensus sequence:

SWBCCWGGYCWGCCWS

2.0

WA AX Ag_- Q}L__ (3

wsoga

bits
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Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
SAGGCTGYCCTVGAACTCASAAY
——————— SWGGCWGKCCWGGVWS

Original motif

L TTTCA

20

0.0

Reverse Complement
Forward

8

16

0.0326309

Consensus sequence: KTTSTGAGTTCVAGGMCAGCCTS

H o

Weslaga 3.4

Reverse complement motif

Consensus sequence:

SAGGCTGYCCTVGAACTCASAAY

ACT

‘;\ = e

[ CAAVTOH s

0

WesLaga 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:

1

128

C128

Original Motif
Original Motif
Backward

1

16
0.0452604

Page 669 of 681



SYCTSRSTGTCSYSGARS
- —-SWGGCWGKCCWGGVWS

Original motif = Consensus sequence: SYCTSRSTGTCSYSGARS

20

EIQECIQASITI CZ

CcéAc

e s

15
WetaLaga 3.4

Reverse complement motif ~ Consensus sequence:
SKTCSMSGACASKSAGMS

20

el

Weblaga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
MRMCMYGSCYRGCCYK
SWBCCWGGYCWGCCWS

1

96

C096

Reverse Complement
Original Motif
Forward

1

16

0.0486407

Original motif = Consensus sequence: MRMCMYGSCYRGCCYK

Reverse complement motif ~ Consensus sequence:
RKGGCMMGSCKRGRKY

Page 670 of 681



2.0

1

bits

a

! CA‘&Q%%ICQ;AIEQ%I

Weblogad 4

bits

Webloagad 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:
CDGGGBTTVMAGGVBHG
- SWGGCWGKCCWGGVWS

1

107

c107

Original Motif
Reverse Complement
Forward

2

16

0.0508318

Original motif = Consensus sequence: CHBBCCTYBAABCCCDG

20

¢ (f et

Reverse complement motif
CDGGGBTTVMAGGVBHG

Consensus sequence:

Dataset #:
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92

Motif ID:

Motif name: C092
Matching format of first motif Original Motif
Matching format of second motif Original Motif

Direction: Forward
3
16
0.0536453

Position number:
Number of overlap
Similarity score:

Alignment:
RYCAGRSTGGCSYCGARY

—-—SWGGCWGKCCWGGVWS
Consensus sequence: RYCAGRSTGGCSYCGARY

Original motif

ECA%L. ilezbonns

Motif name: C152

Consensus sequence

Reverse complement motif
KKTCGMSGCCASKCTGMM

TLQAﬁCEg_QEQI_AQ

2.0

i
10

0.0

Consensus sequence

Reverse complement motif

Motif ID: 152

Dataset #: 1
Consensus sequence: KWRRKWRARAWMRAWM

Original motif

é

P

ucn_.

YWTKYWTKTKWYKKWR

TTTA
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Best Matches for Motif ID 152 (Highest to Lowest)

Dataset #: 1

Motif ID: 79

Motif name: C079
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1

Number of overlap: 16

Similarity score: 0.0113671
Alignment:

ADAAAKWAAAAWAKARW

—KWRRKWRARAWMRAWM

. . Reverse complement motif = Consensus sequence:
Original motif ~ Consensus sequence: ADAAAKWAAAAWAKARW P a

WKTRTWTTTTWRTTTDT
20 20
o AA L AAA AA razAds T éIAlIc;c axll x
15

Dataset #: 1
Motif ID: 43
Motif name: co43
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
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Direction: Forward

Position number: 1
Number of overlap: 16
Similarity score: 0.0143924
Alignment:
WATTMTTTTTTWTTWW
YWTKYWTKTKWYKKWR
. . Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: WWAAWAAAAAARAATW WATTM WTTWW
20 20
L%AA?%;&AAAA&AAAI% L= l*:-; ITIIIIIII
% 19 hihsa0na 2 19 ek sa0sa
Dataset #: 1
Motif ID: 16
Motif name: co1e6
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 2
Number of overlap: 16
Similarity score: 0.0283786
Alignment:
WWTTYTWTYTTWDTTTWTTWH
“YWTKYWTKTKWYKKWR——--
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- . ) Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: HWAAWAAAHWAAMAWAMAAWW WW W WD WTTWH

20 20

L AAAc%AA A%AAAAz E:AEIIILITTITI*IIIIII%?

T

bits

-
20 5
WL Wetiloga 34

Dataset #: 1

Motif ID: 1

Motif name: Coo1
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 6

Number of overlap: 16

Similarity score: 0.0293372
Alignment:

WWWAAAAAWWAAAAAWAAAAAWWAAAAHWW

————— KWRRKWRARAWMRAWM—-=—==—————

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

20

AAAAAQQAA Ao B@e¢ AAA¢%£ TTTTIIII (Tl TTTxIIIAAAI%%

EIT G.=.=.= =l

20

Webtogo 34 Weblogo 34
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Dataset #: 1
Motif ID: 30
Motif name: C030
Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Backward
Position number: 3

Number of overlap: 16
Similarity score: 0.0302673
Alignment:

YTWTTTTTTTTYTTTTTMW

“YWTKYWTKTKWYKKWR--

Original motif = Consensus sequence: WYAAAAAMAAAAAAAAWAM

20

Reverse complement motif = Consensus sequence:
YTWTTTTTITTTYTTTTTMW

20

- TT_IgII.rIQII.-I;?Jix

00-==

WabiLogod 4

Dataset #: 1 Motif ID: 153

Original motif = Consensus sequence: YYAGRVTGGCBYTGR

Motif name: C153

Reverse complement motif  Consensus sequence:
MCAMBGCCAVMCTKM
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2.0

bits

2.0
15
Best Matches for Motif ID 153 (Highest to Lowest)
Dataset #: 1
Motif ID: 92
Motif name: C092
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 2
Number of overlap 15
Similarity score 0.00136965
Alignment
RYCAGRSTGGCSYCGARY
-YYAGRVTGGCBYTGR--
) Reverse complement motif = Consensus sequence
Consensus sequence: RYCAGRSTGGCSYCGARY KKTCGMSGCCASKCTGMM
2.0
CEQT AQ

T AC
C:I;-(_:A_ (E::-%Eg yi A=

Original motif

sCAAAgA_?CQEQ%AﬁQ
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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:
SYCTSRSTGTCSYSGARS
—-YYAGRVTGGCBYTGR--

1

128

C128

Original Motif
Original Motif
Forward

2

15
0.0263267

Original motif = Consensus sequence: SYCTSRSTGTCSYSGARS

CT AcTUT

__.-—.._.a.l‘L

_—-—-:._-_

Wetiloga 3.4

Reverse complement motif = Consensus sequence:
SKTCSMSGACASKSAGMS

2.0

GCAQ

Agécg9écfe

Wetiloga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

1

150

C150
Original Motif

Reverse Complement

Forward
2
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Number of overlap:
Similarity score:

Alignment:
KKTGKSTGTSSKRGMM
-YYAGRVTGGCBYTGR

15
0.0287525

Original motif = Consensus sequence: YYCMRSSACASYCARR

20

) ECCAAQC AC?CAff

Reverse complement motif =~ Consensus sequence:
KKTGKSTGTSSKRGMM

" QQT ACT T cTTTAA_.

w:ugaq

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
TCTGTAGMCCAGGCTGGCCTYGW
———————— YYAGRVTGGCBYTGR

1

5

C0o05

Original Motif
Original Motif
Backward

1

15

0.029925

Page 679 of 681



Original motif = Consensus sequence: TCTGTAGMCCAGGCTGGCCTYGW

20

E:lgIﬁIméch“=lﬁqgc;¢eé

WesLogo 34

Reverse complement motif ~ Consensus sequence:

WCKAGGCCAGCCTGGYCTACAGA

20

w2

AQA¢A

%m
2o MGCCAW UL
5

10 15

WesLago 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:
STGSCDGTGTCBSYGS
YYAGRVTGGCBYTGR-

1

148

C148

Original Motif
Reverse Complement
Backward

2

15

0.0327492

Original motif = Consensus sequence: SCMSBGACACHGSCAS

i QCéG?éACAQ?EQ

Reverse complement motif = Consensus sequence:

STGSCDGTGTCBSYGS

2.0

i
=

CTVS ITT¢EST“°

1.0
0.0 e, = T-.-_-_
5

15
WabiLogad 4
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Results created by MOTIFSIM on 11-19-2016 22:04:18
Runtime: 1193.59 seconds

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