MOTIFSIM - MOTIF SIMilarity Detection Tool

Version 2.2

INPUT

Input Parameters

Number of files: 2
Number of top significant motifs: 10
Number of best matches: 10
Similarity cutoff >= 0.75

Matching motif database:

UniProbe Mus Musculus

Motif tree: Yes
Combined similar motifs: Yes
Output file type: All
Output file format: All

Input files and motif counts

File name Count of motifs Dataset number
W-ChIPMotifs_ DM230.txt 11 1
RSAT_peak-motifs_DM230.txt 10 2

RESULTS

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

Dataset #: 1

Motif ID: 1

Motif name: TFW1
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Reverse complement motif = Consensus sequence: CGCGAC
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Original motif = Consensus sequence: GTCGCG
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Best Matches for Top Significant Motif ID 1 (Highest to Lowest)

Dataset #: 2

Motif ID: 18

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

Number of overlap: 6

Similarity score: 0.0375102
Alignment:

SGGTCACGTGACCS

--GTCGCG————-—-

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

2.0

_gToA0a cace.

Weblogo 3.4

2.0

- gTOACa cace.

Webslogo 3.4

bits
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
HVGCCCCGCCCCBB
--GTCGCG—————-—

2

12
¢csGCCCCGCCCCsc
Original Motif
Original Motif
Backward

7

6

0.0539

Original motif = Consensus sequence: HVGCCCCGCCCCBB

- 00000:006c

Webiioga 3.4

Reverse complement motif = Consensus sequence: BBGGGGCGGGGC
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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:

2

14
cccGCCCCGCCCCsb
Reverse Complement
Original Motif
Backward

3

6
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Similarity score: 0.0558733

Alignment:
BCCGCCCCGCCCCRBB
——————— CGCGAC--

Original motif = Consensus sequence: BCCGCCCCGCCCCBB

2.0

LooUOMNLE..

WetiLoga 34

Reverse complement motif = Consensus sequence:
BBGGGGCGGGGCGGB

2.0

51.0

a0 —_—— = W e

Dataset #: 2

Motif ID: 16

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

Number of overlap: 6

Similarity score: 0.0980422
Alignment:

GBTGCAGGTGRB

GTCGCG—————

Original motif = Consensus sequence: BCACCTGCABC

Reverse complement motif = Consensus sequence: GBTGCAGGTGB
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Dataset #: 2

Motif ID: 20

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

Number of overlap: 4

Similarity score: 1.09467
Alignment:

HCAGAATGTHD—-

——————— GTCGCG

Original motif = Consensus sequence: DHACATTCTGH

240

1.0

bits

0.0

Reverse complement motif

2.0

Consensus sequence: HCAGAATGTHD

WekiLoga 34

Dataset #: 1 Motif ID: 3 Motif name: TFW3
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Original motif = Consensus sequence: CGGCYBCGCG Reverse complement motif  Consensus sequence: CGCGBMGCCG

2.0 2.0
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Best Matches for Top Significant Motif ID 3 (Highest to Lowest)

Dataset #: 2

Motif ID: 12

Motif name: ¢csGCCCCGCCCCsc

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward

Position number: 5

Number of overlap: 10

Similarity score: 0.0718771

Alignment:

HVGCCCCGCCCCBB

CGGCYBCGCG—---

Original motif = Consensus sequence: HVYGCCCCGCCCCBB Reverse complement motif = Consensus sequence: BBGGGGCGGGGC
20 20
_Ge0CC:CCee 1 _GAGGUNUG0C

Webslogo 3.4 Weblogo 3.4
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Dataset #: 2

Motif ID: 14

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

Number of overlap: 10

Similarity score: 0.0719604
Alignment:

BCCGCCCCGCCCCBB

-CGGCYBCGCG-—---

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

BBGGGGCGGGGCGGB
20 20
ool Q CA Cccgﬂ_ oo = S V¥ W ¥ _,__x.,:g-;-,?
2 10 Witeot ik 2 10 Witea ia

Dataset #: 2
Motif ID: 18
Motif name: SsSGTCACGTGACSs
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 5
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10

Number of overlap:
Similarity score: 0.0895189
Alignment:
SGGTCACGTGACCS
--—--CGCGBMGCCG
Original motif = Consensus sequence: SGGTCACGTGACCS Reverse complement motif  Consensus sequence: SGGTCACGTGACC
0.0 ?CEICAC-:T?_-A:C ‘_._,:_._ a0 ?CEICA -— ?A._C ‘_._,3_._
Dataset #: 2
Motif ID: 16
Motif name: kcACCTGCAgc
Matching format of first motif: Reverse Complement
Matching format of second motif Original Motif
Direction: Forward
Position number: 4
Number of overlap: 8
Similarity score: 1.10343
Consensus sequence: GBTGCAGGTGB

Alignment:
BCACCTGCABC--
Reverse complement motif

---CGCGBMGCCG
Consensus sequence: BCACCTGCABC
Page 8 of 294
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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:
—-—-DCAGCCAATVR
CGCGBMGCCG——---

15

kCAGCCAATmMr
Reverse Complement
Original Motif
Backward

5

7

1.57732

Original motif = Consensus sequence: DCAGCCAATVR

240

Reverse complement motif

2.0

Consensus sequence: MBATTGGCTGH

WekiLoga 34

Dataset #: 2 Motif ID: 17

Motif name: wwAAATAATAtw
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Original motif = Consensus sequence: HDAAATAATADD Reverse complement motif = Consensus sequence: DDTATTATTTDH

2.0

E”_EAAQIAALT;? E:&RTAIIAIlgxﬁ

0.0

Wekiloga A4 Wekiloga A4

Best Matches for Top Significant Motif ID 17 (Highest to Lowest)

Dataset #: 1
Motif ID: 7
Motif name: TFM1
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 7
Number of overlap: 12
Similarity score: 0.0565705
Alignment:
ABAAAAAAWHAAAAARAW
—————— HDAAATAATADD
i . Reverse complement motif  Consensus sequence:
Original motif = Consensus sequence: WTKTTTTTHWTTTTTTBT ABAAAAAAWEIAAAAARAW a
20 20
leIITII LT 1 n ohh e aaih Ao
3 10 15 5 T 15

WebLaga 3.4 Webloga 34
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Dataset #: 1

Motif ID: 11

Motif name: TFM11

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position number: 3

Number of overlap: 12

Similarity score: 0.0575935

Alignment:

HDWVAAAHAAAAAMAAAMWWWHBWA

--HDAAATAATADD-—————————-

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

240 20

&
-_E‘I.CI

= éé MGL ¢£3III TlgllIAI A

25
WabLagod 4 WabLagod 4

= == B

Dataset #: 1

Motif ID: 10

Motif name: TFM13

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

Position number: 1
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Number of overlap:
Similarity score:

Alignment:
ATKAAWTTTTRMAABAHHTW
———————— DDTATTATTTDH

12
0.0712963

Original motif ~ Consensus sequence: ATKAAWTTTTRMAABAHHTW

20

T

=4

s ABAT [ Tall

10

A JA

15
Weblaga 3.4

Reverse complement motif
WAHHTVTTYKAAAAWTTRAT

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:
TWAAWTTVTGAAAAAHWW
—————— HDAAATAATADD

1

8

TFM3

Original Motif
Reverse Complement
Backward

1

12

0.0733516
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Original motif = Consensus sequence: WWHTTTTTCABAAWTTWA

2.0+

gﬂT%ATETILQé¢AA¢%IIA

Webilogo 3.4

Reverse complement motif
TWAAWTTVTGAAAAAHWW

“Taba, JT T

g ‘:=A-r=— A

Consensus sequence:

Tiasahd 48

.-:-.._

10

15
Webilogo 3.4

Dataset #: 1

Motif ID: 9

Motif name: TFM12

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

Position number: 16

Number of overlap: 5

Similarity score: 3.59569

Alignment:

——————— KKKAGGDGGAKKMGBBGKMG
DDTATTATTTDH---=-=-——===—————

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

20

=10

Eggsigggflgg%EQIQQQ

WebsLaga 3.4

0.0

Reverse complement motif
KKKAGGDGGAKKMGBBGKMG

Consensus sequence:
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Dataset #: 2 Motif ID: 13 Motif name: tkAAATAATAtw

Original motif = Consensus sequence: HDAAATAATAHW Reverse complement motif = Consensus sequence: WHTATTATTTDH
2.0 2.0
o ééAIé_A e - ‘?eTAIIAI - S
5 10 5 10

WatiLoga 3.4 Wetiiogo 34

Best Matches for Top Significant Motif ID 13 (Highest to Lowest)

Dataset #: 1

Motif ID: 11

Motif name: TFM11

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 12

Number of overlap: 12

Similarity score: 0.0590505

Alignment:

TWVHWWWYTTTYTTTTTHTTTVWBH

——————————— WHTATTATTTDH--

Original motif = Consensus sequence: Reverse complement motif = Consensus sequence:
HDWVAAAHAAAAAMAAAMWWWHBWA TWVHWWWYTTTYTTTTTHTTTVWBH
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240

20

Dataset #: 1

Motif ID: 7

Motif name: TFM1

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

Position number: 1

Number of overlap: 12

Similarity score: 0.0637702
Alignment:

WTKTTTTTHWTTTTTTBT

WHTATTATTTDH-———--—

Original motif = Consensus sequence: WTKTTTTTHWTTTTTTBT

=N é

Ix 1

Webilogo 3.4

Reverse complement motif
ABAAAAAAWHAAAAARAW

2.0

Consensus sequence:

| ﬂééAgAAé

&

uééAATééé

15
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:
WAHHTVTTYKAAAAWTTRAT

HDAAATAATAHW-———————

10

TFM13

Original Motif
Reverse Complement
Forward

1

12

0.0704475

Original motif = Consensus sequence: ATKAAWTTTTRMAABAHHTW

20

Reverse complement motif = Consensus sequence:
WAHHTVTTYKAAAAWTTRAT

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

TFM3

Original Motif
Reverse Complement
Backward

1

12
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Similarity score: 0.0763819

Alignment:
TWAAWTTVTGAAAAAHWW
—————— HDAAATAATAHW

Original motif = Consensus sequence: WWHTTTTTCABAAWTTWA

2.0

gﬁTATTTﬂQA‘AA@ITTA

Reverse complement motif

Consensus sequence:

TWAAWTTVTGAAAAAHWW
AAA TT T A A
o l== GA —AATTC

10

Wetiloga 34

Dataset #: 1

Motif ID: 9

Motif name: TFM12

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

Position number: 16

Number of overlap: 5

Similarity score: 3.59273

Alignment:

——————— KKKAGGDGGAKKMGBBGKMG
WHTATTATTTDH-——————————————

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

Reverse complement motif
KKKAGGDGGAKKMGBBGKMG

Consensus sequence:

Page 17 of 294
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0.0

Dataset #: 1 Motif ID: 2 Motif name: TFW2

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

=20 =20
e ‘
o C c C _ K CC C C -
-r__— e — —— —-—
a.0 | ——— = = — a.0 e —— ‘_TE_____ — ——

WetLago 3

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

Dataset #: 2

Motif ID: 12

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

Position number: 6

Number of overlap: 8

Similarity score: 0.0456233
Alignment:

BBGGGGCGGGGCVD

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

2.0

0.0 ==
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Welilogo 3.4

Dataset #: 2

Motif ID: 14

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

Position number: 7

Number of overlap: 8

Similarity score: 0.045686
Alignment:

BCCGCCCCGCCCCBB

—————— CCGCGCGS-

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

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

WetiLoga 34 WetiLoga 34
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Dataset #: 2
Motif ID: 18

Motif name: sSGTCACGTGACSs

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward

Position number: 4

Number of overlap: 8

Similarity score: 0.0988223

Alignment:

SGGTCACGTGACCS

---SCGCGCGG---

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

2.0

2.0

-_— cq-- -

056V T- TR v ] 13

5 10
Webiioga 3.4 Webiloga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

2

16

kcACCTGCAgc
Original Motif
Reverse Complement
Backward

8

4
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Similarity score: 2.08456
Alignment:

-—-—-GBTGCAGGTGB

SCGCGCGG———————

Original motif = Consensus sequence: BCACCTGCABC

2.0

0.0

Reverse complement motif

Consensus sequence: GBTGCAGGTGB

2.0
o
=19

0o === 3

Dataset #: 2

Motif ID: 15

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

Position number: 8

Number of overlap: 4

Similarity score: 2.0901

Alignment:

MBATTGGCTGH-—---

——————— CCGCGCGS

Original motif = Consensus sequence: DCAGCCAATVR

Reverse complement motif

Consensus sequence: MBATTGGCTGH
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Dataset #: 2 Motif ID: 21 Motif name: wbgTAAATAwWwW
Original motif = Consensus sequence: DBGTAAATAHD Reverse complement motif = Consensus sequence: DHTATTTACBD

2.0 2.0

ST TAnTA

0.0 0.0

bits

WWehiiogo 34 Wabiiaga 34

Best Matches for Top Significant Motif ID 21 (Highest to Lowest)

Dataset #: 1

Motif ID: 11

Motif name: TFM11

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

Position number: 15

Number of overlap: 11

Similarity score: 0.0192768

Alignment:

TWVHWWWYTTTYTTTTTHTTTVWBH

—————————————— DHTATTTACBD

Page 22 of 294



Original motif = Consensus sequence:
HDWVAAAHAAAAAMAAAMWWWHBWA

20

Aé ‘ Aééﬁ Ao éé

o RA Aaa,

5 20
WebLagod 4

Reverse complement motif ~ Consensus sequence:
TWVHWWWYTTTYTTTTTHTTTVWBH

20

@
218

LY\ 4££III 1I;llIAI X

Dataset #: 1

Motif ID: 7

Motif name: TFM1
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1

Number of overlap: 11

Similarity score: 0.0283217
Alignment:

WIKTTTTTHWTTTTTTBT

DHTATTTACBD-—-—-—-—-—-—

Original motif = Consensus sequence: WTKTTTTTHWTTTTTTBT

iiﬁuﬂﬂ LT 1

s S g ——

Webilogo 3.4

Reverse complement motif = Consensus sequence:

ABAAAAAAWHAAAAARAW
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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:
WWHTTTTTCABAAWTTWA
—————— DHTATTTACBD-

Original motif = Consensus sequence: WWHTTTTTCABAAWTTWA

2.0

v Trr,108 A

1

8

TFM3

Reverse Complement
Original Motif
Backward

2

11

0.0308097

Reverse complement motif
TWAAWTTVTGAAAAAHWW

2.0

Consensus sequence:

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

10

TFM13
Original Motif
Original Motif
Forward

8
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Number of overlap:
Similarity score:

Alignment:
ATKAAWTTTTRMAABAHHTW
——————— DBGTAAATAHD--

11
0.0333874

Original motif ~ Consensus sequence: ATKAAWTTTTRMAABAHHTW

20

T

=4

s ABAT [ Tall

10

A JA

15
Weblaga 3.4

Reverse complement motif

WAHHTVTTYKAAAAWTTRAT

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:
—-———-KKKAGGDGGAKKMGBBGKMG

DHTATTTACBD-—-——-=-——-——~—

1

9

TFM12

Reverse Complement
Reverse Complement
Backward

14

7

2.0544
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Original motif

20

Consensus sequence: CYYCBBCYYYTCCHCCTYYY

0.0

Reverse complement motif ~ Consensus sequence:

KKKAGGDGGAKKMGBBGKMG

20

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:

—————— CHCCBCCKMCTCCKCM
DHTATTTACBD--—-—=-==———-—

Original motif

TFM2

Reverse Complement
Reverse Complement
Backward

12

5

3.05714

Consensus sequence: RGRGGAGRRGGHGGDG

Reverse complement motif = Consensus sequence:

CHCCBCCKMCTCCKCM

0.0 CWlgcIClrce

10

0.0 -
WabiLogad 4
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Dataset #: 1

Motif ID: 4
Motif name: TFF1
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 9
Number of overlap: 4
Similarity score: 3.54896
Alignment:
——————— GCVGCGGCBCCG
DHTATTTACBD-—-————-——
Original motif = Consensus sequence: CGGVGCCGCVGC Reverse complement motif = Consensus sequence: GCVGCGGCBCCG
2.0 2.0
oo = & E&HQQ:}Q,K!}G o Igﬂ?ggge—gzcc .
V E 10 Weabiloga 3.4 V = 10 Wabilogo 34
Dataset #: 2 Motif ID: 19 Motif nhame: wsTACWGTAsw
Original motif = Consensus sequence: HVTACWGTABD Reverse complement motif = Consensus sequence: DBTACWGTAVH

240 2.0

Watiiaga 34 Webilaga 34
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Best Matches for Top Significant Motif ID 19 (Highest to Lowest)

Dataset #: 1

Motif ID: 8

Motif name: TFM3
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 5

Number of overlap: 11

Similarity score: 0.0413797
Alignment:

WWHTTTTTCABAAWTTWA

-—--DBTACWGTAVH----

Reverse complement motif  Consensus sequence:
TWAAWTTVTGAAAAAHWW

2.0 2.0

T8 TTraCh A oTh “Taa, 1T Toasath 24

Original motif = Consensus sequence: WWHTTTTTCABAAWTTWA

=3

10 15
Wetiloga 3.4 Wetiloga 34

P —

Dataset #: 1

Motif ID: 10

Motif name: TFM13

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

Position number:
Number of overlap:
Similarity score:

Alignment:
WAHHTVTTYKAAAAWTTRAT
——————— HVTACWGTABD--

Original motif

20

Backward
3

11
0.0445707

Consensus sequence: ATKAAWTTTTRMAABAHHTW

AoJA

=

WetsLaga 3.4

Reverse complement motif
WAHHTVTTYKAAAAWTTRAT

TﬁA:ILTTT?% ileAr

Consensus sequence:

15
Webslaga 3.4

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
HDWVAAAHAAAAAMAAAMWWWHBWA

—--DBTACWGTAVH-—-—-——-——-—

11

TFM11

Reverse Complement
Original Motif
Forward

4

11

0.0472742
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Original motif = Consensus sequence:
HDWVAAAHAAAAAMAAAMWWWHBWA

20

Aé ‘ Aééﬁ Ao éé

o RA Aaa,

5 20
WebLagod 4

Reverse complement motif ~ Consensus sequence:
TWVHWWWYTTTYTTTTTHTTTVWBH

20

@
218

LY\ 4££III 1I;llIAI X

Dataset #: 1

Motif ID: 7

Motif name: TFM1
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 10

Number of overlap: 9

Similarity score: 1.04742
Alignment:

WIKTTTTTHWTTTTTTBT -

————————— DBTACWGTAVH

Original motif = Consensus sequence: WTKTTTTTHWTTTTTTBT

iiﬁuﬂﬂ LT 1

s S g ——

Webilogo 3.4

Reverse complement motif = Consensus sequence:

ABAAAAAAWHAAAAARAW
TﬁééAgéAé ééAAAé A
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Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:

————— CYYCBBCYYYTCCHCCTYYY
DBTACWGTAVH-————-—-—=————

1

9

TFM12

Reverse Complement
Original Motif
Backward

15

6

2.54736

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

20

o
:E‘I.CI

0.0

IGc $g§$9lgg?9

G

WebsLaga 3.4

Reverse complement motif
KKKAGGDGGAKKMGBBGKMG

20

A
AééAE,}AA'ééA cAS =85

= =

Consensus sequence:

A

5

10

15
Webslaga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

1

5

TFF11

Reverse Complement
Original Motif
Forward

10
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Number of overlap:
Similarity score:

Alignment:
GGMGGRGGCGGVGC——————
————————— DBTACWGTAVH

Original motif

2.0

5
3.04599

Consensus sequence: GGMGGRGGCGGVGC

Reverse complement motif

ts

b

Consensus sequence: GCVCCGCCMCCYC

ZQC¢CC?069991§Q

e E‘-“ég?ﬁ——_ﬁcn =T 9
Dataset #: 1
Motif ID: 6
Motif name: TFM2
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 12
Number of overlap: 5
Similarity score: 3.04861

Alignment:
RGRGGAGRRGGHGGDG————-——
——————————— DBTACWGTAVH

Original motif

Consensus sequence: RGRGGAGRRGGHGGDG

Reverse complement motif
CHCCBCCKMCTCCKCM

Consensus sequence:
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Dataset #: 2 Motif ID: 16 Motif name: kcACCTGCAgc

Original motif = Consensus sequence: BCACCTGCABC

2.0

5 10
Webiioga 34

Reverse complement motif = Consensus sequence: GBTGCAGGTGB

bits

Best Matches for Top Significant Motif ID 16 (Highest to Lowest)

Dataset #: 1

Motif ID: 5

Motif name: TFF11
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 4

Number of overlap: 11

Similarity score: 0.0312321
Alignment:

GGMGGRGGCGGVGC

GBTGCAGGTGB---
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Original motif = Consensus sequence: GGMGGRGGCGGVGC Reverse complement motif  Consensus sequence: GCVCCGCCMCCY(

C 24 zchcc?CC9991gg

2.0

ts

i E’;‘ég-—:—-‘:‘é—_:cﬂ - e T =
Dataset #: 1
Motif ID: 9
Motif name: TFM12
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 6
Number of overlap: 11
Similarity score: 0.0444938
Alignment:
KKKAGGDGGAKKMGBBGKMG

~---GBTGCAGGTGB-----

Reverse complement motif = Consensus sequence:
KKKAGGDGGAKKMGBBGKMG

20

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

20

o
:E‘I.CI

0.0
5 10 15 20

Webslaga 3.4

Gl
EggigéTQI C cC..ec 882,96 WagiaVe ogal

WebsLaga 3.4
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
—RGRGGAGRRGGHGGDG
GBTGCAGGTGB-—-—-—---

1

6

TFM2

Reverse Complement
Original Motif
Backward

7

10

0.538471

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

Reverse complement motif

CHCCBCCKMCTCCKCM
2.0
0.0 C.:;-‘:gT

Consensus sequence:

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

TFF1

Original Motif
Reverse Complement
Forward

5
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Number of overlap: 8
Similarity score: 1.54364
Alignment:
GCVGCGGCBCCG---
-—-—-BCACCTGCABC
Original motif = Consensus sequence: CGGVGCCGCVGC Reverse complement motif = Consensus sequence: GCVGCGGCBCCG
- = E&TQA —-.—:.':—Q-_-j“;:-‘:k P N EQI—TQTGC ==
Dataset #: 1
Motif ID: 3
Motif name: TFW3
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 3
Number of overlap: 8
Similarity score: 1.5466
Reverse complement motif = Consensus sequence: CGCGBMGCCG
Page 36 of 294

Alignment:
-—--CGGCYBCGCG

GBTGCAGGTGB--
Consensus sequence: CGGCYBCGCG

Original motif



(cCs =cGel_.\C

5 10
Wbl oga 3 4 Wbl aga 3 4

Dataset #: 1

Motif ID: 1

Motif name: TFW1

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Backward

Position number: 1

Number of overlap: 6

Similarity score: 2.54121

Alignment:

————— GTCGCG

GBTGCAGGTGB

Original motif = Consensus sequence: GTCGCG Reverse complement motif = Consensus sequence: CGCGAC
0.0 e — -_— T —— 0.0 C—-——-— C‘:—“— ‘—;"‘

Dataset #:

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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
CCGCGCGS—==———--
—-—-—-BCACCTGCABC

TFW2

Original Motif
Reverse Complement
Forward

5

4

3.53211

Original motif = Consensus sequence: SCGCGCGG

= 0
i
il C
- - - — - . - —
5

WelLaogo 3

Reverse complement motif

“CcGCGla.

s

b

Consensus sequence: CCGCGCGS

WelLago 3

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

1

11

TFM11

Reverse Complement
Reverse Complement
Backward

22

4

3.53789
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Alignment:
——————— TWVHWWWYTTTYTTTTTHTTTVWBH

GBTGCAGGTGB—=—==——===————=————————
Original motif = Consensus sequence: Reverse complement motif = Consensus sequence:
HDWVAAAHAAAAAMAAAMWWWHBWA TWVHWWWYTTTYTTTTTHTTTVWBH

20

L2 0GR BAR.A.NNRAasT,, 4A
Dataset #: 1 Motif ID: 4 Motif nhame: TFF1
Original motif = Consensus sequence: CGGVGCCGCVGC Reverse complement motif = Consensus sequence: GCVGCGGCBCCG
- <= v E&?gghg_ﬂﬁ_"}g IQ-_: EGI‘?-QICC e
Best Matches for Top Significant Motif ID 4 (Highest to Lowest)
Dataset #: 2
Motif ID: 12
Motif name: ¢sGCCCCGCCCCsc
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: 0.0542674
Alignment:

HVGCCCCGCCCCBB

CGGVGCCGCVGC--

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

2.0

Weblogo 3.4

bits
5

Webslogo 3.4

Dataset #: 2

Motif ID: 14

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

Position number: 4

Number of overlap: 12

Similarity score: 0.0548371
Alignment:

BCCGCCCCGCCCCBB

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

BBGGGGCGGGGCGGB

0.0 :QQTCQ C_F-_ GC = = 0.0 —_—— E = A ?-:::A?GI%':TQ
Dataset #: 2
Motif ID: 18
Motif name: sSGTCACGTGACSs
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1
Number of overlap: 12
Similarity score: 0.0777862
Alignment:
SGGTCACGTGACCS
--GCVGCGGCBCCG
Original motif = Consensus sequence: SGGTCACGTGACCS Reverse complement motif  Consensus sequence: SGGTCACGTGACC

2.0 2.0

ﬁ:?chCAcﬁT?QCC? EI?CGICAcc JACC.

10
Webiloga 3.4 WabiLlogo .4
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
-—-—--GBTGCAGGTGB
CGGVGCCGCVGC——-

2

16

kcACCTGCAgc
Original Motif
Reverse Complement
Backward

4

8

2.08028

Original motif = Consensus sequence: BCACCTGCABC

2.0

0.0

Reverse complement motif

Consensus sequence: GBTGCAGGTGB

2.0
o
=19

0o === 3

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

15
kCAGCCAATmMr
Original Motif
Original Motif
Backward

7

5
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Similarity score:

Alignment:
——————— DCAGCCAATVR
CGGVGCCGCVGC-—————

3.54126

Original motif = Consensus sequence: DCAGCCAATVR

2.0

bifs
5

Reverse complement motif

2.0

Consensus sequence: MBATTGGCTGH

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

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
HCAGAATGTHD----———-—
——————— GCVGCGGCBCCG

Reverse Complement
Reverse Complement
Forward

8

4

4.07107

Original motif = Consensus sequence: DHACATTCTGH

Reverse complement motif

Consensus sequence: HCAGAATGTHD
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Watiiaga 34

Webilaga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

2

21

wWbgTAAATAWW
Reverse Complement
Reverse Complement

Direction: Forward

Position number: 8

Number of overlap: 4

Similarity score: 4.0742

Alignment:

DHTATTTACBD-—-——-——--—-—

——————— GCVGCGGCRBCCG

Original motif = Consensus sequence: DBGTAAATAHD Reverse complement motif

240

2.0

Consensus sequence: DHTATTTACBD

0.0

~ _AsATA

0.0

Weiloga 34

ﬁmLIAlIIAgmq

WekiLoga 34

Dataset #: 2 Motif ID: 20

Motif name: dhACATTCTkh
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Original motif

240

1.0

bits

0.0

Consensus sequence: DHACATTCTGH

Reverse complement motif

2.0

0.0

Best Matches for Top Significant Motif ID 20 (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:
WWHTTTTTCABAAWTTWA

HCAGAATGTHD

Original motif

Consensus sequence: WWHTTTTTCABAAWTTWA

1

8

TFM3

Reverse Complement
Original Motif
Backward

8

11

0.00522383

Reverse complement motif
TWAAWTTVTGAAAAAHWW

1.1

_— s

w
H10

aha,

0.0

£

Consensus sequence: HCAGAATGTHD

WekiLoga 34

Consensus sequence:

&éé&A*%%

5 10

15
Webloga 34
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Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
HDWVAAAHAAAAAMAAAMWWWHBWA
—-—-—--HCAGAATGTHD-—-—-——=————

Original motif = Consensus sequence:
HDWVAAAHAAAAAMAAAMWWWHBWA

240

1

11

TFM11

Reverse Complement
Original Motif
Backward

11

11

0.014258

Reverse complement motif = Consensus sequence:
TWVHWWWYTTTYTTTTTHTTTVWBH

20

&
-_E‘I.CI

MGL ¢£3III TlgllIAI ,l
5 10 15 20

25
WabLagod 4

Dataset #:

Motif ID:

Motif name:

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

Position number:

10

TFM13
Original Motif
Original Motif
Backward

9
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Number of overlap:
Similarity score:

Alignment:
ATKAAWTTTTRMAABAHHTW

~DHACATTCTGH--——-——~—

Original motif

20

11
0.0192045

Consensus sequence: ATKAAWTTTTRMAABAHHTW

AJA

éGA

glzéééllllAéAé_

10

15
Wmmgua

Reverse complement motif
WAHHTVTTYKAAAAWTTRAT

ATTehr

Consensus sequence:

EL}IA:ILTTWQ&

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
ABAAAAAAWHAAAAARAW-
________ HCAGAATGTHD

1

7

TFM1

Reverse Complement
Reverse Complement
Forward

9

10

0.519904
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Reverse complement motif ~ Consensus sequence:

Original motif =~ Consensus sequence: WTKTTTTTHWTTTTTTBT ABAAAAAAWHAAAAARAW
gmaI T IT £10 AA
I I T 1 T T A AA A A
" =AClLEs éAAIaf\IWé " T_ﬁ_éa—ré-r- ik Géc =
Dataset #: 1
Motif ID: 9
Motif name: TFM12
Matching format of first motif: Original Motif

Matching format of second motif: Original Motif
Direction: Backward
Position number: 17

Number of overlap: 4

Similarity score: 3.5

Alignment:

——————— CYYCBBCYYYTCCHCCTYYY
DHACATTCTGH---——-—————————-

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

20

0
£10

cggsgggg?lgg%ggIQQ%

WebsLaga 3.4

0.0

Reverse complement motif = Consensus sequence:
KKKAGGDGGAKKMGBBGKMG
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

1

4

TFF1

Reverse Complement
Reverse Complement

Direction: Backward

Position number: 9

Number of overlap: 4

Similarity score: 3.51958

Alignment:

——————— GCVGCGGCRBCCG

HCAGAATGTHD———————-—

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

2.0

=
519

0.0

_UG_GOcGe

2.0

®
=210
— P e .
: ) 10

=
5

10
WatiLoga 3.4 Wetiiogo 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

1

1

TFW1

Original Motif
Reverse Complement
Backward

3

4
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Similarity score: 3.52299

Alignment:
——————— CGCGAC
DHACATTCTGH--

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

=_

=0
= =
= 10 S
L - O — -

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

Dataset #: 1

Motif ID: 5

Motif name: TFF11

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

Position number: 11

Number of overlap: 4

Similarity score: 3.52554

Alignment:

——————— GCvCCcGceMeceycee

DHACATTCTGH--————————

Original motif = Consensus sequence: GGMGGRGGCGGVGC Reverse complement motif = Consensus sequence: GCVCCGCCMCCY(
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2.0

its

bits
B
bi

CVG_Ue Z¢C¢CC?CC$99rgC

= P - = L —CT

5 10

0.0

Welsloge 34 Welloge 3.4

Significant Motifs - Global and Local Matching (Highest to Lowest)

Dataset #: 1 Motif ID: 1 Motif name: TFW1

Original motif = Consensus sequence: GTCGCG Reverse complement motif = Consensus sequence: CGCGAC
i - : "':=C AL C -:———_‘—‘7"“

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

Dataset #: 1

Motif ID: 3

Motif name: TFW3

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward

Position number: 1

Number of overlap: 6
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Similarity score: 0.0350356

Alignment:
CGGCYBCGCG
-—-—-—-GTCGCG

Original motif = Consensus sequence: CGGCYBCGCG

2.0

— CCE$C¢CC
5 10

a0

Wbl ogo 3 S

Reverse complement motif

2.0

o

Consensus sequence: CGCGBMGCCG

- - —== 9 ===
5

Wbl ogo 34

Dataset #: 2

Motif ID: 18

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

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

Number of overlap: 6

Similarity score: 0.0375102
Alignment:

SGGTCACGTGACCS

--GTCGCG—————-

Original motif = Consensus sequence: SGGTCACGTGACCS

Reverse complement motif

Consensus sequence: SGGTCACGTGACC
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- CEICACGT?QCEi

2.0
5 10 e
Dataset #: 1
Motif ID: 5
Motif name: TFF11
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 5
Number of overlap: 6
Similarity score: 0.0381641
Alignment:
GCvCCcGceMeceycee
--—--CGCGAC----
Original motif = Consensus sequence: GGMGGRGGCGGVGC Reverse complement motif  Consensus sequence: GCVCCGCCMCCY(
.= P - -szzmrﬂ_gg nn-q=(:=:JC:(:¢:J(:(;S;JC:€?_ﬁngg;
Dataset #: 1
4
Page 53 of 294

Motif ID:



Motif name:
Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
CGGVGCCGCVGC
—————— CGCGAC

Original motif

2.0

bits
=

0.0

_\G_GlcGe

TFF1

Reverse Complement
Original Motif
Forward

7

6

0.0431161

Consensus sequence: CGGVGCCGCVGC

.

Wehilogo 34

Reverse complement motif

bits

Consensus sequence: GCVGCGGCBCCG

2.0

i = - GI CTCC
0.0 I..-ﬂ-—."'—:d:—: v e S i
5 10

WetiLogo 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

1

2

TFW2

Reverse Complement
Reverse Complement
Forward

2

6

0.052047
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Alignment:
CCGCGCGS
-CGCGAC-

Original motif = Consensus sequence: SCGCGCGG

Reverse complement motif

bis

Consensus sequence: CCGCGCGS

“CcGCGCa.

ekl ago S

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
HVGCCCCGCCCCBB
--GTCGCG—-—-—-—--

12
¢csGCCCCGCCCCsc
Original Motif
Original Motif
Forward

3

6

0.0539

Original motif = Consensus sequence: HVGCCCCGCCCCBB

Reverse complement motif

Consensus sequence: BBGGGGCGGGGC

Page 55 of 294



bits

GO0006e:

Welsloge 34

2.0

0.0

W N, T

10

Welloge 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
BCCGCCCCGCCCCEBB
——————— CGCGAC--

2

14
cccGCCCCGCCCCsb
Reverse Complement
Original Motif
Forward

8

6

0.0558733

Original motif = Consensus sequence: BCCGCCCCGCCCCBB

2.0

- _ebelbacoce.

Webiloga 34

Reverse complement motif
BBGGGGCGGGGCGGB

bits

2.0

1.0

e

o

Consensus sequence:

AEA-‘%‘:,%-: =

0.0

10

Webiloga 34

Dataset #:
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Motif ID: 6

Motif name: TFM2

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

Position number: 7

Number of overlap: 6

Similarity score: 0.0877631

Alignment:

CHCCBCCKMCTCCKCM

—————— CGCGAC—----

Reverse complement motif = Consensus sequence:
CHCCBCCKMCTCCKCM

2.0

"0.cC CVlecIClrce

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

8.0 -

Webloagad 4

Dataset #: 1

Motif ID: 9

Motif name: TFM12

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

Position number: 7

Number of overlap: 6
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Similarity score: 0.089121

Alignment:
KKKAGGDGGAKKMGBBGKMG

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

20

Reverse complement motif
KKKAGGDGGAKKMGBBGKMG

20

A
A=aAS ALBRAR NS GRE

00— =

Consensus sequence:

A

5 10

15
Webslaga 3.4

Dataset #: 2
Motif ID: 16

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

Number of overlap: 6

Similarity score: 0.0980422
Alignment:

GBTGCAGGTGRB

GTCGCG—————

Original motif = Consensus sequence: BCACCTGCABC

Reverse complement motif

Consensus sequence: GBTGCAGGTGB
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Dataset #: 2
Motif ID: 20
Motif name: dhACATTCTkh

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

Direction: Forward
Position number: 8
Number of overlap: 4
Similarity score: 1.09467
Alignment:

HCAGAATGTHD—-

——————— GTCGCG

Original motif = Consensus sequence: DHACATTCTGH

240

1.0

bits

0.0

Original Motif
Reverse Complement

Reverse complement motif

2.0

0.0

Consensus sequence: HCAGAATGTHD

WekiLoga 34

Dataset #: 2 Motif ID: 16

Motif name: kcACCTGCAgc
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Original motif = Consensus sequence: BCACCTGCABC Reverse complement motif = Consensus sequence: GBTGCAGGTGB

2.0 2.0
5=
5140
P e — : v : ===

Weiloga 34 WekiLoga 34

Best Matches for Significant Motif ID 16 (Highest to Lowest)

Dataset #: 2

Motif ID: 19

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

Position number: 1

Number of overlap: 11

Similarity score: 0.0182895

Alignment:

DBTACWGTAVH

BCACCTGCABC

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

2.0 2.0

Wetiiaga 34 Wekiiaga 34
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
DHACATTCTGH
BCACCTGCABC

2

20
dhACATTCTkh
Original Motif
Original Motif
Backward

1

11

0.0221745

Original motif = Consensus sequence: DHACATTCTGH

2.0

bifs

e

Reverse complement motif

2.0

Consensus sequence: HCAGAATGTHD

==
Dataset #: 2
Motif ID: 18
Motif name: SsSGTCACGTGACSs
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 4
Number of overlap: 11
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Similarity score: 0.0280991

Alignment:
SGGTCACGTGACCS
-—-—-BCACCTGCARC
Original motif = Consensus sequence: SGGTCACGTGACCS Reverse complement motif = Consensus sequence: SGGTCACGTGACC
2.0 2.0
2 10 Watilogo 3.4 2 10 Watilogo 3.4
Dataset #: 1
Motif ID: 5
Motif name: TFF11
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 4
Number of overlap: 11
Similarity score: 0.0312321
Alignment:
GGMGGRGGCGGVGC
GBTGCAGGTGB-—--
Original motif = Consensus sequence: GGMGGRGGCGGVGC Reverse complement motif = Consensus sequence: GCVCCGCCMCCY(
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:chcc?ccggngg

20
. P - = ——— 9
2 10 Weltags 3.4
Dataset #: 2
Motif ID: 12
Motif name: ¢csGCCCCGCCCCsc
Matching format of first motif: Original Motif
Matching format of second motif Original Motif
Direction: Forward
2
11
0.0370129

Position number:
Number of overlap:
Similarity score:

Alignment:
HVGCCCCGCCCCBB

-BCACCTGCABC--
Consensus sequence: HVGCCCCGCCCCBB

Original motif

Reverse complement motif

2.0

Consensus sequence: BBGGGGCGGGGC

0.0
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Dataset #:
Motif ID:

15



Motif name:
Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
DCAGCCAATVR
GBTGCAGGTGB

kCAGCCAATmMr
Reverse Complement
Original Motif
Backward

1

11

0.0407197

Original motif = Consensus sequence: DCAGCCAATVR

2.0

It
5

0.0 T

Wehiiogo 34

Reverse complement motif

2.0

Consensus sequence: MBATTGGCTGH

WetiLoga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

2

14
cccGCCCCGCCCCsb
Original Motif
Original Motif
Backward

3

11

0.0429055
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Alignment:
BCCGCCCCGCCCCEB
-—-BCACCTGCABC--

Original motif = Consensus sequence: BCCGCCCCGCCCCBB

20

1 _o0oV0a000C.

Reverse complement motif ~ Consensus sequence:
BBGGGGCGGGGCGGB

20

0.0

Dataset #: 1
Motif ID: 9
Motif name: TFM12

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Backward
Position number: 6

Number of overlap: 11
Similarity score: 0.0444938
Alignment:

KKKAGGDGGAKKMGBBGKMG
--—--GBTGCAGGTGB-----

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

Reverse complement motif ~ Consensus sequence:
KKKAGGDGGAKKMGBBGKMG

Page 65 of 294



20

1.0

bits

0.0

T995$Q§$f2g -ngc%g

W&Jgua

20

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
-RGRGGAGRRGGHGGDG
GBTGCAGGTGB——--—-—--

1

6

TFM2

Reverse Complement
Original Motif
Backward

7

10

0.538471

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

Reverse complement motif =~ Consensus sequence:
CHCCBCCKMCTCCKCM

20

"C

0.0

ACC C gcTQCT

blogad 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:
GCVGCGGCBCCG—--
-—-—-BCACCTGCABC

Original motif

2.0

bits
=

-
o —

G_GOcGe

4
TFF1
Original Motif
Reverse Complement
Forward
5

8
1.54364

Consensus sequence: CGGVGCCGCVGC

<C

10

Wetiloga 34

Reverse complement motif = Consensus sequence: GCVGCGGCBCCG

2.0

i T: — G C___CC
ool B —— - - O W
) 10

Welaloga 34

bits

Dataset #: 1

Original motif

Motif ID: 2

Motif name: TFW2

Consensus sequence: SCGCGCGG

=20
[T
ﬂﬂi . — -::. = — L -
5

Wetiago 3

Reverse complement motif = Consensus sequence: CCGCGCGS

“CcGCGla.

WetLago 3

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

Dataset #: 2

Motif ID: 12

Motif name: ¢csGCCCCGCCCCsc

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Backward

Position number: 2

Number of overlap: 8

Similarity score: 0.0456233

Alignment:

HVGCCCCGCCCCBB

————— CCGCGCGS-

Original motif = Consensus sequence: HVGCCCCGCCCCBB Reverse complement motif = Consensus sequence: BBGGGGCGGGGC
20 20
“*ETCQGC“CQCQMM B ‘I*z“"'?cgzz

Dataset #: 2

Motif ID: 14

Motif name: cccGCCCCGCCCCsb

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif
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Direction: Forward

Position number: 7
Number of overlap: 8
Similarity score: 0.045686
Alignment:
BCCGCCCCGCCCCRBB
—————— CCGCGCGS-
. . Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: BCCGCCCCGCCCCBB BBGGGGCGGGGCGGR
20 20
- =‘.39TCQ C_,h Cccgr‘:ﬂ;z‘ o —_——w ; = 242 L ?cg?i’_c;s;‘
Dataset #: 1
Motif ID: 5
Motif name: TFF11
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 4
Number of overlap: 8
Similarity score: 0.0583967
Alignment:
GGMGGRGGCGGVGC
-—--SCGCGCGG-—--
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Original motif = Consensus sequence: GGMGGRGGCGGVGC Reverse complement motif  Consensus sequence: GCVCCGCCMCCY(

: C c C CC chcc CC

bits
(=]
blts

i E’;‘ég-—:—-‘:‘é—_:cﬂ - e T =
Dataset #: 1
Motif ID: 4
Motif name: TFF1
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 5
Number of overlap: 8
Similarity score: 0.060966
Alignment:
CGGVGCCGCVGC
SCGCGCGG——---
Original motif = Consensus sequence: CGGVGCCGCVGC Reverse complement motif = Consensus sequence: GCVGCGGCBCCG

2.0 2.0

£
1.0 = 1.0
<= v é-;__.._ A_..n,_ ﬂﬂ___-.= — A =
= : I
5

00— -

bits

'i
|F

WatiLoga 3.4
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Dataset #: 1

Motif ID: 3

Motif name: TFW3

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 3

Number of overlap: 8

Similarity score: 0.0906073

Alignment:

CGCGBMGCCG

--SCGCGCGG

Original motif = Consensus sequence: CGGCYBCGCG Reverse complement motif = Consensus sequence: CGCGBMGCCG
20 20
oo l—e GC£$C¢CC o Cq::g_,q“—c-—:ﬂ C =

= i = L

Dataset #: 1

Motif ID: 6

Motif name: TFM2

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 6

Number of overlap: 8
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Similarity score: 0.0910301
Alignment:

CHCCBCCKMCTCCKCM

--—-CCGCGCGS———---

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

Reverse complement motif
CHCCBCCKMCTCCKCM

2.0

Consensus sequence:

Dataset #: 1
Motif ID: 9
Motif name: TFM12

Original Motif
Reverse Complement

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

Direction: Backward
Position number: 4
Number of overlap: 8
Similarity score: 0.094473
Alignment:

KKKAGGDGGAKKMGBBGKMG

————————— SCGCGCGG—--

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

Reverse complement motif
KKKAGGDGGAKKMGBBGKMG

Consensus sequence:
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20

1.0

bits

5995$Q§$flgg%291$%%

Weblaga 34

0.0

Dataset #: 2

Motif ID: 18

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

Number of overlap: 8

Similarity score: 0.0988223
Alignment:

SGGTCACGTGACCS

---SCGCGCGG---

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

2.0 2.0

CrtheToee. - cenohCiTonce.

0.0

bits

Welilogo 3.4 Webilogo 3.4

Dataset #: 1
Motif ID: 1
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Motif name: TFW1

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

Number of overlap: 5

Similarity score: 1.5088
Alignment:

GTCGCG—---

-SCGCGCGG

Original motif = Consensus sequence: GTCGCG

Reverse complement motif

Consensus sequence: CGCGAC

=.0 =.0
% CH o 1GCG_

Dataset #: 2

Motif ID: 16

Motif name: kcACCTGCAgc

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Backward

Position nhumber: 8

Number of overlap: 4

Similarity score: 2.08456
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Alignment:

--—--GBTGCAGGTGB

SCGCGCGG—====——

Original motif = Consensus sequence: BCACCTGCABC Reverse complement motif = Consensus sequence: GBTGCAGGTGB
Dataset #: 1 Motif ID: 3 Motif name: TFW3

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

2.0 2.0

= = | - aolC=a == W __— o=
5 10 5

Wbl ogo 3 S Wbl ogo 34

Best Matches for Significant Motif ID 3 (Highest to Lowest)

Dataset #: 1

Motif ID: 4

Motif name: TFF1
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 3
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Number of overlap: 10

Similarity score: 0.0623879
Alignment:

CGGVGCCGCVGC

CGGCYBCGCG--

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

0 = v E&TQA —-ri.':—Q-_:c—l-;’} 0 II?&QITQTGC—H—

Dataset #: 1

Motif ID: 5

Motif name: TFF11

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Forward

Position number: 1

Number of overlap: 10

Similarity score: 0.0645308

Alignment:

GGMGGRGGCGGVGC

CGCGBMGCCG----

Original motif = Consensus sequence: GGMGGRGGCGGVGC Reverse complement motif = Consensus sequence: GCVCCGCCMCCY(
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2.0

" GGG\ CUG e :¢C¢CC?CC$991gQ

Welloge 3.4

bits

Dataset #: 2

Motif ID: 12

Motif name: ¢csGCCCCGCCCCsc

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward

Position number: 5

Number of overlap: 10

Similarity score: 0.0718771

Alignment:

HVGCCCCGCCCCBB

CGGCYBCGCG----

Original motif = Consensus sequence: HVGCCCCGCCCCBB Reverse complement motif  Consensus sequence: BBGGGGCGGGGC
i ‘:TTCQQCACQGQ-_ _ ao =N = s ?GQ—.— =

Dataset #: 2

Motif ID: 14
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Motif name:
Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
BCCGCCCCGCCCCBB
-CGGCYBCGCG———--

Original motif = Consensus sequence: BCCGCCCCGCCCCBB

2.0

bits

cccGCCCCGCCCCsb
Original Motif
Original Motif
Backward

5

10

0.0719604

Reverse complement motif =~ Consensus sequence:
BBGGGGCGGGGCGGB

2.0

0.0

-=‘.39—-—C—C-— C,h cccgr_— = W = b Acg-.:.-._f»

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

9

TFM12

Reverse Complement
Reverse Complement
Forward

11

10

0.0767689
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Alignment:
KKKAGGDGGAKKMGBBGKMG
—————————— CGCGBMGCCG

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

20

2
510

599$Q§$¥lgg%99x$99

0.0

WebLaga 3.4

Reverse complement motif
KKKAGGDGGAKKMGBBGKMG

20

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:
CHCCBCCKMCTCCKCM
CGGCYBCGCG-——-—-

1

6

TFM2

Original Motif
Reverse Complement
Backward

7

10

0.0814831

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

Reverse complement motif
CHCCBCCKMCTCCKCM

Consensus sequence:
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2.0

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
SGGTCACGTGACCS
—-——-CGCGBMGCCG

18
SSGTCACGTGACSs
Reverse Complement
Reverse Complement
Forward

5

10

0.0895189

Original motif = Consensus sequence: SGGTCACGTGACCS

2.0

ﬁ”?CEICACcT?ACCf

0.0

Welilogo 3.4

Reverse complement motif = Consensus sequence: SGGTCACGTGACC

2.0

- a6TOACS Gace.

0.0 -— < = - —

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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
--CCGCGCGS
CGGCYBCGCG

TFW2

Original Motif
Reverse Complement
Backward

1

8

1.09499

Original motif = Consensus sequence: SCGCGCGG

= 0
i
il C
- - - — - . - —
5

WelLaogo 3

Reverse complement motif

“CcGCGla.

s

b

Consensus sequence: CCGCGCGS

WelLago 3

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

2

16

kcACCTGCAgc
Reverse Complement
Original Motif
Forward

4

8

1.10343
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Alignment:
BCACCTGCABC--
-——-CGCGBMGCCG

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

. TCOAGET.

Wd.l_agﬂ:}id-

Dataset #: 2

Motif ID: 15

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

Position number: 5

Number of overlap: 7

Similarity score: 1.57732

Alignment:

-—--DCAGCCAATVR

CGCGBMGCCG----

Original motif = Consensus sequence: DCAGCCAATVR Reverse complement motif = Consensus sequence: MBATTGGCTGH
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Webilaga 34

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

Original motif = Consensus sequence: HVTACWGTABD

2.0

10
WWehiiogo 34

Best Matches for Significant Motif ID 19 (Highest to Lowest)

Dataset #: 2

Motif ID: 16

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

Number of overlap: 11

Similarity score: 0.0199592
Alignment:

GBTGCAGGTGR

HVTACWGTABD

Reverse complement motif

2.0

Consensus sequence: DBTACWGTAVH

WetiLogo 3.4
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Original motif = Consensus sequence: BCACCTGCABC Reverse complement motif = Consensus sequence: GBTGCAGGTGB

20 2.0
B CA
a.0 T —————— = v & ’

10
WekiLoga 34

Dataset #: 2
Motif ID: 17

Motif name: WWAAATAATALtw

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 2

Number of overlap: 11

Similarity score: 0.0309343

Alignment:

DDTATTATTTDH

-HVTACWGTABD

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

2.0

E”JAAQTAALA-? g;AﬂTAIIAI;A

L

WetiLoga 34 WetiLoga 34
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
WHTATTATTTDH
—HVTACWGTABD

2

13

tkAAATAATAtw
Original Motif
Reverse Complement
Backward

1

11

0.0337121

Original motif = Consensus sequence: HDAAATAATAHW

2.0

* pAATAA

Reverse complement motif

2.0

Consensus sequence: WHTATTATTTDH

T e _"_;-2 0.0
3 WetiLoga 34
Dataset #: 2
Motif ID: 21
Motif name: wbgTAAATAwWwW
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1
Number of overlap: 11
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Similarity score: 0.037518

Alignment:

DBGTAAATAHD

DBTACWGTAVH

Original motif = Consensus sequence: DBGTAAATAHD Reverse complement motif = Consensus sequence: DHTATITTACBD
20 2.0
o *TBQ IA£; “IAlTIAQﬂ;

Dataset #: 1

Motif ID: 8

Motif name: TFM3

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Backward

Position number: 5

Number of overlap: 11

Similarity score: 0.0413797

Alignment:

WWHTTTTTCABAAWTTWA

-—-—-DBTACWGTAVH----

Reverse complement motif = Consensus sequence:

Original motif = Consensus sequence: WWHTTTTTCABAAWTTWA TWAAWTTVTGAAAAAHWW
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2.0

EﬁTATTTTTQAA

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:
WAHHTVTTYKAAAAWTTRAT
——————— HVTACWGTABD--

Original motif

20

10

TFM13

Original Motif
Reverse Complement
Backward

3

11

0.0445707

Consensus sequence: ATKAAWTTTTRMAABAHHTW

Reverse complement motif
WAHHTVTTYKAAAAWTTRAT

ATTT

Consensus sequence:

T

AAT

ool S T =)\ ITAAAZ .
2 10 8 Wc:mgeg.-t 8 Webloga 34
Dataset #: 1

Page 87 of 294



Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
HDWVAAAHAAAAAMAAAMWWWHBWA
-—--DBTACWGTAVH-—-—————————

Original motif = Consensus sequence:

HDWVAAAHAAAAAMAAAMWWWHBWA

240

11

TFM11

Reverse Complement
Original Motif
Forward

4

11

0.0472742

WebLagad 4

Reverse complement motif = Consensus sequence:
TWVHWWWYTTTYTTTTTHTTTVWBH

20

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

20

dhACATTCTkh
Original Motif
Reverse Complement
Forward

2

10
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Similarity score: 0.544444

Alignment:
HCAGAATGTHD-
—HVTACWGTABD

Original motif =~ Consensus sequence: DHACATTCTGH

2.0

bifs

e

Reverse complement motif

2.0

Consensus sequence: HCAGAATGTHD

paet ==
s 5 A T
Dataset #: 1
Motif ID: 7
Motif name: TFM1
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 10
Number of overlap: 9
Similarity score: 1.04742
Alignment:
WITKTTTTTHWTTTTTTBT -
————————— DBTACWGTAVH
Original motif = Consensus sequence: WTKTTTTTHWTTTTITTBT Reverse complement motif  Consensus sequence:
ABAAAAAAWHAAAAARAW
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2.0

Dataset #: 1

Motif ID: 9

Motif name: TFM12
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 15

Number of overlap: 6

Similarity score: 2.54736
Alignment:

————— CYYCBBCYYYTCCHCCTYYY
DBTACWGTAVH--————————————

Reverse complement motif =~ Consensus sequence:

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY KKKAGGDGGAKKMGBBGKMG

20

bits

0.0

8995$Q§$flgg?§gx$¥$

Weblaga 3.4 Weblagn a4

Dataset #: 2 Motif ID: 20 Motif name: dhACATTCTkh
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Original motif

240

1.0

bits

0.0

Consensus sequence: DHACATTCTGH

Reverse complement motif

2.0

0.0

Best Matches for Significant Motif ID 20 (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:
WWHTTTTTCABAAWTTWA

HCAGAATGTHD

Original motif

Consensus sequence: WWHTTTTTCABAAWTTWA

1

8

TFM3

Reverse Complement
Original Motif
Backward

8

11

0.00522383

Reverse complement motif
TWAAWTTVTGAAAAAHWW

1.1

_— s

w
H10

aha,

0.0

£

Consensus sequence: HCAGAATGTHD

WekiLoga 34

Consensus sequence:

&éé&A*%%

5 10

15
Webloga 34
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
BCACCTGCABC
DHACATTCTGH

2

16
kcACCTGCAgc
Original Motif
Original Motif
Backward

1

11
0.00731643

Original motif = Consensus sequence: BCACCTGCABC

2.0

0.0

Reverse complement motif

2.0
o
=19
0o === 3

Consensus sequence: GBTGCAGGTGB

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

17

WWAAATAATALtw
Reverse Complement
Reverse Complement
Backward

1

11
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0.0127231
Consensus sequence: DDTATTATTTDH

Similarity score:
Alignment:
DDTATTATTTDH
-HCAGAATGTHD
Original motif = Consensus sequence: HDAAATAATADD Reverse complement motif
2.0 2.0
00— — é& L] IAAlA T a0 ;_ATAIIAIIL e -
5 10 WebiLoga 3.4 5 10 WebiLogao 34
Dataset #: 1
Motif ID: 11
Motif name: TFM11
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
11
11
0.014258

Position number:
Number of overlap:
Similarity score:
Reverse complement motif
TWVHWWWYTTTYTTTTTHTTTVWBH

Consensus sequence:

Alignment:
HDWVAAAHAAAAAMAAAMWWWHBWA
Page 93 of 294

-—-—--HCAGAATGTHD
Consensus sequence:

Original motif
HDWVAAAHAAAAAMAAAMWWWHBWA



240

20

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
ATKAAWTTTTRMAABAHHTW

~DHACATTCTGH--——-——~—

10

TFM13
Original Motif
Original Motif
Forward

2

11
0.0192045

Reverse complement motif

Consensus sequence:

Original motif = Consensus sequence: ATKAAWTTTTRMAABAHHTW WAHHTVTTYKAAAAWTTRAT
AT - Tahh A Ta hrA | TTrchAaRATIT.A
MEIATTTACEAmgccyage g 9 WAr==C~ .a?T;.TAAAQ;I
Dataset #: 2
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Motif ID:
Motif name:
Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
WHTATTATTTDH
—-HCAGAATGTHD

Original motif

2.0

13

tkAAATAATAtw
Reverse Complement
Reverse Complement
Backward

1

11

0.0199621

Consensus sequence: HDAAATAATAHW

Reverse complement motif

Consensus sequence: WHTATTATTTDH

ZQeTALIAIIg_‘

T —— =
Dataset #: 2
Motif ID: 15
Motif name: kCAGCCAATmMr
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 1
Number of overlap: 11
Similarity score: 0.0247304
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Alignment:
MBATTGGCTGH
DHACATTCTGH

Original motif = Consensus sequence: DCAGCCAATVR

240

Reverse complement motif

2.0

Consensus sequence: MBATTGGCTGH

Wekiiaga 34

Dataset #: 1

Motif ID: 7

Motif name: TFM1

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

Position number: 9

Number of overlap: 10

Similarity score: 0.519904

Alignment:

ABAAAAAAWHAAAAARAW-

———————— HCAGAATGTHD

Original motif = Consensus sequence: WTKTTTTTHWTTTTTTBT

Reverse complement motif
ABAAAAAAWHAAAAARAW

Consensus sequence:
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2.0

gtITIlTII %-ILJI-_-; b oA A, éém“h

0.0

WebLaga 3.4 WebLaga 3.4

Dataset #: 2

Motif ID: 19

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

Position number: 2

Number of overlap: 10

Similarity score: 0.527917

Alignment:

-DBTACWGTAVH

DHACATTCTGH-

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

240 2.0

Weiloga 34 WekiLoga 34

Dataset #: 1
Motif ID: 9
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Motif name: TFM12

Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 17

Number of overlap: 4

Similarity score: 3.5

Alignment:

——————— CYYCBBCYYYTCCHCCTYYY
DHACATTCTGH---—--—————————-

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

20

5995$Q§$?lgg?$91$9?

0.0

Weblag 34

Reverse complement motif =~ Consensus sequence:
KKKAGGDGGAKKMGBBGKMG

Dataset #: 2 Motif ID: 21

Original motif = Consensus sequence: DBGTAAATAHD

2.0

 [AaATA

bitg

0.0

Webilaga 34

Motif name: wbgTAAATAww

Reverse complement motif = Consensus sequence: DHTATTTACBD

2.0

ﬁmlAlTIAgmﬂ

0.0

Webilaga 3.4
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Best Matches for Significant Motif ID 21 (Highest to Lowest)

Dataset #: 2

Motif ID: 13

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

Number of overlap: 11

Similarity score: 0.0162338
Alignment:

HDAAATAATAHW

-DBGTAAATAHD

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

2.0

?ATAI TATTx

10

0.0

Wetiiogo 3.4

Dataset #: 2

Motif ID: 17

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

Position number: 2

Number of overlap: 11

Similarity score: 0.0164863
Alignment:

DDTATTATTTDH

DHTATTTACBD-

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

2.0 2.0
o e— TAATL&A:— — o ;_ATT_'_IA_I_'Q_L .
= 10 WabiLoga 34 % 10 WeabiLogo 34

Dataset #: 1

Motif ID: 11

Motif name: TFM11

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 15

Number of overlap: 11

Similarity score: 0.0192768

Alignment:

TWVHWWWYTTTYTTTTTHTTTVWBH

—————————————— DHTATTTACBD
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Original motif = Consensus sequence:
HDWVAAAHAAAAAMAAAMWWWHBWA

20

Aé ‘ Aééﬁ Ao éé

o RA Aaa,

5 20
WebLagod 4

Reverse complement motif ~ Consensus sequence:
TWVHWWWYTTTYTTTTTHTTTVWBH

20

@
218

LY\ 4££III 1I;llIAI X

Dataset #: 1

Motif ID: 7

Motif name: TFM1
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1

Number of overlap: 11

Similarity score: 0.0283217
Alignment:

WIKTTTTTHWTTTTTTBT

DHTATTTACBD-—-—-—-—-—-—

Original motif = Consensus sequence: WTKTTTTTHWTTTTTTBT

iiﬁuﬂﬂ LT 1

s S g ——

Webilogo 3.4

Reverse complement motif = Consensus sequence:

ABAAAAAAWHAAAAARAW
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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:
WWHTTTTTCABAAWTTWA
—————— DHTATTTACBD-

Original motif = Consensus sequence: WWHTTTTTCABAAWTTWA

2.0

v Trr,108 A

1

8

TFM3

Reverse Complement
Original Motif
Backward

2

11

0.0308097

Reverse complement motif
TWAAWTTVTGAAAAAHWW

2.0

Consensus sequence:

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

10

TFM13
Original Motif
Original Motif
Forward

8
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Number of overlap: 11

Similarity score: 0.0333874

Alignment:
ATKAAWTTTTRMAABAHHTW
——————— DBGTAAATAHD--

Original motif ~ Consensus sequence: ATKAAWTTTTRMAABAHHTW

20

LML oTeebt T8

Weblaga 3.4

10 15

Reverse complement motif
WAHHTVTTYKAAAAWTTRAT

T L eIt

Consensus sequence:

Dataset #: 2

Motif ID: 19

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

Number of overlap: 11

Similarity score: 0.0472403
Alignment:

HVTACWGTABD

DHTATTTACBD

Original motif = Consensus sequence: HVTACWGTABD

Reverse complement motif = Consensus sequence: DBTACWGTAVH
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Watiiaga 34

Webilaga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
-MBATTGGCTGH
DHTATTTACBD-

2

15

kCAGCCAATmr
Reverse Complement
Reverse Complement
Backward

2

10

0.554132

Original motif = Consensus sequence: DCAGCCAATVR

240

Reverse complement motif

2.0

Consensus sequence: MBATTGGCTGH

WekiLoga 34

Dataset #:
Motif ID:
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Motif name: TFM12

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

Position number: 14

Number of overlap: 7

Similarity score: 2.0544

Alignment:

—-—-——-KKKAGGDGGAKKMGBBGKMG
DHTATTTACBD--—-——————————

Reverse complement motif =~ Consensus sequence:
KKKAGGDGGAKKMGBBGKMG

20 20

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

2
210

AG R A A
LJaAAzaAsS AANSAAD A Saf

EQQ$Q§¥$EGQ?EQI$%9 |

Weblag 34 Weblagn a4

0.0

Dataset #: 1
Motif ID: 6
Motif name: TFM2

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Reverse Complement
Reverse Complement
Backward

12

5

3.05714
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Alignment:
—————— CHCCBCCKMCTCCKCM
DHTATTTACBD-—-—————————

Reverse complement motif ~ Consensus sequence:
CHCCBCCKMCTCCKCM

2.0

E”Cfggﬁc Egglggl%g

0.0 -

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

Webiloagad 4

Dataset #: 2 Motif ID: 17 Motif name: wwAAATAATAtw
Original motif = Consensus sequence: HDAAATAATADD Reverse complement motif = Consensus sequence: DDTATTATTTDH
2.0 2.0

bits
bits

00—

© TarATar

Wetiiogo 3.4

”réaéTAAlT_?

WatiLoga 3.4

Best Matches for Significant Motif ID 17 (Highest to Lowest)

Dataset #: 2

Motif ID: 13

Motif name: tkAAATAATAtw
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
Alignment:

HDAAATAATAHW

HDAAATAATADD

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

2.0 2.0
o e— QAAIAA e 06 %eTAIIAIII g
5 10 i toanis 10 itoan s

Dataset #: 1

Motif ID: 7

Motif name: TFM1

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 7

Number of overlap: 12

Similarity score: 0.0565705

Alignment:

ABAAAAAAWHAAAAARAW

—————— HDAAATAATADD
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Reverse complement motif ~ Consensus sequence:

Original motif =~ Consensus sequence: WTKTTTTTHWTTTTTTBT ABAAAAAAWHAAAAARAW
EmaI T IT £10 AA
I I I T T T A A A A
6.0 :-'-'A . e éAAIAAIﬂ=ré 0.0 T__,,__ég ; éT,T y Géc: =
Dataset #: 1
Motif ID: 11
Motif name: TFM11
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 3
Number of overlap: 12
Similarity score: 0.0575935
Alignment:
HDWVAAAHAAAAAMAAAMWWWHBWA
--HDAAATAATADD--———-———————

Original motif = Consensus sequence:
HDWVAAAHAAAAAMAAAMWWWHBWA

240

Reverse complement motif = Consensus sequence:
TWVHWWWYTTTYTTTTTHTTTVWBH

20

210
" cl ,,,giIII : _TI;-ArlI 2 AI
: 5 10 @

>=

25
WabLagod 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:
ATKAAWTTTTRMAABAHHTW
———————— DDTATTATTTDH

Original motif

20

1

10

TFM13

Reverse Complement
Original Motif
Backward

1

12

0.0712963

Consensus sequence: ATKAAWTTTTRMAABAHHTW

2SA

EIEI:$$$Ic£lﬁéAétA

5

AT%

WebsLaga 3.4

Reverse complement motif
WAHHTVTTYKAAAAWTTRAT

Consensus sequence:

T L s

1 20
Webslaga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

1

8

TFM3

Original Motif
Reverse Complement
Backward

1
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Number of overlap: 12
Similarity score: 0.0733516

Alignment:
TWAAWTTVTGAAAAAHWW
—————— HDAAATAATADD

Reverse complement motif =~ Consensus sequence:
TWAAWTTVTGAAAAAHWW

2.0

Original motif = Consensus sequence: WWHTTTTTCABAAWTTWA

2.0+

Eﬂ TﬂTTTTTQA AAQITTA

=>
e —
>
—
q
—|

os f: o
Dataset #: 2
Motif ID: 21
Motif name: wbgTAAATAwWwW
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 1
Number of overlap: 11
Similarity score: 0.560545
Alignment:
DHTATTTACBD-
DDTATTATTTDH
Original motif = Consensus sequence: DBGTAAATAHD Reverse complement motif = Consensus sequence: DHTATTTACBD
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2.0

| o[AaATA

Watiiaga 34

2.0

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

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

Direction: Backward
Position number: 1
Number of overlap: 11
Similarity score: 0.583032
Alignment:

—-HCAGAATGTHD

DDTATTATTTDH

Original motif = Consensus sequence: DHACATTCTGH

240

Weiloga 34

Reverse Complement
Reverse Complement

Reverse complement motif = Consensus sequence: HCAGAATGTHD

2.0

WekiLoga 34

Dataset #: 2
Motif ID: 19
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Motif name:
Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
-DBTACWGTAVH
HDAAATAATADD

WSTACWGTAsw
Original Motif
Reverse Complement
Backward

1

11

0.584715

Original motif = Consensus sequence: HVTACWGTABD

2.0

Wehiiogo 34

Reverse complement motif

2.0

Consensus sequence: DBTACWGTAVH

WetiLoga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

2

15

kCAGCCAATmr
Reverse Complement
Reverse Complement
Backward

1

11

0.59598
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Alignment:
-MBATTGGCTGH
DDTATTATTTDH

Original motif = Consensus sequence: DCAGCCAATVR

240

Reverse complement motif

2.0

Consensus sequence: MBATTGGCTGH

Wekiiaga 34

Dataset #: 1

Motif ID: 9

Motif name: TFM12

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

Position number: 16

Number of overlap: 5

Similarity score: 3.59569

Alignment:

——————— KKKAGGDGGAKKMGBBGKMG
DDTATTATTTDH--————————————-

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

Reverse complement motif
KKKAGGDGGAKKMGBBGKMG

Consensus sequence:
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20

1.0

bits

8995$Q§$flgg%ggxggg

Weblaga 34

0.0

Dataset #: 2 Motif ID: 13 Motif name: tkAAATAATAtw

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

MqﬁTAITélulﬁ

5 10
WetiLogo A4

2.0

o~
o
i —
1y =
)

Best Matches for Significant Motif ID 13 (Highest to Lowest)

Dataset #: 2

Motif ID: 17

Motif name: WWAAATAATAtw
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

Alignment:

HDAAATAATADD

HDAAATAATAHW
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Original motif = Consensus sequence: HDAAATAATADD Reverse complement motif = Consensus sequence: DDTATTATTTDH

. ATAATA ATIA T
oo l=—— TéTh_ e éT;'_—_ —_ P~ —-—.T ____Ié =
Dataset #: 1
Motif ID: 11
Motif name: TFM11
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 3
Number of overlap: 12
Similarity score: 0.0590505
Alignment:
TWVHWWWYTTTYTTTTTHTTTVWBH
——————————— WHTATTATTTDH--
Original motif = Consensus sequence: Reverse complement motif = Consensus sequence:
HDWVAAAHAAAAAMAAAMWWWHBWA TWVHWWWYTTTYTTTTTHTTTVWBH

240 20

210
AéAééQQ& @é ﬂcl @EQIII TI;ILIAI
; a2 5 10 P

>=

5 20 25 25
WabLagod 4 WabLagod 4

o A Ama,
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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:

WTKTTTTTHWTTTTTTBT
WHTATTATTTDH---—--

Original motif

1

7

TFM1

Reverse Complement
Original Motif
Forward

1

12

0.0637702

Consensus sequence: WTKTTTTTHWTTTTTTBT

db

L8\

—

gﬁtLIﬂu

10

Wetiloga 3.4

Reverse complement motif
ABAAAAAAWHAAAAARAW

0.0

Consensus sequence:

TAééAQAAé

1

aoh b

Dataset #:

Motif ID:

Motif name:

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

Position number:

1

10

TFM13

Original Motif
Reverse Complement
Forward

1
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Number of overlap: 12
Similarity score: 0.0704475

Alignment:
WAHHTVTTYKAAAAWTTRAT
HDAAATAATAHW-—-—————-—

Original motif ~ Consensus sequence: ATKAAWTTTTRMAABAHHTW

20

Reverse complement motif
WAHHTVTTYKAAAAWTTRAT

)

11

AA

Consensus sequence:

AT

A
=

EL}IA:ILTTWQ&

15

Weblagn a4

Dataset #: 1
Motif ID: 8
Motif name: TFM3

Original Motif
Reverse Complement

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

Direction: Backward
Position number: 1

Number of overlap: 12
Similarity score: 0.0763819
Alignment:

TWAAWTTVTGAAAAAHWW

—————— HDAAATAATAHW
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Revers mplement motif nsen :
Original motif = Consensus sequence: WWHTTTTTCABAAWTTWA e complement mot Consensus sequence

TWAAWTTVTGAAAAAHWW
| A aba TT TGanAl
P A -I_l , ;-:Tc_:ﬁ;AAC TT&EEcAfAAfAréCT¢e~TT
Dataset #: 2
Motif ID: 21
Motif name: wbgTAAATAwWwW
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1
Number of overlap: 11
Similarity score: 0.560292
Alignment:
-DBGTAAATAHD
HDAAATAATAHW
Original motif = Consensus sequence: DBGTAAATAHD Reverse complement motif = Consensus sequence: DHTATTTACBD

2.0 2.0

~ _AsATA L TAtrTAe

0.0

Wabiioga 3.4 WatiLaga 3.4

Page 118 of 294



Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
HVTACWGTABD-
WHTATTATTTDH

2

19

WSTACWGTAsw
Reverse Complement
Original Motif
Forward

1

11

0.587493

Original motif = Consensus sequence: HVTACWGTABD

2.0

0.0

Webiioga 34

Reverse complement motif

2.0

[alnl

Consensus sequence: DBTACWGTAVH

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

2

20

dhACATTCTkh
Reverse Complement
Reverse Complement
Backward

1

11
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Similarity score: 0.590271

Alignment:
-HCAGAATGTHD
WHTATTATTTDH

Original motif =~ Consensus sequence: DHACATTCTGH

2.0

bifs

e

Reverse complement motif

2.0

Consensus sequence: HCAGAATGTHD

e 5 T -
Dataset #: 2
Motif ID: 15
Motif name: kCAGCCAATmMr

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

Direction: Backward
Position number: 1
Number of overlap: 11
Similarity score: 0.592142
Alignment:

-MBATTGGCTGH

WHTATTATTTDH

Original motif = Consensus sequence: DCAGCCAATVR

Reverse Complement
Reverse Complement

Reverse complement motif

Consensus sequence: MBATTGGCTGH
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0.0 - —
Dataset #: 1
Motif ID: 9
Motif name: TFM12
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 16
Number of overlap: 5
Similarity score: 3.59273
Alignment:
——————— KKKAGGDGGAKKMGBBGKMG
WHTATTATTTDH--—-————————————

Reverse complement motif =~ Consensus sequence:

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY KKKAGGDGGAKKMGBBGKMG

20

bits

0.0

5995$Q§$?1g9?291$%$

Weblaga 3.4 Weblagn a4

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

Page 121 of 294



Consensus sequence: MBATTGGCTGH

Reverse complement motif
2.0

Consensus sequence: DCAGCCAATVR

Original motif
£1.0 £10
0.0 i o 0.0
Best Matches for Significant Motif ID 15 (Highest to Lowest)
Dataset #: 2
Motif ID: 13
Motif name: tkAAATAATAtwW
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 2
Number of overlap: 11
Similarity score: 0.0320614
Alignment:
WHTATTATTTDH
-MBATTGGCTGH
Original motif = Consensus sequence: HDAAATAATAHW Reverse complement motif = Consensus sequence: WHTATTATTTDH
2.0 2.0
oo e TAAIA_A e - %eTAIIAAIA —
5 10 i toanis 5 10 itoan 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:
HCAGAATGTHD
DCAGCCAATVR

2

20

dhACATTCTkh
Original Motif
Reverse Complement
Backward

1

11

0.034958

Original motif = Consensus sequence: DHACATTCTGH

2.0

bifs

e

Reverse complement motif

2.0

Consensus sequence: HCAGAATGTHD

=
T -
Dataset #: 2
Motif ID: 17
Motif name: WWAAATAATAtw

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

Reverse Complement
Reverse Complement
Forward

2

11
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Similarity score: 0.0358988

Alignment:
DDTATTATTTDH
-MBATTGGCTGH
Original motif = Consensus sequence: HDAAATAATADD Reverse complement motif = Consensus sequence: DDTATTATTTDH
2.0 2.0
o= éABIMlA — e 00— AIIAIIl 0 -~
= 10 Weabiloga 3.4 = 10 Wabilogo 34
Dataset #: 2
Motif ID: 16
Motif name: kcACCTGCAgc
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1
Number of overlap: 11
Similarity score: 0.0360892
Alignment:
BCACCTGCABC
MBATTGGCTGH
Original motif = Consensus sequence: BCACCTGCABC Reverse complement motif = Consensus sequence: GBTGCAGGTGB
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2.0

Dataset #: 1

Motif ID: 5
Motif name: TFF11

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Backward

Position number: 2

Number of overlap: 11

Similarity score: 0.0376063

Alignment:

GGMGGRGGCGGVGC

--MBATTGGCTGH-

Original motif = Consensus sequence: GGMGGRGGCGGVGC Reverse complement motif  Consensus sequence: GCVCCGCCMCCY(

2.0

bits
(=]
bits

=4 Z¢C¢CC?C09991QQ

.= - =L —
Dataset #: 1
Motif ID: 11
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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:
HDWVAAAHAAAAAMAAAMWWWHBWA

Original motif
HDWVAAAHAAAAAMAAAMWWWHBWA

20

Consensus sequence:

TFM11
Original Motif
Original Motif
Backward

7

11
0.0396371

Reverse complement motif
TWVHWWWYTTTYTTTTTHTTTVWBH

20

[2]
=1

ull ¢EQITI TI;ILIII

0 S —

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:

21

wWbgTAAATAwWwW
Reverse Complement
Reverse Complement
Forward

2

10

0.538109
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Alignment:
DHTATTTACBD-
-MBATTGGCTGH

Original motif = Consensus sequence: DBGTAAATAHD

240

4 JAsATA

Wd.l_aguad-

Reverse complement motif

2.0

0.0

Consensus sequence: DHTATTTACBD

o TAITTA

Wd.l_agﬂad-

Dataset #: 1

Motif ID: 3

Motif name: TFW3
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 4

Number of overlap: 7

Similarity score: 2.01586
Alignment:

CGGCYBCGCG—-——--

-—--MBATTGGCTGH

Original motif = Consensus sequence: CGGCYBCGCG

Reverse complement motif

Consensus sequence: CGCGBMGCCG
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00GL=_(cCa ~c6c(_.C

s 5 m— o .
Dataset #: 1
Motif ID: 6
Motif name: TFM2
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 11
Number of overlap: 6
Similarity score: 2.5389
Alignment:
RGRGGAGRRGGHGGDG-----
—————————— MBATTGGCTGH

Reverse complement motif =~ Consensus sequence:
CHCCBCCKMCTCCKCM

20

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

0.0 ‘FTT

“f.cCC TcCTQngg

Dataset #: 1
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Motif ID: 4

Motif name: TFF1

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position number: 8

Number of overlap: 5

Similarity score: 3

Alignment:

CGGVGCCGCVGC-————-

——————— DCAGCCAATVR

Original motif = Consensus sequence: CGGVGCCGCVGC Reverse complement motif = Consensus sequence: GCVGCGGCBCCG
2.0 2.0

.
n

.g’
|
IPO
0
)

¢ oCe6C.00.

Welaloga 34

Best Matches for Each Motif (Highest to Lowest)
Dataset #: 1 Motif ID: 1 Motif name: TFW1

Original motif = Consensus sequence: GTCGCG Reverse complement motif = Consensus sequence: CGCGAC
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ks i cmey e TE

(=R =

Best Matches for Motif ID 1 (Highest to Lowest)

Dataset #: 1

Motif ID: 3

Motif name: TFW3
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1

Number of overlap: 6

Similarity score: 0.0350356
Alignment:

CGGCYBCGCG

--—-—-GTCGCG

Original motif = Consensus sequence: CGGCYBCGCG

2.0

— CCE$C¢CC
5 10

a0

Wbl ogo 3 S

Reverse complement motif = Consensus sequence: CGCGBMGCCG

2.0

e
" C c e
Fa¥ C
ool === _—=—= 0=
5

Wbl ogo 34

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

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward

Position number: 7

Number of overlap: 6

Similarity score: 0.0375102

Alignment:

SGGTCACGTGACCS

--GTCGCG——--—-—--

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

2.0

bits

CoorolOoeace. - centACCTeace.

bits

5 10

Welsloge 34 Welloge 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

1

5

TFF11

Reverse Complement
Reverse Complement
Forward

5

6

0.0381641

Page 131 of 294



Alignment:
GCVCCGCeMeeYce
-——-CGCGAC——-—--

Original motif = Consensus sequence: GGMGGRGGCGGVGC

2.0

Reverse complement motif

bits

Consensus sequence: GCVCCGCCMCCYC

.06 e

.= P -F - — 9
5 10 Watilaga 34 Watalaga 3.4

Dataset #: 1
Motif ID: 4
Motif name: TFF1
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 7
Number of overlap: 6
Similarity score: 0.0431161

Alignment:
CGGVGCCGCVGC
—————— CGCGAC

Original motif = Consensus sequence: CGGVGCCGCVGC

Reverse complement motif

Consensus sequence: GCVGCGGCBCCG
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2.0 2.0

—— W &W:A_—-&_Q o o6 —_—T_.: AT W W =
5 : ==

Wetiloga 34

1.0

bits

>(')
O
(')
<D

0.0

Dataset #: 1

Motif ID: 2

Motif name: TFW2

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 2

Number of overlap: 6

Similarity score: 0.052047

Alignment:

CCGCGCGS

-CGCGAC-

Original motif = Consensus sequence: SCGCGCGG Reverse complement motif = Consensus sequence: CCGCGCGS
0.0 ‘:'_-A-:-_—- .:.:= = e e, — -—

Dataset #: 2

Motif ID: 12
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Motif name: ¢csGCCCCGCCCCsc
Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position number: 3

Number of overlap: 6

Similarity score: 0.0539

Alignment:

HVGCCCCGCCCCBB

--GTCGCG—————~

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

2.0

0.0 ==

Webilogo 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

2

14
cccGCCCCGCCCCsb
Reverse Complement
Original Motif
Forward

8

6

0.0558733
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Alignment:
BCCGCCCCGCCCCEB
——————— CGCGAC--

R I t tif C :
Original motif = Consensus sequence: BCCGCCCCGCCCCBB everse compiement mot onsensus sequence

BBGGGGCGGGGCGGB

20 20
="=’9TCQ C CCCQL S QGQ%

Dataset #: 1

Motif ID: 6

Motif name: TFM2

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 7

Number of overlap: 6

Similarity score: 0.0877631

Alignment:

CHCCBCCKMCTCCKCM

—————— CGCGAC—----

Reverse complement motif ~ Consensus sequence:

Original motif =~ Consensus sequence: RGRGGAGRRGGHGGDG CHCCBCCKMCTCCKCM
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2.0

Dataset #: 1
Motif ID: 9
Motif name: TFM12

Original Motif
Reverse Complement

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

Direction: Backward
Position number: 7
Number of overlap: 6
Similarity score: 0.089121
Alignment:

KKKAGGDGGAKKMGBBGKMG

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

20

bits

M 59953Q§$$lg9?291$99

Weblaga 3.4

Reverse complement motif =~ Consensus sequence:
KKKAGGDGGAKKMGBBGKMG

20

AzaAs AXBRAL NS Saf

Weblagn a4

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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
GBTGCAGGTGB
GTCGCG————--

Original motif

2.0

16

kcACCTGCAgc
Original Motif
Reverse Complement
Backward

6

6

0.0980422

Consensus sequence: BCACCTGCABC

Reverse complement motif

=

]

=1
.

0
L8}

0

A

Consensus sequence: GBTGCAGGTGB

10
Webilaga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

20

dhACATTCTkh
Original Motif
Reverse Complement
Forward

8

4

1.09467
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Alignment:
HCAGAATGTHD--
——————— GTCGCG

Original motif = Consensus sequence: DHACATTCTGH

240

bits

Reverse complement motif = Consensus sequence: HCAGAATGTHD

2.0

g C
o

0.0

bits

Dataset #: 1 Motif ID: 2 Motif name: TFW2

Original motif = Consensus sequence: SCGCGCGG

=20
e
il E — C C C
ﬂui N —— -::2. = -'-‘3= -
5

Wk oo Ed

Best Matches for Motif ID 2 (Highest to Lowest)

Dataset #: 2

Motif ID: 12

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

Position number: 2

Reverse complement motif  Consensus sequence: CCGCGCGS

=.0
w
B0
S ———-—— - -~
)

Wk oo T
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Number of overlap: 8

Similarity score: 0.0456233

Alignment:

HVGCCCCGCCCCBB

————— CCGCGCGS-

Original motif = Consensus sequence: HVGCCCCGCCCCBB Reverse complement motif  Consensus sequence: BBGGGGCGGGGC
i "-?-E-—-—CQQCACQGQ_- - ao =8 < g = ?C:Q—_— =

Dataset #: 2

Motif ID: 14

Motif name: cccGCCCCGCCCCsb

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Forward

Position number: 7

Number of overlap: 8

Similarity score: 0.045686

Alignment:

BCCGCCCCGCCCCRBB

—————— CCGCGCGS-

Reverse complement motif = Consensus sequence:

Original motif = Consensus sequence: BCCGCCCCGCCCCBB BBGGGGCGGGGCGGR
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2.0

T =T =
15

Position number:
Number of overlap:
Similarity score:

Reverse complement motif

bits

20
o =€=§TCQ cﬂ CCCG':,,‘:’;A ool == = T T Vls —
Dataset #: 1

Motif ID: 5
Motif name: TFF11
Matching format of first motif: Original Motif
Matching format of second motif Original Motif
Direction: Forward
4
8
0.0583967

Consensus sequence: GCVCCGCCMCCYC

:¢C¢CC?069991%2

Page 140 of 294

Alignment:
GGMGGRGGCGGVGC
-—--SCGCGCGG---
Original motif = Consensus sequence: GGMGGRGGCGGVGC
.= P- =l -5;unrﬂ_53
Dataset #: 1
4

Motif ID:



Motif name:
Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
CGGVGCCGCVGC
SCGCGCGG———--

Original motif

2.0

bits
=

_\G_GlcGe

TFF1

Original Motif
Original Motif
Backward

5

8

0.060966

Consensus sequence: CGGVGCCGCVGC

.

0.0

Wehilogo 34

Reverse complement motif

bits

Consensus sequence: GCVGCGGCBCCG

2.0

i = - GI CTCC
0.0 I..-ﬂ-—."'—:d:—: v e S i
5 10

WetiLogo 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

1

3

TFW3

Original Motif
Reverse Complement
Forward

3

8

0.0906073
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Alignment:

CGCGBMGCCG
--SCGCGCGG
Original motif = Consensus sequence: CGGCYBCGCG Reverse complement motif = Consensus sequence: CGCGBMGCCG

2.0 =0

C clc\_ UG
0.0 l== *C:Cl—-—c-: = - Lt —
= et = oL

Dataset #: 1
Motif ID: 6
Motif name: TFM2
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 6
Number of overlap: 8
Similarity score: 0.0910301
Alignment:
CHCCBCCKMCTCCKCM
---CCGCGCGS———--

Reverse complement motif ~ Consensus sequence:

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG CHCCBCCKMCTCCKCM
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2.0

Dataset #: 1
Motif ID: 9
Motif name: TFM12

Original Motif
Reverse Complement

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

Direction: Backward
Position number: 4
Number of overlap: 8
Similarity score: 0.094473
Alignment:

KKKAGGDGGAKKMGBBGKMG

————————— SCGCGCGG—--

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

20

bits

M 59953Q§$$lg9?291$99

Weblaga 3.4

Reverse complement motif =~ Consensus sequence:
KKKAGGDGGAKKMGBBGKMG

20

AzaAs AXBRAL NS Saf

Weblagn a4

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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
SGGTCACGTGACCS
-—--SCGCGCGG---

Original motif

2.0

bits

18

SSGTCACGTGACSs

Original Motif
Original Motif
Backward

4

8

0.0988223

Consensus sequence: SGGTCACGTGACCS

_gTOACa cace.

Welsloge 34

Reverse complement motif

bits

2.0

4 GGT

Consensus sequence: SGGTCACGTGACC

ACC_

o W

-

= O —F_\

CAC

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

1

TFW1
Original Motif
Original Motif
Forward

2

5

1.5088
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Alignment:

GTCGCG—--

-SCGCGCGG

Original motif = Consensus sequence: GTCGCG Reverse complement motif  Consensus sequence: CGCGAC
=_ =_
PR ———— - - — G C_.-—-— ——— -

Dataset #: 2

Motif ID: 16

Motif name: kcACCTGCAgc

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 8

Number of overlap: 4

Similarity score: 2.08456

Alignment:

-—-—-GBTGCAGGTGB

SCGCGCGG———=———

Original motif = Consensus sequence: BCACCTGCABC Reverse complement motif = Consensus sequence: GBTGCAGGTGB
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2.0
£
=10

g I———— .

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

2.0

clcu_.\UC
o =

o

10
Webilaga 34

Watiiaga 34

Dataset #: 1 Motif ID: 3 Motif name: TFW3

Wbl ogo 3 a8

Best Matches for Motif ID 3 (Highest to Lowest)

Dataset #: 1

Motif ID: 4

Motif name: TFF1
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 3

Number of overlap: 10

Similarity score: 0.0623879
Alignment:

CGGVGCCGCVGC

CGGCYBCGCG--
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Original motif = Consensus sequence: CGGVGCCGCVGC

2.0

bits
=

_G_G0cGe ¢

0.0 =
5

10
Wekiloga A4

Reverse complement motif = Consensus sequence: GCVGCGGCBCCG

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:
GGMGGRGGCGGVGC
CGCGBMGCCG———-

1

5

TFF11

Reverse Complement
Original Motif
Forward

1

10

0.0645308

Original motif = Consensus sequence: GGMGGRGGCGGVGC

2.0

ot
S10
= =
=

Reverse complement motif = Consensus sequence: GCVCCGCCMCCY(

0t e

Webiloga 3.4
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Dataset #: 2

Motif ID: 12

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

Position number: 5

Number of overlap: 10

Similarity score: 0.0718771
Alignment:

HVGCCCCGCCCCBB

CGGCYBCGCG——---

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

606002000 "1 QUGG

a0 e —_— e e W

Webiioga 3.4 Webiloga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

2

14
cccGCCCCGCCCCsb
Original Motif
Original Motif
Backward

5

10
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Similarity score: 0.0719604

Alignment:
BCCGCCCCGCCCCRBB
-CGGCYBCGCG———-

Original motif = Consensus sequence: BCCGCCCCGCCCCBB

2.0

LooUOMNLE..

WetiLoga 34

Reverse complement motif = Consensus sequence:
BBGGGGCGGGGCGGB

2.0

51.0

————— = W 4 P~ ———

0.0

Dataset #: 1
Motif ID: 9
Motif name: TFM12

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward
Position number: 11
Number of overlap: 10
Similarity score: 0.0767689
Alignment:

KKKAGGDGGAKKMGBBGKMG

—————————— CGCGBMGCCG

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

Reverse complement motif = Consensus sequence:
KKKAGGDGGAKKMGBBGKMG
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1.0

bits

Gl
E&FC $Q§T9l -ngc%g JRR=aAS AXARALLS CRE

W&Jgua

0.0

Dataset #: 1

Motif ID: 6

Motif name: TFM2
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 7

Number of overlap: 10

Similarity score: 0.0814831
Alignment:

CHCCBCCKMCTCCKCM

CGGCYBCGCG—=————

Reverse complement motif =~ Consensus sequence:
CHCCBCCKMCTCCKCM

CACC C gcTQCT

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

00—

blogad 4

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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
SGGTCACGTGACCS
-—-—--CGCGBMGCCG

Original motif

2.0

bits

18
SSGTCACGTGACSs
Reverse Complement
Reverse Complement
Forward

5

10

0.0895189

Consensus sequence: SGGTCACGTGACCS

_gTOACa cace.

Welsloge 34

Reverse complement motif

bits

2.0

4 GGT

of

Consensus sequence: SGGTCACGTGACC

ACC_

o W

-

= O —F_\

5

10

Welloge 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

1

2

TFW2

Original Motif
Reverse Complement
Backward

1

8

1.09499
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Alignment:
--CCGCGCGS
CGGCYBCGCG

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

“CcGCGCa.

ekl ago S

bis

Dataset #: 2

Motif ID: 16

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

Position number: 4

Number of overlap: 8

Similarity score: 1.10343

Alignment:

BCACCTGCABC--

-—-—-CGCGBMGCCG

Original motif = Consensus sequence: BCACCTGCABC Reverse complement motif = Consensus sequence: GBTGCAGGTGB
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1.0

S ————

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
—-—-DCAGCCAATVR
CGCGBMGCCG——---

15

kCAGCCAATmMr
Reverse Complement
Original Motif
Backward

5

7

1.57732

Original motif = Consensus sequence: DCAGCCAATVR

240

Reverse complement motif

2.0

Consensus sequence: MBATTGGCTGH

WekiLoga 34

Dataset #: 1 Motif ID: 4

Motif name: TFF1
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Consensus sequence: CGGVGCCGCVGC

Original motif
o !—.:"':___ E&‘rgg—-—‘-—g———_fc
Best Matches for Motif ID 4 (Highest to Lowest)
Dataset #: 1
Motif ID: 5
Motif name: TFF11
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1
12
0.0292081

Number of overlap:
Similarity score:

Alignment:
GGMGGRGGCGGVGC

-—-CGGVGCCGCVGC
Consensus sequence: GGMGGRGGCGGVGC

Original motif

QUG Ve

— [ —— P,
e L= P - L =]

bits
5

5

0.0

bits

Consensus sequence: GCVGCGGCBCCG

Reverse complement motif

) —-—: —- G C___CC
ool e — e W e S =
5 10

Wekiloga A4

Consensus sequence: GCVCCGCCMCCYC(

Reverse complement motif

:chcc?CCQQQT%g

ts

b
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Dataset #: 2
Motif ID: 12

Motif name: ¢csGCCCCGCCCCsc
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: 0.0542674
Alignment:

HVGCCCCGCCCCBB

CGGVGCCGCVGC--

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

a0 e — e W —

_Gene0e00ce ERCLLA

Webiioga 3.4 Webiloga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

1

9

TFM12

Original Motif
Reverse Complement
Backward

3

12
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Similarity score: 0.0543272

Alignment:
KKKAGGDGGAKKMGBBGKMG

—————— CGGVGCCGLCVGC--

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

20

Reverse complement motif
KKKAGGDGGAKKMGBBGKMG

20

A
A=aAS ALBRAR NS GRE

00— =

Consensus sequence:

A

5 10

15
Webslaga 3.4

Dataset #: 2

Motif ID: 14

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

Position number: 4

Number of overlap: 12

Similarity score: 0.0548371
Alignment:

BCCGCCCCGCCCCBB

-—-—-GCVGCGGCBCCG

Original motif = Consensus sequence: BCCGCCCCGCCCCBB

Reverse complement motif
BBGGGGCGGGGCGGB

Consensus sequence:
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2.0

bits

- _ee0ebe0e0e.

2.0

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:
CHCCBCCKMCTCCKCM
-—-GCVGCGGCBCCG--

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

1

6

TFM2

Reverse Complement
Reverse Complement
Backward

3

12

0.0594165

Reverse complement motif
CHCCBCCKMCTCCKCM

20

0.0

cl C

-?-TT

Consensus sequence:

LecTClree

Dataset #:
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Motif ID: 18

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

Position number: 1

Number of overlap: 12

Similarity score: 0.0777862

Alignment:
SGGTCACGTGACCS
-—-GCVGCGGCBCCG

Original motif

2.0

bits

Consensus sequence: SGGTCACGTGACCS

_gTOACa cace.

Welsloge 34

Reverse complement motif

bits

2.0

4 GGT

Consensus sequence: SGGTCACGTGACC

ACC_

o W

-

= O —F_\

CAC

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

3

TFW3
Original Motif
Original Motif
Forward

1

10

1.04219
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Alignment:

CGGCYBCGCG--
CGGVGCCGCVGC
Original motif = Consensus sequence: CGGCYBCGCG Reverse complement motif = Consensus sequence: CGCGBMGCCG
2.0 =0
C clacl_.\UC
0.0 = *c.-.cl?C-: |, - 0.0 = =_—
= TR L = TR L
Dataset #: 1
Motif ID: 2
Motif name: TFW2
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1
Number of overlap: 8
Similarity score: 2.04515
Alignment:
SCGCGCGG———--
CGGVGCCGCVGC
Original motif = Consensus sequence: SCGCGCGG Reverse complement motif = Consensus sequence: CCGCGCGS
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Dataset #: 2
Motif ID: 16
Motif name: kcACCTGCAgc
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 4
Number of overlap: 8
Similarity score: 2.08028

Alignment:
-——-GBTGCAGGTGB
CGGVGCCGCVGC—---

Original motif = Consensus sequence: BCACCTGCABC

240

Reverse complement motif

2

£

=1
0.

0
o

0

Consensus sequence: GBTGCAGGTGB

A

10
WekiLoga 34

Dataset #:
Motif ID:
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Motif name: TFW1

Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1
Number of overlap: 6
Similarity score: 3.02292
Alignment:
—————— GTCGCG
GCVGCGGCBCCG
Original motif = Consensus sequence: GTCGCG Reverse complement motif = Consensus sequence: CGCGAC
= O = O
PREPE [ e e - o C —— e .
WE;-_. S T e WE;-_. S T e
Dataset #: 1 Motif ID: 5 Motif nhame: TFF11
Original motif = Consensus sequence: GGMGGRGGCGGVGC Reverse complement motif = Consensus sequence: GCVCCGCCMCCY(
2.0 2.0
o Egéﬁeﬁch — 9 ”-_SC‘-‘-CC-_:CCS;ECQZ':QC.—
5 10 5 10

Webiioga 3.4 Webiioga 3.4

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

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
RGRGGAGRRGGHGGDG
GGMGGRGGCGGVGC—--

1

6

TFM2

Original Motif
Original Motif
Backward

3

14

0.033716

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

Reverse complement motif = Consensus sequence:

CHCCBCCKMCTCCKCM

2.0

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

TFM12

Reverse Complement
Original Motif
Forward

6

Page 162 of 294



Number of overlap:
Similarity score:

Alignment:
CYYCBBCYYYTCCHCCTYYY
————— GCVCCGCCcMCcCYCcC—-

14
0.0386905

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

20

2
S0

0.0

EQQ$Q§$9lgg%ggx$gg

Weblaga 3.4

Reverse complement motif =~ Consensus sequence:
KKKAGGDGGAKKMGBBGKMG

20

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
BCCGCCCCGCCCCRBB

GCVCCGCCMCCYCC-

2

14
cccGCCCCGCCCCsb
Reverse Complement
Original Motif
Backward

2

14

0.0548198
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R | if :
Original motif = Consensus sequence: BCCGCCCCGCCCCBB everse complement moti Consensus sequence

BBGGGGCGGGGCGGB
0.0 "T—?--—--T ::, o .4 10. = = 0.0 - E — A ?-:::A-?:%:—‘IIE—
Dataset #: 2
Motif ID: 12
Motif name: ¢csGCCCCGCCCCsc
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: 0.0652173
Alignment:
HVGCCCCGCCCCBB
GCVCCGCCcMceyce
Original motif = Consensus sequence: HVGCCCCGCCCCBB Reverse complement motif = Consensus sequence: BBGGGGCGGGGC
2.0 2.0
- "-‘E-‘——TCCQCACGCQ__. _ 0.0 =58 — = = = Acg—_— -
5 10 5 10

Webiloga 3.4 WabiLlogo .4
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1

4
TFF1

Dataset #:
Motif ID:
Motif name:
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: 1.02659
Alignment:
--CGGVGCCGCVGC
GGMGGRGGCGGVGC
Original motif = Consensus sequence: CGGVGCCGCVGC Reverse complement motif = Consensus sequence: GCVGCGGCBCCG
2.0 2.0
oo = & E&?GQ_—-L_Q,“:\ :—:g-?éclafgz_cc —
5 L ———— 3 [
Dataset #: 2
Motif ID: 18
Motif name: SsSGTCACGTGACSs
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Forward
3
12
Page 165 of 294

Position number:
Number of overlap:



Similarity score:

Alignment:
SGGTCACGTGACCS--
--GCVCCGCcMCeYce

1.07325

Original motif = Consensus sequence: SGGTCACGTGACCS

2.0

?CEIQAC,____LAC%

Webiioga 3.4

Reverse complement motif

2.0

Consensus sequence: SGGTCACGTGACC

ACC_

-_— cq-- -

10
Webiloga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
BCACCTGCABC---
GCvCCGCeMeeyce

2

16

kcACCTGCAgc
Reverse Complement
Original Motif
Forward

1

11

1.56524

Original motif = Consensus sequence: BCACCTGCABC

Reverse complement motif

Consensus sequence: GBTGCAGGTGB
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1.0

bits

S ————

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
CGGCYBCGCG——---
GCVCCGCCcMcceyYce

TFW3

Reverse Complement
Original Motif
Forward

1

10

2.04171

Original motif = Consensus sequence: CGGCYBCGCG

Reverse complement motif = Consensus sequence: CGCGBMGCCG

2.0

cucU_. UG
0.0 e e —— -

bits

e
10
WL ogo 3 4

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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
—————— CCGCGCGS
GCVCCGCCcMcceYce

TFW2

Reverse Complement
Reverse Complement
Backward

1

8

3.06679

Original motif = Consensus sequence: SCGCGCGG Reverse complement motif =~ Consensus sequence: CCGCGCGS

=20 =20
e ‘
o C c C _ - CC C C -
-_— o —— e = — - L
a.0 | ——— = = a.0 - ‘_TE__‘__ 3§ —

WelLaogo 3 WelLago 3

s

b

Dataset #: 1

Motif ID: 1

Motif name: TFW1
Matching format of first motif: Original Motif

Matching format of second motif:

Reverse Complement

Direction: Forward
Position nhumber: 1
Number of overlap: 6
Similarity score: 4.05705
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Alignment:
CGCGAC-====——-
GGMGGRGGCGGVGC

Original motif = Consensus sequence: GTCGCG

=_

bis
:

— -
OO o cem——

——

ks W cmey e S

Reverse complement motif  Consensus sequence: CGCGAC

--0GCG_

ks W cmey e S

\ts

Dataset #: 1 Motif ID: 6 Motif name: TFM2

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

5 10 15
Wabiogad 4

Best Matches for Motif ID 6 (Highest to Lowest)

Dataset #: 1

Motif ID: 9

Motif name: TFM12

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

Reverse complement motif = Consensus sequence:
CHCCBCCKMCTCCKCM

2.0

C cC C chTQClgc

oolm== LT

\Msuog CERY
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Position number: 1

Number of overlap: 16
Similarity score: 0.0331473
Alignment:

CYYCBBCYYYTCCHCCTYYY
CHCCBCCKMCTCCKCM—-—---

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

Reverse complement motif = Consensus sequence:

KKKAGGDGGAKKMGBBGKMG
20 20
Y&ESe fQEQQEGQ?QQxQQQ JAAmaAd AXBAALAS S2f
5 T 15 5 T 15

Dataset #: 1
Motif ID: 11
Motif name: TFM11
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 8
Number of overlap: 16
Similarity score: 0.0794752
Alignment:
HDWVAAAHAAAAAMAAAMWWWHBWA

——————— RGRGGAGRRGGHGGDG--
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Original motif = Consensus sequence:
HDWVAAAHAAAAAMAAAMWWWHBWA

20

WebLagod 4

Reverse complement motif ~ Consensus sequence:
TWVHWWWYTTTYTTTTTHTTTVWBH

20

Dataset #: 2

Motif ID: 14

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

Position number: 1

Number of overlap: 15

Similarity score: 0.558405
Alignment:

BBGGGGCGGGGCGGB—

RGRGGAGRRGGHGGDG

Original motif = Consensus sequence: BCCGCCCCGCCCCBB

2.0

- _oolellr0ote

WetiLoga 34

Reverse complement motif = Consensus sequence:
BBGGGGCGGGGCGGB

2.0

=
-_51.1]

0.0 — . - = SN k=
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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:
GGMGGRGGCGGVGC—--
RGRGGAGRRGGHGGDG

1

5

TFF11
Original Motif
Original Motif
Forward

1

14

1.03372

Original motif = Consensus sequence: GGMGGRGGCGGVGC

2.0

E‘I.CI

Reverse complement motif = Consensus sequence: GCVCCGCCMCCY(

0.t e

. =P - 9
2 10 WetiLoga 3.4 WetiLoga 3.4

Dataset #: 2
Motif ID: 12
Motif name: ¢csGCCCCGCCCCsc
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 1
Number of overlap: 14
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Similarity score:

Alignment:
BBGGGGCGGGGCVD--
RGRGGAGRRGGHGGDG

1.05955

Original motif = Consensus sequence: HVGCCCCGCCCCBB

- 00000:006c

Webiioga 3.4

Reverse complement motif

2.0

a0 e —_— e W

Consensus sequence: BBGGGGCGGGGC

C

= e

Webiloga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
GCVGCGGCBCCG—=—-
RGRGGAGRRGGHGGDG

1

4

TFF1

Original Motif
Reverse Complement
Forward

1

12

2.07381

Original motif = Consensus sequence: CGGVGCCGCVGC

Reverse complement motif

Consensus sequence: GCVGCGGCBCCG
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2.0 2.0

U0 GlcGe ¢ e 6l (¢.CC.
3 Welilaga 34 1o Welilage 34
Dataset #: 1
Motif ID: 3
Motif name: TFW3
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 1
Number of overlap: 10
Similarity score: 3.05867
Alignment:
CGCGBMGCCG———=---
RGRGGAGRRGGHGGDG
Original motif = Consensus sequence: CGGCYBCGCG Reverse complement motif  Consensus sequence: CGCGBMGCCG

2.0

b|ts

clacl_.\UC

WL ogo 3 4

—

Dataset #: 2
Motif ID: 16
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Motif name:
Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
BCACCTGCABC-—-——---
—CHCCBCCKMCTCCKCM

kcACCTGCAgc
Reverse Complement
Original Motif
Forward

2

10

3.07248

Original motif = Consensus sequence: BCACCTGCABC

2.0

Reverse complement motif

)

=

=1
0.

0
o

0

A

Consensus sequence: GBTGCAGGTGB

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

TFM1

Original Motif
Reverse Complement
Forward

10

9

3.57029
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Alignment:

ABAAAAAAWHAAAAARAW-——————
————————— RGRGGAGRRGGHGGDG
Original motif = Consensus sequence: WTKTTTTTHWTTTTTTBT Reverse complement motif  Consensus sequence:
ABAAAAAAWHAAAAARAW
20 20
) TII ;ITI MTﬁééAgAAé ééAAééQ%
2 10 8 Weilaga 2.4 2 10 8 Webilaga 24
Dataset #: 1
Motif ID: 8
Motif name: TFM3
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 10
Number of overlap: 9
Similarity score: 3.57686
Alignment:
TWAAWTTVTGAAAAAHWW-——————
————————— RGRGGAGRRGGHGGDG

Reverse complement motif ~ Consensus sequence:

Original motif = Consensus sequence: WWHTTTTTCABAAWTTWA TWAAWTTVTGAAAAAHWW
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2.0 2.0

Bt Ml Tk TT

Dataset #: 1 Motif ID: 7 Motif name: TFM1

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

ABAAAAAAWHAAAAARAW
2.0 2.0
TT T T T A AA A
i =AC == 5 AIA{\I—:'é 0o TEEéETéT:._..T céc: T %
5 10 15 5 10 15

Best Matches for Motif ID 7 (Highest to Lowest)
Dataset #: 1
Motif ID: 11
Motif name: TFM11
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 6
Number of overlap: 18
Similarity score: 0
Alignment:
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HDWVAAAHAAAAAMAAAMWWWHBWA

—-—-ABAAAAAAWHAAAAARAW-—-———
Original motif = Consensus sequence: Reverse complement motif = Consensus sequence:
HDWVAAAHAAAAAMAAAMWWWHBWA TWVHWWWYTTTYTTTTTHTTTVWBH

20

WebLagod 4 WebLagod 4

Dataset #: 1

Motif ID: 10

Motif name: TFM13
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 3

Number of overlap: 18

Similarity score: 0.0364672
Alignment:

ATKAAWTTTTRMAABAHHTW

ABAAAAAAWHAAAAARAW--

Reverse complement motif ~ Consensus sequence:

Original motif = Consensus sequence: ATKAAWTTTTRMAABAHHTW WAHHTVTTYKAAAAWTTRAT
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20

EI:%HIEE%AQ-LA@I% g:ﬁAzxLﬂTﬁA _ ﬂﬂgﬂ

=
20

Weblaga 34

15
Weblaga 34

Dataset #: 1

Motif ID: 8

Motif name: TFM3

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: 0.0456974
Alignment:

WWHTTTTTCABAAWTTWA

WTKTTTTTHWTTTTTTBT

- . Reverse complement motif = Consensus sequence:
I f : WWHTTTTTCABAAWTTWA
Original moti Consensus sequence C TWAAWTTVTGAAAAAHWW
| A aBa | TGa.AA

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:
CYYCBBCYYYTCCHCCTYYY-
-——WITKTTTTTHWTTTTTTBT

9

TFM12
Original Motif
Original Motif
Forward

4

17

0.572783

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

20

2
=10

ZGc $g§$9lgg%991$%9

Weblaga 34

Reverse complement motif = Consensus sequence:
KKKAGGDGGAKKMGBBGKMG

20

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

2

17

WWAAATAATAtw
Original Motif
Reverse Complement
Backward

1

12
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Similarity score: 3.0279
Alignment:

—————— DDTATTATTTDH
WTKTTTTTHWTTTTTTBT

Original motif = Consensus sequence: HDAAATAATADD

2.0

L AA TAALQ_?

bits

00—l —

—
5

WatiLoga 3.4

Reverse complement motif

Consensus sequence: DDTATTATTTDH

. TarthTer

Wetiiogo 3.4

Dataset #: 2

Motif ID: 13

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

Number of overlap: 12

Similarity score: 3.0351
Alignment:

HDAAATAATAHW-—-———-

ABAAAAAAWHAAAAARAW

Original motif = Consensus sequence: HDAAATAATAHW

Reverse complement motif

Consensus sequence: WHTATTATTTDH
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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:
DBGTAAATAHD-—-—————
ABAAAAAAWHAAAAARAW

21

wbgTAAATAWW
Reverse Complement
Original Motif
Forward

1

11

3.54371

Original motif  Consensus sequence: DBGTAAATAHD

240

0.0

1 [AMATA

Weiloga 34

Reverse complement motif = Consensus sequence: DHTATTTACBD

=8
=

2.0

1.0

_IAlIIAgmq

0.0

WekiLoga 34

Dataset #:
Motif ID:

20

Page 182 of 294



Motif name:
Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
———————— HCAGAATGTHD
ABAAAAAAWHAAAAARAW-

dhACATTCTkh
Reverse Complement
Reverse Complement
Backward

2

10

4.06154

Original motif = Consensus sequence: DHACATTCTGH

2.0

Reverse complement motif

2.0

Consensus sequence: HCAGAATGTHD

=
10 e

Dataset #: 1
Motif ID: 6
Motif name: TFM2
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position nhumber: 8
Number of overlap: 9
Similarity score: 4.56306
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Alignment:

————————— CHCCBCCKMCTCCKCM
WTKTTTTTHWTTTTTTBT———————

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

Reverse complement motif
CHCCBCCKMCTCCKCM

2.0

Consensus sequence:

"0.cC CVlecIClrce

a.0 -

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:
————————— HVTACWGTABD
ABAAAAAAWHAAAAARAW--—

19

WSTACWGTAsw
Reverse Complement
Original Motif
Backward

3

9

4.57253

Original motif = Consensus sequence: HVTACWGTABD

Reverse complement motif

Consensus sequence: DBTACWGTAVH
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Watiiaga 34

Webilaga 34

Dataset #: 1 Motif ID: 8 Motif name: TFM3

Original motif =~ Consensus sequence: WWHTTTTTCABAAWTTWA

gﬁT%ATETIIQ%¢AA¢%IIg

Weilog 3.4

Best Matches for Motif ID 8 (Highest to Lowest)

Dataset #: 1

Motif ID: 10

Motif name: TFM13

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

Position number: 2

Number of overlap: 18

Similarity score: 0.00833981
Alignment:

Reverse complement motif =~ Consensus sequence:
TWAAWTTVTGAAAAAHWW

bits

2.0

=3

=%
10 15

%Aﬁ§11nl
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ATKAAWTTTTRMAABAHHTW
—-TWAAWTTVTGAAAAAHWW-

Original motif = Consensus sequence: ATKAAWTTTTRMAABAHHTW

20

Reverse complement motif ~ Consensus sequence:

WAHHTVTTYKAAAAWTTRAT

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
TWVHWWWYTTTYTTTTTHTTTVWBH
————WWHTTTTTCABAAWTTWA-—-

Original motif =~ Consensus sequence:

HDWVAAAHAAAAAMAAAMWWWHBWA

11

TFM11

Original Motif
Reverse Complement
Forward

5

18

0.0346965

Reverse complement motif ~ Consensus sequence:

TWVHWWWYTTTYTTTTTHTTTVWBH
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240

20

Dataset #: 1

Motif ID: 7

Motif name: TFM1

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: 0.0376845

Alignment:

WTKTTTTTHWTTTTTTBT

WWHTTTTTCABAAWTTWA

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

Al dlles kb

2.0

uééAATééé

Py 15

Webilogo 3.4 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:
—————— DDTATTATTTDH

WWHTTTTTCABAAWTTWA

17

WWAAATAATALtw
Original Motif
Reverse Complement
Backward

1

12

3.03666

Original motif = Consensus sequence: HDAAATAATADD

2.0

Reverse complement motif = Consensus sequence: DDTATTATTTDH

2.0

“ TarTATIT

0.0 . —==— - E = = =

Welaloga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

13

tkAAATAATAtwW
Original Motif
Reverse Complement
Backward

1

12

3.0397
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Alignment:
—————— WHTATTATTTDH

WWHTTTTTCABAAWTTWA

Original motif  Consensus sequence: HDAAATAATAHW

2.

bits

a.

E_AAA AI=T¢

5

Welaloga A4

Reverse complement motif

b\ts

TAITATIT

Consensus sequence: WHTATTATTTDH

Wekaloga A4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
DHACATTCTGH--—-—-——-—
TWAAWTTVTGAAAAAHWW

2

20

dhACATTCTkh
Reverse Complement
Original Motif
Forward

1

11

3.53885

Original motif = Consensus sequence: DHACATTCTGH

Reverse complement motif

Consensus sequence: HCAGAATGTHD
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Watiiaga 34

Webilaga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
DHTATTTACBD-—-——-——--
TWAAWTTVTGAAAAAHWW

2

21

wWbgTAAATAWW
Reverse Complement
Reverse Complement
Forward

1

11

3.54165

Original motif  Consensus sequence: DBGTAAATAHD

240

0.0

~ _AsATA

Weiloga 34

Reverse complement motif = Consensus sequence: DHTATTTACBD

=8
=

2.0

1.0

0.0

_IAlIIAgmq

WekiLoga 34

Dataset #:
Motif ID:
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Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
————————— CHCCBCCKMCTCCKCM
WWHTTTTTCABAAWTTWA-——-————

TFM2

Original Motif
Reverse Complement
Backward

8

9

4.56162

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

Reverse complement motif =~ Consensus sequence:
CHCCBCCKMCTCCKCM

2.0

0.0 - l"?"‘TT

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

19

WSTACWGTAsw
Reverse Complement
Original Motif
Backward

5

7

5.56444
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Alignment:
——————————— HVTACWGTABD

TWAAWTTVTGAAAAAHWW-————

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

240 2.0

Wetiiaga 34 Wekiiaga 34

Dataset #: 1

Motif ID: 9

Motif name: TFM12
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 17

Number of overlap: 4

Similarity score: 7.05747
Alignment:
CYYCBBCYYYTCCHCCTYYY-—————————————
———————————————— WWHTTTTTCABAAWTTWA

Reverse complement motif ~ Consensus sequence:

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY KKKAGGDGGAKKMGBBGKMG
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20 20

C
£Sc $Q£T91 Q%EQIQQQ BR=.0G XVagha¥e agza

5 10 15 20 ; 5 10 15 20
Webilaga 34

Dataset #: 1 Motif ID: 9 Motif name: TFM12

Reverse complement motif =~ Consensus sequence:
KKKAGGDGGAKKMGBBGKMG

20 20

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

pii}
=10

3995$Q§$?lgg?$gx$9%

Weblagn 34

0.0

Best Matches for Motif ID 9 (Highest to Lowest)

Dataset #: 1

Motif ID: 11

Motif name: TFM11

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

Position number: 6

Number of overlap: 20

Similarity score: 0.0550447

Alignment:
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TWVHWWWYTTTYTTTTTHTTTVWBH

CYYCBBCYYYTCCHCCTYYY—-————
Original motif = Consensus sequence: Reverse complement motif  Consensus sequence:
HDWVAAAHAAAAAMAAAMWWWHBWA TWVHWWWYTTTYTTTTTHTTTVWBH

20

WebLagod 4 WebLagod 4

Dataset #: 1

Motif ID: 7

Motif name: TFM1
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: 1.56027
Alignment:

———WTKTTTTTHWTTTTTTBT

CYYCBBCYYYTCCHCCTYYY-

Reverse complement motif ~ Consensus sequence:

Original motif = Consensus sequence: WTKTTTTTHWTTTTTTBT ABAAAAAAWHAAAAARAW
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Luﬂg LI 1

WebLaga 3.4

2.0

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
RGRGGAGRRGGHGGDG——---
KKKAGGDGGAKKMGBBGKMG

1

6

TFM2

Reverse Complement
Original Motif
Forward

1

16

2.0134

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

Reverse complement motif =~ Consensus sequence:
CHCCBCCKMCTCCKCM

20

0.0

C“CC C gchCT

w:uga»

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:
————— BCCGCCCCGCCCCEB
CYYCBBCYYYTCCHCCTYYY

Original motif = Consensus sequence: BCCGCCCCGCCCCBB

2.0

14
cccGCCCCGCCCCsb
Original Motif
Original Motif
Backward

1

15

2.54994

Reverse complement motif = Consensus sequence:
BBGGGGCGGGGCGGB

2.0

0.0 — e — =

Webiloga 3.4 Webiloga 3.4

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

2

12
¢csGCCCCGCCCCsc
Reverse Complement
Reverse Complement
Backward

1

14
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Similarity score: 3.04796

Alignment:
—————— BBGGGGCGGGGCVD
KKKAGGDGGAKKMGBBGKMG
Original motif = Consensus sequence: HVGCCCCGCCCCBB Reverse complement motif = Consensus sequence: BBGGGGCGGGGC
2.0 2.0
'—"?—-f—-'—cc E CACGCQ_ = - - T = = Acg_____,__.
e 2 10 W_q'.l_u a4 e - - 2 T ) 10 Watiia a4
Dataset #: 1
Motif ID: 5
Motif name: TFF11
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: 3.05193
Alignment:
GGMGGRGGCGGVGC—————~
KKKAGGDGGAKKMGBBGKMG
Original motif = Consensus sequence: GGMGGRGGCGGVGC Reverse complement motif = Consensus sequence: GCVCCGCCMCCY(
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2.0

its

bits
B
bi

c zchcc?ccgggfgg

. P - = ———
2 10 Weltags 3.4 Welstags 3.4
Dataset #: 1
Motif ID: 4
Motif name: TFF1
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: 4.05708
Alignment:
———————— GCVGCGGCBCCG
KKKAGGDGGAKKMGBBGKMG
Original motif = Consensus sequence: CGGVGCCGCVGC Reverse complement motif = Consensus sequence: GCVGCGGCBCCG

2.0 2.0

@
(P
i

e e P T

- N e

S— .
5

0.0

__‘____A___,.‘:Q__"ﬁl:._ - e
10 :

Wekiloga A4

Dataset #:
Motif ID: 3
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Motif name: TFW3
Matching format of first motif:
Matching format of second motif:

Direction: Backward
Position number: 1
Number of overlap: 10
Similarity score: 5.03421
Alignment:

—————————— CGCGBMGCCG

KKKAGGDGGAKKMGBBGKMG

Original motif = Consensus sequence: CGGCYBCGCG

2.0

— *CC%$C¢CC

0.0

bits

Reverse Complement
Reverse Complement

Reverse complement motif

2.0

0.0

clcu_-\C
«- = -

Consensus sequence: CGCGBMGCCG

Wbl ogo 3 a8

Dataset #: 1
Motif ID: 10
Motif name: TFM13

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

Direction: Backward
Position nhumber: 11
Number of overlap: 10
Similarity score: 5.05237

Original Motif
Reverse Complement
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Alignment:

—————————— WAHHTVTTYKAAAAWTTRAT
CYYCBBCYYYTCCHCCTYYY—-——————

Original motif = Consensus sequence: ATKAAWTTTTRMAABAHHTW

20

Reverse complement motif
WAHHTVTTYKAAAAWTTRAT

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:
CCGCGCGS————————————
CYYCBBCYYYTCCHCCTYYY

TFW2

Original Motif
Reverse Complement
Forward

1

8

6.06074

Original motif = Consensus sequence: SCGCGCGG

Reverse complement motif

Consensus sequence: CCGCGCGS
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b|ts

{Lgﬁc?c# ~CeliC GCa.

el ago @ ek ago @

Dataset #: 1 Motif ID: 10 Motif name: TFM13

. : ) Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: ATKAAWTTTTRMAABAHHTW WAHHTVTTYKAAAAWTTRAT

20

ST S YT R (W & SN 1

15 20
Wm_agua Weblagn a4

Best Matches for Motif ID 10 (Highest to Lowest)

Dataset #: 1

Motif ID: 11

Motif name: TFM11

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

Position number: 5

Number of overlap: 20

Similarity score: 0.0352451

Alignment:
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TWVHWWWYTTTYTTTTTHTTTVWBH

————-WAHHTVTTYKAAAAWTTRAT-
Original motif = Consensus sequence: Reverse complement motif  Consensus sequence:
HDWVAAAHAAAAAMAAAMWWWHBWA TWVHWWWYTTTYTTTTTHTTTVWBH

20

WebLagod 4 WebLagod 4

Dataset #: 1

Motif ID: 8

Motif name: TFM3
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: 1.02254
Alignment:

TWAAWTTVTGAAAAAHWW-—

ATKAAWTTTTRMAABAHHTW

Reverse complement motif ~ Consensus sequence:

Original motif =~ Consensus sequence: WWHTTTTTCABAAWTTWA TWAAWTTVTGAAAAAHWW
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2.0

2.0

Dataset #: 1

Motif ID: 7

Motif name: TFM1

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: 1.02868

Alignment:

WTKTTTTTHWTTTTTTBT —-

WAHHTVTTYKAAAAWTTRAT

Original motif = Consensus sequence: WTKTTTTTHWTTTTTTBT

TI-_.T

-\

—A

Webilogo 3.4

Reverse complement motif =~ Consensus sequence:

ABAAAAAAWHAAAAARAW
“ oM As ashtA As

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:
———————— HDAAATAATAHW
WAHHTVTTYKAAAAWTTRAT

Original motif

2.0

13

tkAAATAATAtW
Reverse Complement
Original Motif
Backward

1

12

4.03399

Consensus sequence: HDAAATAATAHW

Reverse complement motif

Consensus sequence: WHTATTATTTDH

ZQeTALIAIIg_‘

P QAAIA_A A;-__:‘#‘ =
5 140 i Scan o WetiLoaga 34
Dataset #: 2
Motif ID: 17
Motif name: WWAAATAATALtw
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1
Number of overlap: 12
Similarity score: 4.03484

Page 204 of 294



Alignment:
———————— HDAAATAATADD
WAHHTVTTYKAAAAWTTRAT

Original motif = Consensus sequence: HDAAATAATADD

2.0

Reverse complement motif

2.0

Consensus sequence: DDTATTATTTDH

ﬁjﬁﬁ ATIAIII~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:
DBGTAAATAHD-—-———————
ATKAAWTTTTRMAABAHHTW

21
wWbgTAAATAWW
Original Motif
Original Motif
Forward

1

11

4.55116

Original motif =~ Consensus sequence: DBGTAAATAHD

Reverse complement motif

Consensus sequence: DHTATTTACBD
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bits

< <|AaATA

Watiiaga 34

2.0

Dataset #: 1

Motif ID: 9

Motif name: TFM12
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 11

Number of overlap: 10

Similarity score: 5.0571
Alignment:

KKKAGGDGGAKKMGBBGKMG-=-======-——

—————————— ATKAAWTTTTRMAABAHHTW

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

20

w0
£10

0.0

)
E&c : $T§T?I g-—gsg“-fggﬁ

Weblaga 3.4

Reverse complement motif
KKKAGGDGGAKKMGBBGKMG

Consensus sequence:

Dataset #: 2
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Motif ID: 20

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

Number of overlap: 7

Similarity score: 6.55998
Alignment:

————————————— DHACATTCTGH
ATKAAWTTTTRMAABAHHTW—-——--

Original motif = Consensus sequence: DHACATTCTGH

2.0

bits

Reverse complement motif

2.0

Consensus sequence: HCAGAATGTHD

—a =
0.0 0.0
2 Weitaaas e
Dataset #: 2
Motif ID: 15
Motif name: kCAGCCAATmMr
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 7
Number of overlap: 5
Similarity score: 7.55485
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Alignment:

————————————— MBATTGGCTGH
ATKAAWTTTTRMAABAHHTW-—-————
Original motif = Consensus sequence: DCAGCCAATVR Reverse complement motif = Consensus sequence: MBATTGGCTGH

240 "

Welslaga A4

Dataset #: 2

Motif ID: 19

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

Number of overlap: 4

Similarity score: 8.01732
Alignment:

———————————————— HVTACWGTABD

ATKAAWTTTTRMAABAHHTW-—-—-————

Original motif = Consensus sequence: HVTACWGTABD Reverse complement motif = Consensus sequence: DBTACWGTAVH
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Watiiaga 34

Webilaga 34

Dataset #: 1 Motif ID: 11 Motif name: TFM11

Original motif =~ Consensus sequence:
HDWVAAAHAAAAAMAAAMWWWHBWA

20

Best Matches for Motif ID 11 (Highest to Lowest)

Dataset #: 1

Motif ID: 10

Motif name: TFM13

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

Position number: 1

Number of overlap: 20

Similarity score: 0.0486765

Alignment:

Reverse complement motif =~ Consensus sequence:
TWVHWWWYTTTYTTTTTHTTTVWBH

20

2
E10

LY inIII 1I;IlIAI pe
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WAHHTVTTYKAAAAWTTRAT-———-
TWVHWWWYTTTYTTTTTHTTTVWBH

Original motif = Consensus sequence: ATKAAWTTTTRMAABAHHTW

20

Reverse complement motif
WAHHTVTTYKAAAAWTTRAT

Consensus sequence:

Dataset #: 1

Motif ID: 9

Motif name: TFM12
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 1

Number of overlap: 20

Similarity score: 0.0693284
Alignment:

KKKAGGDGGAKKMGBBGKMG—————

HDWVAAAHAAAAAMAAAMWWWHBWA

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

Reverse complement motif
KKKAGGDGGAKKMGBBGKMG

Consensus sequence:

Page 210 of 294



20

1.0

bits

0.0

cggsiTEQfECQ%ggxggf

Weblaga 34

Dataset #: 1
Motif ID: 7
Motif name: TFM1

Original Motif
Reverse Complement

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

Direction: Backward

Position number: 1

Number of overlap: 18

Similarity score: 1.0232

Alignment:

——————— ABAAAAAAWHAAAAARAW

HDWVAAAHAAAAAMAAAMWWWHBWA

Original motif = Consensus sequence: WTKTTTTTHWTTTTTTBT Reverse complement motif  Consensus sequence:
S . ' ABAAAAAAWHAAAAARAW

T ¥ T T A A A A

JAA=ASILL XLAxXIAT A B ALNANAA SANT Y=

Dataset #: 1
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Motif ID: 8

Motif name: TFM3

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: 1.05388

Alignment:

WWHTTTTTCABAAWTTWA-—-—————

TWVHWWWYTTTYTTTTTHTTTVWBH

Reverse complement motif = Consensus sequence:
TWAAWTTVTGAAAAAHWW

2.0 2.0

I8 TﬂTTTTTQA_AA 1lzA "Taba,TT TCant8

0.0

Original motif = Consensus sequence: WWHTTTTTCABAAWTTWA

WebLaga 3.4 WebLaga 3.4

Dataset #: 2

Motif ID: 17

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

Number of overlap: 12
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Similarity score: 4.03464

Alignment:
HDAAATAATADD-——-——————————
HDWVAAAHAAAAAMAAAMWWWHBWA

Original motif = Consensus sequence: HDAAATAATADD

2.0

L AA TAALQ_?

bits

00—l —

—
5

WatiLoga 3.4

Reverse complement motif

Consensus sequence: DDTATTATTTDH

. TarthTer

Wetiiogo 3.4

Dataset #: 2

Motif ID: 13

Motif name: tkAAATAATAtwW
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: 4.04436
Alignment:

HDAAATAATAHW--——--—-—-———-————

HDWVAAAHAAAAAMAAAMWWWHBWA

Original motif = Consensus sequence: HDAAATAATAHW

Reverse complement motif

Consensus sequence: WHTATTATTTDH
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Wetiloga 34

Dataset #: 2

Motif ID: 21

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

Position number: 1

Number of overlap: 11

Similarity score: 4.53643

Alignment:

—————————————— DHTATTTACBD

TWVHWWWYTTTYTTTTTHTTTVWBH

Original motif = Consensus sequence: DBGTAAATAHD Reverse complement motif = Consensus sequence: DHTATTTACBD
£10 A £10 T
aon1—=—— === _i-. — '=-1—.ﬂ- — L B ee——— — T = = == =_= P =
Dataset #: 2
Motif ID: 20
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Motif name: dhACATTCTkh

Matching format of first motif:

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

Number of overlap: 11

Similarity score: 4.56457
Alignment:

—————————————— DHACATTCTGH

TWVHWWWYTTTYTTTTTHTTTVWBH

Original motif = Consensus sequence: DHACATTCTGH

2.0

Reverse Complement

Reverse complement motif

2.0

Consensus sequence: HCAGAATGTHD

=
10 e

Dataset #: 1
Motif ID: 6
Motif name: TFM2
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position nhumber: 10
Number of overlap: 7
Similarity score: 6.57279

Page 215 of 294



Alignment:

—————————————————— RGRGGAGRRGGHGGDG

HDWVAAAHAAAAAMAAAMWWWHBWA

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

Reverse complement motif
CHCCBCCKMCTCCKCM

2.0

Consensus sequence:

"0.cC CVlecIClrce

a.0 -

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:

DBTACWGTAVH-———=—=—=———————~—

19

WSTACWGTAsw
Reverse Complement
Reverse Complement
Forward

8

4

8.03096

——————— TWVHWWWYTTTYTTTTTHTTTVWBH

Original motif = Consensus sequence: HVTACWGTABD

Reverse complement motif

Consensus sequence: DBTACWGTAVH
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Watiiaga 34

Webilaga 34

Dataset #: 2 Motif ID: 12

Original motif = Consensus sequence: HVGCCCCGCCCCBB

Motif name: csGCCCCGCCCCsc

60000000

Best Matches for Motif ID 12 (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:
BCCGCCCCGCCCCEB
-HVGCCCCGCCCCBB

Wehilogo 3.4

2

14

cccGCCCCGCCCCsb
Original Motif
Original Motif

Backward
1

14

0

Reverse complement motif

bits

Consensus sequence: BBGGGGCGGGGC

e, M AR, = e

Wehilogo 3.4
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Original motif = Consensus sequence: BCCGCCCCGCCCCBB

2.0

_aelbacoce.

Webiloga 34

Reverse complement motif
BBGGGGCGGGGCGGB

2.0

o

Consensus sequence:

N —

10

Webiloga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
CYYCBBCYYYTCCHCCTYYY
—-—-—-HVGCCCCGCCCCBB---

1

9

TFM12
Original Motif
Original Motif
Backward

4

14
0.0777991

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

20

=10

0.0

WebsLaga 3.4

Reverse complement motif

KKKAGGDGGAKKMGBBGKMG

20

A
AéeAEAAAééA s AS

Consensus sequence:

A
=T

- e

5

10

15

20
Webslaga 3.4
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
CHCCBCCKMCTCCKCM
HVGCCCCGCCCCBB--

1

6

TFM2

Original Motif
Reverse Complement
Backward

3

14

0.0880609

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

Reverse complement motif
CHCCBCCKMCTCCKCM

2.0

o
£1.0

0.0

CCCEQ

Consensus sequence:

cICCrce

=T I
5

10 15
WabiLogad 4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

TFF11

Reverse Complement
Original Motif
Forward

1
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Number of overlap: 14

Similarity score: 0.0937271

Alignment:

GGMGGRGGCGGVGC

BBGGGGCGGGGCVD

Original motif = Consensus sequence: GGMGGRGGCGGVGC Reverse complement motif  Consensus sequence: GCVCCGCCMCCY(
0.0 E“-“"égéﬁ—?cg -——= 9 nﬂ-.SC?CC-_:CC?cg:':gC._

Dataset #: 2

Motif ID: 18

Motif name: sSGTCACGTGACSs

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 1

Number of overlap: 14

Similarity score: 0.0971132

Alignment:

SGGTCACGTGACCS

HVGCCCCGCCCCBB

Original motif = Consensus sequence: SGGTCACGTGACCS Reverse complement motif  Consensus sequence: SGGTCACGTGACC
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2.0 2.0

“*_co1CACCTGace. . gaehCilGace.

0.0 —= —
10

Welsloge 34 Welloge 3.4

Dataset #: 1
Motif ID: 4

Motif name: TFF1

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position number: 1

Number of overlap: 12

Similarity score: 1.08016

Alignment:

CGGVGCCGCVGC--

HVGCCCCGCCCCBB

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

= v e =

=
5

O

4

)
<
<D

i “—-—"‘E—!' e 0.0 - N e
10 =

Wekiloga A4

0.0

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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
CGGCYBCGCG——---
HVGCCCCGCCCCBB

TFW3
Original Motif
Original Motif
Forward

1

10

2.07757

Original motif = Consensus sequence: CGGCYBCGCG

2.0

oo l—— .LCC%%

bits

Reverse complement motif

2.0

-
=1

o

clcu_-\C
o ==

Consensus sequence: CGCGBMGCCG

Wbl ogo 3 a8

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

TFW2
Original Motif
Original Motif
Forward

1

8

3.07109
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Alignment:

SCGCGCGG——-—-—~
HVGCCCCGCCCCBB
Original motif = Consensus sequence: SCGCGCGG Reverse complement motif = Consensus sequence: CCGCGCGS

s

b

“CcGCGCa.

ekl ago S

Dataset #: 1

Motif ID: 1

Motif name: TFW1

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

Position number: 1

Number of overlap: 6

Similarity score: 4.10276

Alignment:

CGCGAC-—-=-————--

HVGCCCCGCCCCBB

Original motif = Consensus sequence: GTCGCG Reverse complement motif  Consensus sequence: CGCGAC
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=_r

Dataset #:

Motif ID:

Motif name:

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

11

TFM11

Original Motif
Reverse Complement

Direction: Forward
Position number: 22
Number of overlap: 4
Similarity score: 5.10677
Alignment:
TWVHWWWYTTTYTTTTTHTTTVWBH--————————
————————————————————— HVGCCCCGCCCCBB
Original motif = Consensus sequence:
HDWVAAAHAAAAAMAAAMWWWHBWA

pok= —Ar —.—A AAA’.\Aé ‘ Aééi"xf;\_,‘ éé

WebLagod 4

Reverse complement motif =~ Consensus sequence:
TWVHWWWYTTTYTTTTTHTTTVWBH

20

[2]
=10

mcl ﬁzixll TI;ILIII _l

Dataset #: 2 Motif ID: 13

Motif name: tkAAATAATAtw
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Original motif = Consensus sequence: HDAAATAATAHW Reverse complement motif = Consensus sequence: WHTATTATTTDH

2.0

Coammlh . T

o0—=—= 0.0

bits

10
Wekiloga A4 Wekiloga A4

Best Matches for Motif ID 13 (Highest to Lowest)

Dataset #: 2

Motif ID: 17

Motif name: WWAAATAATAtw

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

Alignment:

HDAAATAATADD

HDAAATAATAHW

Original motif = Consensus sequence: HDAAATAATADD Reverse complement motif = Consensus sequence: DDTATTATTTDH
2.0 2.0

2>
3>

o —
q
=
=
=

— ==
—

10
Wekiloga A4 Wekiloga A4

EEES i =_= 0.0

- AIIAllxi
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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:
TWVHWWWYTTTYTTTTTHTTTVWBH
——————————— WHTATTATTTDH--

Original motif = Consensus sequence:
HDWVAAAHAAAAAMAAAMWWWHBWA

240

1

11

TFM11

Reverse Complement
Reverse Complement
Backward

3

12

0.0590505

Reverse complement motif = Consensus sequence:
TWVHWWWYTTTYTTTTTHTTTVWBH

20

&
-_E‘I.CI

MGL ¢£3III TlgllIAI ,l
5 10 15 20

25
WabLagod 4

Dataset #:

Motif ID:

Motif name:

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

Position number:

TFM1

Reverse Complement
Original Motif
Forward

1
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Number of overlap: 12
Similarity score: 0.0637702

Alignment:
WIKTTTTTHWTTTTTTBT

WHTATTATTTDH-———-—--

. . ) Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: WTKTTTTTHWTTTTTTBT ABAAAAAAWHAAAAARAW
_ Tééé

Al AL ek sl

0.0
1

Webilogo 3.4

Dataset #: 1

Motif ID: 10

Motif name: TFM13
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: 0.0704475
Alignment:

WAHHTVTTYKAAAAWTTRAT

HDAAATAATAHW-—-=-—————
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Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: ATKAAWTTTTRMAABAHHTW P g

WAHHTVTTYKAAAAWTTRAT
L0 10
*aT-ABAT | LTanllA A ” TTrcAaRATTT A
Dataset #: 1
Motif ID: 8
Motif name: TFM3
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 1
Number of overlap: 12
Similarity score: 0.0763819
Alignment:
TWAAWTTVTGAAAAAHWW
—————— HDAAATAATAHW

Reverse complement motif = Consensus sequence:
TWAAWTTVTGAAAAAHWW

2.0+ 2.0

T Ml Tehe,TT Tiasath 48

Original motif = Consensus sequence: WWHTTTTTCABAAWTTWA
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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:
-DBGTAAATAHD
HDAAATAATAHW

Original motif

2.0

0.0

2

21
WbgTAAATAwWwW
Original Motif
Original Motif
Backward

1

11

0.560292

Consensus sequence: DBGTAAATAHD

= *TAQAIAN_

Webiioga 34

Reverse complement motif

[

=

2.0

1.0

[alnl

Consensus sequence: DHTATTTACBD

TATTTA

wWebiiaga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

2

19

WSTACWGTAsw
Reverse Complement
Original Motif
Forward

1

11
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Similarity score: 0.587493
Alignment:

HVTACWGTABD-

WHTATTATTTDH

Original motif = Consensus sequence: HVTACWGTABD

2.0

0.0

Webiioga 34

Reverse complement motif

2.0

[alnl

Consensus sequence: DBTACWGTAVH

wWebiiaga 3.4

Dataset #: 2

Motif ID: 20

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

Position number: 1

Number of overlap: 11

Similarity score: 0.590271

Alignment:

—-HCAGAATGTHD

WHTATTATTTDH

Original motif = Consensus sequence: DHACATTCTGH

Reverse complement motif

Consensus sequence: HCAGAATGTHD
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Watiiaga 34

Webilaga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
-MBATTGGCTGH
WHTATTATTTDH

2

15

kCAGCCAATmr
Reverse Complement
Reverse Complement
Backward

1

11

0.592142

Original motif = Consensus sequence: DCAGCCAATVR

240

Reverse complement motif

2.0

Consensus sequence: MBATTGGCTGH

WekiLoga 34

Dataset #:
Motif ID:
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Motif name: TFM12
Matching format of first motif:

Matching format of second motif:

Direction: Backward
Position number: 16
Number of overlap: 5
Similarity score: 3.59273
Alignment:

——————— KKKAGGDGGAKKMGBBGKMG
WHTATTATTTDH-——————————————

Original motif

20

=10

599$Q§¥¥lgg?99x$99

10

0.0

Weblag 34

Consensus sequence: CYYCBBCYYYTCCHCCTYYY

Reverse Complement
Reverse Complement

Reverse complement motif
KKKAGGDGGAKKMGBBGKMG

20

Consensus sequence:

bits

A
=585

15 20
Weblagn a4

A
AéeAEGAAééA —AS
10

P —— A

5

Dataset #: 2 Motif ID: 14 Motif name:

Original motif = Consensus sequence: BCCGCCCCGCCCCBB

2.0

L oLUOMNLE..

Webioga 34

cccGCCCCGCCCCsb

Reverse complement motif
BBGGGGCGGGGCGGB

2.0

Consensus sequence:

1.0

bits

— W ——— I = A ——

0.0

Webiloga 34
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Best Matches for Motif ID 14 (Highest to Lowest)

Dataset #: 1

Motif ID: 9

Motif name: TFM12
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 3

Number of overlap: 15

Similarity score: 0.0773345
Alignment:

CYYCBBCYYYTCCHCCTYYY

--BCCGCCCCGCCCCBB---

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

20

o
:E‘I.CI

0.0

EGc 39§¥91gg%99x$%9

WebsLaga 3.4

Reverse complement motif
KKKAGGDGGAKKMGBBGKMG

20

A
AeéAEAAAééA cAS =85

e =

Consensus sequence:

A

5

10

15

20
Webslaga 3.4

Dataset #: 1

Motif ID: 6

Motif name: TFM2
Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Page 233 of 294



Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
CHCCBCCKMCTCCKCM

BCCGCCCCGCCCCBB-

Forward

1

15
0.0869149

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

Reverse complement motif
CHCCBCCKMCTCCKCM

2.0

“C

cC C

-?-TT

T0cTQ

Consensus sequence:

Crce

TorT

0.0

\Msuog CERY

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
BBGGGGCGGGGCVD-
BBGGGGCGGGGCGGB

12
¢csGCCCCGCCCCsc
Reverse Complement
Reverse Complement
Forward

1

14

0.5
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Original motif

Consensus sequence: HVGCCCCGCCCCBB

. 60000:00ce.

Welilogo 3.4

Reverse complement motif  Consensus sequence: BBGGGGCGGGGC

2.0

a.0 =

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
GGMGGRGGCGGVGC-
BBGGGGCGGGGCGGB

Original motif

2.0

ot
S10
=
=

1

5

TFF11

Reverse Complement
Original Motif
Forward

1

14

0.58333

Consensus sequence: GGMGGRGGCGGVGC

Reverse complement motif = Consensus sequence: GCVCCGCCMCCY(

0t e

Webiloga 3.4
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Dataset #: 2

Motif ID: 18

Motif name: sSGTCACGTGACSs
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: 0.601399
Alignment:

SGGTCACGTGACCS-

BBGGGGCGGGGCGGR

Original motif = Consensus sequence: SGGTCACGTGACCS

2.0

?CEIQAC,____LAC%

Webiloga 3.4

Reverse complement motif = Consensus sequence: SGGTCACGTGACC

2.

“
=

a

i}

ccToACq cace.

Wetiloga 3.4

Dataset #: 1

Motif ID: 4

Motif name: TFF1

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

Position number: 1

Number of overlap: 12

Page 236 of 294



1.58073
Consensus sequence: GCVGCGGCBCCG

Similarity score:
Alignment:
-—-—-CGGVGCCGCVGC
BBGGGGCGGGGCGGB
Original motif = Consensus sequence: CGGVGCCGCVGC Reverse complement motif
2.0 2.0
ae = & E&-—QQ—F%Q,“E\ I;?EGEJT‘GICCL
V E 10 Weabiloga 3.4 = 10 Wabilogo 34
Dataset #: 1
Motif ID: 3
Motif name: TFW3
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1
Number of overlap: 10
Similarity score: 2.6085
Reverse complement motif = Consensus sequence: CGCGBMGCCG

Alignment:
CGGCYBCGCG
Page 237 of 294

BBGGGGCGGGGCGGB
Consensus sequence: CGGCYBCGCG

Original motif



(cCe

Wbl oga 3 4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
CCGCGCGS—==——--
BCCGCCCCGCCCCEBB

1

2

TFW2

Original Motif
Reverse Complement
Forward

1

8

3.595

Original motif = Consensus sequence: SCGCGCGG

=0
£
e C
oo I — e e ——
5

Wit oo S

Dataset #:
Motif ID:

Reverse complement motif = Consensus sequence: CCGCGCGS

=0
1.0
C -
S e —— - e
5

bits
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Motif name: TFW1

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

Number of overlap: 6

Similarity score: 4.58105
Alignment:

GTCGCG———=—————

BCCGCCCCGCCCCBB

Original motif = Consensus sequence: GTCGCG

Reverse complement motif

Consensus sequence: CGCGAC

=.0 =.0
% CH o 1GCG_

Dataset #: 1

Motif ID: 11

Motif name: TFM11

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Backward

Position nhumber: 22

Number of overlap: 4

Similarity score: 5.59832
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Alignment:
——————————— TWVHWWWYTTTYTTTTTHTTTVWBH
BCCGCCCCGCCCCBB-——=======—=——————————

Original motif = Consensus sequence:
HDWVAAAHAAAAAMAAAMWWWHBWA

20

25
WebLagod 4

Reverse complement motif ~ Consensus sequence:
TWVHWWWYTTTYTTTTTHTTTVWBH

Dataset #: 2 Motif ID: 15

Original motif = Consensus sequence: DCAGCCAATVR

2.0

bifs
5

0.0 —

Best Matches for Motif ID 15 (Highest to Lowest)

Dataset #: 2
Motif ID: 13
Motif name: tkAAATAATAtwW

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward

Motif name: kCAGCCAATmMr

Reverse complement motif = Consensus sequence: MBATTGGCTGH

2.0

wWebiiaga 3.4
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Position number: 2

Number of overlap: 11
Similarity score: 0.0320614
Alignment:

WHTATTATTTDH

-MBATTGGCTGH

Original motif = Consensus sequence: HDAAATAATAHW

2.0

Reverse complement motif

2.0
1.0

ts

b

Consensus sequence: WHTATTATTTDH

0.0

_Thare

10
Wekiloga A4

_aAAJAA|A. .
= 10 Wakilaga 34
Dataset #: 2
Motif ID: 20
Motif name: dhACATTCTkh
Original Motif

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

Direction: Backward
Position number: 1
Number of overlap: 11
Similarity score: 0.034958
Alignment:

HCAGAATGTHD

DCAGCCAATVR

Original motif = Consensus sequence: DHACATTCTGH

Reverse Complement

Reverse complement motif

Consensus sequence: HCAGAATGTHD
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Webiiaga 34

Dataset #: 2
Motif ID: 17
Motif name: WWAAATAATAtw
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 2
Number of overlap: 11
Similarity score: 0.0358988
Alignment:
DDTATTATTTDH
-MBATTGGCTGH
Original motif = Consensus sequence: HDAAATAATADD Reverse complement motif = Consensus sequence: DDTATTATTTDH
2.0 2.0
o= T&ATL‘A_rlAF—‘=‘- 0.0 E—ATA_&IA_IQ o —
3 10 Washiloga 34 % 10 Wehilogo 34
2
Page 242 of 294

Dataset #:



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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
BCACCTGCABC
MBATTGGCTGH

Original motif

2.0

16

kcACCTGCAgc
Reverse Complement
Original Motif
Backward

1

11

0.0360892

Consensus sequence: BCACCTGCABC

Reverse complement motif

=

]

=1
.

0
L8}

0

Consensus sequence: GBTGCAGGTGB

A

10
Webilaga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

TFF11

Reverse Complement
Original Motif
Backward

2

11

0.0376063
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Alignment:
GGMGGRGGCGGVGC
--MBATTGGCTGH-

Original motif = Consensus sequence: GGMGGRGGCGGVGC Reverse complement motif  Consensus sequence: GCVCCGCCMCCYC(

: C CC chcc cC

blts

i
(p
0

b\ts

.= P -F =L
3 10 Welitags 3.4 Welstags 3.4
Dataset #: 1
Motif ID: 11
Motif name: TFM11
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 7
Number of overlap: 11
Similarity score: 0.0396371
Alignment:
HDWVAAAHAAAAAMAAAMWWWHBWA
———————— DCAGCCAATVR--—-—-—-
Original motif = Consensus sequence: Reverse complement motif = Consensus sequence:
HDWVAAAHAAAAAMAAAMWWWHBWA TWVHWWWYTTTYTTTTTHTTTVWBH
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240

20

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
DHTATTTACBD-
-MBATTGGCTGH

Original motif

240

21

wWbgTAAATAWW
Reverse Complement
Reverse Complement
Forward

2

10

0.538109

Consensus sequence: DBGTAAATAHD

0.0

~ _AsATA

Weiloga 34

Reverse complement motif

_IAlIIAgmq

=8
=

2.0

1.0

Consensus sequence: DHTATTTACBD

0.0

WekiLoga 34

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

TFW3
Reverse Complement

Matching format of second motif: Original Motif

Direction: Forward

Position number: 4

Number of overlap: 7

Similarity score: 2.01586

Alignment:

CGGCYBCGCG----

-—--MBATTGGCTGH

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

2.0

oo l—— .LCC%%

bits

(<Cc 1eGel_.\C

2.0

o

WL ogo 3 S Wbl ogo 3 a8

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

TFM2

Reverse Complement
Original Motif
Forward

11

6

2.5389
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Alignment:
RGRGGAGRRGGHGGDG-—-—-—--
__________ MBATTGGCTGH

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

Reverse complement motif
CHCCBCCKMCTCCKCM

2.0

Consensus sequence:

"0.cC CVlecIClrce

a.0 -

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:
CGGVGCCGCVGC—=————
_______ DCAGCCAATVR

TFF1

Original Motif
Original Motif
Forward

8

5

3

Original motif = Consensus sequence: CGGVGCCGCVGC

Reverse complement motif

Consensus sequence: GCVGCGGCBCCG
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2.0

bits
=

e

veug &

Wetiloga 34

A A AL —
-
5

0.0

2.0

1.0

bits

- N -:-_G,:I—t_-—
5

10
Welaloga 34

Dataset #: 2 Motif ID: 16 Motif name: kcACCTGCAgc

Original motif = Consensus sequence: BCACCTGCABC

2.0

WWehiiogo 34

Best Matches for Motif ID 16 (Highest to Lowest)

Dataset #: 2

Motif ID: 19

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

Number of overlap: 11

Similarity score: 0.0182895
Alignment:

DBTACWGTAVH

BCACCTGCABC

Reverse complement motif

2.0
s
=10

. — ’

Consensus sequence: GBTGCAGGTGB

10
WetiLogo 3.4
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Original motif = Consensus sequence: HVTACWGTABD

240

Weiloga 34

Reverse complement motif

2.0

Consensus sequence: DBTACWGTAVH

WekiLoga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
DHACATTCTGH
BCACCTGCABC

2

20
dhACATTCTkh
Original Motif
Original Motif
Backward

1

11

0.0221745

Original motif = Consensus sequence: DHACATTCTGH

2.0

Webiioga 34

Reverse complement motif

2.0

Consensus sequence: HCAGAATGTHD

Webiiaga 34
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Dataset #: 2
Motif ID: 18

Motif name: sSGTCACGTGACSs

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position number: 4

Number of overlap: 11

Similarity score: 0.0280991

Alignment:

SGGTCACGTGACCS

-—--BCACCTGCABC

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

2.0

2.0

E——

CothCliaee. - corACElace.

5 10
Webiioga 3.4 Webiloga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

1

5

TFF11

Reverse Complement
Original Motif
Backward

4

11
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Similarity score: 0.0312321
Alignment:

GGMGGRGGCGGVGC

GBTGCAGGTGB---

Original motif = Consensus sequence: GGMGGRGGCGGVGC

2.0

E‘I.CI

Reverse complement motif

Consensus sequence: GCVCCGCCMCCYC

0.t e

. =P - 9
2 10 Wehiioga 3.4 Wehiioga 3.4

Dataset #: 2
Motif ID: 12
Motif name: ¢csGCCCCGCCCCsc
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 2
Number of overlap: 11
Similarity score: 0.0370129
Alignment:
HVGCCCCGCCCCBB
-BCACCTGCABC--

Original motif = Consensus sequence: HVYGCCCCGCCCCBB

Reverse complement motif

Consensus sequence: BBGGGGCGGGGC
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2.0

Welsloge 34 Welloge 3.4

bits
bits
&

Dataset #: 2

Motif ID: 15

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

Position number: 1

Number of overlap: 11

Similarity score: 0.0407197

Alignment:

DCAGCCAATVR

GBTGCAGGTGB

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

240 2.0

WekiLoga 34

Dataset #: 2
Motif ID: 14
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Motif name:
Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
BCCGCCCCGCCCCBB
-—-BCACCTGCABC--

Original motif = Consensus sequence: BCCGCCCCGCCCCBB

2.0

bits

cccGCCCCGCCCCsb
Original Motif
Original Motif
Backward

3

11

0.0429055

Reverse complement motif =~ Consensus sequence:
BBGGGGCGGGGCGGB

2.0

0.0

-=‘.39—-—C—C-— C,h cccgr_— = W = b Acg-.:.-._f»

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

9

TFM12

Reverse Complement
Reverse Complement
Backward

6

11

0.0444938
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Alignment:
KKKAGGDGGAKKMGBBGKMG
-—-—-GBTGCAGGTGB——----

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

20

2
510

599$Q§$¥lgg%99x$99

0.0

WebLaga 3.4

Reverse complement motif
KKKAGGDGGAKKMGBBGKMG

20

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:
-RGRGGAGRRGGHGGDG
GBTGCAGGTGB——--—-—--

1

6

TFM2

Reverse Complement
Original Motif
Backward

7

10

0.538471

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

Reverse complement motif
CHCCBCCKMCTCCKCM

Consensus sequence:
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2.0

Consensus sequence: GCVGCGGCBCCG

Page 255 of 294

0.0 = -:'i—":
5
Dataset #: 1
Motif ID: 4
Motif name: TFF1
Matching format of first motif: Original Motif
Matching format of second motif Reverse Complement
Direction: Forward
Position number: 5
Number of overlap: 8
Similarity score: 1.54364
Alignment:
GCVGCGGCBCCG---
--—-BCACCTGCABC
Original motif = Consensus sequence: CGGVGCCGCVGC Reverse complement motif
e AQJ:Q__.":J} Ig-—:écx——_——glcc
Motif name: wwAAATAATAtw

Dataset #: 2

Motif ID: 17



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

2.0

" 1AAQIAALA;? EZARTAIIAIl~E

a0 = =

Wekiloga A4 Wekiloga A4

Best Matches for Motif ID 17 (Highest to Lowest)

Dataset #: 2

Motif ID: 13

Motif name: tkAAATAATAtwW

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

Alignment:

HDAAATAATAHW

HDAAATAATADD

Original motif = Consensus sequence: HDAAATAATAHW Reverse complement motif = Consensus sequence: WHTATTATTTDH
2.0 2.0
P EE— QAAIA_A =i ey o6 %eTAIIAAII —_—

5 10 5 10

Wekiloga A4 Wekiloga A4
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Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
ABAAAAAAWHAAAAARAW
—————— HDAAATAATADD

1

7

TFM1

Original Motif
Reverse Complement
Forward

7

12

0.0565705

Original motif = Consensus sequence: WTKTTTTTHWTTTTTTBT

L8\

—

E}QITIETII ;IIA

10

Wetiloga 3.4

Reverse complement motif
ABAAAAAAWHAAAAARAW

0.0

Consensus sequence:

al

TAééAQAAé

1

poh

Dataset #:

Motif ID:

Motif name:

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

Position number:

1

11

TFM11
Original Motif
Original Motif
Forward

3
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Number of overlap:
Similarity score:

Alignment:
HDWVAAAHAAAAAMAAAMWWWHBWA

~—HDAAATAATADD-—-————-———-

Original motif
HDWVAAAHAAAAAMAAAMWWWHBWA

20

Consensus sequence:

12
0.0575935

Reverse complement motif
TWVHWWWYTTTYTTTTTHTTTVWBH

20

2
S0

Consensus sequence:

LY ¢£i111 TI

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
ATKAAWTTTTRMAABAHHTW
———————— DDTATTATTTDH

10

TFM13

Reverse Complement
Original Motif
Backward

1

12

0.0712963
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Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: ATKAAWTTTTRMAABAHHTW P g

WAHHTVTTYKAAAAWTTRAT
L0 10
*aT-ABAT | LTanllA A ” TTrcAaRATTT A
Dataset #: 1
Motif ID: 8
Motif name: TFM3
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 1
Number of overlap: 12
Similarity score: 0.0733516
Alignment:
TWAAWTTVTGAAAAAHWW
—————— HDAAATAATADD

Reverse complement motif = Consensus sequence:
TWAAWTTVTGAAAAAHWW

2.0+ 2.0

T Ml Tehe,TT Tiasath 48

Original motif = Consensus sequence: WWHTTTTTCABAAWTTWA
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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:
DHTATTTACBD-
DDTATTATTTDH

Original motif

2.0

0.0

2

21

WbgTAAATAwWwW
Reverse Complement
Reverse Complement
Forward

1

11

0.560545

Consensus sequence: DBGTAAATAHD

el +TAQAIAm

Webiioga 34

Reverse complement motif

[

=

2.0

1.0

[alnl

Consensus sequence: DHTATTTACBD

1A1TIAQMH

wWebiiaga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

2

20

dhACATTCTkh
Reverse Complement
Reverse Complement
Backward

1

11
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Similarity score: 0.583032

Alignment:
-HCAGAATGTHD
DDTATTATTTDH
Original motif = Consensus sequence: DHACATTCTGH Reverse complement motif = Consensus sequence: HCAGAATGTHD
2.0 2.0
paet ==
5 A T
Dataset #: 2
Motif ID: 19
Motif name: WSTACWGTAsw
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 1
Number of overlap: 11
Similarity score: 0.584715
Alignment:
-DBTACWGTAVH
HDAAATAATADD
Original motif = Consensus sequence: HVTACWGTABD Reverse complement motif  Consensus sequence: DBTACWGTAVH
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Watiiaga 34

Webilaga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
-MBATTGGCTGH
DDTATTATTTDH

2

15

kCAGCCAATmr
Reverse Complement
Reverse Complement
Backward

1

11

0.59598

Original motif = Consensus sequence: DCAGCCAATVR

240

Reverse complement motif

2.0

Consensus sequence: MBATTGGCTGH

WekiLoga 34

Dataset #:
Motif ID:
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Motif name: TFM12

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

Position number: 16

Number of overlap: 5

Similarity score: 3.59569

Alignment:

——————— KKKAGGDGGAKKMGBBGKMG
DDTATTATTTDH--—-——————————~—

Reverse complement motif =~ Consensus sequence:
KKKAGGDGGAKKMGBBGKMG

20 20

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

bits

C g

0.0
5 10 15 20
Weblag 34 Weblagn a4

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

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

2.0

coTOACA cace.

2.0

_seTOACC Gace.

bits

0.0

0.0

Webiioga 3.4 Webiioga 3.4
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Best Matches for Motif ID 18 (Highest to Lowest)

Dataset #: 2

Motif ID: 12

Motif name: ¢csGCCCCGCCCCsc

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 1

Number of overlap: 14

Similarity score: 0.0539097

Alignment:

BBGGGGCGGGGCVD

SGGTCACGTGACCS

Original motif = Consensus sequence: HVGCCCCGCCCCBB Reverse complement motif = Consensus sequence: BBGGGGCGGGGC
20 20
“ﬁf*cgcc“cgcgmw - ‘I*z“'f-ﬁcg:;

Dataset #: 2

Motif ID: 14

Motif name: cccGCCCCGCCCCsb

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:
BCCGCCCCGCCCCRBB
SGGTCACGTGACCS-

Forward

1

14
0.0581955

Original motif = Consensus sequence: BCCGCCCCGCCCCBB

2.0

_eelbacoce.

WetiLoga 34

Reverse complement motif
BBGGGGCGGGGCGGB

bits

2.0

1.0

—

S

Consensus sequence:

PP = S =

0.0

10

WetiLoga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
—-—-GCVCCGCCMCCYCC
SGGTCACGTGACCS--

1

5

TFF11

Reverse Complement
Reverse Complement
Backward

3

12

1.05855
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Original motif

2.0

bits
B

Consensus sequence: GGMGGRGGCGGVGC

C c C CC chcc cC

Reverse complement motif

blts

Consensus sequence: GCVCCGCCMCCYC

0.0
5

—_——— A =

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:
--CGGVGCCGCVGC

SGGTCACGTGACCS

Original motif

2.0

bits

Consensus sequence: CGGVGCCGCVGC

'i
|F

) C
- - é_,_____ A _._n.__
==
5

TFF1

Reverse Complement
Original Motif
Backward

1

12

1.06047

Reverse complement motif

2.0

s
= 1.0
0.0 .

Consensus sequence: GCVGCGGCBCCG

0.0

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:
—-—-—-BCACCTGCABC
SGGTCACGTGACCS

2

16
kcACCTGCAgc
Original Motif
Original Motif
Backward

1

11

1.54742

Original motif = Consensus sequence: BCACCTGCABC

2.0

0.0

Reverse complement motif

2.0
o
=19

0o === 3

Consensus sequence: GBTGCAGGTGB

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

TFW3

Reverse Complement
Reverse Complement
Backward

1

10
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Similarity score: 2.05201

Alignment:
-—-—-—-CGCGBMGCCG
SGGTCACGTGACCS

Original motif = Consensus sequence: CGGCYBCGCG

2.0

— CCE$C¢CC
5 10

a0

Wbl ogo 3 S

Reverse complement motif

2.0

o

Consensus sequence: CGCGBMGCCG

- - —== 9 ===
5

Wbl ogo 34

Dataset #: 1

Motif ID: 9

Motif name: TFM12

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

Position number: 14

Number of overlap: 7

Similarity score: 3.55896

Alignment:

——————— CYYCBBCYYYTCCHCCTYYY
SGGTCACGTGACCS—=——====——————

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

Reverse complement motif
KKKAGGDGGAKKMGBBGKMG

Consensus sequence:
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20

20

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
————————— CGCGAC
SGGTCACGTGACCS-

Original motif

= i

bis
:

TFW1

Original Motif
Reverse Complement
Backward

2

5

4.54286

Consensus sequence: GTCGCG

Reverse complement motif

bis

= 0
1-0 C C

S
OO —— S ——— =

Consensus sequence: CGCGAC

i - — ]
Dataset #: 1
Motif ID: 6
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Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
————————— CHCCBCCKMCTCCKCM
SGGTCACGTGACCS——=—===—————

TFM2

Reverse Complement
Reverse Complement
Backward

12

5

4.549

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

Reverse complement motif =~ Consensus sequence:
CHCCBCCKMCTCCKCM

2.0

0.0 - l"?"‘TT

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

TFW2

Reverse Complement
Original Motif
Forward

5

4

5.06029
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Alignment:

SCGCGCGG——————————
-——-SGGTCACGTGACCS
Original motif = Consensus sequence: SCGCGCGG Reverse complement motif = Consensus sequence: CCGCGCGS

=0 =0

- %C‘; S il - . - ——— - -——— b

= ek Laga G S = ek Laga S

Dataset #: 2 Motif ID: 19 Motif name: wsTACWGTAsw
Original motif = Consensus sequence: HVTACWGTABD Reverse complement motif = Consensus sequence: DBTACWGTAVH

2.0 2.0

10
Wabiioga 3.4 WatiLaga 3.4

Best Matches for Motif ID 19 (Highest to Lowest)

Dataset #: 2

Motif ID: 16

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

Position number: 1
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Number of overlap: 11

Similarity score: 0.0199592

Alignment:

GBTGCAGGTGR

HVTACWGTABD

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

240

2.0
=
=10

P e . ===

Dataset #: 2
Motif ID: 17

Motif name: WWAAATAATALtw

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 2

Number of overlap: 11

Similarity score: 0.0309343

Alignment:

DDTATTATTTDH

-HVTACWGTABD

Original motif = Consensus sequence: HDAAATAATADD Reverse complement motif = Consensus sequence: DDTATTATTTDH
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2.0
A AATA 3
o0 = — TA T e 0.0 = == ==
5 10 Giiiteana 5
Dataset #: 2
Motif ID: 13
Motif name: tkAAATAATAtw
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 1
11
0.0337121
Consensus sequence: WHTATTATTTDH

Number of overlap:
Similarity score:
Reverse complement motif

Alignment:
WHTATTATTTDH
-HVTACWGTABD
Original motif = Consensus sequence: HDAAATAATAHW
* aAATA - TA TATTT
. S - _TA$A B PO i e — IA PV .
Dataset #: 2
21
Page 273 of 294
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Motif name: wWbgTAAATAWW

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Backward

Position number: 1

Number of overlap: 11

Similarity score: 0.037518

Alignment:

DBGTAAATAHD

DBTACWGTAVH

Original motif = Consensus sequence: DBGTAAATAHD Reverse complement motif = Consensus sequence: DHTATITTACBD
20 2.0
£ +TAéAIA MIAIIIAQ ~

% Uiesaa & Uitaasaia

Dataset #: 1

Motif ID: 8

Motif name: TFM3

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Backward

Position nhumber: 5

Number of overlap: 11

Similarity score: 0.0413797
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Alignment:
WWHTTTTTCABAAWTTWA
-——-DBTACWGTAVH----

Original motif = Consensus sequence: WWHTTTTTCABAAWTTWA

2.0

Reverse complement motif
TWAAWTTVTGAAAAAHWW

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:
WAHHTVTTYKAAAAWTTRAT
——————— HVTACWGTABD--

10

TFM13

Original Motif
Reverse Complement
Backward

3

11

0.0445707

Original motif = Consensus sequence: ATKAAWTTTTRMAABAHHTW

Reverse complement motif
WAHHTVTTYKAAAAWTTRAT

Consensus sequence:
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20

C aSAT AAASA
2 - w“.,f%.,
Dataset #: 1
Motif ID: 11
Motif name: TFM11
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 4
Number of overlap: 11
Similarity score: 0.0472742
Alignment:
HDWVAAAHAAAAAMAAAMWWWHBWA
——-DBTACWGTAVH--—————————

Original motif

20

Consensus sequence:
HDWVAAAHAAAAAMAAAMWWWHBWA

Reverse complement motif

TWVHWWWYTTTYTTTTTHTTTVWBH

20

el

Consensus sequence:

25
WebLagod 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:
HCAGAATGTHD-
—-HVTACWGTABD

20

dhACATTCTkh
Original Motif
Reverse Complement
Forward

2

10

0.544444

Original motif = Consensus sequence: DHACATTCTGH

2.0

bits

Reverse complement motif

2.0

Consensus sequence: HCAGAATGTHD

—a =
0.0 0.0
2 Weitaaas e
Dataset #: 1
Motif ID: 7
Motif name: TFM1
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 10
Number of overlap: 9
Similarity score: 1.04742
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Alignment:
WIKTTTTTHWTTTTTTBT --
————————— DBTACWGTAVH

Original motif = Consensus sequence: WTKTTTTTHWTTTTTTBT

20

0.0

T]I %ITI

15

Reverse complement motif
ABAAAAAAWHAAAAARAW

hééAgAAé

S
0.0

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:
————— CYYCBBCYYYTCCHCCTYYY
DBTACWGTAVH-—-—-—-——————————

TFM12

Reverse Complement
Original Motif
Backward

15

6

2.54736

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

Reverse complement motif
KKKAGGDGGAKKMGBBGKMG

Consensus sequence:
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20

bits

Ceal
EFC SYITFL gﬁggxggg

Weblaga 34

0.0

20

bits

Aanasd

=== —

0.0

5

A
‘E’-}AAééA A =85
10

15 20
Weblaga 34

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

Original motif = Consensus sequence: DHACATTCTGH

2.0

bits

0.0

Best Matches for Motif ID 20 (Highest to Lowest)

Dataset #: 1

Motif ID: 8

Motif name: TFM3
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 8

Number of overlap: 11

Similarity score: 0.00522383
Alignment:

WWHTTTTTCABAAWTTWA

HCAGAATGTHD-—-—-—-——-—

Reverse complement motif

bits

2.0

g c
o

0.0

Consensus sequence: HCAGAATGTHD

WetiLogo 3.4
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Original motif = Consensus sequence: WWHTTTTTCABAAWTTWA

2.0+

gﬁT%ATETxlgé¢AA¢%IIA

Webilogo 3.4

Reverse complement motif ~ Consensus sequence:
TWAAWTTVTGAAAAAHWW

A A

=C

"Taha, TT TGann

0 -:::A_h_ A ‘-=-

Webilogo 3.4

Dataset #: 2

Motif ID: 16

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

Number of overlap: 11

Similarity score: 0.00731643
Alignment:

BCACCTGCABC

DHACATTCTGH

Original motif = Consensus sequence: BCACCTGCABC

2.0

Reverse complement motif = Consensus sequence: GBTGCAGGTGB

2.0

—————— , 5 —

10
wWebiiaga 3.4

0.0
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
DDTATTATTTDH
—HCAGAATGTHD

Original motif

2.0

2

17

WWAAATAATALw
Reverse Complement
Reverse Complement
Backward

1

11

0.0127231

Consensus sequence: HDAAATAATADD

Reverse complement motif

. TarthTer

Wetiiogo 3.4

Consensus sequence: DDTATTATTTDH

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

11

TFM11

Reverse Complement
Original Motif
Backward

11

11
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Similarity score: 0.014258

Alignment:

HDWVAAAHAAAAAMAAAMWWWHBWA

-——-HCAGAATGTHD-————————~-

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

240 20

&
-_E‘I.CI

= éé MGL ¢£iIII TT;llIAI ,l

25
WabLagod 4 WabLagod 4

Dataset #: 1

Motif ID: 10

Motif name: TFM13
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 2

Number of overlap: 11

Similarity score: 0.0192045
Alignment:

ATKAAWTTTTRMAABAHHTW

-DHACATTCTGH-—-——————

Reverse complement motif = Consensus sequence:

Original motif = Consensus sequence: ATKAAWTTTTRMAABAHHTW WAHHTVTTYKAAAAWTTRAT
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%ﬁH%II;IAéC

AA A A

Weblaga 34

TTT AT aAT
“The T TrshebbTTTet

Weblaga 34

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
WHTATTATTTDH
-HCAGAATGTHD

Original motif

2.0

0.0

2

13

tkAAATAATAtw
Reverse Complement
Reverse Complement
Backward

1

11

0.0199621

Consensus sequence: HDAAATAATAHW

" AAAIAATAT¢

Wekiloga A4

Reverse complement motif

. Thmarry

Consensus sequence: WHTATTATTTDH

Wekiloga A4

Dataset #:
Motif ID:

15
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Motif name:
Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
MBATTGGCTGH
DHACATTCTGH

kCAGCCAATmMr
Original Motif
Reverse Complement
Forward

1

11

0.0247304

Original motif = Consensus sequence: DCAGCCAATVR

2.0

It
5

0.0 T

Reverse complement motif

2.0

Consensus sequence: MBATTGGCTGH

WetiLoga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

TFM1

Reverse Complement
Reverse Complement
Forward

9

10

0.519904
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Alignment:
ABAAAAAAWHAAAAARAW-
———————— HCAGAATGTHD

Reverse complement motif ~ Consensus sequence:
ABAAAAAAWHAAAAARAW

ngﬁééAQAAT ééAAAAQ%

0.0

Original motif = Consensus sequence: WTKTTTTTHWTTTTTTBT

Dataset #: 2

Motif ID: 19

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

Position number: 2

Number of overlap: 10

Similarity score: 0.527917

Alignment:

-DBTACWGTAVH

DHACATTCTGH-

Original motif = Consensus sequence: HVTACWGTABD Reverse complement motif = Consensus sequence: DBTACWGTAVH
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Watiiaga 34 Webilaga 34

Dataset #: 1

Motif ID: 9

Motif name: TFM12
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 17

Number of overlap: 4

Similarity score: 3.5

Alignment:

——————— CYYCBBCYYYTCCHCCTYYY
DHACATTCTGH---—---—-————————-

Reverse complement motif =~ Consensus sequence:

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY KKKAGGDGGAKKMGBBGKMG

20

bits

0.0

5995$Q§$?1g9?291$%$

Weblaga 3.4 Weblagn a4

Dataset #: 2 Motif ID: 21 Motif name: wbgTAAATAww
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Consensus sequence: DHTATTTACBD

Original motif = Consensus sequence: DBGTAAATAHD Reverse complement motif
£1.0 A £10
] L e — E = oo t—-— ——4u € = = -
Best Matches for Motif ID 21 (Highest to Lowest)
Dataset #: 2

Motif ID: 13

Motif name: tkAAATAATAtwW

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward
Position number: 1
Number of overlap: 11
Similarity score: 0.0162338
Alignment:
HDAAATAATAHW
-DBGTAAATAHD
Original motif = Consensus sequence: HDAAATAATAHW Reverse complement motif = Consensus sequence: WHTATTATTTDH
2.0 2.0
o e TAAIA_A =y o6 %eTAIIAAIA o
= 10 Washiloga 34 % 10 Wehilogo 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:
DDTATTATTTDH
DHTATTTACBD-

Original motif

2.0

2

17

WWAAATAATALw
Reverse Complement
Reverse Complement
Backward

2

11

0.0164863

Consensus sequence: HDAAATAATADD

Reverse complement motif

. TarthTer

Wetiiogo 3.4

Consensus sequence: DDTATTATTTDH

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

11

TFM11

Reverse Complement
Reverse Complement
Forward

15

11
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Similarity score: 0.0192768

Alignment:

TWVHWWWYTTTYTTTTTHTTTVWBH

—————————————— DHTATTTACBD

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

240 20

&
-_E‘I.CI

g LY. ¢£iIII TT;llIAI L

25 25
WabLagod 4 WabLagod 4

Dataset #: 1
Motif ID: 7

Motif name: TFM1

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

Position number: 1

Number of overlap: 11

Similarity score: 0.0283217

Alignment:

WTKTTTTTHWTTTTTTBT

DHTATTTACBD-—-————-—

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

ABAAAAAAWHAAAAARAW
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2.0

&ITHTH glIIAIIl ééAgAAé ééAAééA@

WebLaga 3.4

Dataset #: 1

Motif ID: 8

Motif name: TFM3
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 2

Number of overlap: 11

Similarity score: 0.0308097
Alignment:

WWHTTTTTCABAAWTTWA

—————— DHTATTTACBD-

Reverse complement motif = Consensus sequence:
Original motif =~ Consensus sequence: WWHTTTTTCABAAWTTWA P g

) TWAAWTTVTGAAAAAHWW
“T8.ITrexbA AL, 2TzA “Toba, TT TCasadl 44

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:
ATKAAWTTTTRMAABAHHTW
——————— DBGTAAATAHD--

10

TFM13
Original Motif
Original Motif
Forward

8

11
0.0333874

Original motif = Consensus sequence: ATKAAWTTTTRMAABAHHTW

20

Aol

Weblaga 34

Reverse complement motif = Consensus sequence:
WAHHTVTTYKAAAAWTTRAT

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

19

WSTACWGTAsw
Reverse Complement
Original Motif
Backward

1

11
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Similarity score: 0.0472403
Alignment:

HVTACWGTABD

DHTATTTACBD

Original motif = Consensus sequence: HVTACWGTABD

2.0

0.0

Webiioga 34

Reverse complement motif

2.0

[alnl

Consensus sequence: DBTACWGTAVH

wWebiiaga 3.4

Dataset #: 2

Motif ID: 15

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

Position number: 2

Number of overlap: 10

Similarity score: 0.554132

Alignment:

-MBATTGGCTGH

DHTATTTACBD-

Original motif = Consensus sequence: DCAGCCAATVR

Reverse complement motif

Consensus sequence: MBATTGGCTGH
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0.0 - —
Dataset #: 1
Motif ID: 9
Motif name: TFM12
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 14
Number of overlap: 7
Similarity score: 2.0544
Alignment:
—-———-KKKAGGDGGAKKMGBBGKMG
DHTATTTACBD--————-———————

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

20

bits

0.0

8995$Q§$flgg?§gx$¥$

Weblaga 3.4

Reverse complement motif
KKKAGGDGGAKKMGBBGKMG

Consensus sequence:

Dataset #: 1
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Motif ID: 6

Motif name: TFM2

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

Position number: 12

Number of overlap: 5

Similarity score: 3.05714

Alignment:

—————— CHCCBCCKMCTCCKCM

DHTATTTACBD-—-—————————

Reverse complement motif = Consensus sequence:
CHCCBCCKMCTCCKCM

2.0

"0.cC CVlecIClrce

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

8.0 -

Webloagad 4

Results created by MOTIFSIM on 06-18-2018 12:10:47
Runtime: 594.209 seconds

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