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: 5
Similarity cutoff >= 0.75

Matching motif database:

UniProbe Mus Musculus

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

Input files and motif counts

File name Count of motifs Dataset number
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
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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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
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

_ = AR L 4 4 P~ ———

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: 6

Number of overlap: 6

Similarity score: 0.0980422
Alignment:

BCACCTGCABC

————— CGCGAC

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 #: 2

Motif ID: 21 Motif name: wbgTAAATAww
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Original motif = Consensus sequence: DBGTAAATAHD

240

- 4TAQAIAm_

Weiloga 34

Reverse complement motif = Consensus sequence: DHTATTTACBD

2.0

ﬁwIAlIIAQm*

0.0

WekiLoga 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
Original motif = Consensus sequence:
HDWVAAAHAAAAAMAAAMWWWHBWA

20

. A TA AAQ@A& Aéé@Xe} é&

¢ 5 10 15 20

Reverse complement motif = Consensus sequence:
TWVHWWWYTTTYTTTTTHTTTVWBH

20
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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
DHTATTTACBD--—-——--—-—

Original motif

1

7

TFM1

Reverse Complement
Original Motif
Forward

1

11

0.0283217

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

8

TFM3

Reverse Complement
Original Motif
Backward

2
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Number of overlap: 11

Similarity score: 0.0308097
Alignment:
WWHTTTTTCABAAWTTWA
—————— DHTATTTACBD-
. . Reverse complement motif = Consensus sequence:
I f : WWHTTTTTCABAAWTTWA
Original moti Consensus sequence C TWAAWTTVTGAAAAAHWW

2.0+ 2.0

0.0 T
10 15

Webilogo 3.4

Dataset #: 1
Motif ID: 10

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

Number of overlap: 11

Similarity score: 0.0333874
Alignment:

ATKAAWTTTTRMAABAHHTW

——————— DBGTAAATAHD--
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Original motif = Consensus sequence: ATKAAWTTTTRMAABAHHTW

20

LT Tealt T

<1T

5 10 15

Weblaga 3.4

Reverse complement motif
WAHHTVTTYKAAAAWTTRAT

Consensus sequence:

T L b

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

u
210

cggsgggg?lgg%ggIQQ%

WebsLaga 3.4

0.0

Reverse complement motif
KKKAGGDGGAKKMGBBGKMG

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

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

2.0 2.0

— _Ccl$C¢= —— oG == ==_— —_
5 10 5

bits

o0
10

Wabloga 3 4 Wabloga 3.4

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: HVGCCCCGCCCCBB Reverse complement motif = Consensus sequence: BBGGGGCGGGGC
20 20
o Q*“TCQQCACQ—;CQ_- _ o6 =N _— e = f;cg_"_ =

Webilogo 3.4 Webilogo 3.4
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
BCCGCCCCGCCCCEBB
-CGGCYBCGCG———--

Original motif = Consensus sequence: BCCGCCCCGCCCCBB

2.0

bits

2

14
cccGCCCCGCCCCsb
Original Motif
Original Motif
Backward

5

10

0.0719604

Reverse complement motif =~ Consensus sequence:
BBGGGGCGGGGCGGB

2.0

it

LN b

0.0

Webiloga 34 Webiloga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

2

18
SSGTCACGTGACSs
Reverse Complement
Reverse Complement
Forward
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Position number: 5
Number of overlap: 10

Similarity score: 0.0895189

Alignment:

SGGTCACGTGACCS

--—--CGCGBMGCCG

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

2.0 2.0

. co1CACGT ace. . gaehCiGace,

Webslogo 3.4

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:

BCACCTGCABRC--

-—-—-CGCGBMGCCG

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

1.0

———— ]

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

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

Original motif

2.0

0.0 —

15

kCAGCCAATmMr
Reverse Complement
Original Motif
Backward

5

7

1.57732

Consensus sequence: DCAGCCAATVR

Wetiiaga 34

Reverse complement motif

2.0

Consensus sequence: MBATTGGCTGH

Wekiiaga 34

Dataset #: 2 Motif ID: 12

Motif name: csGCCCCGCCCCsc
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Original motif = Consensus sequence: HVGCCCCGCCCCBB Reverse complement motif  Consensus sequence: BBGGGGCGGGGC

2.0

_CO000Ce: "] GUALIUGR0

Webilogo 3.4

bits
&

I
{

Welilogo 3.4

Best Matches for Top Significant Motif ID 12 (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: Backward
Position number: 4

Number of overlap: 14

Similarity score: 0.0777991
Alignment:

CYYCBBCYYYTCCHCCTYYY

---HVGCCCCGCCCCBB---

Reverse complement motif = Consensus sequence:
KKKAGGDGGAKKMGBBGKMG

20

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

20

“‘E‘Il]
=

LEC $Q§$9lgg?ggxggg

WebLaga 34

Page 14 of 170



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

2.0

Reverse complement motif

ts

b

Consensus sequence: GCVCCGCCMCCYC

ZQC¢CC?069991§Q

e E‘-“ég?ﬁ——_ﬁcn =T 9
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

Page 16 of 170



2.0 2.0

U0 GlcGe ¢ e olc (¢.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: Original Motif
Direction: Forward
Position number: 1
Number of overlap: 10
Similarity score: 2.07757
Alignment:
CGGCYBCGCG—---
HVGCCCCGCCCCBB
Original motif = Consensus sequence: CGGCYBCGCG Reverse complement motif = Consensus sequence: CGCGBMGCCG

2.0

. (eCa -cGel_.uclG

WL g 3

b|ts

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
=
=10

P e . —

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

240

5 10
Wetiioga A4

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(
20 20
ot Egéﬁ_?:ﬁ?cg . = 9 M"-:=C=-‘-CC~.=C,ﬁ Qg?:gg

Weblogo 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:
KKKAGGDGGAKKMGBBGKMG
-—-—-—-GBTGCAGGTGB-—-—---

1

9

TFM12

Reverse Complement
Reverse Complement
Backward

6

11

0.0444938

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

6

TFM2

Reverse Complement
Original Motif
Backward

7
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Number of overlap: 10
Similarity score: 0.538471

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

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

20

Reverse complement motif
CHCCBCCKMCTCCKCM

20

Consensus sequence:

0.0

"L.eC ClTecIClrce

Weblogad 4

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

Consensus sequence: GCVGCGGCBCCG
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2.0

1.0

bits

2.0

bits
=

_-_T_.:

_UG_GlcGe g

0.0

Wetiloga 34

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
-—--CGGCYBCGCG
GBTGCAGGTGB--

Original motif

Consensus sequence: CGGCYBCGCG

'}
X
'
)

1

3

TFW3

Reverse Complement
Original Motif
Backward

3

8

1.5466

Reverse complement motif

CUCAL_

Consensus sequence: CGCGBMGCCG

Dataset #: 2

Motif ID: 19

Motif name: wsTACwWGTAsw
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Original motif = Consensus sequence: HVTACWGTABD Reverse complement motif = Consensus sequence: DBTACWGTAVH

240 2.0

5 10
Weiloga 34 WWekilaga 34

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----

R | t tif C :
Original motif = Consensus sequence: WWHTTTTTCABAAWTTWA everse complement motl onsensus sequence

TWAAWTTVTGAAAAAHWW
“Taba,TT TGann0d aa
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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:
WAHHTVTTYKAAAAWTTRAT
——————— HVTACWGTABD--

1

10

TFM13

Original Motif
Reverse Complement
Backward

3

11

0.0445707

Original motif = Consensus sequence: ATKAAWTTTTRMAABAHHTW

20

LJs

5=

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

11

TFM11

Reverse Complement
Original Motif
Forward

4
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Number of overlap:
Similarity score:

Alignment:
HDWVAAAHAAAAAMAAAMWWWHBWA

~—-DBTACWGTAVH-—-———-———-

Original motif
HDWVAAAHAAAAAMAAAMWWWHBWA

20

Consensus sequence:

11
0.0472742

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:
WIKTTTTTHWTTTTTTBT -~
————————— DBTACWGTAVH

TFM1

Reverse Complement
Original Motif
Forward

10

9

1.04742
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Reverse complement motif ~ Consensus sequence:

Original motif =~ Consensus sequence: WTKTTTTTHWTTTTTTBT ABAAAAAAWHAAAAARAW
gmaI T IT £10 AA
I I I T T T A A A A
DAA=ACK S éAAIaf\IWé A T_ﬁ_éa—ré-r- = 5 s AARAR
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-—————————————

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

20

2]
S0

cggsgggg?lgg%ggIQQ%

WebsLaga 3.4

0.0

Reverse complement motif = Consensus sequence:
KKKAGGDGGAKKMGBBGKMG
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Dataset #: 2 Motif ID: 17 Motif name: wwAAATAATAtw

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

- A&QIAAIAJ? EZAATAQIAII;_

WatiLoga 3.4 Wetiiogo 34

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

Reverse complement motif ~ Consensus sequence:

Original motif = Consensus sequence: WTKTTTTTHWTTTTTTBT ABAAAAAAWHAAAAARAW
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2.0

gtITIlTII %-IL—JL; b oAb A, ééAAAéA‘%

0.0

WebLaga 3.4 WebLaga 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: 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

20 20

kN A AAQAA:A Aéé@}h\& 24 b @EQIZI TI%;IIAI A

=] F . -

25
WebLagod 4 WebLagod 4

[y

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:
ATKAAWTTTTRMAABAHHTW
———————— DDTATTATTTDH

10

TFM13

Reverse Complement
Original Motif
Backward

1

12

0.0712963

Original motif = Consensus sequence: ATKAAWTTTTRMAABAHHTW

20

Reverse complement motif = Consensus sequence:

WAHHTVTTYKAAAAWTTRAT
a &A: . LTTT?Qﬂ MnéAI

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: 0.0733516

Alignment:
TWAAWTTVTGAAAAAHWW
—————— HDAAATAATADD

Original motif = Consensus sequence: WWHTTTTTCABAAWTTWA

2.0

gﬁTATTTﬂQA‘AA@ITTA

Reverse complement motif

TWAAWTTVTGAAAAAHWW
“Taha, T1 TGa
-:.—:An ,.:_\

un-n_—

Consensus sequence:

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: 3.59569

Alignment:

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

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

Reverse complement motif
KKKAGGDGGAKKMGBBGKMG

Consensus sequence:
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20 20

bits
bits

£Gc $T§T9£g9%9919%9 56,86 GVagRaVle cga
5 10 15 20 10

5 15 20
Weblaga 34

0.0

Weblaga 34

Dataset #: 2 Motif ID: 13 Motif name: tkAAATAATAtw
Original motif = Consensus sequence: HDAAATAATAHW Reverse complement motif = Consensus sequence: WHTATTATTTDH
M_ééﬂléé - MQ?TAIIAI“I%

WetiLogo A4

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: Backward

Position number: 3

Number of overlap: 12

Similarity score: 0.0590505

Alignment:

TWVHWWWYTTTYTTTTTHTTTVWBH

——————————— WHTATTATTTDH--
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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: 12

Similarity score: 0.0637702
Alignment:

WIKTTTTTHWTTTTTTBT

WHTATTATTTDH-—-——--—

Original motif = Consensus sequence: WTKTTTTTHWTTTTTTBT

iiﬁuﬂg LT 1

Webilogo 3.4

Reverse complement motif = Consensus sequence:

ABAAAAAAWHAAAAARAW

Page 31 of 170



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
———————— WHTATTATTTDH

Original motif

20

1

10

TFM13

Reverse Complement
Original Motif
Forward

9

12

0.0704475

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

Page 32 of 170



Number of overlap: 12
Similarity score: 0.0763819

Alignment:
TWAAWTTVTGAAAAAHWW
—————— HDAAATAATAHW

. . Reverse complement motif = Consensus sequence:
I f : WWHTTTTTCABAAWTTWA
Original moti Consensus sequence C TWAAW TGAAAAAHWW

aha,T1 T

2.0+ 2.0

gﬂT%ATETxlgéﬁAAQ%IIA

Webilogo 3.4

bits
a

A
AéééééﬁT%

10 15

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

KKKAGGDGGAKKMGBBGKMG
c A A
i Q,? T?l %gx¥%% M_Aéa%E@AA%éArA% S8V
Dataset #: 2 Motif ID: 20 Motif nhame: dhACATTCTkh
Original motif = Consensus sequence: DHACATTCTGH Reverse complement motif  Consensus sequence: HCAGAATGTHD
2.0 2.0

= =
=1.0 =10 C
T, = o

0O Lalnl

Best Matches for Top Significant 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:
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WWHTTTTTCABAAWTTWA
HCAGAATGTHD--—-—-—---

Original motif = Consensus sequence: WWHTTTTTCABAAWTTWA

AAx]xA

2.0

“18 TT7.20A

0.0

Reverse complement motif ~ Consensus sequence:

TWAAWTTVTGAAAAAHWW

WetaLaga 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
-—-—--HCAGAATGTHD-—-——==—=———

Original motif =~ Consensus sequence:

HDWVAAAHAAAAAMAAAMWWWHBWA

1

11

TFM11

Reverse Complement
Original Motif
Backward

11

11

0.014258

Reverse complement motif ~ Consensus sequence:

TWVHWWWYTTTYTTTTTHTTTVWBH

Page 35 of 170



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
Backward

9

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 #: 1
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Motif ID:

Motif name:

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

7

TFM1

Reverse Complement
Reverse Complement

Direction: Forward

Position number: 9

Number of overlap: 10

Similarity score: 0.519904
Alignment:

ABAAAAAAWHAAAAARAW-

———————— HCAGAATGTHD

Original motif = Consensus sequence: WTKTTTTTHWTTTTTTBT

V=N é

jllrpl TJ _,:I %IIIA

TI__'T

WebLaga 3.4

Reverse complement motif
ABAAAAAAWHAAAAARAW

2.0

Consensus sequence:

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

1

9

TFM12
Original Motif
Original Motif
Backward

17

4
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Similarity score: 3.5

Alignment:
——————— CYYCBBCYYYTCCHCCTYYY
DHACATTCTGH----————————————

. . Reverse complement motif = Consensus sequence:

| motif Consen equence: CYYCBBCYYYTCCHCCTYYY

Original motif  Consensus sequenc KKKAGGDGGAKKMGBBGKMG

20 20

Nzse ggngzGQ%ggxggg RV PINEEI T ) O

5 10 15 20 5 10 15

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

Reverse complement motif  Consensus sequence: CCGCGCGS

“CcGCGla_

ek ago @

Original motif = Consensus sequence: SCGCGCGG

bifs

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
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Direction: Forward

Position number: 2

Number of overlap: 8
Similarity score: 0.0456233
Alignment:

BBGGGGCGGGGCVD

-SCGCGCGG——---

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

2.0

_Gente0oee. "1 _GUUURANGGC

Webiloga 3.4

bits
&

Webiioga 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-
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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 —_——— 75 e S ?E:A?"%! —1g
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

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
SCGCGCGG———————

Original motif

2.0

0.0

2

16

kcACCTGCAgc
Original Motif
Reverse Complement
Backward

8

4

2.08456

Consensus sequence: BCACCTGCABC

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:

15

kCAGCCAATmMr
Reverse Complement
Reverse Complement
Forward

8

4
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2.0901

Similarity score:

Alignment:
MBATTGGCTGH-—---
——————— CCGCGCGS
Original motif = Consensus sequence: DCAGCCAATVR
2.0

bjs
(=]
O

0.0

Reverse complement motif

Consensus sequence: MBATTGGCTGH

wWebiiaga 3.4

Motif name: dhACATTCTkh

Reverse complement motif

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

Dataset #: 2 Motif ID: 20
Consensus sequence: DHACATTCTGH

Original motif

0.0
1

Dataset #:

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

Consensus sequence: HCAGAATGTHD
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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:
WWHTTTTTCABAAWTTWA
HCAGAATGTHD-—-—-—-——-—

8

TFM3

Reverse Complement
Original Motif
Backward

8

11

0.00522383

Original motif = Consensus sequence: WWHTTTTTCABAAWTTWA

2.0

0.0

18 TIm20A M.zTxA

WebLaga 3.4

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:
Number of overlap:

2

16
kcACCTGCAgc
Original Motif
Original Motif
Backward

1

11

Page 43 of 170



Similarity score: 0.00731643
Alignment:

BCACCTGCABC

DHACATTCTGH

Original motif = Consensus sequence: BCACCTGCABC

2.0

0.0

Reverse complement motif

2.0
o
=19

0o === 3

Consensus sequence: GBTGCAGGTGB

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: 0.0127231

Alignment:

DDTATTATTTDH

-HCAGAATGTHD

Original motif = Consensus sequence: HDAAATAATADD

Reverse complement motif

Consensus sequence: DDTATTATTTDH
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5 o Mw; 5 TR
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: 5
Number of overlap: 11
Similarity score: 0.014258
Alignment:
HDWVAAAHAAAAAMAAAMWWWHBWA
--——-HCAGAATGTHD---———————
Original motif = Consensus sequence: Reverse complement motif = Consensus sequence:
HDWVAAAHAAAAAMAAAMWWWHBWA TWVHWWWYTTTYTTTTTHTTTVWBH

20 20

@zﬁxll Tl%llIAI X

= -

>
m—
e —
{ =
e
3
I
b=
>

>

»

>
>

25
WebLagod 4 WebLagod 4

[y

Dataset #:
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Motif ID: 10
Motif name: TFM13

Matching format of first motif: Original Motif

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

Number of overlap: 11

Similarity score: 0.0192045
Alignment:

ATKAAWTTTTRMAABAHHTW

-DHACATTCTGH-—-—-—————

Original motif = Consensus sequence: ATKAAWTTTTRMAABAHHTW

20

Reverse complement motif = Consensus sequence:

WAHHTVTTYKAAAAWTTRAT

E}IA:IIATTTiﬁé AlLeAT

Dataset #: 2 Motif ID: 21

Original motif = Consensus sequence: DBGTAAATAHD

2.0

-+ JAmATA

0.0

bits

WWehiiogo 34

Motif name: wbgTAAATAwWwW

Reverse complement motif = Consensus sequence: DHTATTTACBD

2.0

EWLIAlIIAQW*

0.0

WetiLogo 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

Page 47 of 170



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 #: 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:
TWAAWTTVTGAAAAAHWW

2.0

Original motif = Consensus sequence: WWHTTTTTCABAAWTTWA

2.0

ﬁﬂTg;TETIIQ@ﬂAAQ%lgé “Taha,T] IAéééégﬁ%%

- = P

Wetiloga 3.4

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

Original motif = Consensus sequence: BCACCTGCABC Reverse complement motif = Consensus sequence: GBTGCAGGTGB
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5 10
Weksiaga 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

2.0

Webiioga 34

Reverse complement motif

2.0

Consensus sequence: DBTACWGTAVH

wWebiiaga 3.4

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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
DHACATTCTGH
BCACCTGCABC

20
dhACATTCTkh
Original Motif
Original Motif
Backward

1

11

0.0221745

Original motif = Consensus sequence: DHACATTCTGH

2.0

bits

Reverse complement motif

2.0

Consensus sequence: HCAGAATGTHD

—a =
0.0 0.0
2 Wb Laga 34 Wb Laga 34
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
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Alignment:
SGGTCACGTGACCS
-——BCACCTGCABC

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

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: GCVCCGCCMCCYC
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s

:?C¢CC?CC¥99T%9

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

Motif name:

Reverse complement motif

2.0

Consensus sequence: BBGGGGCGGGGC

0.0

wsTACWGTAsw

Page 54 of 170

Dataset #: 2 Motif ID: 19



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

240 2.0

5 10
Weiloga 34 WWekilaga 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: Backward

Position number: 1

Number of overlap: 11

Similarity score: 0.0199592

Alignment:

GBTGCAGGTGRB

HVTACWGTABD

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

2.0

2.0
o
=10

oo —— ) ’ ) ——

10
Wekiiaga 34
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
DDTATTATTTDH
—HVTACWGTABD

2

17

WWAAATAATALtw
Original Motif
Reverse Complement
Backward

1

11

0.0309343

Original motif = Consensus sequence: HDAAATAATADD

2.0

Reverse complement motif = Consensus sequence: DDTATTATTTDH

. TarthTer

Wetiiogo 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

13

tkAAATAATAtw
Reverse Complement
Original Motif
Forward

1

11
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Similarity score: 0.0337121

Alignment:
HDAAATAATAHW
DBTACWGTAVH-

Original motif = Consensus sequence: HDAAATAATAHW

2.0

Reverse complement motif

0.0

Consensus sequence: WHTATTATTTDH

gi%ATAIIAAII““

5 R LU
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
Similarity score: 0.037518
Alignment:
DBGTAAATAHD
DBTACWGTAVH

Original motif = Consensus sequence: DBGTAAATAHD

Reverse complement motif

Consensus sequence: DHTATTTACBD
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bits

o [AaATA “ TATITA.

Watiiaga 34

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

gﬂT%ATETIlge AA&%IIA %T 4AAIIT TAéééééA%%

Original motif =~ Consensus sequence: WWHTTTTTCABAAWTTWA

=== W

Webilogo 3.4

Dataset #: 2 Motif ID: 15 Motif name: kCAGCCAATmMr
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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(
=P -¢ = — 9 nn':‘;C‘;;CC-.:CC?cg:':gQ

Dataset #: 1 Motif ID: 4 Motif nhame: TFF1
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Consensus sequence: CGGVGCCGCVGC

Original motif
0.0 !—.:"':___ E&‘rgg—-—‘-—g———_fc
Best Matches for Significant 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

00 ==—J S —_— e . =

_Gene0e00ce AL

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
Forward

7

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. 2.0

=Q?£Eﬂr(:£: (:,_(:(:(:(;=_ = ' w 4\c:£;€;€?

0.0

bits
hit

Webiloga 3.4 Webiloga 3.4

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: 3

Number of overlap: 12

Similarity score: 0.0594165

Alignment:

CHCCBCCKMCTCCKCM

--GCVGCGGCBCCG--

Reverse complement motif =~ Consensus sequence:
CHCCBCCKMCTCCKCM

20

"L.cC ClZecIClrce

15
Weblogad 4

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

8.0 -

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

" 1AAQIAALA;? EZARTAIIAIl~E

a0 = =

Wekiloga A4 Wekiloga A4

Best Matches for Significant 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 #: 1 Motif ID: 1 Motif name: TFW1

Original motif = Consensus sequence: GTCGCG Reverse complement motif = Consensus sequence: CGCGAC
=_{ =_{
e e . e — — L — —— o C s C_ ﬂ-_
= =

W s ey S W s ey S

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

Similarity score: 0.0350356

Alignment:

CGGCYBCGCG

--—-—-GTCGCG

Original motif = Consensus sequence: CGGCYBCGCG Reverse complement motif  Consensus sequence: CGCGBMGCCG
20 2.0

bits

— *Ccl$c¢cc - = _—_ =—o— _

0.0
10

WL ogo 3 S Wbl ogo 3 a8
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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: 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 2.0

~oroToee. - garcACiToace.

0.0 0.0

Welilogo 3.4 Webilogo 3.4

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
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6
0.0381641

Number of overlap:
Similarity score:
Reverse complement motif  Consensus sequence: GCVCCGCCMCCY(

Alignment:
GCvCCcGceMeceycee
--—--CGCGAC----
Original motif = Consensus sequence: GGMGGRGGCGGVGC
.= P - O —= 9 ”-_=C===CC-_ECCQCQ?:QC._
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: 6
Similarity score: 0.0431161
Consensus sequence: GCVGCGGCBCCG

Alignment:
CGGVGCCGCVGC
Reverse complement motif

CGCGAC
Consensus sequence: CGGVGCCGCVGC
Page 73 of 170
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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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¢csGCCCCGCCCCsc

Motif name:

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: 0.0539
Alignment:

HVGCCCCGCCCCBB

--GTCGCG—-—-—--~

Reverse complement motif = Consensus sequence: BBGGGGCGGGGC

2.0

2.0
& &
=10 Q =10
a.0 ————w e e a0 = - e - W T, =
* 5 10 * 5 10

Webilogo 3.4

Original motif = Consensus sequence: HVGCCCCGCCCCBB

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

Reverse complement motif = Consensus sequence: WHTATTATTTDH

Original motif = Consensus sequence: HDAAATAATAHW

aAATAAIA. . MqATAITAII

WetiLogo 3.4

2.0

bns

bits
5

0.0—=—= e
5 10

Best Matches for Significant Motif ID 13 (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:
HDAAATAATADD
HDAAATAATAHW

2

17
WWAAATAATAtw
Original Motif
Original Motif
Forward

1

12

0

Original motif = Consensus sequence: HDAAATAATADD

2.0

Reverse complement motif = Consensus sequence: DDTATTATTTDH

. TarthTer

Wetiiogo 3.4

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
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Similarity score: 0.0590505

Alignment:

TWVHWWWYTTTYTTTTTHTTTVWBH

——————————— WHTATTATTTDH--

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

25

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: 12

Similarity score: 0.0637702

Alignment:

WTKTTTTTHWTTTTTTBT

WHTATTATTTDH--—-——-

Original motif = Consensus sequence: WTKTTTTTHWTTTTITTBT Reverse complement motif  Consensus sequence:
ABAAAAAAWHAAAAARAW
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Luﬂg LT 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:
ATKAAWTTTTRMAABAHHTW
———————— WHTATTATTTDH

Original motif

20

1

10

TFM13

Reverse Complement
Original Motif
Forward

9

12

0.0704475

Consensus sequence: ATKAAWTTTTRMAABAHHTW

Reverse complement motif
WAHHTVTTYKAAAAWTTRAT

ATTT

Consensus sequence:

= 4
-

T

: TQAA

AAT

Weblagn a4

Dataset #:
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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

R I t tif C :
Original motif = Consensus sequence: WWHTTTTTCABAAWTTWA everse complement motl onsensus sequence

TWAAWTTVTGAAAAAHWW
3 TﬂT TTTQA AA QITTA } ___AAA IIA AVA é A,._
Dataset #: 1 Motif ID: 2 Motif name: TFW2
Original motif = Consensus sequence: SCGCGCGG Reverse complement motif = Consensus sequence: CCGCGCGS

b|ls

f;:LgcC,?CQ - CcGCGCa..

Wetiago 3 WetLago 3
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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: Original Motif

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 2

Number of overlap: 8

Similarity score: 0.0456233

Alignment:

BBGGGGCGGGGCVD

-SCGCGCGG———-—-

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

Page 80 of 170



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

a0

— _._Ccl%c-: = . - —== S ===
5 10 5

Wbl ogo 3 S Wbl ogo 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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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: 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

bits

aeTOACA Gace ~sotOhCCToace.

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

Position number:

Number of overlap:

Similarity score:

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

Original motif

" en000tee:

¢csGCCCCGCCCCsc
Original Motif
Original Motif
Backward

7

6
0.0539

Consensus sequence: HVGCCCCGCCCCBB

Webilogo 3.4

Reverse complement motif = Consensus sequence: BBGGGGCGGGGC

2.0

0.0 == —
5
Webilogo 3.4

Dataset #: 1 Motif ID: 2

Original motif

=0

Motif name: TFW2

Consensus sequence: SCGCGCGG

e
= C
O - - - -_——-
5

Waebiiaoa 38

Best Matches for Motif ID 2 (Highest to Lowest)

Reverse complement motif = Consensus sequence: CCGCGCGS

“CcGCGCa.

WaebLaoa @3E

fs

b
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
BBGGGGCGGGGCVD
-SCGCGCGG————-

2

12
¢csGCCCCGCCCCsc
Original Motif
Reverse Complement
Forward

2

8

0.0456233

Original motif = Consensus sequence: HVGCCCCGCCCCBB

- 00000:006c

Webiioga 3.4

Reverse complement motif = Consensus sequence: BBGGGGCGGGGC

2.0

i
:E‘I.CI

= e

a0 e —_— e W

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
Reverse Complement
Original Motif
Forward

7

8
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Similarity score: 0.045686

Alignment:
BCCGCCCCGCCCCRBB
—————— CCGCGCGS-

Original motif = Consensus sequence: BCCGCCCCGCCCCBB

2.0

LooUOMNLE..

WetiLoga 34

Reverse complement motif
BBGGGGCGGGGCGGB

2.0

bits

=10

a0 —_—— = W e

Consensus sequence:

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——--

Original motif = Consensus sequence: GGMGGRGGCGGVGC

Reverse complement motif

Consensus sequence: GCVCCGCCMCCYC(
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2.0

bits
(=]
bits

C & ZQC¢CC?CC$99199

P — e PG e = A

0.0
5 10

Welloge 3.4

Welsloge 34

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

O
P
|
()
X

e = “—-—"‘";—!' ——— 0.0 W = —_— =
10 = 5 10

= 0 =

S— .
5

0.0
Wekiloga A4

Dataset #:
Motif ID: 3
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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
2.0 2.0
C cacl_.\UC
0.0 == *C:Cl%c«:: | - - - = _—_ =L _
= Sk e = S oiria
Dataset #: 1 Motif ID: 3 Motif name: TFW3
Original motif = Consensus sequence: CGGCYBCGCG Reverse complement motif = Consensus sequence: CGCGBMGCCG
2.0 2.0

bits
bits

\ ‘CCEQC_:CC 5 ch -\ C

o0

10
Wabloga 3 4 Wabloga 3.4

Best Matches for Motif ID 3 (Highest to Lowest)

Page 92 of 170



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:

CGGVGCCGCVGCL

CGGCYBCGCG--

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

2.0

=
519

_UG_GOcGe

2.0

0.0 =
5

®
=210
— P e .
: ) 10

WatiLoga 3.4 Wetiiogo 3.4

10

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
Forward

1

10
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Similarity score: 0.0645308
Alignment:

GGMGGRGGCGGVGC

CGCGBMGCCG——-—--

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: 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
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Welsloge 34
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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
-CGGCYBCGCG——--

2

14
cccGCCCCGCCCCsb
Original Motif
Original Motif
Backward

5

10

0.0719604

Original motif = Consensus sequence: BCCGCCCCGCCCCBB

2.0

bits

(00

0.0

<C0ol

Webiloga 34

Reverse complement motif =~ Consensus sequence:
BBGGGGCGGGGCGGB

2.0

bits

-—
g — g A-:::‘ﬂ-"--?"%!—;—

0.0 = T
10 15
Webiloga 34

Dataset #:
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9

Motif ID:

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
0.0767689
Consensus sequence:

Similarity score:
Reverse complement motif

Alignment:
KKKAGGDGGAKKMGBBGKMG
CGCGBMGCCG
Consensus sequence: CYYCBBCYYYTCCHCCTYYY KKKAGGDGGAKKMGBBGKMG
2.0
A

Original motif
e $g§$9lgg£%$%$ VN :
Dataset #: 1 Motif ID: 4 Motif name: TFF1
Oriﬂnal motif = Consensus sequence: CGGVGCCGCVGC Re\::rse complement motif  Consensus sequence: GCVGCGGCBCCG
Page 96 of 170
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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

Number of overlap: 12

Similarity score: 0.0292081

Alignment:

GGMGGRGGCGGVGC

--CGGVGCCGCVGC

Original motif = Consensus sequence: GGMGGRGGCGGVGC Reverse complement motif = Consensus sequence: GCVCCGCCMCCY(
20 20
o' E;égéﬁ—?cg — 9 GG-FC?CC-_:CCS;ZCQZ':QC._

3 To By 5 o e

Dataset #: 2

Motif ID: 12

Motif name: ¢csGCCCCGCCCCsc

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif
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Direction: Forward

Position number: 1
Number of overlap: 12
Similarity score: 0.0542674
Alignment:
HVGCCCCGCCCCBB
CGGVGCCGCVGC--
Original motif = Consensus sequence: HVGCCCCGCCCCBB Reverse complement motif = Consensus sequence: BBGGGGCGGGGC
20 20
- Geeeo:C0ce | _GOUOLULGGC
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: 7
Number of overlap: 12
Similarity score: 0.0543272
Alignment:
KKKAGGDGGAKKMGBBGKMG
—————— CGGVGCCGCVGC--
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Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

20

2
210

0.0

EQQ$Q§$QIGQ%ng$99

Weblaga 3.4

Reverse complement motif ~ Consensus sequence:
KKKAGGDGGAKKMGBBGKMG

20

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:

BCCGCCCCGCCCCRBB

-—-—-GCVGCGGCBCCG

Original motif = Consensus sequence: BCCGCCCCGCCCCBB

2.0

- _ecColr0oce.

WetiLoga 34

Reverse complement motif = Consensus sequence:
BBGGGGCGGGGCGGB

2.0

=
-_51.1]

- = - _ A.E:A"%‘?a%:—__

5 10 15
WetiLoga 34

Page 99 of 170



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 = Consensus sequence:
CHCCBCCKMCTCCKCM

2.0

"0.¢C CVTecIClrce

0.0 -“;—‘:TT T

10 15
WabiLogad 4

Dataset #: 1

Original motif = Consensus sequence: GGMGGRGGCGGVGC

Motif ID: 5

Motif name: TFF11

Page 100 of 170

Reverse complement motif  Consensus sequence: GCVCCGCCMCCY(



2.0

bits
B

C

_— éE%-——A?GA - =

5 10

0.0
Welsloge 34

Best Matches for Motif ID 5 (Highest to Lowest)

Dataset #: 1
Motif ID: 6

Motif name: TFM2
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1

Number of overlap: 14

Similarity score: 0.033716
Alignment:

RGRGGAGRRGGHGGDG

GGMGGRGGCGGVGC--

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

bits

zchcc?ccgggfgg

Welloge 3.4

Reverse complement motif = Consensus sequence:
CHCCBCCKMCTCCKCM

2.0

a.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:
CYYCBBCYYYTCCHCCTYYY
————— GCVCCGCCMCCYCC-

1

9

TFM12

Reverse Complement
Original Motif
Forward

6

14

0.0386905

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:

2

14
cccGCCCCGCCCCsb
Reverse Complement
Original Motif
Backward

2
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Number of overlap: 14
Similarity score: 0.0548198

Alignment:
BCCGCCCCGCCCCEB
GCVCCGCCcMcCYCcC—-

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

BBGGGGCGGGGCGGB

o0 -?;c-:ﬂ_r -é —r C_,,_ GCCQT_— = 0.0 = 4 E N P ?‘:A??_‘,g
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
GCVCCGCCcMeeyYce
Original motif = Consensus sequence: HVGCCCCGCCCCBB Reverse complement motif = Consensus sequence: BBGGGGCGGGGC
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2.0
- "—?-ETCCBCACGCQ__ = i =% _— = = T V' WV ==
5 10 e 5 10 e
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: 1
12
1.02659
Consensus sequence: GCVGCGGCBCCG

Number of overlap:

Similarity score:
Alignment:
Reverse complement motif

--CGGVGCCGCVGC
GGMGGRGGCGGVGC
Original motif = Consensus sequence: CGGVGCCGCVGC
0.0 E_.__ E&‘—*hghgmml}c :-_:;"_:_- e
Motif ID: 6 Motif name: TFM2
Page 104 of 170
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Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

5 10 15
Weblogad 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
Position number: 1

Number of overlap: 16

Similarity score: 0.0331473
Alignment:

CYYCBBCYYYTCCHCCTYYY

CHCCBCCKMCTCCKCM—----

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

20

“‘E‘Il]
=

pee 3@%%91g9%991$99

WebLaga 34

Reverse complement motif ~ Consensus sequence:
CHCCBCCKMCTCCKCM

20

"0.cC ClZecIClrce

8.0 -

Weblogad 4

Reverse complement motif = Consensus sequence:
KKKAGGDGGAKKMGBBGKMG

20
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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
——————— RGRGGAGRRGGHGGDG--

Original motif = Consensus sequence:

HDWVAAAHAAAAAMAAAMWWWHBWA

20

o= —

1

11

TFM11
Original Motif
Original Motif
Forward

8

16
0.0794752

10

$ A AAAAAé Aﬁéixeﬁ RA

Reverse complement motif =~ Consensus sequence:
TWVHWWWYTTTYTTTTTHTTTVWBH

20

=10

" G‘Z Azixl;[ TIE-ArlI_ 4 AI L g

== E=

15

Dataset #:

Motif ID:

Motif name:

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

14
cccGCCCCGCCCCsb
Original Motif
Reverse Complement
Forward
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Position number: 1

Number of overlap: 15
Similarity score: 0.558405
Alignment:

BBGGGGCGGGGCGGB-

RGRGGAGRRGGHGGDG

Original motif = Consensus sequence: BCCGCCCCGCCCCBB

2.0

- oGeCece.

Webilaga 34

bits

Reverse complement motif
BBGGGGCGGGGCGGB

hits

2.0

—

=

Consensus sequence:

P e N S i =

0.0

10

Webilaga 34

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: 1

Number of overlap: 14

Similarity score: 1.03372
Alignment:

GGMGGRGGCGGVGC--

RGRGGAGRRGGHGGDG
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Original motif

2.0

bits
B

Consensus sequence: GGMGGRGGCGGVGC

C

Reverse complement motif

.06 e o6

bits

Consensus sequence: GCVCCGCCMCCYC

e E-':—ég-;_?ﬁ?cﬂ =T 9
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: 1.05955

Alignment:
BBGGGGCGGGGCVD--
RGRGGAGRRGGHGGDG

Original motif

Consensus sequence: HVYGCCCCGCCCCBB

_60000:00ce.

Webiioga 3.4

Reverse complement motif

2.0

0.0

Consensus sequence: BBGGGGCGGGGC

e, W AR, —

10
Webiloga 3.4
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Dataset #: 1

Original motif

Motif ID: 7

Motif name: TFM1

Consensus sequence: WTKTTTTTHWTTTTTTBT

Reverse complement motif
ABAAAAAAWHAAAAARAW

2.0

Consensus sequence:

Best Matches for Motif ID 7 (Highest to Lowest)

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
TWVHWWWYTTTYTTTTTHTTTVWBH
————— WIKTTTTTHWITTTTTBT -~-

Original motif
HDWVAAAHAAAAAMAAAMWWWHBWA

Consensus sequence:

1

11

TFM11

Original Motif
Reverse Complement
Forward

6

18

0

Reverse complement motif ~ Consensus sequence:
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:

ATKAAWTTTTRMAABAHHTW
ABAAAAAAWHAAAAARAW--

Original motif

20

AL AT Tonk

10

TFM13

Reverse Complement
Original Motif
Backward

3

18

0.0364672

Consensus sequence: ATKAAWTTTTRMAABAHHTW

Y

Weblaga 3.4

Reverse complement motif
WAHHTVTTYKAAAAWTTRAT

“Tho ] Theb

Consensus sequence:

ATTTAAT

TAAA

Wmawa

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:
WWHTTTTTCABAAWTTWA
WIKTTTTTHWTTTTTTBT

8

TFM3

Original Motif
Original Motif
Backward

1

18
0.0456974

Original motif = Consensus sequence: WWHTTTTTCABAAWTTWA

2.0

“Ta TT1.20A

0.0

AAx]xA

WebLaga 3.4

Reverse complement motif = Consensus sequence:
TWAAWTTVTGAAAAAHWW

2.0

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
Original Motif
Forward

4

17
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Similarity score: 0.572783
Alignment:

CYYCBBCYYYTCCHCCTYYY-
———-WTKTTTTTHWTTTTTTBT

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

20

£G¢c $Q§$9lgg?991$99

WebsLaga 3.4

0.0

Reverse complement motif
KKKAGGDGGAKKMGBBGKMG

20

A
Aé‘e‘éEAAAééA cAS =85

Consensus sequence:

A

00-====
5 10

15
Webslaga 3.4

Dataset #: 2

Motif ID: 17

Motif name: WWAAATAATAtw
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: 3.0279
Alignment:

—————— DDTATTATTTDH

WTIKTTTTTHWTTTTTTBT

Original motif = Consensus sequence: HDAAATAATADD

Reverse complement motif

Consensus sequence: DDTATTATTTDH
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Dataset #: 1 Motif ID: 8 Motif name: TFM3

Reverse complement motif =~ Consensus sequence:
TWAAWTTVTGAAAAAHWW

2.0+ 2.0

gﬁT%ATETIIQ%¢AA¢%IIg

Weilog 3.4 Webiloga 3.4

Original motif =~ Consensus sequence: WWHTTTTTCABAAWTTWA

>
n—
>
ol
—
q
—
->
D>
0>
-
S
—{ >
-{>

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:
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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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Consensus sequence: WHTATTATTTDH

Reverse complement motif

Alignment:
—————— WHTATTATTTDH
WWHTTTTTCABAAWTTWA

Original motif  Consensus sequence: HDAAATAATAHW
2.0 2.0
a0 t=———r TAAIAA Ag_:% o6 -‘?fkTAIIAII e e
5 10 Giitoanii 5 10 GiGitoan i
Dataset #: 1 Motif ID: 9 Motif name: TFM12
- : ) Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY KKKAGGDGGAKKMGBBGKMG
2.0 2.0
0o Egg : —?—QET?ICT‘.—E%:QQQ 00l Aééé%GAAééA?A% e-»é? ‘
5 10 15 20 5 10 15 20
Best Matches for Motif ID 9 (Highest to Lowest)
Dataset #: 1
Motif ID: 11
Motif name: TFM11
Original Motif
Reverse Complement
Backward
Page 117 of 170

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

Direction:



Position number:
Number of overlap:
Similarity score:

Alignment:
TWVHWWWYTTTYTTTTTHTTTVWBH

CYYCBBCYYYTCCHCCTYYY————-

Original motif
HDWVAAAHAAAAAMAAAMWWWHBWA

240

0.0-== —

Consensus sequence:

6
20
0.0550447

10

o A Ao 2 Mo, o

Reverse complement motif
TWVHWWWYTTTYTTTTTHTTTVWBH

20

0.0 =

Consensus sequence:

X 432111 TI;ILI_

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
-——WITKTTTTTHWTTTTTTBT
CYYCBBCYYYTCCHCCTYYY-

TFM1

Original Motif
Original Motif
Backward

2

17

1.56027
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Reverse complement motif ~ Consensus sequence:

Original motif =~ Consensus sequence: WTKTTTTTHWTTTTTTBT ABAAAAAAWHAAAAARAW
I T T T A A A A

0.0 :.:'A . —_— éAAIQ‘f‘I”='é 0.0 T:EéETéT s i céc . . =

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: 1

Number of overlap: 16

Similarity score: 2.0134

Alignment:

RGRGGAGRRGGHGGDG——--~

KKKAGGDGGAKKMGBBGKMG
Reverse complement motif = Consensus sequence:

CHCCBCCKMCTCCKCM

2.0

"0.¢C ChlecIClrce

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

Py
WabiLogad 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: 1

Number of overlap: 15

Similarity score: 2.54994
Alignment:

————— BCCGCCCCGCCCCRBB

CYYCBBCYYYTCCHCCTYYY

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

BBGGGGCGGGGCGGB

20 20

o =‘§:9—-—CQ C,k GCCQ-:ME‘ 0o = a9 — ﬂcg--saik@i‘
Dataset #: 2
Motif ID: 12
Motif name: ¢csGCCCCGCCCCsc
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 1
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14

Number of overlap:
3.04796

Similarity score:

Alignment:
BBGGGGCGGGGCVD

KKKAGGDGGAKKMGBBGKMG
Consensus sequence: HVGCCCCGCCCCBB

Original motif

_Con00e0cte

2.0

Consensus sequence: BBGGGGCGGGGC

Reverse complement motif

0.0

Consensus sequence:

Motif ID: 10 Motif name: TFM13

Dataset #: 1
Consensus sequence: ATKAAWTTTTRMAABAHHTW

Original motif
“aT-AMAT [T2nBA A TA
R IITTTA:E%_CC ~CofAT
Best Matches for Motif ID 10 (Highest to Lowest)
Dataset #: 1
Motif ID: 11
Motif name: TFM11
Reverse Complement

Matching format of first motif:

Reverse complement motif

WAHHTVTTYKAAAAWTTRAT
8L TTrsAaRATTeAT
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Matching format of second motif:
Direction:

Position number:

Number of overlap:

Similarity score:

Alignment:
TWVHWWWYTTTYTTTTTHTTTVWBH
-——-WAHHTVTTYKAAAAWTTRAT-

Original motif = Consensus sequence:

HDWVAAAHAAAAAMAAAMWWWHBWA

20

Reverse Complement
Forward

5

20

0.0352451

Reverse complement motif ~ Consensus sequence:

TWVHWWWYTTTYTTTTTHTTTVWBH

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:

TFM3

Original Motif
Reverse Complement
Forward

1

18

1.02254
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TWAAWTTVTGAAAAAHWW-—
ATKAAWTTTTRMAABAHHTW

Original motif = Consensus sequence: WWHTTTTTCABAAWTTWA

2.0

“18 TT7.20A

0.0

AAx]xA

WetaLaga 3.4

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:
WIKTTTTTHWTTTTTTBT -
WAHHTVTTYKAAAAWTTRAT

1

7

TFM1

Reverse Complement
Original Motif
Forward

1

18

1.02868

Original motif = Consensus sequence: WTKTTTTTHWTTTTTTBT

Reverse complement motif
ABAAAAAAWHAAAAARAW

Consensus sequence:
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2.0

2.0

Dataset #: 2

Motif ID: 13

Motif name: tkAAATAATAtw
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: 4.03399

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

Original motif = Consensus sequence: HDAAATAATAHW

2.0

" AAAIAATAT¢

0.0

Wekiloga A4

Reverse complement motif

. Thotarrr

Consensus sequence: WHTATTATTTDH

Wekiloga A4

Dataset #: 2
Motif ID: 17
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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

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

Original motif = Consensus sequence: HDAAATAATADD

2.0

“ aaAlAATA

00—

Wehilogo 34

Reverse complement motif = Consensus sequence: DDTATTATTTDH

ﬁ;&nTAIIAII%~A

WetiLogo 34

Dataset #: 1

Original motif = Consensus sequence:
HDWVAAAHAAAAAMAAAMWWWHBWA

240

Motif ID: 11 Motif name: TFM11

Reverse complement motif = Consensus sequence:
TWVHWWWYTTTYTTTTTHTTTVWBH

20

]
210

LY mzixll
: 5 1

25
WeblLagod4

TIELLLAI X

0
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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:

WAHHTVTTYKAAAAWTTRAT————-

TWVHWWWYTTTYTTTTTHTTTVWBH

Reverse complement motif  Consensus sequence:
WAHHTVTTYKAAAAWTTRAT

AT AT b

Original motif = Consensus sequence: ATKAAWTTTTRMAABAHHTW

20

AAAT
) gIATITA AGCCCGagAa < A
5 15 10 15 20

-

1]a

Dataset #: 1

Motif ID: 9

Motif name: TFM12

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

Position number: 1

Number of overlap: 20
Similarity score: 0.0693284
Alignment:

KKKAGGDGGAKKMGBBGKMG—————

HDWVAAAHAAAAAMAAAMWWWHBWA

Reverse complement motif  Consensus sequence:
KKKAGGDGGAKKMGBBGKMG

20 20

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

%1.0
A A
Aé‘e‘AEAAAééA A =85

N e

Eggsigggflgg?ggxggg 5 m : y

WetsLaga 3.4 Webslaga 3.4

0.0

Dataset #: 1

Motif ID: 7

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

Number of overlap: 18

Similarity score: 1.0232
Alignment:

——————— ABAAAAAAWHAAAAARAW

HDWVAAAHAAAAAMAAAMWWWHBWA
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Reverse complement motif ~ Consensus sequence:

Original motif =~ Consensus sequence: WTKTTTTTHWTTTTTTBT ABAAAAAAWHAAAAARAW
IT T T T A A A A
- A oo =SS0 éAAIAAI-vé i :EéETéT,T . Géc: a =
Dataset #: 1
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:
Original motif = Consensus sequence: WWHTTTTTCABAAWTTWA P 9

TWAAWTTVTGAAAAAHWW
18 TTr.20A A 1TxA “Taba, TT TGasahl 48
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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

Similarity score: 4.03464
Alignment:

HDAAATAATADD--—-———-—-————~-

HDWVAAAHAAAAAMAAAMWWWHBWA

Original motif = Consensus sequence: HDAAATAATADD Reverse complement motif = Consensus sequence: DDTATTATTTDH
2.0 2.0
M,éééIAAlA-? MAATAIIAII;_
= 10 Weabiloga 3.4 = 10 Wabilogo 34
Dataset #: 2 Motif ID: 12 Motif name: csGCCCCGCCCCsc
Original motif = Consensus sequence: HVGCCCCGCCCCBB Reverse complement motif  Consensus sequence: BBGGGGCGGGGC

2.0

- 00000e000e. 1 GUUARC_

10
Welsloge 34 Welloge 3.4

bits
&
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Best Matches for Motif ID 12 (Highest to Lowest)

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: 1

Number of overlap: 14

Similarity score: 0

Alignment:

BCCGCCCCGCCCCBB

-HVGCCCCGCCCCRBB

Original motif = Consensus sequence: BCCGCCCCGCCCCBB

2.0

LooUOMNLE..

WetiLoga 34

Reverse complement motif

BBGGGGCGGGGCGGB

2.0

0.0

Consensus sequence:

Dataset #: 1

Motif ID: 9

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

Position number: 4

Number of overlap: 14
Similarity score: 0.0777991
Alignment:

CYYCBBCYYYTCCHCCTYYY
-—--HVGCCCCGCCCCBB---

Reverse complement motif  Consensus sequence:
KKKAGGDGGAKKMGBBGKMG

20

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

20

pii}
=10

0.0

EQQ?QE?QIGQ%EQxQQQ

WetsLaga 3.4

A
EAAAééA AN =85

A

15 20
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:
CHCCBCCKMCTCCKCM
HVGCCCCGCCCCBB--

1

6

TFM2

Original Motif
Reverse Complement
Backward

3

14

0.0880609
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Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

Reverse complement motif ~ Consensus sequence:
CHCCBCCKMCTCCKCM

20

ﬁwcfggac Egglggl%g

0.0 -

Weblogad 4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
GGMGGRGGCGGVGC
BBGGGGCGGGGCVD

TFF11

Reverse Complement
Original Motif
Forward

1

14

0.0937271

Original motif = Consensus sequence: GGMGGRGGCGGVGC

2.0

o
=1.0
-
oy = =_———
5

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: 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
2.0 2.0
2 10 Watilogo 3.4 2 10 Watilogo 3.4
Dataset #: 2 Motif ID: 13 Motif name: tkAAATAATAtw
Original motif = Consensus sequence: HDAAATAATAHW Reverse complement motif = Consensus sequence: WHTATTATTTDH
2.0 2.0
i e TAAIQE_A ‘ e - ‘?eTAIIAII SRR
5 10 5 10

Wetiloga 34 Welaloga 34
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Best Matches for Motif ID 13 (Highest to Lowest)

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
Similarity score: 0
Alignment:
HDAAATAATADD
HDAAATAATAHW
Original motif = Consensus sequence: HDAAATAATADD Reverse complement motif = Consensus sequence: DDTATTATTTDH
2.0 2.0
anAAATA ATTAT I
ool=—_ W W —w § —w = ———— P = == B < =
5 B o 5 B e o
Dataset #: 1
Motif ID: 11
Motif name: TFM11
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
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Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:

TWVHWWWYTTTYTTTTTHT TTVWBH
——————————— WHTATTATTTDH--

Original motif = Consensus sequence:
HDWVAAAHAAAAAMAAAMWWWHBWA

240

Forward

12

12
0.0590505

Reverse complement motif

TWVHWWWYTTTYTTTTTHTTTVWBH

5

20

[2]
1.0

5 10

o &

LI |

Consensus sequence:

TT
Al A

0.0

20 25

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
WIKTTTTTHWTITTTTTBT
WHTATTATTTDH-—-—-———

TFM1

Reverse Complement
Original Motif
Forward

1

12

0.0637702
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Original motif =~ Consensus sequence: WTKTTTTTHWTTTTTTBT

%II TITTT TIT—.- Tr T

Webilogo 3.4

Reverse complement motif ~ Consensus sequence:

ABAAAAAAWHAAAAARAW
ﬁ@éAgﬁﬁé égAAAé 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:
ATKAAWTTTTRMAABAHHTW
———————— WHTATTATTTDH

1

10

TFM13

Reverse Complement
Original Motif
Forward

9

12

0.0704475

Original motif = Consensus sequence: ATKAAWTTTTRMAABAHHTW

20

AAAT IAA

CcCt

AL

wq:_m;ua-a

Reverse complement motif = Consensus sequence:
WAHHTVTTYKAAAAWTTRAT

ﬁAMI TTTQ ATTTeAT

TAAA

Wm_uqu:]-t
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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

Original motif = Consensus sequence: WWHTTTTTCABAAWTTWA

2.0

Tl Malzh Tk TT Tiastth 24

= = P — == r=ll

Wetiloga 3.4

Dataset #: 2 Motif ID: 14 Motif name: cccGCCCCGCCCCsb

Reverse complement motif  Consensus sequence:

Original motif = Consensus sequence: BCCGCCCCGCCCCBB BBGGGGCGGGGCGGR
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2.0

_oeCobeueeee

0.0

Webiloga 3.4

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

£G¢c $Q§$9lgg?991$99

WebsLaga 3.4

2.0

hits

— —— N A

10 15
Webiloga 3.4

Reverse complement motif = Consensus sequence:
KKKAGGDGGAKKMGBBGKMG

20

A A
Aé‘e‘AEAAAééA cAS =85

00— =
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
BCCGCCCCGCCCCBB-

1

6

TFM2

Original Motif
Reverse Complement
Forward

1

15

0.0869149

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:

12

¢csGCCCCGCCCCsc
Reverse Complement
Reverse Complement
Forward

1
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Number of overlap: 14

Similarity score: 0.5
Alignment:

BBGGGGCGGGGCVD-

BBGGGGCGGGGCGGR

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

i ";'E‘TCQQCACQGQ-- _ ao =5 - TS ?C-‘-g—-— =

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: 0.58333

Alignment:

GGMGGRGGCGGVGC~-

BBGGGGCGGGGCGGR

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

bits
B

C

s

b

ZQC¢CC?CC$99199

. == =L~ 9
% 10 Watilaga 34 Watslaga 3.4
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
0.601399

Similarity score:

Alignment:
SGGTCACGTGACCS-
BBGGGGCGGGGCGGB

Original motif

2.0

- gaTOACAG

JACC.

Consensus sequence: SGGTCACGTGACCS

Welilogo 3.4

Reverse complement motif

bits

2.0

T e

Consensus sequence: SGGTCACGTGACC

Webilogo 3.4

Dataset #: 2 Motif ID: 15

Motif name: kCAGCCAATmMr
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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 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(
=P -¢ = — 9 nn':‘;C‘;;CC-.:CC?cg:':gQ

Dataset #: 2 Motif ID: 16 Motif name: kcACCTGCAgc
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Original motif = Consensus sequence: BCACCTGCABC

240

Weiloga 34

Best Matches for 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

2.0

Wetiiaga 34

Reverse complement motif

=8
=

2.0
1.0
L1 8

0

A

Consensus sequence: GBTGCAGGTGB

Reverse complement motif

2.0

Consensus sequence: DBTACWGTAVH

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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s

:?C¢CC?CC¥99T%9

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

WWAAATAATAtw

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

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

2.0 2.0

otOACileace.  cerOACCTcace.

bits

.

Webiioga 3.4 Webiioga 3.4

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
__Go0CCCee | _GOUULUUGEC

Webilogo 3.4 Webilogo 3.4
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
BCCGCCCCGCCCCEBB
SGGTCACGTGACCS-

2

14
cccGCCCCGCCCCsb
Reverse Complement
Original Motif
Forward

1

14

0.0581955

Original motif = Consensus sequence: BCCGCCCCGCCCCBB

2.0

- _ebelbacoce.

Webiloga 34

Reverse complement motif
BBGGGGCGGGGCGGB

bits

2.0

1.0

—

o

Consensus sequence:

N A, _

0.0

10

Webiloga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

1

5

TFF11

Reverse Complement
Reverse Complement
Backward
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Position number: 3

Number of overlap: 12

Similarity score: 1.05855

Alignment:

--GCVCCGCecMeceyYce

SGGTCACGTGACCS--

Original motif = Consensus sequence: GGMGGRGGCGGVGC Reverse complement motif = Consensus sequence: GCVCCGCCMCCY(
2.0 2.0
o Egégégch —== 9 ”-:=C=-‘-CC-.ECCQCQZ':QC.—

5 10 e 5 10 e

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

Similarity score: 1.06047

Alignment:

--CGGVGCCGCVGC

SGGTCACGTGACCS

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

@ = |
=1 =10 :
— v g&-ﬂ;:nf-__g;_!; . ool e S W e = W
& 5 10

—
5 10

WatiLoga 3.4 Wetiiogo 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: 1.54742
Alignment:

--—-BCACCTGCABC

SGGTCACGTGACCS

Original motif = Consensus sequence: BCACCTGCABC

2.0

Reverse complement motif = Consensus sequence: GBTGCAGGTGB

2.0
o
=10
oo —— ——
5 10

Wetiiaga 34 Wekiiaga 34

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

240

5 10
Wetiioga A4

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: Backward
Position number: 1

Number of overlap: 11

Similarity score: 0.0199592
Alignment:

GBTGCAGGTGRB

HVTACWGTABD

Original motif = Consensus sequence: BCACCTGCABC

2.0

Reverse complement motif

2.0

Reverse complement motif

=

o

=
a.

0
L)

0

Consensus sequence: DBTACWGTAVH

WekiLoga 34

Consensus sequence: GBTGCAGGTGB

. TOA

10
Wekiiaga 34
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
DDTATTATTTDH
—HVTACWGTABD

2

17

WWAAATAATALtw
Original Motif
Reverse Complement
Backward

1

11

0.0309343

Original motif = Consensus sequence: HDAAATAATADD

2.0

Reverse complement motif = Consensus sequence: DDTATTATTTDH

. TarthTer

Wetiiogo 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

13

tkAAATAATAtw
Reverse Complement
Original Motif
Forward

1

11
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Similarity score: 0.0337121

Alignment:
HDAAATAATAHW
DBTACWGTAVH-

Original motif = Consensus sequence: HDAAATAATAHW

2.0

Reverse complement motif

0.0

Consensus sequence: WHTATTATTTDH

gi%ATAIIAAII““

5 R LU
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
Similarity score: 0.037518
Alignment:
DBGTAAATAHD
DBTACWGTAVH

Original motif = Consensus sequence: DBGTAAATAHD

Reverse complement motif

Consensus sequence: DHTATTTACBD
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bits

o [AaATA “ TATITA.

Watiiaga 34

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

gﬂT%ATETIlge AA&%IIA %T 4AAIIT TAéééééA%%

Original motif =~ Consensus sequence: WWHTTTTTCABAAWTTWA

=== W

Webilogo 3.4

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

240

1.0

bits

0.0

Best Matches for Motif ID 20 (Hig

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: DHACATTCTGH

hest to Lowest)

1

8

TFM3

Reverse Complement
Original Motif
Backward

8

11

0.00522383

Consensus sequence: WWHTTTTTCABAAWTTWA

Reverse complement motif

2.0

WekiLoga 34

Reverse complement motif = Consensus sequence:

TWAAWTTVTGAAAAAHWW

aba,J1 T

-,

w
1o

&éé&A*%%

£~
5 10 15

P —

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
Forward

2

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 -
= 10 Weabiloga 3.4 = 10 Wabilogo 34
Dataset #: 1
Motif ID: 11
Motif name: TFM11
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
5
11
0.014258

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

Consensus sequence:

Alignment:
HDWVAAAHAAAAAMAAAMWWWHBWA
Page 164 of 170

-—-—--HCAGAATGTHD
Consensus sequence:

Original motif
HDWVAAAHAAAAAMAAAMWWWHBWA



240 20

Dataset #: 1

Motif ID: 10

Motif name: TFM13
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 9

Number of overlap: 11

Similarity score: 0.0192045
Alignment:

ATKAAWTTTTRMAABAHHTW

-DHACATTCTGH-—-—-————-

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

WAHHTVTTYKAAAAWTTRAT
el T Ly
AL ATLE;I;AQC alt el ] T?TT &AIAI.AAT
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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a-"&ITAIS T.._— = %_lIIAIEI—_- -ér s _

2.0

(>
B
- —

WebLaga 3.4

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
WWHTTTTTCABAAWTTWA
—————— DHTATTTACBD-

Original motif =~ Consensus sequence: WWHTTTTTCABAAWTTWA

:

2.0+

1

8

TFM3

Reverse Complement
Original Motif
Backward

2

11

0.0308097

Reverse complement motif
TWAAWTTVTGAAAAAHWW

2.0

= W - 0.0 - T =

Consensus sequence:

" T4 11208

A.x]zA “Taha, T] TG

Webilogo 3.4
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Results created by MOTIFSIM on 06-18-2018 21:47:01
Runtime: 633.592 seconds

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