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
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
CHCCBCCKMCTCCKCM
HVGCCCCGCCCCBB--

1

6

TFM2

Original Motif
Reverse Complement
Backward

3

14

0.0880609

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

Reverse complement motif
CHCCBCCKMCTCCKCM

2.0

o
£1.0

0.0

CCCEQ

Consensus sequence:

cICCrce

=T I
5

10 15
WabiLogad 4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

TFF11

Reverse Complement
Original Motif
Forward

1
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Number of overlap: 14
Similarity score: 0.0937271

Alignment:
GGMGGRGGCGGVGC
BBGGGGCGGGGCVD

Original motif = Consensus sequence: GGMGGRGGCGGVGC

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
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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

Page 24 of 42



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
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
ATKAAWTTTTRMAABAHHTW
———————— 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
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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
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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

~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-

Page 39 of 42



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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Similarity score: 2.0901

Alignment:
MBATTGGCTGH----
——————— CCGCGCGS

Original motif = Consensus sequence: DCAGCCAATVR

2.0

bifs
5

a.0 —

Webiioga 34

Reverse complement motif

2.0

Consensus sequence: MBATTGGCTGH

wWebiiaga 3.4

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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