MEME - Motif discovery tool

TRAINING SET

DATAFILE= pasted sequences
ALPHABET= ACGT
Sequence name

Length

ab230506a01
52
ab230506a07
72
ab230506al0
50
ab230506b01
50
ab230506b03
50
ab230506b05
50
ab230506b08
50
ab230506b10
50
ab230506c01
51
ab230506c06
49
ab230506c09
47
ab230506d01
55
ab230506d07
50
ab230506d09
50
ab230506d11
50
ab230506e01
50
ab230506e03
50
ab230506e05
50
ab230506e07
50
ab230506e10
50
ab230506el2
50
ab230506£03
50

.r AQ1
.r A07
.r Al0
.r BO1

.r BO3

.r BO5.

.r B0O8
.r _B10
.r CO1
.r CO06
.r CO09
.r_DO1
.r_DO7
.r D09
.r D11
.r EO1

.r EO3

.r EO05.

.r EO07
.r E10
.r E12

.r FO3

.abl

.abl

.abl

.abl

.abl

abl

.abl

.abl

.abl

.abl

.abl

.abl

.abl

.abl

.abl

.abl

.abl

abl

.abl

.abl

.abl

.abl

Weight Length

1.0000

1.0000

1.0000

1.0000

1.0000

1.0000

1.0000

1.0000

1.0000

1.0000

1.0000

1.0000

1.0000

1.0000

1.0000

1.0000

1.0000

1.0000

1.0000

1.0000

1.0000

1.0000

50

90

50

50

50

69

50

55

50

50

50

50

49

50

50

50

49

65

51

50

50

50

Sequence name

ab230506a06

ab230506a09

ab230506al2

ab230506b02

ab230506b04

ab230506b07

ab230506b09

ab230506bl11

ab230506c03

ab230506c08

ab230506cl2

ab230506d05

ab230506d08

ab230506d10

ab230506d12

ab230506e02

ab230506e04

ab230506e06

ab230506e08

ab230506ell

ab230506£02

ab230506£04

.r AO6
.r A09
.r Al2
.r B0O2
.r_BO04
.r_BO7
.r BO9
.r Bll

.r CO3

.r _CO08.

.r C12

.r _DO5.

.r D08
.r D10
.r D12
.r EO2

.r_EO4

.r EO6.

.r EO08
.r BE11
.r FO2

.r F04

.abl

.abl

.abl

.abl

.abl

.abl

.abl

.abl

.abl

abl

.abl

abl

.abl

.abl

.abl

.abl

.abl

abl

.abl

.abl

.abl

.abl

1.0000

1.0000

1.0000

1.0000

1.0000

1.0000

1.0000

1.0000

1.0000

1.0000

1.0000

1.0000

1.0000

1.0000

1.0000

1.0000

1.0000

1.0000

1.0000

1.0000

1.0000



ab230506£05
49
ab230506£07
50
ab230506£09
49
ab230506f11
49
ab230506g01
49
ab230506G03
50
ab230506g05
50
ab230506g10
51

A-2

50

A-4

49

A-6

50

A-8

53

A-10

50

A-12

43

A-15

50

A03

50

BO3

49

co5

50

D04

50

EO03

50

GO03

50

.r FO05
.r_F07
.r FO9
.r F11
.r GO1
.r GO3
.r _GO5

.r G10.

MOTIF 1

.abl .0000 50
.abl .0000 50
.abl .0000 50
.abl .0000 50
.abl .0000 50
.abl .0000 50
.abl .0000 50
abl .0000 50
.0000 49
.0000 50
.0000 51
.0000 50
.0000 50
.0000 50
.0000 50
.0000 50
.0000 49
.0000 50
.0000 65
.0000 124
.0000 50
width =7 sites =10

.0000

.0000

.0000

.0000

.0000

.0000

.0000

.0000

.0000

.0000

.0000

.0000

.0000

.0000

.0000

.0000

.0000

.0000

.0000

.0000

.0000

ab230506£06.r F06.abl
ab230506£08.r F08.abl
ab230506f10.r F10.abl
ab230506f12.r Fl2.abl
ab230506g02.r G02.abl
ab230506g04.r G04.abl
ab230506g08.r G08.abl
A-1
A-3
A-5
A-7
A-9
A-11
A-14
A-16
A04
Cc03
D03
D05
FO03
G04
llr=85 E-value =1.2¢+004
Simplified A la4::: 2
pos.-specific C: : 1: 1: :
probability G 9: 5a5: :
matrix T : 4a8
bits 2.8
2.5
2.2
2.0

Information 1
content 1
(12.2 bits) 1

i

4
Jd




0.8
0.6
0.3
0.0
Multilevel A TT
consensus A T A
sequence
NAME START . b SITES
VALUE
EO3 77 5.81e-06 TCCCTTTAGT G A T T AATTCTGAGC
ab230506¢12.r C12.abl 12 1.38e-05 CTTATAAGTIT G A TTT TCATAAGCCC
ab230506e04.r E04.abl 27 2.86¢-05 ATAACAACAC G A A T T CATATCAAAA
ab230506d12.r D12.abl 40 2.86e-05 ATCTTGCATC G A A T T GGCA
ab230506d09.r D09.abl 20 4.91e-05 TCACAGCAAG G AAGTTT TTAAACCATA
ab230506b09.r B09.ab1 6 491e-05 ATTGT GAAGTTT CCAGTAACAA
ab230506c09.r C09.abl 30 5.98e-05 TAAAAAACGC G A T A TCAAAGCGAA
ab230506f12.r F12.abl 34 8.40e-05 CATAAACAGA G A CTT AACTTCAAA
GO03 9 2.47e-04 ATACGAGT A A TTT GAAGAATAAA
ab230506e12.r E12.abl 22 3.30e-04 GAAGTATTIGC G A C T A TACACAAACC
MOTIF2 width=7 sites=10 Illr=80 E-value=3.6e+006
Simplified A : : :::::
pos.-specific C: 429a: 8
probability G : : 2: : a:
matrix Ta661::2
bits
Information 1 7
content
(11.5 bits) 1 1
Multilevel TTTCCGC
consensus ccC T
sequence
NAME START . b SITES
VALUE
ab230506e07.r E07.abl 37 2.82e-05 CCAACTACGC T T T C C G C TTGAAGCA
ab230506d08.r D08.abl 17 2.82e-05 TATATCAAAG T T T C C G C TGCCCAGAAA



ab230506g05.r G05.abl 30
ab230506b08.r_B08.abl 30
ab230506£04.r F04.abl 12
ab230506b07.r_B07.abl 19
A-12 31
ab230506b04.r B04.abl 41
D05 8
A-5 37
MOTIF3 width=6
NAME START
EO03 95
D04 17
ab230506a07.r A07.abl 59
A-11 34
ab230506a01.r A01.abl 34
ab230506£02.r F02.abl 11
ab230506d12.r D12.abl 33
ab230506b05.r B0S5.abl 63
ab230506209.r_A09.ab1 11
B03 5
MOTIF 4 width="7

9.15e-05
9.15e-05
1.53e-04
1.53e-04
1.84e-04
1.97e-04
2.44e-04
2.44e-04

sites = 10

P-
VALUE
3.32e-05
7.89e-05
7.89¢-05
1.64e-04
1.64e-04
2.80e-04
2.80e-04
3.26e-04
3.89¢-04
4.74e-04

sites = 12

GCAATTGAAA
AGAATTCCCT
AGTCCTATCT
CCCCATTCAG
ATGACCCTTA
CCTTACAGAC

AAGCACG
TTAAAACATC

llr=75

Simplified
pos.-specific

probability
matrix

bits

Information

content
(10.8 bits)

Multilevel
consensus

sequence

I I T I I I |
H QA OQOHAAQAO

H 4

Q00 +A 4
HOOOoOooooan
o000 a0a0an

oHEHAQOQ0OQOQOQ

ATAATGACGA
GTTACCTACC
ACGACACCAG
AACGCAGCTA
ACATCAGCCG
AAT
AACTACTTAA
CCGCAA

E-value = 1.5e¢+006

A

2.0
1.7
1.4
1.1
0.8
0.6
0.3
0.0

ATTCTGAGCT
CGATGATGAA
CAATGATGAA
TACCCTGCCC
ACTAACAACA
TGGACCTTAA
AAGTATTATC
GCCACCTGGC
ATATCCCCAA

ATGT

HHAAAAAd4d4d4d4d

1

T
A

2
o
—
=
2

4

T
T

o000 a000an

O A 4
L I I I I I I I I I |

AATCATGGTC
AATACGTAGT
AATACGTACC
AGACTCCCAC
ACCACCCACA
ATTTATATAC
CGAAGGTTGG
C

GCCATCCGCG
CAATGCTTCA

lIlr=89 E-value = 6.4e+007
: 86

A

Simplified

pos.-specific C : a :

probability

G a:

2:
23:

1 4
8 :
6



NAME START
D04 2
A-14 2
A-7 13
ab230506e01.r EOl.abl 2
ab230506g05.r G05.abl 20
A-8 42
ab230506c06.r C06.abl 1
ab230506b02.r B02.ab1 16
G04 18
ab230506e06.r E06.abl 35
ab230506a09.r A09.abl 28
A-9 17

MOTIFS width=7

P-
VALUE
1.83e-05
1.83e-05
6.50e-05
6.50e-05
1.33e-04
2.18e-04
3.37e-04
3.37e-04
3.54e-04
3.94e-04
5.69¢-04
6.66e-04

sites = 10

matrix
bits 2.8
2.5
2.2
2.0
Information 1.7
content 1.4
(10.8 bits) 1.1
0.8

0.6

0.3

0.0

Multilevel
consensus

sequence

T
T
CATTACGTCA
A
ACCCAAACTG
TAACCACCGC

CACCACACCA
AGACCCACAC
TCCCACATCC
CCATCCGCGC
CCCTTCAGAC

T: ::

cal3;:

CAATC
T A

SITES

CAGTC
CAGTC
CAATC
CAATC
CAATT
CAGTCA
CAATCA
CAATCA
CGATT
cccrTc
CAATTA
CACTCA

ATGATGAATT
TATACGCACA
CACGTCCGCA
AAATCATCCC
AAATCTCCGC
CA
CCCATCAAAC
ACGCGTTTTT
ACCCAATGTA
CAAAGCAGT
TTTTCACAAA
CTTAACAACA

llr=75 E-value = 8.4e+007

Simplified A a: :

pos.-specific C : a 9 :
G: ::

probability
matrix T : :
bits 2.8
2.5
2.2
2.0

Information 1.7
content 1.4
(10.9 bits) 1.1

0.8
0.6
0.3

23
:4a
83
la: ::




P-
NAME START | '\ g
ab230506el1.r Ell.abl 7 3.81e-05
ab230506b05.r B05.abl1 56 3.81e-05
ab230506f06.r F06.abl 18 1.17e-04
ab230506a10.r A10.abl 31 1.17e-04
ab230506f07.r F07.abl 26 2.14e-04
ab230506c01.r CO1.abl 26 2.14e-04
ab230506b01.r BO1.abl 26 2.14e-04
ab230506e10.r E10.abl 23 3.89¢-04
ab230506¢03.r E03.abl 33 3.89¢-04
A-2 17 6.56e-04
MOTIFE 6 width=7 sites=12

NAME START P-
VALUE
G03 33 6.54¢-05
E03 19 6.54e-05
A-1 38 1.42¢-04
ab230506d11.r D11.abl 10 1.42¢-04

ab230506d10.r D10.abl

43 1.42e-04

0.0

Multilevel ACCTGcCC
consensus A A
sequence
SITES
ACAACCACCT C ACCAATCAGA
TGAGTCGGCC ACC T C TGTCGTC
CCATTTAATA ACC T G CC TAAGACGGTC
TATTCCACTC ACCT G CC CTACGCCCCC
ATTACACCTAACCT GAC CAGCCCCTAA
ACTAAAGTAA ACCT G A C CACACCTCCC
CCAGGGTAAA ACC T G A C TTCACCAACC
CACAAAACGG ACTT G CC CTCAGCACGC
ACTCCCATAC ACCTA G C AGACCAATCG
AAAGTGCACA ACCTACC CTAACCGCTC

lIlr=90 E-value =2.0e+007
Simplified A : : 49: 7:
pos.-specific C: : : : : 18
robability Ga: 61612
matrix T:a::42:
bits
Information 1 7
content
(10.8 bits) 1 1 I
Multilevel TGAGAC
consensus A T
sequence
SITES
AAATCATCGG G T GA G T C AACGTCAATT
ATTCCCTATA G T GA G T C GTATTACGCA
CTTCACTTAC G TAA G A C CAAAATC
AGCTAACAA G TAA GCAC AAAAATCCGC
AGATAACAAT G TAAGAC T



ab230506a01.r A01.abl 19
ab230506c03.r C03.abl 14
ab230506b11.r B1l.abl 24
ab230506e06.r E06.abl 5
D04 59
B03 36
ab230506d07.r D07.abl 2
MOTIF 7 width=7
NAME START
ab230506d05.r D05.abl 8
A03 33
A-4 29
A-16 10
A-10 4
ab230506a09.r_A09.abl 58
ab230506a10.r A10.abl 2
A6 35
G04 31
ab230506d07.r D07.abl 9
MOTIF 8  width=7

1.68e-04
1.82e-04
1.82e-04
2.00e-04
2.98e-04
2.98e-04
2.98e-04

sites = 10

P-
VALUE
8.79e-06
2.71e-05
4.17e-05
5.99¢-05
9.80e-05
1.08e-04
1.87e-04
2.09e-04
2.62e-04
2.62e-04

sites = 10

AAACAGAACA
TCACAAAACC
AACAAAAATT
ATGA
GATGAATTGC
ACCATCAAAC
A

T AC
TGCATA

TGCGATA

TGCGATCGC
TAATAC
TGCGAGCC
TAATAC

TAACAACATG
ACAATACACA
TAATGCGCCA
GCATAACCCT

TAAATGA
GGCAGCCACA

llr=79 E-value =4.1e+006

Simplified A : :
pos.-specific C : :

probability G 9
matrix T 1
bits 2.8
2.5
2.2
2.0

Information 1.7
content 1.4
(11.4 bits) 1.1

Multilevel
consensus

sequence

TTGAAAA
AATAACAAAC
CTCTCCTCAT

AATTCGATA
TTC
CACCGAACCA
A
CAAACCCCAG
ATTGACCCAA T
AGTAATAC

811
1:396
a:: 6:4
192

T A
T C

cc

SITES

TA
TAGCC
TTGCC
TACC

TACCC
TTCC

TAAC

TAGAC
TAGCC
CAGCC

Cc

CCAGAGCCTG
AAACACAACC
ATACCGAGGA
TCATTACAGA
GACATCACAT
CCTCCGCC

CGACAATATT
AACCTCTGAC
CTTAACTGAG
ACACTGCTCT

lIr=75 E-value =1.9¢+008

Simplified A :

pos.-specific C a :

probability G :
matrix T : :

941: 6:
6::2:
1::a::
:9:2a



bits 2.8
2.5

2.2

2.0
Information 1.7
content 1.4
(10.8 bits) 1.1

0.8
0.6
0.3
0.0
Multilevel CACTGAT
consensus A C
sequence T
NAME START P- SITES
VALUE
ab230506g01.r GOl1.abl 19 6.43e-05 AACCCAARACA CACT G AT AGTAACCATG
ab230506c12.r Cl12.abl 41 6.43e-05 CGCAATACAC CACT GAT
A-5 14 9.89¢-05 TAGTCTTTTT CACT G T T CTATCGTTAA
A-1 3 9.89e-05 ATCACTOGTT AAACCAAAAA
D03 43 1.78e-04 ACACCGCTCC CAATCGAT C
ab230506a07.r A07.abl 49 1.78e-04 CAACCCCACT CAA T GAT GAATTGCGTA
ab230506d07.r D07.abl 17 2.30e-04 ACGGCAGCCA CACT G CT CTACACAATG
B03 - 11 3.62e-04 ATGTTAGCGT CAA T G C T TCAACACCAC
D04 45 4.07e-04 GCTCTGCAGT CGAT GA T GAATTGCGTA
ab230506d10.r D10.abl 30 5.88e-04 TCCGCGAATC CACA GA T AACAATGTAA

MOTIF9 width=6 sites=10 Illr=72 E-value=3.1e+008
Simplified A 9 4 :
pos.-specific C 1 : 2: a
probability G : : a 5 a:
matrix T: 6 : 3 : :

bits 2.8
2.5

2.2

2.0
Information 1.7
content 1.4
(10.4 bits) 1.1

0.8
0.6
0.3
0.0

Multilevel AT c
consensus A T



NAME

ab230506d11.r D11.abl
A-9
ab230506g03.r_G03.abl
EO3
D03
ab230506e08.r E08.abl
A-4
ab230506b11.r Bl1.abl
A-2
ab230506d05.r D05.abl

START

33
45
11
35
25
31

33

22

MOTIF 10 width=6

NAME

FO03

A-15

ab230506¢12.r Cl12.abl
ab230506e01.r_EO1.abl
ab230506g08.r_G08.abl
ab230506f08.r_F08.ab1
ab230506g05.r GO05.abl
ab230506d09.r D09.abl
ab230506g01.r_GO1.abl

START

15
38

24
21
21

35
37

CTAAGCCCAC
CGA

ATCCGGACCC
GAATTCGTTT
CAACACCGCT
ATCTTTGAAC
GCCTTTTCTC
CATGTGAATC
ACAACCTACC
ACATGGCACA

AAATCAACAA
CCTAAGT

GAGGTTTTCA
ACCATCCAAA
AATCCAACAT
AATCCAACAT
CACCCAAACT
AATCCCGTTT

sequence C
v AIL'UE SITES
6.16e-05 CCGCATTTAT A T o]
1.46e-04 TACACTAACCA T G T G C
1.46e-04 GCCTAGICACA T G T G C
2.61e-04 CGTATTACGC A A c
2.6le-04 GCAACAGAAC A A o]
2.61e-04 CAGCCTCTAG A A o]
3.89¢-04 TCTAT AT G C G C
3.89¢-04 TGTGATAGTA A T G C G C
5.46e-04 ATATGARAAA A G T G C
5.96e-04 GCGCCAGAGC C T c
sitess=10 llr=71 E-value = 1.6e+008
Simplified A : 9 6 :
pos.-specific C: 1 2 :
probability G : : : 7 : :
matrix Ta: 23aa
bits 2.8
2.5
2.2
2.0
Information 1.7
content 1.4
(10.2 bits) 1.1
0.8
0.6
0.3
0.0
Multilevel TAAGTT
consensus cT
sequence T
v AIEUE SITES
1.43e-04 GACAACAATT TAA G T T
1.43e-04 CCATTAGITG T AACT T
1.43e-04 ACTTATAAGTT
2.20e-04 ATCCCTACAAT AT G T T
3.37e-04 CCACAGTACCTAC G T T
3.37e-04 CCACAGTACGT ACC T T
5.34e-04 TATAATTT
5.34e-04 TTTTAAACCAT AATT T
6.40e-04 GTAACCATGT TAT T T T

GCCGGCAC



ab230506b07.r B07.ab1

39 7.57e-04

MOTIF 11 width=6

NAME START

B03 29
ab230506f06.r_F06.ab1 37
ab230506e05.r E05.abl 21
ab230506e04.r E04.abl 37
ab230506e03.r E03.abl 7
ab230506d12.r D12.abl 18
ab230506d08.r_ D08.abl 10
ab230506d01.r_DO1.abl 32
ab230506¢06.r C06.abl 11
ab230506b08.r B08.ab1 6

MOTIF 12 width =7

sites = 10

P-
VALUE
1.03e-03
1.03e-03
1.03e-03
1.03e-03
1.03e-03
1.03e-03
1.03e-03
1.03e-03
1.03e-03
1.03e-03

GCAGCTAACC

Simplified A
pos.-specific C
probability G

matrix T :
bits 2.8
2.5
2.2

2.0
Information 1.7
content 1.4
(9.9 bits) 1.1
0.8

0.6

0.3

0.0

Multilevel
consensus

sequence

CAACACCACC
AGACGGTCGA
GGATAAATGA
GAAGGTTCAT
ACAACC
CGACTACACC
GTGCCCTAT
ACAGCAGCCA
GCAATCACCC
GTAAC

TCA TT

a:: > aaa
Loooa s .

a :

ATCAAA

12!
[
=
=
1¥p]

L A
o000 a0a00a0an
A
oo ooy
L

A

ACAACC

llr=69 E-value = 2.6e+009

CGTGAGCCTA
AAGAATC
AACAACAACC
ATAGACCC
TGGAACACTC
AGTATTATCT
GTTTCCGCTG
TGGCAGACAC
CAAACCCGCC
CCATAAACAG

sites=10 lr=72 E-value =4.1e+009

Simplified A
pos.-specific C
probability G

matrix T
bits 2.8
2.5

2.2
2.0

Information 1.7

T 16:9
::36: a:
R
aa734:1



content 1.4
(10.4 bits) 1.1

0.8
0.6
0.3
0.0
Multilevel TTTCACA
consensus CTT
sequence
NAME START . b SITES
VALUE
ab230506d09.r D09.abl 8 1.36e-04 GTAAGCATT T CA CA GCAAGGAAGT
ab230506a09.r A09.abl 36 1.36e-04 GCGCAATTAT TT T CA CA AAACGCACCG
ab230506b02.r B02.abl 29 1.68e-04 ATCAACGCGT TTTTT C A AACACTGGCA
ab230506c08.r C08.abl 24 2.26e-04 TGCAATACAC TTT T A CA CTAAAGGCCG
ab230506a07.r A07.abl 2 2.26¢-04 CTTTTACA TAATTGCAAC
ab230506e08.r E08.abl 10 2.49e-04 ATGAAACGG T T T G T CA ACGCCAGCCT
A-12 15 3.64e-04 AACACACCCATTCCTCA TGACCCTTAT
A-8 1 4.97¢-04 TTCCACA CACATATGCC
ab230506a06.r A06.abl 5 4.97e-04 AAAA TTCCACA AAAACACTGC
A-4 16 5.71e-04 ATGCGCGCCT TTTC T C T CCTCATGGTT

MOTIF 13 width=7 sites=10 Illr=69 E-value=1.0e+011
Simplified A a8: 91: 9
pos.-specific C: 2: : 92:
probability G : : 91: 81

matrix T: :1::::
bits 2.8

2.5

2.2

2.0

Information 1.7
content 1.4

(9.9 bits) 1.1
0.8
0.6
0.3

0.0
Multilevel AAGACGA
consensus C C
sequence
NAME START P- SITES

VALUE



A-3
ab230506f08.r_F08.ab1
ab230506g08.r_G08.abl
ab230506g04.r G04.abl
ab230506f06.r F06.ab1
ab230506e12.r E12.abl
A04

ab230506g02.r G02.abl
ab230506f07.r F07.abl
ab230506d12.r D12.abl

14
40
40
33
26

12
43

MOTIF 14 width=7

NAME

ab230506d09.r D09.abl
ab230506b11.r Bl1.abl
A-8
ab230506g01.r_GO1.abl
ab230506¢04.r E04.abl
D04
ab230506¢05.r_E05.abl
ab230506f03.r F03.ab1
ab230506¢01.r_CO1.abl
ab230506f07.r F07.abl

CCTATAAGCC
TTCG

TTCG

ATAGGAAACA
TCGAATCAAA
AGTATTGCGA
GACTTTATAG

ATTACACCTA
CTACACCATC

1.06e-04 GACCGAAACT AAGACGA
1.06e-04 CCAACATAGAAAGACCGA
2.76e-04 CCAACATAGAACGACGA
2 76e-04 TACTAGTCCA A A cCcaAa
2.76e-04 TAACCTGCCT AA G AC
2 76e-04 CAATAT ACGACGA
4.97e-04 GTACTAACAC AAGACCA
4.97e-04 AATCCCCTAC AAGACCA
7. 11e-04 TCCTCACAAAGAACGA
8.58e-04 AACAATACCGA
sites=10 llr=73 E-value = 2.5¢+009
Simplified A:: 99::9
pos.-specific C2: : : 6a:
probability G 8: 1: 4 : :
matrix T:a:1::1
bits 2.8
2.5
2.2

Information 1.7
content 1.4
(10.5 bits) 1.1

2.0

TTTCACAGCA
ACTCGCAACA
CCGCGCAGTC
TGTTATTTTG
CCTATAACAA
CTGCAGTCGA
CGCGGATAAA
CAAATAATTC
CA

TCACT

0.8

0.6

0.3

0.0
Multilevel TAACCA

consensus
sequence
START _ - SITES
VALUE
1 5.73e-05 TAAGCA
1 5.73e-05 TAAGCA
31 1.76e-04 AAGTCACAAT G TAACCA
27 1.76e-04 CACACTGATA G TAACCA
7 1.76e-04 AAACGA G TAACCA
31 3.07e-04 GTAATACGTA G TAACGCT
1 3.07¢-04 TCACCA
27 4.36¢-04 GAAAAACGTC GTATCCA
42 5.55e-04 CCACACCTCCCTAAGCA
39 8.03e-04 TGACCAGCCCCTAACCA
sites=10 lr=65 E-value=1.0e+011

MOTIF 15 width=6

Simplified A : : 3 : 3 :



NAME

A-7

ab230506¢12.r Cl12.abl
ab230506f10.r_F10.ab1
ab230506a09.r A09.ab1
ab230506e07.r_E07.abl
ab230506e05.r E05.abl
ab230506a10.r A10.abl
ab230506a06.r A06.ab1
F03

Co3

START

41
28
23
22
31
49
38
18
33
31

MOTIF 16 width=26

pos.-specific C a 4 :

G :

o000 ao0a000an
N n0HAAA4Ad004d4d

probability
matrix T :
bits 2.8
2.5
2.2
2.0
Information 1.7
content 1.4
(9.4 bits) 1.1
0.8
0.6
0.3
0.0
Multilevel
consensus
sequence
P-
VALUE
1.04e-04 ACCCTCAACG
1.04e-04 TTCATAAGCC
2.62e-04 CACCCATAAC
2.62e-04 TTCGTGCCAT
7.96e-04 GTCAAACCAA
7.96¢-04 GGCCGTTCGA
7.96e-04 CTCACCTGCC
7.96¢-04 CACAAAAACA
1.60e-03 ATCAACAAAA
1.60e-03 GAACACACTC
sites =10

Simplified A
pos.-specific C

0.8
0.6
0.3

6 :

2
|
—
=
2

a :

7

a

7

>
o000 a000an

L 4
o000 000an

coa

probability G :

matrix Taa:

bits 2.8

2.5

2.2

2.0

Information 1.7

content 1.4

(9.7 bits) 1.1

332

7

6 .

8

1 :

ACGG
AATACACCAC
GAGCGGCTCA
GCAATTATTT
TTTCCGCTTG
TAATTATCCC
CCCCCTC
ACAACTTCCA
TCCCGTGCTA
GACACCATAG

llr =67 E-value = 3.4e+009



NAME

A04

A-5

ab230506c08.r C08.abl
ab230506f02.r F02.abl
A03

A-16

ab230506b04.r B04.ab1
ab230506al2.r Al2.abl
ab230506f05.r F05.abl
ab230506f09.r F09.ab1

MOTIF 17 width=7

NAME

ab230506e05.r E05.abl
ab230506f04.r F04.ab1

ab230506d05.r_D05.abl
ab230506g03.r G03.abl
ab230506b03.r B03.ab1

START

START

0.0

AATGAGACCA
TCTTTTTCAC
AGAAATGCAA
AGT
GAAATAACAA
ACTCAGGCAA
ACTTGCCGTA
CCCAA
CTCATTAGCA
AACCCTAAAC

CGTTCGACTA
CAACCAACAT
CTGGGCACAT
ACCGGCCGAT

Multilevel TTATA
consensus ccc
sequence
P-
VALUE SITES
23 1.43e-04 AGACCAGACT T T A T A
1 1.43e-04 TTATA
3 1.43e-04 AATTATA
42 2.60e-04 AGCTCAACCAT T A T C
15 3.37e-04 GACTAACGCA T T A T T
20 5.54e-04 GGTACCGTICA T T A C A
33 5.54e-04 ACACCAACCC T T A C A
40 7.30e-04 TACAAACCAA T T A C C
16 1.03e-03 CACCAGCCTAT TA T A C
3 1.39¢-03 TGTTATCC
sites=10 llr=72 E-value=1.3¢+010
Simplified A : : 6: 6: :
pos.-specific Caa43:: 8
probability G : : : 73 a:
matrix T::::1:2
bits 2.8
2.5
2.2
2.0
Information 1.7
content 1.4
(10.3 bits) 1.1
0.8
0.6 I
0.3
0.0
Multilevel CCAGAGC
consensus ccC T
sequence
P-
VALUE SITES
35 2.76e-05 AAAACAACAA C C A o]
25 9.82¢-05 CCGCACGACACCACGACC
15 9.82e-05 AAAGGTAGCG CCACGACC
24 1.78e-04 TGCATCCGGA CCCCACGC
28 1.78e-04 CAAAAACCCACCCCGACGC

TCACAAACGA



ab230506b01.r BO1.abl 16 1.97e-04
ab230506f10.r F10.ab1 40 3.92e-04
FO3 40 4.23e-04
ab230506f02.r F02.abl 28 7.36e-04
ab230506f08.r F08.ab1 11 9.17e-04

CTACACGAAT CCA
AGCGGCTCAC CCAC
AAACCGCACT CCCGT
TTTATATACC CCCCA
TCCTCAAACACCACA

H QoA

MOTIF 18 width =7

NAME START
ab230506g10.r_G10.abl 10
ab230506b10.r B10.ab1 49
A-11 43
ab230506¢06.r_E06.abl 24
ab230506e02.r E02.abl 15
A-6 45
A-14 23
Co05 9
ab230506e03.r_E03.abl 18
ab230506a01.r A01.abl 42

MOTIF 19 width=7

AAAACCTGAC
AGG

TACA
TCAACCATTA
ACGTACGTTA

ATCGCTGACA

C
ATCCGCGCTC
CCACTCCAAT

TACATCGCCC
GCCAAGAACA
TCCCATACAC
AA

sites=10 Illr=71 E-value =3.8¢+010
Simplified A : 3::: a:
pos.-specific Ca: a58: a
probability G : : : : 2: :
matrix T:7:5:::
bits 2.8
2.5
2.2
2.0
Information 1.7
content 1.4
(10.2 bits) 1.1
0.8
0.6
0.3
0.0
Multilevel cTrcccac
consensus A T
sequence
P-
VALUE SITES
1.09¢-04 TATAAAATACTCTCAC
1.09e-04 ATGCCCATCACTCTCAC
2. 74e-04 CTGGCATAGA CTCCCAC
2 74e-04 ATAACCCTTACTCCCAC
2 74e-04 ACTAAAACGC CTCCCAC
3 26e-04 GGTAGACAAC CTC T G AC
4.05e-04 CGCACAATAT CTCC GAC
6.08e-04 ATACATGC CACTCAC
6.08¢-04 TCAAATGGAA CACTCAC
9.13e-04 CATGGCATAC CACCCAC
sites=10 llr=73 E-value=1.1e+009

Simplified A : 7al: ::

pos.-specific C

probability G
matrix T

bits 2.8

1::::
T

23:

:5a
15:
99: :



NAME START
D04 52
ab230506el12.r E12.abl 15
E03 7
ab230506b08.r B08.ab1 21
ab230506al10.r Al10.abl 20
ab230506a07.r A07.abl 9
ab230506d07.r_D07.abl 42
ab230506f03.r F03.abl 38
ab230506c08.r C08.abl 10
ab230506d10.r D10.abl 16

MOTIF 20 width=26

2.5
2.2
2.0
Information 1.7

content 1.4
(10.5 bits) 1.1

0.8
0.6
0.3
0.0
Multilevel
consensus
sequence
P-
VALUE
3.09¢e-05 AGTCGATGAT
4.75e-05 ATACGACGAA
1.12e-04 GAGCTC
1.12e-04 ACCATAAACA
1.46¢-04 GACAATATTT
1.89¢-04 CTTTTACA
2.34e-04 TGGCAACTAC
3.35e-04 TATCCACAAA
5.51e-04 AATTATAGA
1.01e-03 ACACGTGCAA
sites = 10

Simplified A
pos.-specific C

probability
matrix
bits 2.8
2.5
2.2
2.0
Information 1.7
content 1.4
(9.1 bits) 1.1
0.8
0.6
0.3
0.0
Multilevel
consensus

sequence

G :
T :

AATTCC
TT

SITES

AAT
TAT
AAT
AAT
TAT
TAAT
AAT
TAATT
AAAT
CTATTC

(@

T
T
TC
T
T
T

(@
o000 an

aa:a: 7
o a3

AATACA
C

GTAATAC
GACGGTATAC
CTATAGTGAG
CTTCTCCGCG
ACTCACCTGC
AACAATCCCA
A

TAACCT
AATACACTTT
GCGAATCCAC

llr=63 E-value = 6.8e+011



NAME

A-9

A-4

ab230506e07.r E07.abl
ab230506¢12.r Cl12.abl
ab230506¢08.r C08.abl
ab230506¢03.r_C03.abl
ab230506al2.r Al2.abl
G04

ab230506g04.r G04.abl
ab230506¢02.r_E02.abl

START

33
45

34
17
23
28

32

P-
VALUE
1.03e-03
1.03e-03
1.03e-03
1.03e-03
1.03e-03
1.03e-03
1.03e-03
1.86¢-03
1.86e-03
1.86¢-03

ACTTAACAAC A
CATACCGAGG A
AAGAAAAA A
AGCCCTGCGC A
AGAGAAATGC A
CGTGATAGAC A
CTAACCCAAC A
A A

TA A
CCACTCCAAT A

oo ooy PP
L T T I I O O I I I |
A A
o000
oo PP p Py

12!
[
=
=
1¥p]

CTAACCATGT

GAACAAGTCA
CCACTGAT

CTTTTACACT
CAAACTTGAG
AACCAATTAC
AGACCCACAC
CAAGCAGCAA
GACACAACTA



