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IR R R R SRR SRS EEE SRS SRR EEEEEREEEEREEEREREEREREEEREEEEREEEREEEEREE SRR E SRR SRR EEEEEREEEERE SRS EE]

MEME version 3.0 (Release date: 2001/03/05 14:24:28)

For further information on howto interpret these results or to get
a copy of the MEME software please access http://nene. sdsc. edu

This file may be used as input to the MAST al gorithm for searching
sequence dat abases for matches to groups of nmotifs. MAST is available
for interactive use and downl oading at http://mene.sdsc. edu
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REFERENCE
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If you use this programin your research, please cite:

Tinmothy L. Bailey and Charles Elkan,

"Fitting a mxture nodel by expectation maximnzation to discover
motifs in biopolynmers", Proceedings of the Second Internationa
Conference on Intelligent Systens for Ml ecul ar Biol ogy, pp. 28-36,
AAAI Press, Menlo Park, California, 1994.
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TRAI NI NG SET
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DATAFI LE= Node61lb_usr. t xt

ALPHABET= ACGT

Sequence nane Wei ght Length Sequence nane Wei ght Length
YMR304c- a 1. 0000 800 SIM 1. 0000 800
SVS1 1. 0000 800 YKR012c 1. 0000 800
PRY2 1. 0000 800 TOS11 1. 0000 800
UTH1 1. 0000 800 SCWL0 1. 0000 800
SRL1 1. 0000 800 YNLO46w 1. 0000 800
CRH1 1. 0000 800 GOGb 1. 0000 800
LCB2 1. 0000 800 AXL2 1. 0000 800
TOS6 1. 0000 800 YOR199w 1. 0000 800
YKL046c 1. 0000 800 CIS3 1. 0000 800
WSC2 1. 0000 800
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COMVAND LI NE SUMVARY
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This information can also be useful in the event you wish to report a
problemw th the MEME software.

command: nene Node6lb_usr.txt -dna -nmod zoops -nnotifs 3 -mnw 6 -maxw 12 -bfile
/ horre/ t ool s/ meme/ mene. 3. 0. 3/tests/yeast.nc.3.freq -revconp -cons CGCGAA

nodel :  nod= zoops nmot i f s= 3 evt = i nf
obj ect function= E-value of product of p-val ues



width: mnw=
wi dth: wg=
nsites: mnsites=
theta: prob=
em prior=

di st ance=
dat a: n=
strands: + -
sanmpl e: seed=

d

6 Ma.x W=
11 ws =
2 maxsi t es=
1 spmap=
irichlet b=
le-05
15200 N=
0 seqfrac=

Letter frequencies in dataset:

A 0.301 C0.199 G 0.199 T 0.301
Background |l etter frequencies (from
/ hone/ t ool s/ neme/ mene. 3. 0. 3/tests/yeast.nc.3.freq):
A 0.324 C0.176 G 0.176 T 0.324
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12

19
uni

0.01

19

m ni c= 0. 00
endgaps= yes
wnsi t es= 0.8
spfuzz= 0.5
maxiter= 50
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MOTIF 1 wi dt h

11 sites

16

Ilr 1

68 E-val ue 1. 0e+001
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Sinmplified
pos. -specific
probability
matri x

bits

| nformati on
cont ent
(15.1 bits)

Mul til eve
consensus
sequence

A

CoookRrRERERENNN

:11: a9524: :
C 6:9:::14:96

G 481la:113614
T :2::::32::
5 *
3 * *
0 * *
8 * % *
5 * * % % * %
3 * k k k k% * % %
0 * k k k k% * % %
8 * k kk kK * % %
5 * % k% % % % * % %
3 * % k% % % % * % % %
[
CGCGAAACGCC
G TGA G

TATTGACTGA CGCGAAACGCC AAAAAAAGGC
GCTTAGAAGA CGCGAAAGACC TGIGGCTCAA
GICTAGATTT CGCGAAAGACC GITTGCAGTA
CGGCGACATT CGCGAAATGCC AAATGAAATC
GGACAAATAT CGCGAACCGCG TGAAGTGGCT
TTTAGGCAGA GGCGAAGCGCG GIGATTGGGT



AXL2

W5C2

UTH1
TOS11
YKLO46¢c
SVSs1
YKRO12c
TOS6

Cl S3
YMR304c- a

o1

o

o
WwwhERERPROODN

©

\‘

)

1
o
o1

TTATTTGTGA
GITTTCTTTT
CGCCAATACT
GAGAGAAATA
TACCGCGICGC
TACTTAAGAA
ATCTTGCGGT
TTATTTTCCT
TTTTGCTACG
TGAGGATGAA

CCCGAATTGCC AAAAGITCTA
GGCGAAAAACG AAGGTAGAAA
GICGAACGGCC CGCGCGTAGC
CCCGAGAAACC TCTTGGTTGG
GGGGAATCGCG TAAAACTCGA
CACGAAATGCC AATTATTAGC
GCGCGAATGGGG CGATTACATC
CGAGAATCACC ACCGTTCATT
GICGAGACACG GTCGCCCAAA
GICGAAGAACC AACCGTAGAT

TOS11
YKLO46¢c
SvVS1
YKRO12¢c
TOS6

Cl S3
YMR304c- a

BL MOTIF 1 wi dth=11 seqs=19

SI ML
SRL1
SCWL0
PRY?2
CRH1
LCB2
AXL2
W5C2
UTH1
TOS11
YKLO46¢c
SVSi1
YKRO12c
TOS6

Cl S3
YMR304c- a
/1

(

(
(
(
(
(
(
(
(
(
(
(
(
(
(
(

571)
215)
299)
439)
333)
297)
454)
651)
194)
272)

78)
568)

48)
573)
517)

14)

P-VALUE MOTI F DI AGRAM
3.1e-08 570 [-1] 219
7.5e-07 214 [+1] 575
7.5e-07 298 [+1] 491
7.5e-07 438 [+1] 351
8.4e-07 332 [+1]_457
1.3e-06 296 [ +1] _493
2e-06 453 [-1] 336
6.4e-06 650 [-1] 139
9.2e-06 193 [-1] 596
le-05 271 [-1] 518
1.7e-05 77 [-1] 712
2e-05 567 [-1] 222
2.2e-05 47 [-1] 742
3e-05 572 [-1] 217
3.4e-05 516 [+1] 273
3.8e-05 13 [-1] 776
CGCGAAACGCC 1
CGCGAAAGACC 1
CGCGAAAGACC 1
CGCGAAATGCC 1
CGCGAACCGCG 1
GGCGAAGCGCG 1
CGCGAATTGCC 1
GGCGAAAAACG 1
GTCGAACGGCC 1
CGCGAGAAACC 1
GGGGAATCGCG 1
CACGAAATGCC 1
GGCGAATGGGG 1
CGAGAATCACC 1
GTCGAGACACG 1
GTCGAAGAACC 1



| og-odds matrix: alength= 4 w= 11 n= 15010 bayes= 10. 6097 E= 1.0e+001
-1064 168 132 -1064
-237 -1064 209 -79
- 237 232 -149 -1064
-1064 -1064 251 -1064
162 -1064 -1064 -1064

143 -1064 -49 -1064
62 -49 -49 - 38
-79 109 51 -79

43 -1064 168 -1064
-1064 242 -149 -1064
-1064 183 109 -1064

| etter-probability matrix: alength= 4 w= 11 n= 15010 E= 1. 0e+001

0. 000203 0.562258 0.437336 0.000203
0.062664 0.000110 0.749641 0.187586
0.062664 0.874563 0.062571 0.000203
0.000203 0.000110 0.999485 0.000203
0.999578 0.000110 0.000110 0.000203
0.874656 0.000110 0.125032 0.000203
0.499890 0.125032 0.125032 0.250046
0.187586 0.374875 0.249954 0.187586
0.437429 0.000110 0.562258 0.000203
0.000203 0.937024 0.062571 0.000203
0.000203 0.624719 0.374875 0.000203

Ti me 39.56 secs.
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MOTIF 2 width = 12 sites = 14 [1r = 155 E-value = 1. 0e+003
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Sinplified A 7::33::4:1:

pos. -specific C 32257:921::2
probability G :381:al43: a7
mat ri x T :5:1::::69:1

bits 2.5 * *



I nformati on
cont ent
(16.0 bits)

Multil eve
consensus
sequence

eoeookRrkRERERENN

0O WUITwOoOWw

.5
.3

* %

* %

* ok F

* %
* k% *

* k%

*
*
* * %
*

* * k% * k%

* kx K*k%x * k%
kkhkkkkhkkkkhkkk*k

khkkkhkkkhkkkhk*k

YNLO46w
GOGb
YKRO12c
AXL2
YMR304c- a
Cl S3

AAGGAGGAGG AGGCCGCATTGG TAATGGTGGEC
TTTGATTTTC CCGCCGCATTGG ATATTCAATT
TAACGTTTTG AGGACGCATTGG CGGTATTGGA
AAAGCCATAT CGGGCGCCGCTGG TTTGIGAGCC
GATAAAGAAA ATGCCGCCCTGC TTAATCACTG
ATGAACCCTG CTGTCGCGITGG CCAGAACAGC
ATATTTCAAG ATGAAGCGGTGG CTCAATGGTA
GATCGAGATG ATGGCGCAGIGC AGTGCAGTCT
TTCTTGITCG AGCCAGCATTGG CGAAAAAAAT
GAATCCTCTT ACCCAGCCTTGG ATAATAGITT
ACCGTATGGA CCGCCGGAGTGG ACTAGGTTGC
CAAAAGTTCT ATGACGCGITGI TCTTTTTTTT
GAGATACTAG ATGAAGCGGAGG ATGAAGCTGA
CACGGGCCAG ATCCCGCCTAGC CCTTCCAGCT

YNLO46w
GOGb
YKRO12c
AXL2
YMR304c- a
Cl S3

p-val ue
Strand Start P-val ue
- 684 5.50e-08
+ 530 1.91e-07
- 417 5. 24e-07
+ 164 1.67e-06
- 178 2.15e-06
+ 94 2.85e-06
+ 176 2.85e-06
- 391 3.67e-06
- 697 4.62e-06
+ 589 6.69e-06
+ 237 6.69e-06
- 433 9.62e-06
- 72 1.43e-05
+ 472 1.65e-05
POSI TI ON P- VALUE MOTI F DI AGRAM
5.5e-08 683 [-2]_105
1.9e-07 529 [+2]_259
5.2e-07 416_[-2]_372
1.7e-06 163 _[+2]_625
2.1e-06 177_[-2]_611
2.9e-06 93 [+2] 695
2.9e-06 175 [+2] _613
3.7e-06 390 [-2]_398
4.6e-06 696 [-2] 92
6. 7e-06 588 [+2] 200
6. 7e-06 236 [+2] 552
9.6e-06 432 [-2]_356
1.4e-05 71 [-2]_717
1.7e-05 471 _[+2]_317



BL MOTI F 2 wi dt h=12 seqs=19

TOS11 (  684) AGGCCGCATTGG 1
Svsi ( 530) CCGCCGCATTGG 1
SI ML (  417) AGGACGCATTGG 1
TOS6 ( 164) CGGGCGCGCTGG 1
SRL1 ( 178) ATGCCGCCCTGC 1
WsC2 (  94) CTGTCGCGITGG 1
CRHL (  176) ATGAAGCGGTGG 1
PRY2 (  391) ATGGCGCAGTGC 1
YNLO46W ( 697) AGCCAGCATTGG 1
GOG5 ( 589) ACCCAGCCTTGG 1
YKRO12cC (  237) CCGCCGGAGTGG 1
AXL2 (  433) ATGACGCGTTGT 1
YMR304c- a (  72) ATGAAGCGGAGG 1
Cl S3 (  472) ATCCCGCCTAGC 1
/1

| og-odds matrix: alength= 4 w= 12 n= 14991 bayes= 11.2863 E= 1.0e+003
114 70 -1045 -1045

- 1045 29 70 62
-1045 29 216 -1045
-18 151 -30 -218

-18 202 -1045 -1045
-1045 -1045 251 -1045
- 1045 240 -130 -1045

40 29 102 -1045
- 1045 -30 70 82
-118 -1045 -1045 140
-1045 -1045 251 -1045
-1045 29 202 -218

letter-probability matrix: alength= 4 w= 12 n= 14991 E= 1. 0e+003

0.714007 0.285636 0.000125 0.000232
0.000232 0.214258 0.285636 0.499875
0.000232 0.214258 0.785279 0.000232
0.285742 0.499768 0.142880 0.071609
0.285742 0.713901 0.000125 0.000232
0.000232 0.000125 0.999412 0.000232
0.000232 0.928034 0.071503 0.000232
0.428497 0.214258 0.357013 0.000232
0.000232 0.142880 0.285636 0.571252
0. 142987 0.000125 0.000125 0.856763
0.000232 0.000125 0.999412 0.000232



0.000232 0.214258 0.713901 0.071609

Tinme 192.17

SEecCs.
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MOTIF 3

wi dt h

11 sites

10

Ilr 1

19

E- val ue

3. 0e+003
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A N
C 41:::6:4::3

Sinplified

pos. -specific

probability
mat ri x

bits

I nf ormati on
cont ent
(17.2 bits)

Multil eve
consensus
sequence

COoCOoRRPEPRENNN

42:

G 6:laa::61:7

T

O WUIWOWUIO WO

:99:::8:9a:
* %
* %
* %
* %
* * % * * %

*khkkkkhkx kkxx
*hkkkkhkkkkkkx
*khkkkkkkkkkk
khkkkkhkkkkkkkx

*kkhkkkkhkkkkkkx

GITGCCTGTITG
C AAC C

YOR199w
SCWL0
YKRO12c
W5C2
YKLO46¢C
SVS1

TGATGGATCT
AAACCTCTTG
AAACCTCTTG
TGCCAAAATG
TTCAAGTCAG
AGACGTGACA
ACGGTGAAAA
CATTGGICTA
CGCCGTGCTT
CGATCTTATC

GITGGCTCTTG GTATCATCGT
GITGGATGITG TGCTAAACTA
GITGGATGITG TGCTAAACTA
GITGGCAGITG TCTCAGAGCA
CTTGGATCTTG ATGATCTCCT
GITGGATGTTC AGCTCAATAT
CTTGGCACTTG GTTACGGTAC
GCTGCGCTGTTC TGGCCAACGC
CTGGCCTCTTG ATGATGTAAG
CTTGGCTGGIC AGATTCATGG



PRY2 3.2e-07 724 [+3] 65

SRL1 7.2e-07 592 [-3]_197

TOS11 7.2e-07 255 [-3] 534

AXL2 le-06 50 [-3]_739

YOR199w 2.3e-06 480 _[+3] 309

SCWLO 2.3e-06 704 [-3]_85

YKRO12¢ 2.9e-06 210 [-3]_579

WC2 3.8e-06 108 [-3]_681

YKLO46¢ 3.8e-06 267 [+3] 522

Svsi 5.2e-06 40 [+3] 749
Motif 3 in BLOCKS format

BL MOTIF 3 width=11 seqs=19

PRY2 (  725) GITGGCTCTTG 1

SRL1 ( 593) GITGGATGITG 1

TOS11 (  256) GITGGATGITG 1

AXL2 (  51) GITGGCAGITG 1

YOR199w (  481) CTTGGATCTTG 1

SCWLO (  705) GITGGATGITC 1

YKRO12¢ ( 211) CTTGGCACTTG 1

WSC2 ( 109) GCTGGCTGITC 1

YKLO46¢ ( 268) CTGGGCTCTTG 1

Ssvsi (  41) CTTGGCTGGTC 1

/1

| og-odds matrix: alength= 4 w= 11 n= 15010 bayes= 10. 8024 E= 3. 0e+003

- 997 119 177 - 997
- 997 -81 - 997 147
- 997 - 997 -81 147
- 997 - 997 251 - 997
- 997 - 997 251 - 997
30 177 - 997 - 997
-70 - 997 - 997 130
- 997 119 177 - 997
- 997 - 997 -81 147
- 997 - 997 - 997 162
- 997 77 199 - 997

letter-probability matrix: alength= 4 w= 11 n= 15010 E= 3. 0e+003



. 000324
. 000324
. 000324
. 000324
. 000324
. 399925
. 200124
. 000324
. 000324
. 000324
. 000324

[eNeoNeolloNeololNeloNeNolo)
[eNeoNeolloNeololNeloNe o)

. 399776
. 100075
. 000175
. 000175
. 000175
. 599576
. 000175
. 399776
. 000175
. 000175
. 299876

[eNeoNeolloNeololNeloNe o)

. 599576
. 000175
. 100075
. 999176
. 999176
. 000175
. 000175
. 599576
. 100075
. 000175
. 699476

[eNeoNeolloNeololNeloNe o)

. 000324
. 899425
. 899425
. 000324
. 000324
. 000324
. 799525
. 000324
. 899425
. 999325
. 000324

Time 343.67 secs.
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SUMMARY OF MOTI FS
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non-overl apping sites with p-value < 0.0001

Conbi ned bl ock di agranmns:

SI ML

07)] _142_[-1(3.08e-08)] _219

SVS1

07)] _26_[-1(1.97e-05)] _222

YKRO12c

06)] _15_[ +2(6. 69e-06)] 552

PRY2

06)] _36_[+1(7.55e-07)] _275_[ +3( 3.

TOS11

05)] _401_[-2(5.50e-08)] _105

UTH1

06)] _379_[+1(5. 61e-05)] 206

SCWL0

05)] _295_[-3(2.30e-06)]_85

SRL1

07)]_35_[+1(6. 64e-06)] 321 [-3(7.

YNLO46w
CRH1
07)] _457
GOG5
LCB2
AXL2

1. 69e- 04
7.23e-07
16e-07)]
3.56e- 07
7. 84e-03
1. 28e-04

9. 38e- 07

21e-07)] _

5.57e-02
1.63e-04

5. 08e-02
2. 11e-02
1. 20e-05

13 [-1(3.83e-05)] _47_[-2(1.43e-05)] _717
369 _[-2(1.31e-05)] 35 [-2(5. 24e-

40 [+3(5.23e-06)]_478_[+2(1.91e-
47 [-1(2.24e-05)] _152_[-3(2. 85e-

14 _[-1(2.24e-05)] 365 _[-2(3.67e-

12 _[+1(4.60e-05)]_42

255 [-3(7.21e-07)] _5_[-1(1.01e-
12_[-1(1.25e-05)] _170_[-1(9. 16e-
298 [+1(7.55e-07)]_89 [+1(1.01e-

177_[-2(2. 15e-06)] _25 [+1(7.55e-
5 [-1(1.01le-05)] 181

696_[ - 2( 4. 62e-06)] _92

175_[ +2( 2. 85e- 06)] _145_[ +1( 8. 36e-

588 [ +2(6. 69e-06)] _200
296 [ +1(1.27e-06)]_493
50 [-3(1.04e-06)]_371_[-2(9.62e-

06)] _9 [-1(2.05e-06)] _44_[+2(8.48e-05)] 71 _[+1(4.04e-05)] 84 [-3(1.80e-05)] 103

TOS6

05)] _98_[-1(3.00e-05)] 217

3. 73e-03

163_[+2(1. 67e-06)]_287_[+2(9. 91e-



YOR199w

05)] 138
YKLO46¢
06)] 522
Cl S3
05)] 273
WC2

6. 15e-02
3. 20e-03
1.78e-02
3. 50e-05

480 [ +3(2.30e-06)] _160_[+3(7. 85e-
77 [-1(1.69e-05)] 179 [ +3(3. 78e-
471 [+2(1.65e-05)] _33_[ +1(3. 36e-

50 _[-1(2.58e-05)] _32_ [ +2(2. 85e-

06)] _3_[-3(3.78e-06)] 345 [-2(8.27e-05)] 174 [-1(6.38e-06)]_139
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St opped because nnotifs

3 reached.

EE R I R I I R S I R I R R I R I R R I R I

CPU. rana7.lbl.gov
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