This Supplementary Material shows the Core Promoters of Complex III subunits/related
genes identified by phylogenetic footprinting. The conserved regions are shown in color
codes, which correspond to specific Transcription Factor Binding Sites (TFBS).

Thedescriptionof the completedescriptionof TFBS canbefoundin additionalfile 3
(in the“Matrix Family Library” Excell sheet).
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GEMS Launcher Task: DiAlign TF: Multiple alignment plus TF sites
working on promoters.seq (3 seq.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1 December 2004 Thu May 19 15:54:04 2005

Solution parameters:

Sequence file: promoters.seq (3 seg.)
Type of sequences: nucleotide sequences
Threshold T: 0.00
'"*' signs below alignment denote: diagonal similarity (max. similarity is represented by 10 *' signs)
lignment output e
TF output: common TF matches located in aligned regions (common to 3 (100.0 %) sequences)
Family matches: yes
Matlnspector library: Matrix Family Library Version 5.0 (February 2005)
e ALL user_defined.lib (0.75/Optimized)
Selected groups e ALL vertebrates.lib (0.75/Optimized)

(core/matrix sim):

Aligned Sequences:

’NT).‘ SeNq;r?ece ‘ Sequence Description Length

sym=CY C1|loc=Loc1537|taxid=9606|spec=Homo sapiens|chr=8| 1020
1|P986561 |ctg=NT_023684|str=(+)|start=1115192|end=1116211|len=1020| tss=501,520] comm=cytochrome c-1; b
(AK026633/517/gold;NM_001916/536/silver;) p

sym=Cycl|loc=Loc66445|taxid=10090|spec=Mus musculus|chr=15| 1024
2 |P986563 |ctg=NT_039621|str=(+)|start=37804647|end=37805670|len=1024| tss=501,524| comm=cytochrome

c-1; (AK002815/524/gold;NM_025567/501/bronze;) bp

sym=nalloc=L 0c300047|taxid=10116|spec=Rattus norvegicus| 1001
3 |P986564 chr=7|ctg=NW_047780|str=(+)|start=8996190|end=8997190| |en=1001|tss=501| comm=similar to b

cytochrome c-1; (XM_216944/535/silver;) p

Alignment (DiAlign format):

Please note that only upper-case letters are considered to be aligned. For more information, please have a look at the user guide.

WSSTAE VSV Y1E VSAPE V'$ARER WSEREF USEREF VSRORA VSRARF VSZBPEVSHIZEL VSHESF VSSFIF

alignment

position i......... 12, .......21........31........41........
P986561 lgcatcacgcg tcgggccat g - - -------- - - - - - - - -- - - - - - -
P986563 lggcagcacca agt gccacagtgatcagtcc cttacatcca gagggagctg
P986564 R T T T
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51

21
101
42

25
151
92

75
178
119

125
178
119

175
178
119

225
196
139

234
233
188

aAGAAAATTG
gAGAAAATTG

* x k k x * %k k* %

151.......

AAGGGAAt ga
AGGGGAAGTT
AGGGaggGTT

* * k% k k k k %k %k %

* * % % * * %

* * % %

201 ... .. ..

tgt cacgcgc

251 ... .. ..

tgccctccaa

301.......

ctccacccgg

351.......

ggt ctcgga-
GCTGT

agagaGCCGC

* k %k k %

- TCAGAAGAC
t TCAGAAGAC

* x * k x % x * %
* x *k k x * kx k% %

451.. ... ..

TTGTAATGGA
TTGTGATGGA

* * % *k * * %k *¥ % *x
* k % %k k * *k k % %
* * % *k * * %k *¥ % *x

111. ..

AATTAT GGAc
AATTAT AGAa

* * % %k k % % k% %

161. ..

aggagaacag
TCTATGCTGG
TCTATGCCCA

* k % k% k * *k * % %
* * % % *x ¥ %k * % *

211. ..

tgcctgcggc

261. ..

gccgcccttt

311. ..

ccatcgcgca

TAATCCCACA
TTACCCCTCA

* k % %k k * *k k % %

TATCCAGTGG
TGTCCAGTAG

* * % % * % %k * % %
* x ¥ % x *¥ %k k % *
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CGGGT ACCCC
CAGGTACCCC

* % %k * *¥ %k *k % *x %
* * % k * *k k * *x *%
* % %k *x *¥ %k *k % *x %

121.

t TTATATGAG
CTTATATGAG

* * * * k %k *x * %
* * *k % *x *k *x * %
* * * * * %k *x * %

171.

ggtgctca
GTCGCCT- - -
GT CGCCT -

* * % k * % %

* ¥ % * *¥ * %

221.

cgagacccect

27 1.

ctctggagagt

321.

gcctgggaag

CAGGc CAT GG
CT GG- CAT GG

* * * % * % *k * %

421.

GGC
CTCAACTGGA
CTTAACTGGA

* x * %k x k% k * * %
* % % x ¥ %k k * % *%

47 1.

CACTTAGATA
CACTTAGTTA

* % %k % * % % * % *x
* k * k k * % k k% %
* % %k % * % % * % *x

131.

GGTTTAAAAG
GGTTTAAAAG

* * * * *x *¥ * *x % *
* * % % * % % * % %
* * * * *x % * *x % *

181.

ctgggggccc

231.

gcccgcgccec

281.

cctcagcctg

331.

GTGGAGAAAA
GTGGAGCAGG
GTAGAGCAGG

* k *k *x * %k %k * % %
* % ¥ * * % % * % *

381.

ATGAGCAAGC
ATGGGCAAGC

* k *k k k * % k k% %

431.

GGCGTGGGAA
- GGGCGTGAT
CGAGCGGGAT

* * k¥ % * % % * % %

481.

TGCTCTCAt t
TGTTCTCAgt

* % % * % % % %
* * %k k * %k k %
* % % * % % % %

141. .

AGTC
AAAGT TAGTC
AAATTTAGTT

* * % x ¥ % *x *¥ % %
* k * *k *x * %k kx k% %
* * % x ¥ % *x *¥ % %

cccgec

cgggc

291.

caggggcacc

341. .

GGAGCGtcgg
GGAGAGct - -
GGAGct acat

* * % *x * *
* % % %

391.

tc
cactcttaac

441. .

ACGCCGGGCG
TCGCGGGGCC
ACGCGGGGCC

* k * k% *x * %k x k% %
* * * * *x k¥ k * %
* k *k k% kx % *x * %
* *x *k * k *k k * %

49 1.
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257
281
238

307
331
286

307
357
336

348
407
372

398
430
395

448
463
428

496
513
478

GAGcgtggcg
GAGGT GAAGG
AAGGT GAAGG

* * % * k *k * k¥ % %
* kx *x %
* % % %
* kx *x %

* %

* %
* * Xk

* *
* * % %
* Kk k %

AAACAAAGCA
AAACAAAACA

* * % * k¥ *k * k¥ % %

TTAGAGTTGC
TTAGAATTGC

* * % k k *k k *k % %
* k %k * k *k * k& % %
* * % k k *k k *k % %

601.......

gcggtgccce
AGT CCTGGTC
AGCCCTGGTC

* * % * k *k * k¥ % %
* k x k k *x kx k *x %
* * % * %k *k * % % %
* k x k k *x kx k *x %

651 .......
ccgcccaccc
701 ... ....
ccg-- GCTTT

gt GTTGCTCT
ggGTTGCTCT

* *k k %k k* k *x %

* % * * k% %

* *
* *k k %k k* k *x %
* *k % %

* * k% %

751.. ... ..

GCGGC
GCGGC
GCGGC

ctgtcacggc
AACTGGGGAT
AACTGGGAAT

* * ¥ % x *¥ %k k % *
* %

E I I
* * *
* % ok
* %
* * Xk

*
* * %
*

* % ok
* * *

* %

561.......

CGCCAGTTTC
GGCCAGGCTC
AGCCAGACTC

* k % %k k * %k k % %
* k *x *k *x *¥ *k kx % *
* k % %k k * %k k % %

611.......

ggcccctgac
CACTGATGGA
CACTGATGGA

* * ¥ % x ¥ %k k % *
* Kk k *x k *k Kk x *x *
* * ¥ % x ¥ %k k % *
* Kk k *x k *k Kk x *x *

661.......
gacaggcCCC
------- CTC
------- CTC
* * %
* % %
* * %
* % %
711. .. ... .

CGCGAGGTt t
CGCGTGGTCT
CGCGTGGTCT

* *k % %k *x *¥ *k *x % *
* k % % k * %k k % *
* * ¥ *k *x *¥ *k kx % *
* k % % k * %k k % *

761.

CGCgcgg- A
CGCACT AAA
CGCACT AAA GC
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aacagagaga
AT AGT AGA GA
AT AGT AGA GA

* % % x ¥ %k k % % *%
* %
* %

* * *
* % ok
* % ok
* X Xk
E I
* %
* * %
* % ok

* %

571. . ... ..

CACGACAACC
AACCCGGACT
AACCt

* %k *k k * *k k * *x %

* * k% %
* * * %

621.. ... ..

tgacgcgacc

671. . ... ..

GCCCCCGAGC
CCTACCCAGC
CCTATCCAGC

* ¥ % * ¥ %k * % *x *%
* * %
* * %
* * %

721. . ... ..

tgaCTCTCGT
GAGCTCTCGT
GAGTTCTCGT

* % % *x ¥ %k *k % *x %
* * % * %
* * % * %
* * % * %
* %

* X X X X
* % X X X X F

* %
* %

* % X X X X F
* % ok ok F F *
* % X X X X X

* %

cgcgacgggg
AgccagaAAA
Agcag- - AAA

* * * %

* % ok

531

------ TGTT

tccaggTGTT
* * *x %
* *x *x %
* * * %

581. .. ....

CGAAGAGCGT
AGAGGAGCCG

* k *k k k * % k k% %
*
*
*

631. .. ....
gggaccagcg

681. .. ....

CCGGCcCcCCGC
TCCGCCTAGG
TGGGCGTAGG

* % ¥ * * % * * % *

731. .. . ...

* %k ok F

* *x * %
* k * %
* *x * %
* k * %
* *x * %
* k * %
* *x * %
* k * %

* % X X X X X
* X X X X X *
* % X X X X X X
* 0% X X X X X X
E I I I B T R

ccccgcccca
ACAAACAAAC
AAAAGAAAAA

* k% % x ¥ %k *x *¥ % %

GT CATTGTAA
ATTATTGTAA

* ¥ % * ¥ %k *x % % %
* *k % k ¥ %k kx *k %k %
* ¥ % * ¥ %k *x % % %

GGGGAGGCAg
GGCAAGGGAC
GGGAAGGTAC

* * %k k * %k k *k %k %
* %
* %

* F F
E R I
E N
E I
E I I
* F F
E I
E R

* %

CCCGCGCTCc
TCCGCCCACT
CCCGCCCATT

* ¥ % * ¥ %k *x % % %

* % % % % % * %
* % % k k% % * *
* % % % % % * %
* % % k k% % * *
* % % % % % * %
* % % k k% % * *
* % % % % % * %
* % % kx k% % * *
791. . ... ..

GCTGCGGCT

GCGGCGGCT
GGCGGCGGCT
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542
560
528

592
610
578

642
660
628

692
710
677

742
757
724

L

* % X X X X X X

* Ok ok ok F F X X

* 0% Ok X X X X X
* ok

* 0% Ok X X X X X

[ee]
o
[EY

851 ... ....
gc GTGCCCGG

AAGTGCTCCG
AAGTGCTCCG
* * k% *x k *k * *k % %
* k * k k k k *k %k %
* * k% *x k *k * *k % %
* k * k k k k *k %k %

* k k *x k% k * %

* k k k kX k k %

* k k *x k% k * %
901.. ... ..

GGA CACCT CA
GGA CACCGCA
GGA CACCGCA

* * % * %k *k k¥ k& % %

* k% * k k * * * * %
* % k¥ % *¥ k¥ % *¥ % %
* k% * k * * * * *x %
* % k¥ % *¥ k¥ % *¥ % %
* k% * k * * * * *x %
951
cat CCGTG
CCCTG
CCCTG
* % * *k % *x %
* * * % % % %
* % * *k % *x %
* * * % % % %
* % * *k % *x %
* % % % %
* *k % *x %
* % % % %
* *k % *x %
* % % % %
1001. ... ..

cgcggaagcg
GTCTCCTGCG
GTCACCTACA

* Kk *k *x *x % * % %
* * * % % % * * %
* Kk *k *x *x % * % %
* * * % % % * *
* Kk % * %
* % % * *
* Kk % * %
* % %

811. ..

gggtaGTGTT
GgaCGGTACT
Gat CGGTGCT

* * * % k %k *x %
* * % % % % % *
* * * % k %k *x %

* * *k % *
*
*

861. ..

GGTCTGCTGT
GGTCTGCTGG
GGCCTGCTGG

* * ¥ *k *x *¥ *k kx % *
* %
* %
* %
* %
* %

* % ok ok ok X
* % % ok ok X
* % ok ok ok X
* % ok ok ok X
* % % ok ok X

*
*
*
*
*
*

E R I I R
L

* %

911. ..

GGT GAGCGCT
GGT GAGTCCT
GGT GAGTACT

* * ¥ % x ¥ %k k % *
* Kk k *x k *k Kk x *x *
* * ¥ % x ¥ %k k % *
* Kk k *x k *k Kk x *x *
* * ¥ % x ¥ %k k % *
* Kk k *x k *k Kk x *x *
961. ..

AA

AA

AA

* k % % %k % * *
* % % % % % * *
* k % % %k % * *
* % % % % % * *
* k % % %k % * *
* % % % % % * *
* k % % %k % * *
* % % % % % * *
* k % % %k % * *
* % % % % % * *
1011.

gtaccggcca
TTCCTCCTAC
TTCCTCCTAC
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* % % *x % * Kk %
* * % % % * *x %
* % % *x % * Kk %
* * % % % * *x %
* %X *x *x % * Kk %
* * % % % * *x %
* %X *x *x % * Kk %

871.

GCAGCGCGCG
GCGGCGCGCG
GCGGCGCGCG

* % %k *x *¥ %k x % *x %
* %
* %
* %
* %
* %

* % % ok ok X
* % % ok ok X
* % ok ok ok X
* % % ok ok X
* % ok ok ok X
* % ok ok ok X
* % % ok ok X
* % ok ok X

* %

921..

GGGCCGGGCC
GGCGCGGGCC
GGCACGGGa -

* * * % %

*
*
*
*
*

* % *x * %

* k *x * %
* % %
* k* %
* % %

*

* 0% ok ok ok
¥ % 3k % %
* 0k X F F
* % ok ok ok

* %

* Ok ok X X X X X X F
EEE I R I R T B R R
¥ % % X X X X X X X
* Ok ok Ok X X X Xk F
EEE I T T R R R
* % ok o X F X F F
* % ok ok ok F X X X
* % ok F X X X F F

1021.

cccagcgtecec
AACTCGACGG
GACTCGGCAG

* * X *x * % %
* * % % *x % *
* * X *x * % %
* % % *x % *
* X *x * % %
* % % *x % *
831
GCGGGGC
GTGGGGC
TGGGGC
* k *k *k k *k %k k k% %
* % ¥ *k * % * * % *
* k *k *k k *k %k k k% %
* % ¥ *k * % * * % *
* k *k *k k *k %k k k% %
* % ¥ *k * % * * % *
881.

TCCCGGGCAG
GTCCCGGCAG
GCCCCGGCAT

* k% %k k *x % %k *x k% *

*
*
*

* % % ok ok X
* Ok ok ok ok X
* % % ok ok X
* % ok ok ok X
* % % ok ok X
* %k ok ok X
* % ok ok ok X
* % % ok ok X
* % ok ok ok X

931.

CCGGCCTCCG
CCGACCATCG
CGGTCCATCG

* * * * *x ¥ * *x % *
* k k *x %
*

* X X X
* %k ok F

* * *
* * *
* * *
* * *
*
*

* ok ok F

981.

GCGGGCGCGG
CGGGCGCGC
CGGGCGCGC

* *k k% k * %k kx k% %

* % ok o X X X F
* % X X X X X X
* % ok ok F F X X
* % X F X X X X
* % ok ok F F X X
* % X X X X X X
* % X X X X X X
* % ok ok F F X X
* % X F X X X X
* % ok ok F F X X

1031..

ccGGTCCCAG
--GGTCCCCG
--GGTCCCCG

* X *x * % * * *
* * % *x % * * *
* X *x * % * * *
* * % *x % * * *
* X *x * % * * *
* * % *x % * * *
841. .

TCCCGGGCGC

TTCCAGGTGC
TTCCAGGTGC

* *k % k * %k kx *k %k %
* * %k * %k % *k * %
* k *k k k *k k k* %

*
*
* * %
*
*

E I
E I
* ok F
E I
* %k o

*
* k %
* * %

* % ok F

891.

CTcccgcTAC
CTTCCATTGC
CTTCCATTAC
* k¥ * k¥ *¥ * * *¥ *k %
* x * * kx *x %
* k * *k * *x %

* %
*

*

* Ok F X X X
* X X X X

*
*
*
*
*
*

941. .

CGCGGCCCc
CGCGCccceT
CGCGCCCCT

* * % x ¥ % *x % %
* %
* %
* %
* %

I Yool

* *x
* *
* *x
* *

* X X X
LI

* % *
* * *
* % *
* * *

991.

GCCtgggcag
GCCGGCATCG
GCCAGCATCG
* * * % * % % *x % *
* % % k% % ¥ % %
* * % k% * *x % %
*

* % ok ok ok F X X
* % X X X X X X

* F X F *

1041.

CTGCCTGCCg
CCGCCGGGCC
CT GACCGGCC
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792
805
772

842
852
819

878
902
868

928
931
897

978
981
947

997

* * % kx k& %k * *k % %
* * % * k *k * k¥ % %
* * % kx k& %k * *k % %

1051. ... ..

accttgagcg
GGCACACcca
GGCACACt cg

* % % % % % %
* k % k k %k %

1101. ... ..

AGagc
ggc at
GGc a-

* *

ccgtc
TGTTG
TGTTG

* k *k *x %
* * k % %
* k * *x %

1151. ... ..

ctagctgccg
AGATT GCAG-
AGATTCCT G-

* * % * % % % % %
* * % *x k% % * % %
* * % * % % * % %
* * % *x k% % * % %

1201. ... ..

GCTCTTGCGG
ACT GCCGAAG
ACT CCCGAAG

* k * k k * * * *x %
* k ¥ k k *¥ k¥ k¥ k* %
* k * k k * * * *x %
* k ¥ k k * k¥ k¥ k* %
1251. ... ..
GCCTGATCTC
GCCTGACCTC
GCCTGACCTC
* k k k k *¥ k¥ k¥ *x %
* k * k k * * * *x %
* k k k k *¥ k¥ k¥ *x %
* k * k k * * * *x %
* k k¥ k k *¥ k¥ k kx %
* k * k k * * * *x %
* k xk k k *k k¥ k¥ *x %
1301

gtctt

* * % % x % %k * % %
* * ¥ % x * %k k % *
* * % % * % %

1061.

GGGATCA
--AAGCC
GGAAGCC

* % % % % % *

t gt
ga-

* k k kx *
* *k *k % *

1111..

cccagcgtgg
CTCTGAGCCC
CTCTGAGCCC

* k * %k k * *k k % *
* *k % *k kx * %k *¥ % *x
* k % %k k * *k k % *

1161. .
tggcggggct

1211.

CTGGCTGTCC
CCGGCTGTCC
CCGGCTGTCT

* k % %k k % %k * % %

* % *

E I

* * % % % *
* * % kx * *k * % %
* ¥ % * % % k% %

1261.

GGCCAGCT
AGCGGCCT
AGCGGGCT

* *x ¥ %k *x % % %
* k%
* k%

* %

E I

*
*
*
*

* %

E I R I I
* Ok A X X X
E I I I R
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* x * *k x k% *x * % %
* % % x ¥ %k k % % *%

1071.

GGGCT GGGCG
GGTCTGGGTG
AGTCTGGGTG

* ¥ % * ¥ %k * % *x %
* * %k k * *k k %k *x %
* ¥ % * ¥ %k * % *x %

1121.

gggttgg- - -
AGGGT CCCAC

AGGGT CCGAC

* * %k k * *k k * *x *%
* % % *x *¥ %k kxk % *x %
* * %k k * *k k * *x *%

1171.

ggggctttecec

1221.

aaact gggcec
GGACCTGGCG
TGACCTGGCC

* %k % kx * *k k % *x %

* ¥ % x ¥ %k *k % *x %

* %

* *k % k *k k * %

71.

GTGACCTT
GTGACCTT
GTGACCTT

* % % * *¥ %k *k % *x %
* * %k k * *k k % % *%
* % % *x *¥ %k *¥ % *x %
* * %k k * *k k % % *%
* % % *x *¥ %k *¥ % *x %

* x * % % * % %
* x * * * % % %

1081. .

CCCACCTCTC
CCCACGCCTT
CCCACGCCTT

* % ¥ * * % * * % *
* k *k *x k %k %k * % %
* % ¥ * * % * * % *

1131..

TGTGaTGGGG
TGTGQgTGGGG

* k * % * *k % *x %
* % * % * % k% % %
* k * % * *k % *x %
* % k% % %
1181. .

CGAATGGCGC
CGAAGGGCTC
CGAAGGGCTC

* * % * * *¥ * *x % *
* * % *x * % *x * %

*
*
*
*

E I
* X X
EE
EE
EE
E I
* X X
E I
EE

1231..

CgcGTCCTGA
GATacCCTGC
GATGTCCTGA

* k *k k k %k % * % %

* % ¥ * * % % * % *
* k *k k k %k % * % %
* % % % *
* *x * % %
1281. .
GGCCT CccC
GGTCC TGC
GGTCT TGC
* % %k % * % % * % *x
* k *k *k k * %k k k% *
* % %k % * % % * % *x

* x * %k x * %k kx k% %
* * % x ¥ %k *x *¥ % %

1091.

CGAACGGCAG
GGAGT GGCAG
GGAGCCATAG

* ¥ % * ¥ % *x ¥ % %
* * * %
* * % %

1141.

CGGGACGGG
TCGGGACGGG
TCGGGACGGG

* *k %k k *k %k k *k *x %

* % % * *¥ %k *x *¥ % %
* *k %k k *k %k k *k *x %
* % % * *¥ %k *x *¥ % %

1191.

GCCCAGGACG
GCCCGGAGCG
GCCCAGAACG

* * %k x ¥ %k *x * % %

* x * %k *x * %k kx k% %
* * * % * * k * %
* % *x % * kx %k % %
* * * %
1241.

AGTGACCCCA
AGTGACCCCA
AGTGACCCCA

* * % k * %k kx *k %k %

* ¥ k¥ k¥ x¥ * *¥ x * %
* * * * * * * * *x %
* ¥ k¥ k¥ x¥ * *¥ x * %
* * * * * * * * *x %
* ¥ k¥ k¥ x¥ * *¥ x * %
* * * * * * * * *x %
1291.

AGc- - ---- -
AGTA- - -- - -
AGTActcttg
* * *k %

* * k %

* *
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Pairwise similarities:

For each pairwise alignment, the similarity (relative to the maximum similarity) and the number of identical nucleic acids (in %
of shorter sequence) is given. Maximum values are_underlined.

P986563 [P986564
(1024 bp) |(1001 bp)

P986561 0.247[ 0.227
(1020 bp) 38% 36 %
P986563 1.000
(1024 bp) 79 %

Please note that the similarity value 1.000 marks only the two most similar sequences, it does not necessarily mean that these
sequences are identical.

Extract alignment region

Positions in alignment from: to:

Output file dialign.seq

Extract aligned sequences

For comments, questions or bug reports, please contact support@genomatix.de

© Genomatix Software GmbH 1998-2005 q
- All rights reserved. License Agreement GEMS Launcher 4.1.1
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lof 5

[= [= [
Genomatix-L ogo L ogout Personal Messages GEMS-Logo

Genomatix_MainGEMSEIDoradoGene2PromoterBiblioSphere
Frequently asked questionsYour ResultsYour SeguencesY our ProtocolHelp

GEMS Launcher Task: DiAlign TF: Multiple alignment plus TF sites
working on C3-HSPC051-HMR (3 seq.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1 December 2004 Mon May 2 23:33:24 2005

Solution parameters:

Sequence file: C3-HSPCO051-HMR (3 seq.)
Type of sequences: nucleotide sequences
Threshold T: 0.00

'"*' signs below alignment denote: diagonal similarity (max. similarity is represented by 10 *' signs)

complete alignment is shown

Alignment output: # nucleic acids per line: 50

TF output: common TF matches located in aligned regions (common to 3 (100.0 %) segquences)
Family matches: yes
Matlnspector library: Matrix Family Library Version 5.0 (February 2005)

e ALL user_defined.lib (0.75/Optimized)

Selected groups o ALL vertébrates.ib (0.75/0ptimized)

(core/matrix sim):

Aligned Sequences:

uence L
’E|Se,ﬂame Sequence Description

P884387 sym=HSPCO051|loc=L0c29796|taxid=9606|spec=Homo
1/P884387 |sapiens|chr=22|ctg=NT_011520|str=(+)|start=9553427|end=9554427|len=1001|tss=501|comm=ubi quinol -cytochr:
¢ reductase complex (7.2 kD); (NM_013387/661/bronze;)

P884388 sym=1110020P15Rik|loc=L0oc66152|taxid=10090|spec=Mus

2P884388 musculus|chr=11|ctg=NT_039515|str=(-)|start=1598616|end=1599628|len=1013|tss=501,505,508,513|comm=RIKI
cDNA 1110020P15 gene;
(AK003881/658/gold;AK002227/665/gold; AK012489/662/gold;NM _197979/670/bronze;)

3|rn3_dna rn3_dna range=chr14:85372862-85373441 5'pad=0 3'pad=0 revComp=TRUE strand=? repeatM asking=none

Alignment (DiAlign format):

Please note that only upper-case |etters are considered to be aligned. For more information, please have a look at the user guide.

[DSNIRE] V$ZBPE VSPAXS5VSRORA VSEREE V$HNFAUSEREE vV $SF1FE

VSCOUP JSRIR]

alignment position 1. . . . . . . .. 11........ 21 . .. ... .. 31........41.. ... ...
P884387 lcacagagaag gaagt gttca agtcttccagtgcgga--------------
P884388 lggttccctgec ctctgtattc actccccatgccagaaaaagcggatagcgec
rn3_dna T R I R

4/11/07 1:56 PM
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alignment position

P884387
P884388
rn3_dna

37
51
1

alignment position

P884387
P884388
rn3_dna

53
101
1

alignment position

P884387
P884388
rn3_dna

103
134
1

alignment position

P884387
P884388
rn3_dna

153
184
35

alignment position

P884387
P884388
rn3_dna

203
218
69

alignment position

P884387
P884388
rn3_dna

253
260
111

alignment position

P884387
P884388
rn3_dna

20f5

303
309
160

101. .

TCGCCCCTCG
TTGGACGCGG

* * % * *¥ % *x % % %

151. .

TCCGGGCTCC
TCCGGGCTCC

* ¥ % %k *¥ % % % % %
* k k% k * % k k% %k %
* ¥ % %k *¥ % % % % %

201 . .

CGTAGTCtcg
TGTAGTCCTT
CGTAGTCCTT

* * *k %k k*¥ % % k% % %

* k * *x * % k k% % %
* * *k %k k*¥ % % k% % %
* * % *k * % %
* * % % * %
* * * % * %
* * % % * %
251.. ... ..

TCTAAGCCGG
ACGAAGGCGA
GCTAAGGCAA

* * % *x * % *x % % %
* * % *x % % %
* * % *x % % %

301. .

GCTTCTGGGA
GCTTT CGGGA
GCTTT CGGGA

* ¥ % % *¥ % *x % % %

* k k% k * % k k% %k %
* ¥ % * *¥ % % % % %
* k k% k * % k k% %k %
* ¥ % * *¥ % % % % %
* k k% k * % k k% %k %
351.......
AAGAAAAATT
GAGAAAAACT
GAGAAAAACT

* k * *x * % *k k% %k %
* * *k %k k*¥ % % k% % %

E I I
E I I
E I I I
E I I
E I I

111. .

ACGTCTCGCG
ATGTCTCACC

* * * x * %k * % % %

161. .

TCCTCCTGCG
TCCTCTTGAG
-TGTG

* * * * k¥ %k * % % %

* k *k k *k %k * % k %
* % *k x ¥ * %

E N
* % X X X

211. .

ccttggccat
CCTAAGGTAC
CCTAAGGTAC

* k *k x k& Kk * % % *

* k *k k *k *k * % %k %
* k *k x k& Kk * % % *

261. .

GACTGGGCGG
GACAGCACTG
GACAGCGCTG

* k k% x *k %k * % % %
* * * x % %k * % % %
* k k% x *k %k * % % %

311. .

GTTGTAGTTT
CTTGTAGTTC
GTTGTAGTTC

* * * x ¥ %k * % % *

* k k k *k *k * % %k %
* * * x ¥ %k * % % *

* %

* F *

* *
* % % %
* *

* F
* * *
EE
* F
* F *

* %

361. .

GGGTAATAAA
GAGAAATAAG
GGAAAATAAA

* k *k k *k *k * % %k %

* * *k x k& Kk * % % *

* * *k x % % * k %

* %

E I
E
E I

* *
* k % %
* *

E I
E I I
E I

* %

file:///Users/cmoraes/ Documents/Corinal%20Paper%20Promoters/...

121..

GAAGgtacct
AAAGatacct

171..

TCCTCGCGTC
TCCTCGCGTT
TCCTCGTGTC

* %k % * *k %k * ¥ * %
* k *k k *k *k * %k *k %
* % * %
* % * *
* %

* %

*
*
* % %
* k %
*

E I I
* X X X X
* 0% X X X
L I
* ok * * *

* %

221..

cagttcgcecec
CGAGAAGGC-
CGAGAAAGC-

* *k % * k Kk * % %

* %

* k %k k *k *k * % *
* *k % * k Kk * % %

271. .

AGGGCGGGGA
GG GAA GAT GG
GG GAA GAT GG

* k% % k k& %k * %k *x %
* k % *x *k %k * ¥ * %
* k% % k k& %k * %k *x %

321..

GACATATTCT
AAAAT AGCCA
AAAAT AGT CA

* *k %k * *k *k * ¥ * %
* * % k % %
* % * %
* * * %

* %

*
*
* % %
*

E o I

* *

371.. ... ..
TCTTATCAGA
TCTTATCAAA
TCTTATCAAa

* % *k k k *k k *k k% %

* %

* *k Kk k k& *k * *k * %

* % k% % % *

* * * % *
* % *

E . I I
E
E I I I

*
* % %
* % Kk % %

81. .. ... ..

91..

-- - - GAAAAGAGACTAGGAC
tt gg GAAAAGAGCCTAAAAC

131.......

ggt

181. . ....

GCGTACTGCT
GCGCTCTGCT
GCGCTCTGCT

* *k % * k¥ *k *¥ * *x %

* k * k * * * * *x *
* k * k¥ k¥ *¥ ¥ k¥ * %
* k * k * * * * *x *
* k * k¥ k¥ *¥ ¥ k¥ * %
* * * * k% % %k %
* * *

231

tt cccagaga
281. . ... ..

GAAGGtgatgg

GT AAGCt AAG- - - - - - -
GT AAGCcAAG- - - - - - -

* *k % *x k% % * * %
* % * *x * % * * %
* *k % *x k% % * * %

* * %
331. . .....

AACAgccagg

AACgcaggAAATGGTT-
AACAcaat AAACGGTT-

* k *x % * %
* * *x % * %
* * * * %
* * *
* * *
* * *
381. . .....
TTatctggg-

TTTTGGTTGT
CTTTAGCTGT

* % %k k *k k k * kx %

* k% % * k *k x *k *x %
* * % k *k k * %k %
*

* % k% % * %k % % %
141. .
tggctgcagc

191.

TGCT GGGATT
CGCT GGGATT
CGCT GGGATT

* % k% * ¥ % * % %

* * k% *x * k *x % %

* * % % *¥ % %

* *k % k *k k% %

* * % % *¥ % %

L I
ElE I

*
*
*
*

* *k % k *k k% %

GGGAA
GGAAT
GG AAT

* % Kk *x %

* * k* kx %

* % Kk *x %

291.

gcgcgcg aGG

341.
aattctg

* * % * % %
* x % k *x %
* * % * % %

391.

GTGGAATATG
CTGGAATATG

* k *k k k * k * *k %
* % k¥ k% * *k * k* % %
* k * k k * k * *x %
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alignment position 401 . . . . . . . 411. . .. ... 421.. ... .. 431.......441. ... ..

P884387 HReocecceoo=22-c ----CTGTCC TGATATGAACCTTTTGAGTT TTTTTcctca
P884388 359 AACATTGTAA TAAACTGTTA CCCTGTGCAC ATTATCAGTTTCTTTAA- - -
rn3_dna 210 GACATTGTAA TAATCTGTTA TCCTGTGCAC ATTGTCAGTT TCTTTAA- - -

* k *k *k * % k k% % % * k *k k *k *k * % %k % * k *k kx k *k k¥ k kx k¥ * k * k% k k¥ k k k k k* *k k¥ *k *x k* %

* * ¥ * * * * *x % % * k ¥ k¥ k¥ *x k¥ *x % % * % k¥ k *¥ k¥ k¥ ¥ k¥ * *k k¥ ¥ k¥ ¥ k¥ k¥ ¥ ¥ * k¥ ¥ *¥ * * %
* * ¥ * *¥ * * *x % % * k * x k¥ * * kx % % * * k¥ k * *¥ k¥ * k¥ * k * *k k ¥ k¥ k¥ *¥ *¥ * * * *¥ * * %

* % k¥ k *¥ k¥ k¥ *¥ k¥ * *k k¥ ¥ k¥ ¥ k¥ k¥ ¥ ¥ * k¥ ¥ ¥ * * %
alignment position 451 . . . . . .. 461. . ... .. 471.. ... .. 481.......491. ... ...
P884387 378ttcccaggat aggaatacct ct gTGGTTCA AAAC- ACGAa ggCT
P884388 406 -1 - - - - Shaioioi e oo o - ---TGGTTCA AAAt gTCGACT- CT
rn3_dna 2/ === cc2c22c ccceo 2222c ---TGGTTCA AAAC- TCGACT-CT

* k % * %k *x * * *x *x % * x % x * % * % % * * % %
* k * k¥ ¥ * * * * * * k k x * % * * * * %
* k % * k¥ % * * %k % * x % x * % * % % * * % %
* k * k¥ ¥ * * * * * * * k % * * * * *k %
* % % * k* % *
* * * * %
* *k %k * *k %k * %
alignment position 1 531.......541. ....

Gtgttgcacgtctagggcctttgggg
GCAGGG CGCGTTGAAACTTT TGGAGc
GCAGTG CGCGTTGAAACTTT TGGAGt

P884387 427
P884388 432
rn3_dna 282

* k¥ k * k¥ k¥ *k k¥ *k k *k k k¥ ¥ k¥ k¥ ¥ ¥ *x * k¥ ¥ *x *k *x *x %
* *x k * k¥ ¥ ¥ k¥ *x %k *¥ k¥ *x ¥ kx k *x ¥ * *¥ k¥ *x *x *x *x *x %
* k¥ k * k¥ k¥ *k k¥ *k k *k k k¥ ¥ k¥ k¥ ¥ ¥ *x * k¥ ¥ *x *k *x *x %
* * %
* * %
* * %
alignment position 1.......581.......591. ... ...
P884387 477 aac GAGGTCG GC G GCGCGAGTTG GACT GTGAAG
P884388 482 aA- GACATTG GG G GCGCGAGTTC GGCAGTGAGG
rn3_dna 332 gA- GAAGTTG GT G ACGCCAGTTC GTCAGCGAGG
* * * * k kx % % * k ¥ ¥ k¥ * * *x % % * * * * k¥ k¥ *¥ k¥ * k * *k k¥ ¥ k¥ k¥ k¥ ¥ * * ¥k k¥ * k¥ *¥ * * *
* * x * * *x % % * k * k¥ k¥ * * *x % % * * * % k¥ k¥ *¥ k¥ * k k¥ ¥ k¥ ¥ k¥ k¥ k¥ ¥ * ¥ ¥ k¥ k¥ ¥ *¥ k¥ * *
* * * k kx % % * k ¥ ¥ k¥ * * *x % % * * * * k¥ k¥ *¥ k¥ * k * *k k¥ ¥ k¥ k¥ k¥ ¥ * * ¥k k¥ * k¥ *¥ * * *
* % % * * * % k¥ k¥ *¥ k¥ * *k * ¥ k¥ ¥ ¥ k¥ *¥ * * * k *x k k % k¥ %
* % * * k kx k¥ k * k¥ k¥ * k¥ *k k * k¥ k¥ ¥ ¥ k¥ x¥ *x * * k *x k k *x kx %
*
alignment position 6 01 . . . . . . . 611. . ..... 621.......631.......641. .

P884387 527 AAACATGGCG GCCGCGACGT TGACTTCGAA ATTGTACTCCCTGCTGTTCC
P884388 531 CAACATGTCG TCGCCGACGA TCCCTTCGCGCCTGTACTCCTTGCTGTTCC
rn3_dna 381 CAACATGGCG TCGCCGACGG TCACTTCGCGTTTGTACTCCTTGCTGTTCC

* k k x kK Kk k k kK k& k k Kk ok k Kk k k k¥ &k Kk k Kk *k k Kk k * *x k *k k Kk *k k k *k k k *¥ *k * k *x *x *k *k * ¥ *

* % ¥ * % % k% *x % * * % ¥ ¥ *¥ % k% * *x * * k % % * % * *x * * * k% k% *¥ k¥ k¥ k¥ ¥ ¥ ¥ * k¥ ¥ *¥ *k k¥ *¥ * * %
* % % % k% % * % *x % * k% *¥ *¥ *¥ * * *x *x * * k k* k k k* k k¥ * k Kk k *k k k k¥ ¥ k¥ k¥ ¥ *k * * k¥ * *k *¥ * *x *
* % % * ¥ %k k% *x % * * % ¥ ¥ *¥ % k% * *x * * k % % * % * *x * * * k% k¥ *¥ k¥ k¥ ¥ ¥ k% * k¥ ¥ * k¥ ¥ * ¥ *
* % * % * *x % * *x * *x % % * k * k% k¥ * * * * % * k% k% k% k¥ k¥ k¥ ¥ *x * * k¥ * *k k¥ *x *x *
* * % % * % * * % % * % * k % % * % * *x * * * k% % % k¥ *¥ *x % * k% ¥ * k% ¥ * % *

* % k¥ % k% k¥ % % %

* k% ¥ * k% ¥ * % *

alignment position 651 . . . . . . . 661. . .. ... 671.. ... 681.......691. .

P884387 577 GCAGGACCTC CACCTTCGCC CTCACCATCATCGTGGGCGt caTGTTCTTC
P884388 581 GCAGAACTTC CACCTTTGCC CTCACCATCG CAGTGGGCGCCCTGTTCTTC
rn3_dna 431 GCAGGACTTC TACCTTCGCC CTCACCATCG CAGTGAGCGCCCTGTTCTTC

* ¥ % % *¥ % % % % % * * * x ¥ %k * % % % * k% *k * k *k k¥ k¥ * k¥ * *k * k¥ * k¥ k k *k *¥ k¥ *k k¥ k& *x ¥ k& *x k¥ %

* k % k * % k % %k % * k k k *k *k * % %k % * %k k k k k k¥ k k k¥ * k * *k kx k¥ k k k kx * *k kx *k *k ¥ *k *x % %
* ¥ % % *¥ % % % % % * * * x ¥ %k * % % % * k% *k * k *k k¥ k¥ * k¥ k* *k * k¥ * k¥ k k *k *¥ k¥ *k k¥ k& *x ¥ k& *x k% %
* k % k * % k % %k % * k k k *k *k * % %k % * k k k k k k¥ k k k¥ * k * *k kx k¥ k k k kx * *k kx *k *k ¥ *k *x % %
* ¥ % % *¥ % % % % % * * * x ¥ %k * % % % * k% k% ¥k *k *¥ k¥ *x k¥ * *k * ¥ *x k¥ *k * % * % %k % k% % % %
* k % k * % k % %k % * k *k k % % * * % * k k% k k k k k k * * k *x *k k k¥ *k *¥ % * k %k k * k k% %
* * % % * * % % * * % % * % % * % * * %k % * k& %k * % * * % %k % k% % % %
* k k% % * k % %k % * k *k k % % * * % * k %k k *k %k * % % * k %k k * k k% %
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alignment position
P884387 627
P884388 631
rn3_dna 481

GAGCGCGCCT
GAGCGAGCCT
GAGCGCGCCT

* k *k *x * % *k k% % %

* % F X X X X X
* % X X X X X X
* % X X X X X X
L I I B I I
* Ok ok Ok F F X X
E I I I

L I I I
EE B B I
E I B R I R
L I I

alignment position 751 . . . . . ..
P884387 677
P884388 681

rn3_dna 531

GGGGGTGAGG
GGGGGTGAGG

* * % * *¥ % *x % % %

E R T S T
* % F F F * F
* % % Ok X F
E I I T
* % F F * * F
E R T . T
* % F F F F F
* % X Ok X F
E I T T
* % F F F F F

801. .
Cagtggagta
Ctgggagg- -

alignment position
P884387 727
P884388 730
rn3_dna 580

ECBEE B I I I

851 . .

alignment position

P884387 777 gt aaggggt a
P884388 778 gt gaactgtg
rn3_dna 581 - ---------
alignment position 901 . . . . . ..
P884387 827 CTTGGCTTGA
P884388 809 CTT GACATGG
rn3_dna 581 - - - -------

* * % *x * % *x %k % %

951. . .....

alignment position

P884387 877tttgcagggg
P884388 846 - - - - - - - - - -
rn3_dna B8l ccccooooa-x

alignment position 100 1.

P884387 927 CCATTATCAG
P884388 856 ACATATTCAT
rn3_dna 581 - - - - - - - - - -

* k * *x * % *x % % %

1051.

alignment position

40f 5

file:///Users/cmoraes/ Documents/Corinal%20Paper%20Promoters/...

* % % * k % * k& %k * % % * *k % x *k %k * %
711. . ... .. 72 1. . 731....... 741.
TCGAT CAAGG CGCGGACGCt ATCTACGACCAC CGA
TCGAT CAGGG CGCAGACGCG ATCTACGAGC AC CGA
TCGAT CAGGG TGCAGACGCG GTCTACGATT AC CGA
* * * k *k *k * % %k % * Kk *k k k k k¥ k k k¥ * *k * *k k k¥ k k k k¥ * %k k *k * * k k %
* k *k x k& Kk * % % * * k *k k k *k *¥ k& *k *¥ Kk *k * *k *x ¥ *k *¥ *k x * % * * * % %
* k * k *k *k * % %k % * k *k kx k k k¥ k* kx k¥ * k * *k k k¥ k *k k x * % * * k k %
* k *k x k& Kk * % % * * *k % * k *k * % % * %k *k * k¥ *k *¥ k x ¥ * % * * * % %
* k * k *k *k * % %k % * k *k k *k *k * % * * k% %k x *k k k *k kx * * % * * k k %
* k *k x k& Kk * % % * * *k % * k *k * % % * %k *k * k¥ *k *¥ k x ¥ * % * * * % %
* k * k *k *k * % %k % * k *k k *k *k * % * * * k% k *k k *k k k * % * * k k %
* k *k x k& Kk * % % * * *k % * k *k * % % * k% % % k% % % * % * * * % %

* k %k k Kk k %
761. . ... .. 771.. ... .. 781
GCCTGTGCC CT GACCT
GCCTGGGC CT GACCT
GACTGGGC CT GACCT
* k * x % %k * % % % * * k¥ k% x k¥ k¥ *x k¥ * %k * *k x k¥ k k * x * % * * k% % % %
* * k% k *k %k * % % % * * * % *x * %k % % * * % x k¥ k k¥ k x* * % * x % %k * %
* k * x % %k * % % % * * * k% *x * * % % * % % x ¥ *x *k *k x * % * * k% % % %
* * k% k *k %k * % % % * * * % *x * %k % % * * % x k¥ k k¥ k x* * % * x % %k * %
* * * x % %k * % % % * * * k% *x * * % % * % % x ¥ *x *k *k x * % * * k% % % %
* * k% k *k %k * % % % * * * % *x * %k % % * * % x k¥ k k¥ k x* * % * x % %k * %
* * * x % %k * % % % * * * k% *x * * % % * % % x ¥ *x *k *k x * % * * k% % % %
* * *k % *x * %k *x % * * % *x * %k % % * * % x k¥ k k¥ k x* * % * x k% % k* %
* k k% *x * %k *x %
* k * * k *x *x %

811. . ..... 821. 831. 841.

GG GACTCA GT
GGAACTCAAT

GAGGT GGGAT
GAGGT AGGAC

* k k k *k *k * % %k % * k k% k k *k k %k % %

861. .

aaccgtcggc
cccgttaata

87 1.

gtcttctgtc
catct at - - -

911. .

TGTGAATTCT
TGCGAGGCCT

92 1.

AAaac gtt aa
AAttggtatg

* * k% x *k %k * % % % * %

961. . 97 1. .
ttgtaagtat tgctgtgtgc

1011. 1021.

AAGCAAAAAC TAAaggct ag
TTGCGAAAGC TAAct cct ga

1061.

ATACTTTTAC CAGGAAG GGG
CAAGTCTTAC CAGGTCT GGG

* k% *k k k k k k kx ¥ *k k k¥ *k *x k¥ k * k %

88 1. 891. .
tcgagtccgc cgtcthCCC
---------------- TTCT
"""""""" .
931. 941.

gcgaggttaatatatttcat
tcctgtc

98 1. 991.

caccctacat ACCCACT TGC
ACACAGTTCC

* k k% k %k k * k %

1031. 1041.

t------ GAGAGCAAAGGAC
ct cct gaGACATCAGAGGAC

* * % *x * * k % * *k % *x %

1091. ..
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P884387 971 TTACt agctg cacaggaagc caggggcaag t--------- ---- --- ---
P884388 906 TTACgggtct gaaccactcc at taagtcggtggtgagttggaactccagac

rn3_dna LY R T T
* * % %

alignment position 1101. . . . .. 1111. ... .. 1121. ... .. 1131......1141. .. ...

P884387 1002 - - - - - - - - - - - - - - - oo oo oo o oo o oo o oo - a oo oo - -

P884388 956 ccctgccgtc cttgctagtt tcaagggcag at ttcagcaaggcagtcagtt

rn3_dna L T T T I T R R

alignment position 1151. . . .
P884387 1002 - - - - - - - -
P884388 1006 aaaagtag
rn3_dna 581 - - - - - - - -

Pairwise similarities:

For each pairwise alignment, the similarity (relative to the maximum similarity) and the number of identical nucleic acids (in %
of shorter sequence) is given. Maximum values are_underlined.

P884388 |rn3_dna
(1013 bp) |(580 bp)

P884387 0.511[ 0.478
(1001 bp) 8% 63%

P884388 1.000
(1013 bp) 89 %

Please note that the similarity value 1.000 marks only the two most similar sequences, it does not necessarily mean that these
sequences are identical.

Extract alignment region

Positions in alignment from: to:

Output file dialign.seq

Extract aligned sequences

For comments, questions or bug reports, please contact support@genomatix.de

© Genomatix Software GmbH 1998-2005

- All rights reserved. License Agreement GEMS Launcher 4.1.1

4/11/07 1:56 PM
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L ogout Personal M essages
Genomatix-L ogo L ogout Personal Messages GEMS-Logo

Genomatix MainGEMSEIDoradoGene2PromoterBiblioSphere
Frequently asked questionsYour ResultsYour SeguencesY our ProtocolHelp

GEMS Launcher Task: DiAlign TF: Multiple alignment plus TF sites
working on C3-UQCR (3 seq.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1 December 2004 Wed Jun 8 22:07:49 2005

Solution parameters:

Sequence file: C3-UQCR (3 seq.)
Type of sequences: nucleotide sequences
Threshold T: 0.00

'*' signs below alignment denote: diagonal similarity (max. similarity is represented by 10 *' signs)

complete alignment is shown

AllEramEnt @ne # nucleic acids per line: 50

TF output: common TF matches located in aligned regions (common to 3 (100.0 %) sequences)
Family matches: yes
Matlnspector library: Matrix Family Library Version 5.0 (February 2005)
e ALL user_defined.lib (0.75/Optimized)
Selected groups o ALL vertéebrates.lib (0.75/Optimized)

(core/matrix sim):

Aligned Sequences:

’NT). SeNq;%nece Sequence Description

P936092 sym=UQCR|loc=L0c10975|taxid=9606|spec=Homo
1/P936092 |sapiens|chr=19|ctg=NT_011255|str=(-)|start=1544931|end=1545931|len=1001|tss=501|comm=ubiquinol-cytochrot
reductase (6.4kD) subunit; (NM_006830/560/silver;)

P936093 sym=Uqcr|loc=L0oc66594|taxid=10090|spec=Mus
2P936093 |muscul us|chr=10|ctg=NT_039496|str=(-)|start=6269155|end=6270219|len=1065|tss=501,531,565|comm=ubi quin
¢ reductase (6.4kD) subunit; (AK003443/531/gold;AK013513/565/gold;NM _025650/501/bronze;)

3/TUQCR  rUQCR sym=Udqcr|spec=RATUS|chr=7|str=(+)|tss=343

Alignment (DiAlign format):

Please note that only upper-case letters are considered to be aligned. For more information, please have a look at the user guide.

VSETSE USNRF2 VSNRF' BSINEES

alignment position 1. . .. .. ... 11..... ... 21. . ... . 3. ... 041 L.
P936092 lctgcaaagag atttccgaca gggcctccaagcaacgggca acgctgaggc
P936093 T T I
ruQCR e S R e e SRR e e
alignment position 51. .. .. ... 61..... ... 71........81... .....91. ...
P936092 51tcagggaagc actgccgctc gaccaaagtc ctaca GCGAA TCAGGAACAA
P936093 e e s s S S SO e GCGAC TCACCGACAA

4/11/07 2:05 PM
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rUQCR

alignment
P936092
P936093
ruQCR

alignment
P936092
P936093
rUQCR

alignment
P936092
P936093
rUQCR

alignment
P936092
P936093
rUQCR

alignment
P936092
P936093
rUQCR

alignment
P936092
P936093
rUQCR

alignment
P936092
P936093
rUQCR

alignment
P936092
P936093
rUQCR

alignment
P936092
P936093
rUQCR

position
101
16

1

position
121
66

1

position
121
116

1

position
131
166

1

position
152
216
29

position
202
266
79

position
224
316
122

position
274
331
139

position
324
342
139

101..... ..

CGCCTGACGC
CTTCAAATGT

151.. ... ..

251.. ...

CCCAGCTCTT
CCCAGCACTC

* k *k k *k k k * % %

301.......

GACTCTGAGC
GAGTCTGAGG
GAGCGTGAGG

* k k% k k¥ k k %k % %
* k k% %
* k k%
* k k% %
* k k%

* %
* *
* %

E . I
* * X X

* *
* *
* *
* *

* *

351.. ... ..

ataacgttect
AAAACACct a
AAAACACc a-

* k k k *k % %
* * %k % *¥ % %
* k k k *k % %
* * %k % *¥ % %

401.. ... ..

GCGCACAAAA
GTGGT CAAAG
GTGCT CAGAG

* k k k% *k k k * % %
* k k% k *k k k %k *x %

451.. ... ..
gccgccagac

501.......

GACCACTTCT
CACCCCATCC

CT CCAAAAGT
ATTCAAAGGT

CCCCTCTgt g
CCTGTCTacc

AAgacccttc
AAtt cac GGC
AAat caa GGC

* *x * % %
* * %
* % %

* *
* *
* * * * %
* *

ggcaca- - - -
agt ATGTGTA
- - -ATGTGTA

* k k k %k kx %
* *k k k¥ % *x %
* k k k %k kx %

T CCCGGG- - -
* k* k kx k k%
* * k% %

CCGCGGTcgt
CCGGTGTtcc

file:///Users/cmoraes/ Documents/Corinal%20Paper%20Promoters/...

271. ... ...
t - e e oo

CcAGGCTTAC ACTTT AGGA G
-- AGGCTTACACTTT AGGA G

* % *k * k * k %

* k k k k k * %
* % k% * *k * k %
* k k k k k * %
* % *

321. ......
cccgctggac

* k* k k%

* *k k¥ k k¥ * *x k% %k *

* k k k % k k% %
* *k k k¥ Kk *x K %

* k k% %

E I I

*
*
* k %k k %
* k% k k k¥ Kk *x K %

331..
ctcagtttcec

CAGCCCTGAA TATAGGAGAC
CAGCCCTGGA TATACGAGAC

* k % %
* k* % %
* k % %
* k* % %

* %k k x Kk %
* * * k¥ % %
* %k k x Kk %
* * * k¥ % %

TTATTAAAGT
TTAT TAAAGT

* k k k *k k *k k k¥ %
* k k k *k x k¥ x ¥ %
* k k k *k k *k k k¥ %

421. ... ...
gtagccccgec

471. ... ...
gaaagcaccg

* k xk k k *x k x *k %
* * *k k %
* kx *x %k %

* * *k k %

* *x % k %
* kx *k %k %
* *x % k %

TATTATcag A
TATTAT- -- A

* k *k k * % *
* * k% x * %
* k *k k * %

431. .
ggagcccaga

481. .

ccctaacgcC
--------- C

agt GTGCAT G GAGCT ACTGC
--- GTGCAT G GAGCT ACCGC

141.. ..

241 .. ..

GGGCTCCAAT
GGGGTCCAGT

* k¥ k% * *¥ *k x % % %

291.. ..

GTGGAGGCAG
GTGGAGGCAG

* * k& *k *¥ k x * % %
* % k% %

* % * %

* * Kk *x % % * %

* *
* *
* k k k k *k k * % %
* * k * % *

* % * %

341.. ..

ttcattgtaa
CCCCATATCA
CCCCGTCTCG

* * k% *x * *k x * % %
* *k *k x %
* %k *x k %
* *k *k x %

* % * %

*
* *x % * %
* % % * %

391.. .. .
----TACTAG

TTAGTACTAC
TTAGTACTAG

* k k k *k k k * %k %
* * k% * % %

441 .. .. .
agcacaatcg

491.. ..

GCCCACT CCG
ACACTCT CCC

* * k% k *k *k k k% % %

541 .. ..
TGGGATCCAC
CGGGATCCAC

4/11/07 2:05 PM
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* k% k% k% k k¥ k¥ * k¥ k¥ *k *x % * * k % * k k k k k ¥ Kk k kK k *k *k *x k¥ x * * * k% % * %
* k k¥ k k k ¥ * ¥ k¥ k¥ k¥ ¥ *¥ ¥ *¥ * * * * % * %
* k k k k k ¥ k k kK k k¥ *k *x k¥ x * * * k% % * %
* k k¥ k k k ¥ * ¥ k¥ k¥ k¥ ¥ *¥ ¥ *¥ * * * * k * %
alignment position 55 1 561.... ... 571 581 591
P936092 B B T T IR I R R R R
P936093 392 TGCAACC- - - - - - - - - o oo oo oo oo o oo oo o a oo a oo
ruQCR 166 TGCAACCt ca ggcacagaat ctcagagcgc ccagccggct agaagttccg
* * * ¥ * * %
* k * k% * % %
* * * ¥ * * %
* k * k% * % %
alignment position 6 0 1 611....... 621 631 641 .. .. ...
P936092 348 - - - - - - - - - - - - oo oo o oo oo oo o oo oo oo --C GCC
P936093 399 - - ACAGAACC AGGACAGAAG CGGATC- AGT AACGTCTTTC TCT CcCcC
ruQCR 216 cc ACTGAAGC AAGACAGAGG CGGGTCt AGT AAGGTCTGT C TCC CCcC
* k% k k kx ¥k %k k k k kx kx k kx kx kx *k k k kx *x % * k k¥ k k¥ k¥ ¥k k *¥ x¥ k¥ k *¥ * k k * *x k¥ k¥ * *k %
* k k¥ k k¥ k k k *¥ k k¥ k ¥ * k¥ k k¥ *k k¥ kx * *x %
* k k¥ k *¥ k¥ ¥k k *¥ k¥ k¥ k *¥ * k k * *¥ k¥ k¥ * *x %
* k k¥ k k¥ k k k *¥ k ¥k k ¥ * k¥ k k¥ k¥ k¥ k¥ * *x %
* * % % %
alignment position 651.. .. ... 661.... ... 671. ......681.. . 691.. .. ...
P936092 356 GGAAGTTA T AAGTGGCT TCCGGGTCt g cgcgc acagt ggcggat gat
P936093 446 GGAAGTAG TCAATGTCT TCGGCGCCAC CCCCGGAAAA GGT GGAGCga
rUQCR 266 GGAAGAAG T CAACGTCC TCTGTGCCAC CACCGGAAGA GGT GGTGCcg
* k¥ k *x k k¥ k k¥ kxk %k k k¥ k k k k ¥k kk *k k kk ¥k k kkk k¥ k kxkk*k k*k k*k kx *x k*k k*k k %k %
* kK k k kK k k k k k k k kK k ok kk kkk *kkkk kkkkk k k Kk kk ¥k kk ¥k % k Kk k¥ *k k *k %
* k¥ k¥ ¥k k¥ kx *x k¥ %k *x *x * kx % * k k k k* k kK k¥ * *¥ * %
* k% k% k% % k¥ k¥ k¥ k¥ k¥ *x *x *x % %
* k¥ k¥ ¥k k¥ kx *x k¥ %k *x *x * kx %
alignment position 701.. .. ... 711.... ... 721. ...... 731.. 741 .. ..
P936092 406 gt tttttttt cctccccccec cccccgcecct
P936093 496 t CQg-- -- - -5 - - - - - - - ma- aa oo -
fUQCR 316 t t g c I D IR
* k k k¥ % % * % * * * %
* k % % * % * * * %
* * * * % * * * %
* k % % * *x k k *x * *x *x %
* * * * % * * * %
* k % % * % * * * %
* * % * * * %
alignment position 751.. .. ... 761.... ... 771. ...... 781.. 791 .. .. L.
P936092 456.GGCCGCGC TGCGCAGTGt agCCGGGTCA GCTGGACAGG GTCATCCTGA
P936093 518 CGTCTGCACA TGCGTAGTGC T- CCAGGGCA GCGGAACGGG GTGACCCTGA
ruQCR 338 CGTCTGCACA TGCGTAGTGC T- CCAGGGCG GCGGAACAGG GTGACCCTGA
* k¥ k¥ k¥ k k¥ k ¥ ¥x x %k *x ¥ k¥ k¥ x x ¥ ¥ x % * k kK k kK kK kK k¥ k k¥ k¥ kk ¥k k¥ k ¥ * k¥ Kk ¥k k¥ k k¥ %k %
* k¥ k¥ ¥k k¥ k k¥ *x k %k kx kx kx kx kx kx x k¥ x % * k k¥ k¥ kK kK k ¥ k k¥ k¥ ¥k k ¥ k¥ k¥ k¥ *¥ * k¥ k * *k k¥ k¥ *x *x %
* k¥ k¥ k¥ k k¥ k ¥ ¥x x %k *x ¥ k¥ k¥ x x ¥ ¥ x % * k kK k kK kK kK k¥ k k¥ kK kk ¥k ¥k k ¥ * k¥ Kk ¥k k¥ k k¥ %k %
* k¥ k¥ k¥ k k¥ k k¥ kx k %k k k¥ kx kx k¥ kx *x k¥ x % * k k¥ kK kK kK k ¥ k k¥ ¥k ¥k k ¥ k¥ k¥ k *¥ * k¥ k * *k k¥ k¥ *x *x %
* k¥ k¥ k¥ k k¥ kx ¥ ¥ k¥ %k *x ¥ k¥ k¥ k¥ x ¥ x x % * k kK k kK kK kK k¥ k k¥ kK kk ¥k ¥k k ¥ * k¥ Kk ¥k k¥ k k¥ %k %
* k¥ k¥ k¥ k k¥ k k¥ kx k %k k k¥ kx kx k¥ kx *x k¥ x % * k k¥ kK kK kK k ¥ k k¥ ¥k ¥k k ¥ k¥ k¥ k *¥ * k¥ k * *k k¥ k¥ *x *x %
* k¥ k¥ ¥k k¥ k *¥ k¥ k¥ %k * k¥ k¥ k¥ x x % % * %
alignment position 801.. .. ... 811.... ... 821. ......831.. . 841 .. .. ...
P936092 506 Ggg- TGCGAC TCCGCCGCGA TGGT GACCCGGTTCCTGGGC CCACGCTACC
P936093 567 GTATTGAGAC CCTGCAGCGA TGCTGAGCAGGTTTCTAGGC CCGCGCT ACC
ruQCR 387 GTATTGAGAC CCCGCAGCGA TGCTCAGCAGATTTCTAGGC CCGCGCT ACC
* k% k% k k k k k k k k k k k k k k k k k Kk k k k k k¥ k k¥ k¥ ¥ *k *k k¥ k¥ k¥ *k ¥ k¥ ¥ * *x *k k¥ *x * * *¥ * *x %
* k¥ k* ¥k k¥ k k¥ ¥k k *k k ¥k k k kk ¥k kk *k k k k ¥k k kkk k¥ *x kxk kk kx*k k*k k¥ *x k*k ¥k k*k *k k%
* k% k% % k¥ k¥ *¥ *¥ * *¥ *x % * k kK k k k¥ k ok k k k k kK k ok k k¥ Kk k k¥ k k * k¥ k¥ k¥ * *x *k k¥ *x * *k *¥ *x *x %
* k¥ k¥ ¥ kx k¥ k * k¥ *x *x % * k k k *x kxk Kk k kk ¥k k kkk k¥ k¥ ¥x kkk ¥k kx*k *¥ *x k*k ¥k k*k *x k%
* k% k% % k¥ k¥ *¥ *¥ * *¥ *x % * k kK k k k¥ k ok k k k k kK k ok k k¥ Kk k k¥ k k * k¥ k¥ k¥ * *x *k k¥ *x * *k *¥ *x *x %
* * k k ¥ k¥ x %k % * k k k *x kxk Kk k kk ¥k k kkk k¥ k¥ ¥x kkk ¥k kx*k *¥ *x k*k ¥k k*k *x k%
* k * * * *x % * k kK k k k¥ k ok k k k k kK k ok k k¥ Kk k k¥ k k * k¥ k¥ k¥ * *x *k k¥ *x * *k *¥ *x *x %
* k * * k¥ k * k k¥ k * k %
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alignment position
P936092 555
P936093 617
rUQCR 437
alignment position
P936092 605
P936093 662
rUQCR 487

alignment position

P936092 655
P936093 678
rUQCR 503
alignment position
P936092 705
P936093 678
rUQCR 503

alignment position
P936092 755
P936093 723
ruQCR 549

alignment position
P936092 805
P936093 771
rUQCR 597

alignment position

P936092 855
P936093 821
rUQCR 647

851.. ...

GGGAGCT GG
GGGAACT GGC
GAGAACTGGC

* k *k k *k k x % % %

* k k% k *k k k %k *x %

* k *k k *k k x % % %

* k k% % * %

*
* * * K % * *
* * %

* % * %

* * K % * %

* k k% %

*
*
*
*
* * %
*

E I I R I

* * K % * %

* % X X X X F

901.. ... ..

ctcccgcctec
GTGTGCTCTG
GTGTGCTCTG

* k k% x k * k¥ % % %
* k k% k k¥ k k % % %
* k k% x k * k¥ % % %

951.. ... ..
ttccgggggc

1001. ... ..

cagaGGGGGA
- - --GGGGAA
----GGGGGA

* * k x % %
* k *k kx k% %
* * % % *
* * % % *

1051. ... ..

cg GGACGTGA
GCAGGT GG
GCAGGT GG

* x k% * k¥ * % %
* k x k k %
* * * * * %
* k x k k %

* %
* %
* %

1101. ... ..

t agGCCGCTC
TGAGGTGCTC
TGAGCTGCTC

* k k k k k k %k %k %
* * k % *¥ % % * %
* k k k *k %k % * *
* % *k % *¥ % % * %
* k k% % * *

* * k% %

*
*
*
*
* % %
*

* * *

1151. ... ..
gtgaccccct

tgcggctctg
cggccccga-

CAAGAACTGG TGAGGACGCC Gacccgcggc

file:///Users/cmoraes/ Documents/Corinal%20Paper%20Promoters/...

871. ......

881..

CAGAAACTGG TGAGGAGGT C ACCCGCCat t

CAAAAACTGG TGAGGAGGCC GCCCGCCcgc

* k k ok k k k k kK k k kk k k ok kk ok x k k kx kk k%

* kK k k k k k k kk Kk kk Kk kkk kK k k k Kk Kk *k k%

*

¥ % % X X X

ggcccagccc

* k% k& % k& k * % %

*
*
*
*
*
*

* k k k k kx % %
* x k k k& % k* %
* k k k k kx % %
* x k k k& % k* %
* k k k k kx % %
* x k k k& % k* %

GGGACT- - - -
GGGACT- - - -

* * *k x * %
* k* % kx % %
* * *k x * %

AACTGAGGCc
ACCTGAGGCT
AACTGAGGCT

*

CGGACCCAAG
AAGCTCCGAG
AAGATCCGAG

* * % k % %
* k k% %k % %
* * k% k % %
* kx k% k % %

CAAGCCTCAG TTTCCCCATC TCTACCGGGG
CAAGCCTGGG TTTCCCCAGC TTGACCTGGG
CGAGCCTCAG TTTCCCCAGC CTGACCTGGG

* k% k& k% k& k k* % %

* k k k k k k *x %

* *x k& k k& *x * %

* k *k k *k k k* %

* * %
* % %
* * %
* % %

* ok ok ok ok ok Kk Kk ok %
* ok Kk ok ok Kk ok ok kX
* ok ok ok ok ok Kk Kk ok %
* ok Kk ok ok Kk ok ok kX
* ok Kk ok Kk K *
* ok Kk Kk Kk K *
* ok Kk ok Kk K *

*
1161... ...
ggacggaa- -

* k k k k k k& *x *¥ %

* k k k *k k *k k *¥ %
* k k k k k k& *x ¥ %
* k k k *k k *k k *¥ %
* % %k * % %
* k k% * % %

* % %k * % %

921. . ... ..
cgcgccgct g

* % k % %
* k *k k %
*
*

931..

* %
* %

cgttccgtat

971. ... ...
cgggcccagg

981. .

tcccttgttg

gagaggcggagcggcgcgtc

1031.

GTAACAGGCA GAGTATTgc -

GTGACAGGCA AAGTATTCg g

* k k k *k k k& *x *¥ %
* k k k *k k *k k *¥ %

GCCAAACccc

* k k k *k k k¥ x ¥ %
* % * k% %k %
* * * % % %
* % * k% %k %
1121......

* k k k *k k *k k *¥ %

* k k k¥ *k x k& * %
* k k k *k k *k k %
* k % k¥ *k x k& * %
* k k k *k k *k k %
* k % k¥ *k x k& * %

* k k k *k k *k k %

* 0% X O X X X

* k % k¥ *k x k& * %

* % % % %
* k *k k %

1081.

agcat gcccg
GTt aagCTGC AATCGCCTTC
GTCCAACTGT AATCACCTTC

* *x * k %
* %k *k % %
* *x * k %
* %k *k % %

1131.

* k k %k %
* * % %
* k k %
* * % %

* * % %

*

*

*

* k k %k %
*

* k *k k %
*

* * % %

1181.

* %
* %

* %
* %
* %
* %

* %
* *
* %
* *
* %
* *
* %
* *

* %
* %
* %
* %

* %
* %
* %
* %
* %
* %
* %
* %

*

*
*
*

*

I I I

cat tc

* k k x * % %
* k *k k k* % %

891.. ..

ccc at
cca- -

ccC

ca

941 .. .. ..
ttgtgcgcgt

gcg

c

CcC
CcC
* %
* %
* %

991.. .. .
ttcccggtga

1041. ..
ccggcgt gaa
GGGACACAGT
GGGACACAGT

* k* k& %k * % %

* k k *k * % %

* k* k& %k * % %

* k k *k * % %

1091. ..
gct ccgcggce
GTT CGGT GTC
GTT CAGT GTC

*

*
*
*

* %
* %
* %
* %

* *
* %
* *
* %

* %
* %
* %
* %

1141. .. .
GAT CCga atg
TAGCCTT GTG
TAGCCTT GTG

*

*
*
*
*
*

* *
* %
* *
* %
* *
* %

* %
* *
* %
* *
* %
* *

* %
* %
* %
* %

1191. ..

- - GCGCCCAG AAGGT GCCGA GTCCCGATCC
g GTGGGT ACC CTGGACTCCT ACGGCTCGGA ACTCCGACgt
GTGGGT ACC CTGGGCTCCT ACGGCTCGGA ACTCCGACTT

*

*
*
*

*

*
*
*

*

*
*
*

* %
* %
* %
* %

* %
* %
* %
* %

* %
* %
* %
* %
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alignment position
P936092 901
P936093 871
rUQCR 695

alignment position
P936092 951
P936093 907
ruQCR 732

alignment position
P936092 1001
P936093 956
rUQCR 782

alignment position
P936092 1002
P936093 1003
rUQCR 831

alignment position
P936092 1002
P936093 1053
ruUQCR 867

1201. ... ..

CCAGCCCAGC
g CAGCCTGGC
TCAGCCTAGC

* k k% k k k k % k %

1251. ... ..

ATGATTTTTA
GCAGTCTTTC
GCGGTCTTTA

* k k% k *k k k¥ %k *x %
* k k k *k k k * % %
* k k% k *k k k¥ %k *x %

1301. ... ..

c CCAAGTTGG
- CCAAGTTGG

* k * k k¥ kx *¥ % %
* * k% k *k x % % %
* % %k % % % * %
* kx %k % %
* *x % % %
* kx %k % %

* %
* %

* * F
E L I

* %

TGAACGCTAG
TGAACGGT GG

* k kX k k k k %k % %
* * k% * k¥ * k¥ % % %
* k k% k k k k %k % %
* * k% * k¥ * k¥ % % %

1401. ... ..

tgcgtgtctg

Pairwise similarities:

For each pairwise alignment, the similarity (relative to the maximum similarity) and the number of identical nucleic acids (in %

* % %
* * %
* % %
* * %
* % %

Actcgcggca
GACTT- GCA-
AACTTgGCG-
* k *x % % * % %
* % %
* % %

Acaaggagcg
GTGTACTTcg
ATGTCCTTt a

* k k k k k *k %
* % k x k x k %
* k k k k k *k %

TCTGGAACTC
TCTGGAACTC

* *k * k k& k k¥ *x * %
* x k¥ k & k * % %
* x k¥ k k k * * %
* x k¥ k & k * % %
* x k¥ k k k * * %
* x k¥ k & k * % %

* F * * *

AATAGCGGGC
AATAGCGGGC

* k k% k k k k k * %
* * *k k¥ k& k k& % % %
* k k% k k k k k * %
* * *k k¥ k& k k& % % %

1411

tgt

file:///Users/cmoraes/ Documents/Corinal%20Paper%20Promoters/...

* k* % %
* * % %
* k* % %
* * % %

* k k x Kk %
* *k * * % %
* k k x Kk %
* *k * * % %

*

* k k k *k x k% k %

ttttttcgtt

*
*
*
*
*

* % Kk %
* k % %
* % Kk %
* k % %
* %k * x %

* k k%
* * k% %
* k k%
* * k% %
* *x %

E I

1231.

t

t GCCACTAT
GCCTTTGG
GCCGTTGG

* k k k *k kx * %
* *k k * k% *x ¥ %
* k k k *k kx % %

1281.

t gaaagcttcagctgcgcct
t aaacag-TGTTTTTGT AAc
aaaaaaaaaaaaaaaaccTGTTTCTGT AAt

* %

CCACCAATCATCCTGCCTCa
CCACCAATCATCCTGCCTCc tcacgCTTGT

* k k k *k k *k x *¥ %
* k k k *k k & x ¥ %
* k k k *k k k& k %
* k k k¥ *k x k% kx %
* k k k *k k k& k %
* k k k¥ *k x k% kx %

E . I

* k * k¥ % *x k% %
* % K %
* k % %
* % K %
* k % %
* % K %

* k k%
* *
* %
* *
* %

* %
* %
* %
* %

ACCCACCCTC ACCTGaatgt tttcttt

ACCCACCATC ACCTGa- - - -

* k k k *k k k k k¥ %
* k k k *k x k¥ x ¥ %
* k k k *k k k k k¥ %
* k k k *k x k¥ x ¥ %

of shorter sequence) is given. Maximum values are_underlined.

P936093 [FUQCR
(1065 bp) (866 bp)

P936092 0.129[ 0.126
(1001 bp) 29%| 31%
P936093 1,000
(1065 bp) 78 %

Please note that the similarity value 1.000 marks only the two most similar sequences, it does not necessarily mean that these

sequences are identical.

Extract alignment region

*

*
*
*

* k k %
* * % %
* k k %
* * % %

* *

* %k ok ok ok

*
*
* % * % %
*
*

E I I

* *

1241. ..

TTTGGTTTTT
CTTTGATTTT
CTTTGATTTT

* k k k *k k k * %k %
* * k% *k x *k x % % %
* k k k *k k k * %k %

1291. ..
gagcccacgt

* k% k k *k k * %

ca- --CTTCT

* % % % %
* x * % %
* * %

* * %

* %
* %
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Positions in alignment from: to:

Output file dialign.seq
Extract aligned sequences

For comments, questions or bug reports, please contact support@genomatix.de

© Genomatix Software GmbH 1998-2005

- All rights reserved. License Agreement GEMS Launcher 4.1.1
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Genomatix-L ogo Logout Personal Messages GEMS-L ogo
Genomatix_MainGEMSEIDoradoGene2PromoterBiblioSphere
Freguently asked gquestionsYour ResultsY our SeqguencesY our ProtocolHelp
GEMS Launcher Task: DiAlign TF: Multiple alignment plus TF sites
working on promoters.seq (3 seq.)
[Alignment] [Pairwise similarities]
DiAlign professional TF Release 3.1 December 2004 Fri Apr 29 23:46:55 2005
Solution parameters:
Sequence file: promoters.seq (3 seg.)
Type of sequences: nucleotide sequences
Threshold T: 0.00
'*' signs below alignment denote: diagonal similarity (max. similarity is represented by 10 *' signs)
. . complete alignment is shown
Alignment output: # nucleic acids per line: 50
TF output: common TF matches located in aligned regions (common to 3 (100.0 %) sequences)
Family matches: yes
Matlnspector library: Matrix Family Library Version 5.0 (February 2005)
e ALL user_defined.lib (0.75/Optimized)
Selected groups o ALL vertébrates.lib (0.75/Optimized)
(core/matrix sim):
Aligned Sequences:
’NT). |Sengr$|nece Sequence Description Length

sym=UQCRH)|loc=L oc7388|taxid=9606|spec=Homo sapiens|chr=1|

1 |P879713 ctg=NT_032977|str=(+)|start=588249|end=588932|len=684| tss=552| comm=ubiquinol-cytochrome ¢ |684 bp

reductase hinge protein; (NM_006004/552/silver;)

sym=Uqcrh|loc=L 0c66576|taxid=10090|spec=Mus musculus|chr=4|

ctg=NT_039264]str=(-)|start=16198124|end=16198804|len=681| tss=501,514,515,518,537|
2 |P879718 |comm=ubiquinol-cytochrome c reductase hinge protein;

(AK054005/514/gold; AK019085/518/gold; AK088185/515/gold;

AK012552/501/gold; AK003539/537/gold; AK003266/515/gold; NM_025641/501/silver;)

sym=nalloc=L 0c366448|taxid=10116|spec=Rattus norvegicus|
chr=5|ctg=NW_047718|str=(+)|start=7693061|end=7693742| |en=682|tss=582| comm=similar to

681 bp

3 |P879720 |Ubiquinol-cytochrome C reductase complex 11 kDa protein, mitochondrial precursor (Mitochondrial 682 bp

hinge protein) (Cytochrome C1, nonheme 11 kDa protein) (Complex |11 subunit VI1I1);
(XM _345568/582/silver;)

Alignment (DiAlign format):

Please note that only upper-case letters are considered to be aligned. For more information, please have a look at the user guide.

VSMAZF VSRREB VSPLAG VSHESF VSXBBE VSEAEE
V$ZF5F V$HOXH VSRORA V$CLOX USNRF2

alignment

position ir........ .11 .. ... .. 21, ... ... 31, ... .. .. 41 ... .. ..

4/11/07 2:04 PM
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P879713 1--CAGG G GGGGAGCGTT GGGG G GCCGAG
P879718 1aACAGG G GGGGAGCGCT GGGG G GCCGAG
P879720 1- ACAGG G GGGGAGCGCT GGGG G GCCGAG
* * k% k% * * % *x * * k% % k% * % k% * *x % * % % * % % * *x % * * k% k% k% * % k% *x * % * k % k% * ¥ k% *x *x *
* *¥ ¥ % *¥ ¥ % * * * % % % *¥ % % * *x % * * % ¥ % *¥ ¥ % * % * % ¥ % ¥ ¥ k% * *x % * * % *¥ *¥ ¥ % * *x %
* * k% k% * * % *x * * k% % k% * % k% * *x % * % % * % % * *x % * * k% k¥ k% * % k% *x * % * k k¥ k% * *¥ k% *x *x *
* *¥ ¥ % *¥ ¥ % * * * % % % *¥ % % * *x % * * % ¥ % *¥ ¥ % * % * % ¥ % ¥ ¥ k% * *x % * * % *¥ ¥ ¥ % * *x %
* % k% * % % *x * * k% % k% * % k% * *x % * % % * % % * *x % * * k% k¥ k% * % k% *x * % * k k¥ k% * *¥ k% *x *x *
* * % % *¥ % % * * % % % *¥ % % * *x % * * % ¥ % *¥ ¥ % * % * % ¥ % ¥ ¥ k% * *x % * * % *¥ ¥ ¥ % * *x %
* % % * % % * * * k% % k% * % k% * *x % * % % * % % * *x % * * k% k¥ k% * % k% *x * % * k k¥ k% * *¥ k% *x *x *
* * % ¥ * % % * * % % % *¥ % % * *x % * * % ¥ % *¥ ¥ % * % * % % % ¥ ¥ k% * *x % * * % *¥ ¥ ¥ % * *x %
* % % * % % * * * k% % k% * % k% * *x % * % % * % % * *x % * * k% k¥ k% * % k% *x * % * k k¥ k% * *¥ k% *x *x *
* * % ¥ * % % * * % % % *¥ % % * *x % * * % ¥ % *¥ ¥ % * % * % % % ¥ ¥ k% * *x % * * % *¥ ¥ ¥ % * *x %
alignment
. 51.. ... ... 61. 71. 81. 91
pOSI'[IOh
P879713 49 CGC CCGG GACGTGGCCT C G GA
P879718 51 CGC CCGG GACGTGGCCT C G GA
P879720 50 CGC CCGG GACGTGGCCT C G GA
* k¥ k¥ * *x % * *x % * * k% % k% * %k k% * *x % * * * % * * % * *x * * k% k% * * *¥ * * * % * k k¥ * * ¥ * *x *x %
* % ¥ *¥ * % *¥ * % * * * % % *¥ * % *¥ *x % * * % ¥ * *¥ ¥ k% *x * * x % % *¥ ¥ % * % % * * % * *¥ ¥ % * *x %
* k¥ k¥ * *x % * *x % * * k% k% k% *¥ *x k% * *x % * * * % * * % * *x * * k% k% * * *¥ * * * % * k k¥ * * ¥ * *x *x %
* % ¥ *¥ * % *¥ * % * * * % % *¥ * % *¥ *x % * * % ¥ * *¥ ¥ k% *x * * x % % *¥ ¥ % * % % * * % * *¥ ¥ % * *x %
* k¥ k¥ * *x % * *x % * * k% k% k% *¥ *x k% * *x % * * * % * * % * *x * * % * * % % * % * k k¥ * * ¥ * *x *x %
* % ¥ *¥ * % *¥ * % * * * % % *¥ * % *¥ *x % * * % ¥ * *¥ ¥ k% *x * * % * * * % * % * * % * *¥ ¥ % * *x %
* k¥ k¥ * *x % * *x % * * k% % k% *¥ %k k% * *x % * * * % * * % * *x * * % * * % % * % * k k¥ * * ¥ * * *x %
* % ¥ *¥ * % *¥ * % * * * % % *¥ * % *¥ *x % * * % ¥ * *¥ ¥ k% *x * * % * * * % * % * * % * *¥ ¥ % * *x %
* k¥ k¥ * *x % * *x % * * k% % k% *¥ %k k% * *x % * * * % * * % * *x * * % * * % % * % * k k¥ * * ¥ * * *x %
* % ¥ *¥ * % *¥ * % * * * % % *¥ * % *¥ *x % * * % ¥ * *¥ ¥ k% *x * * % * * * % * % * * % * *¥ ¥ % * *x %
alignment
UL 101. 111 121 131 141
position
P879713 99 ACCAGCAACT CC GCCT CGG GGGG
P879718 101 ACCAGCAACT CC GCCT CGG GGGG
P879720 100 ACCAGCAACT CC GCCT CGG GGGG
* k% ¥ *¥ * % * *x k% * * % ¥ % *¥ % k% * *x % * * % ¥ % * ¥ % * * * k% k¥ k% * ¥ k% * *x % * * k¥ * * ¥ % * *x %
* % % *¥ % * * *x *x * * % * * * * * * *x * * % % *x %k %k *x % % * * k *¥ * * * * *x % % * k ¥ * * * * *x *x *
* k% ¥ *¥ * % * *x k% * * % ¥ % *¥ % k% * *x % * * % ¥ % * ¥ % * * * k% k¥ k% * ¥ k% * *x % * *k k¥ * * ¥ k% * *x %
* % % *¥ % * * *x *x * * % * * * * * * *x * * % % *x % %k *x % % * * k *¥ * * * * *x % % * k ¥ * * *¥ * *x *x *
* k% ¥ *¥ * % * *x k% * * % ¥ % *¥ % k% * *x % * * % ¥ % * ¥ % * % * k% k¥ k% * ¥ k% * *x % * *k k¥ * * ¥ k% * *x %
* % % *¥ % * * *x *x * * % * * * * * * *x * * % % *x % %k *x % % * * k *¥ * * * * *x % % * k ¥ * * *¥ * *x *x *
* % ¥ *¥ * % *¥ *x k% * * % ¥ % *¥ % k% * *x % * * % ¥ % *¥ ¥ % * % * k% k¥ k% * ¥ k% * *x % * *k k¥ * * ¥ k% * *x %
* % % *¥ % * * *x *x * * % * * * * * * *x * * % % *x % %k *x % % * * k *¥ * * * * *x % % * k ¥ * * *¥ * *x *x *
* k% k¥ *¥ * % *¥ *x k¥ * * % ¥ % *¥ % k% * *x % * * % ¥ % *¥ ¥ % * % * k% k¥ k% * ¥ k% * *x % * *k k¥ * * ¥ % * *x %
* % % *¥ % * * *x *x * * % * * * * * * *x * * % % *x % %k *x % % * * k *¥ * * * * *x % % * k ¥ * * *¥ * *x *x *
alignment 151 161 171 181 191
position
P879713 149 agtgt
P879718 151 ATG
P879720 150 ATGA
* % ¥ *¥ % % *¥ *x % * * % % % *¥ % % * *x % * * % ¥ % *¥ ¥ % * * * % ¥ % ¥ ¥ k% * *x % * * % *¥ ¥ ¥ % * *x %
* * ¥ * * % * *x % * * k% % k% * %k k% * *x * * % % * % % * *x % * * k% k% k% * % k% * * % * k % k% * ¥ k% *x *x %
* % ¥ *¥ % % *¥ *x % * * % % % *¥ % % * *x % * * % ¥ % *¥ ¥ % * * * % ¥ % ¥ ¥ k% * *x % * * % *¥ ¥ ¥ % * *x %
* * ¥ * * % * *x % * * *x % * * * % * % % * *x * * k% k% % * % k% * * % * k % k% * ¥ k% *x *x %
* % ¥ *¥ % % *¥ *x % * * * % * * % ¥ % *¥ ¥ % * % * % ¥ % ¥ ¥ k% * *x % * * % *¥ ¥ ¥ % * *x %
* * ¥ * * % * *x % * * *x % * * * % * % % * *x * * k% k% k% * * k% * * % * k % k% * ¥ k% *x *x %
* % ¥ *¥ % % *¥ *x % * * * % *
* * ¥ * * % * *x % * * *x % *
* % ¥ *¥ % % *¥ *x % * * * % *
* * ¥ * * % * *x % * * *x % *
alignment
o 201 211.. ... .. 221. ... ... 231....... 241. ..
position
P879713 199 GGAC GGCTCCATAA GCGATAT GGG GAAGAAt gt G AATTATTCTA
P879718 201 GGAC CGCTCCATAA GGGATAT GGG GAAGAACAGa AACAACATTA
P879720 200 GGGC CGCTCCATAA GTGATAT GGG TAAGAACAGG AACTATATCA
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* * k¥ * * % * *x % * * k k% k% * *k k¥ *¥ *k k¥ % * *k ¥k * *x % * *x * * %k %k * % % * % * % * * % % * % % %
* % ¥ *¥ * % *¥ *x % * * % ¥ *¥ k¥ * ¥ *¥ k¥ ¥ * *¥ *x ¥ * *¥ ¥ * *x * * % % * % % * * * k¥ * * ¥ % * *x %
* * %k * * %k * *x % * * k% * k% * %k k% * *x % * % % * % % * *x % * * % % * % % *
* * % % * % % * * % ¥ % *¥ % k% * *x % * % % *¥ * % * *x % * * % k% *
* * % % * % *x % * % *¥ * *¥ * * * *x * * % % * % % * *x % * * % k% %
* * % % * % % * * % ¥ % *¥ % k% * *x % * % % *¥ * % * *x % * * % k% *
alignment
position 251. 261 . . 27 1. 281 . .. 291 . ..
P879713 249 AAGAAATTTC GAAGAAATTA GCACACTTTc CAAGTCTCTT AGGAGCTACT
P879718 251 AAAGATCGTC AAACAGAGGA GCAGATgact CAAGTATCTT AGGGAATACT
P879720 250 AAAGACTATC AAACAAATTA GCAGATATTt tAAATATCTT AGGAAACACT
* k ¥ * % % * *x % * * k k¥ k% * * % *¥ *x * % * *x *x * *x *x * * * k% % k% * *x % * *x % * k % k% * *¥ k% * *x %
* % ¥ *¥ % % *¥ *x % * * % % % *¥ % ¥ ¥ ¥ ¥ % *¥ *x %k * % * *¥ % % *¥ * % * % * * % * *¥ ¥ % * *x %
alignment
position 301. 311. . 321. 331. .. 341 . ..
P879713 299 ATTTTAGATA AACTCCTAGA TCAATtatac ttgggt gt gg tat gactaag
P879718 301 ACTT GGAAAA at aCTGTAGA TCAACACATT TGGGCAAGAA GTGACCGAAA
P879720 300 ACTT GAAAAA CTTCTGTAGA TCAATACGTT TGGGCAGAAA GTGACCAAAA
* k% k¥ * * % * *x % * * k% k% % *¥ *k ¥ *¥ * ¥ * * *k ¥ * *x ¥ * *x * * k% k% * * *¥ * * * % * k k% * * ¥ * *x *x %
* % ¥ *¥ % % ¥ * % * * *¥ % ¥ *¥ ¥ ¥ % *¥ * ¥ k¥ *¥ ¥ * *x * * x % * *¥ ¥ k% * *x % * * k¥ *¥ ¥ ¥ % *¥ *x %
alignment
position 351. 361. . 371. 381. .. 391. ..
P879713 349 gGGATGTTTC TTAGCAAAGCCTCCTCGGGT GCAAACATCA GCTACCCCTA
P879718 351 - GGATGTTTC TTAGCAAATT CTTTGCAGGC GTATATAGCA GCTCCCCCTA
P879720 350agg- TGCTTC TTAGCAAATT CTTTGCAGGC ATATATACCA GCTCCCCCTA
* k% % * * ¥ % *x * * % ¥ *¥ k¥ k% ¥ *¥ k¥ ¥ * *¥ *x ¥ * * ¥ * *x * * k% k¥ * * ¥ k% * *x % * k k¥ * * ¥ % * *x %
* * % k% *x * * * k% k% * *k k¥ *¥ *k k¥ % * *k ¥k * *x *x * *x * * * % k% *x % * * * * % * * % * * % % %
* % ¥ * *x * * % ¥ *¥ k¥ k% ¥ *¥ k¥ ¥ * *¥ *x ¥ * * ¥ * *x * * * ¥ * *x % * * * * k k¥ * * ¥ % * *x %
* % * * k% % k% * % % * * * * % * % k% * %
alignment 401. 411 . . 421, 431 . . . 441 . . .
position
P879713 399 acct ctgcct gcggctgGTA GTACATGCCA ATCTGAGCAT GTGTTCGCGA
P879718 400 CGTCTCGTAG CTAGCGAGTA GTACAGCCCA ATTTGTGCGT GTGTTCGGGA
P879720 399 CGTCTTGCAG CTAGCGAGTA GTACAGGCCA ATTTGTGGGT GTGTTCGAGA
* % ¥ *¥ % % *¥ *x % * * % % *¥ ¥ ¥ ¥ ¥ ¥ ¥ k% *¥ *x ¥ * *¥ ¥ * *x * * % % % *¥ ¥ k% * *x % * * ¥ * *¥ ¥ % * *x %
* * % * * % * *x % * * * k% k% *¥ *k ¥ *¥ *k ¥ % * *k ¥ * *x *x * *x * * k% % k% * % % * *x % * k k% k% * *¥ k% * *x %
* % ¥ *¥ % % *¥ *x % * * % % *¥ ¥ ¥ ¥ ¥ ¥ ¥ k% *¥ *x ¥ * *¥ ¥ * *x * * % % % *¥ ¥ k% * *x % * * ¥ * ¥ ¥ % * *x %
* * % % * % % * % * *x % * k% % k% * % % * *x % * k k% k% * ¥ k% * *x %
* % ¥ % *¥ % % * % * * % * % % % *¥ ¥ k% * *x % * * ¥ * ¥ ¥ % * *x %
alignment
position 451. 47 1. 481 . . . 491 . . .
P879713 449 CCACGA TTCCGGC
P879718 450 CT AC GA TTCCGGC
P879720 449 CTAC GA TTCCGGC
* k¥ k¥ * *x % * *x % * * k% k¥ k% *¥ *k ¥ *¥ * ¥ * * *k ¥ * *x ¥ * *x * * % % * *x % * k k¥ * * ¥ * * *x *
* % ¥ *¥ ¥ % *¥ *x % * * % ¥ *¥ *¥ ¥ ¥ *¥ ¥ ¥ % *¥ * ¥ * *¥ ¥ * *x * * % % * % % * * % *¥ ¥ ¥ % * *x %
* k¥ k¥ * *x % * *x % * * k% k¥ k% *¥ *k ¥ *¥ *k ¥ * * *k ¥ * *x ¥ * *x * * % % * *x % * k k¥ * * ¥ * * *x *
* % %k *¥ * % * * % * % ¥ *¥ *¥ ¥ ¥ *¥ ¥ ¥ % *¥ * ¥ * *¥ ¥ * *x * * % % * % % * * % *¥ ¥ ¥ % * *x %
* * % * * * * * % * k% k¥ % *¥ *k ¥ *¥ *k ¥ * * *k ¥ * *x ¥ * *x * * *x % * *x % * * * * % * * %
* * * % * * ¥ % *¥ % % *¥ *x % * % % *¥ % % *¥ *x % % * % % * % % * * ¥ * % * % %
* * % * k% % k% *¥ %k k% * *x % * % % * % % * *x % * * *x % * *x % * * * * % * * %
* * % * * ¥ % *¥ % % *¥ *x % * % % *¥ % % *¥ *x % % * % % * % % * * ¥ * %
alignment
position 501. 511. . 521 531. .. 541 . ..
P879713 499 TGACCCTTAC AAGTCCTTCT TGATCCTGAA CTGGgt TAGG TGCCGCTGTT
P879718 500 TGACCCTTAC TAGTCCTTCT TAAACCTGAA GTGGAGTact a----CTCTG
P879720 499 TGACCCTTAC AAGTCCTTCT TAAACCTCAA GTGGAGTAGG TACCGTTGTT
* % ¥ *¥ * % *¥ *x % * * % ¥ % k¥ k¥ ¥ *¥ k¥ ¥ * *¥ *x ¥ * *x¥ ¥ * *x * * k% ¥ k% * ¥ % * *x % * k k¥ * * ¥ % * *x %
* kX k¥ X * ¥ *¥ * ¥ % * *x % * k X *¥ X ¥ ¥ *¥ ¥ ¥ *¥ * ¥ ¥ *x * * k ¥ ¥ *¥ ¥ ¥ *¥ * % * k¥ X ¥ *¥ * ¥ * %
* % ¥ *¥ * % * *x % * * % ¥ % *¥ % k% * *x % * % % *¥ * % * *x % * * kx ¥ * % % *
PalrWl%Sm*Ia-Fl{';%*** * ok k Kk k Kk Kk k Kk kK Kk Kk k k Kk k K Kk *k * K* *k * * *
* % ¥ *¥ * % *¥ *x % * * % ¥ % *¥ % % * *x % * % % *¥ * % * *x % * * % % *
For each pai mise:aligﬁrfleﬁt:tﬁe sﬁ‘nl an:t :(r:elétil 3 q*tbe*niaxf;mimi §rﬁil’§\rﬁyi @*n(i th*g iuimber of identical nucleic acids (in %
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of shorter sequence) is given. Maximum values are_underlined.

(681 bp) (682 bp)

P879713| 0.649| 0.648
(684bp) |  67%| 69%

P879718 1.000
(681 bp) 88 %

| P879718 |P879720

Please note that the similarity value 1.000 marks only the two most similar sequences, it does not necessarily mean that these

sequences are identical.

Positions in alignment

Output file

Extract aligned sequences

For comments, questions or bug reports, please contact support@genomatix.de

© Genomatix Software GmbH 1998-2005

- All rights reserved.

Extract alignment region

from: to:

dialign.seq

License Agreement

GEMS Launcher 4.1.1
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Genomatix-L ogo L ogout Personal Messages GEMS-Logo

Genomatix MainGEMSEIDoradoGene2PromoterBiblioSphere
Frequently asked questionsYour ResultsYour SeguencesY our ProtocolHelp

GEMS Launcher Task: DiAlign TF: Multiple alignment plus TF sites
working on van_waveren3_4.seq (3 seq.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1 December 2004 Tue May 3 00:08:58 2005

Solution parameters:

Sequence file: van_waveren3 4.seq (3 seq.)
Type of sequences: nucleotide sequences
Threshold T: 0.00

'*' signs below alignment denote: diagonal similarity (max. similarity is represented by 10 *' signs)

complete alignment is shown

AETIETE GUEE # nucleic acids per line: 50

TF output: common TF matches located in alighed regions (common to 3 (100.0 %) segquences)
Family matches: yes
Matlnspector library: Matrix Family Library Version 5.0 (February 2005)
e ALL user_defined.lib (0.75/Optimized)
Selected groups e ALL vertebrates.lib (0.75/Optimized)

(core/matrix sim):

Aligned Sequences:

’NT)_‘Sequence Sequence Description

Name
P884800 sym=QP-C|loc=Loc27089|taxid=9606|spec=Homo
1/P884800 |sapiens|chr=5|ctg=NT_034772|str=(+)|start=34616870|end=34617870|len=1001|tss=501|comm=low molecular me
ubiquinone-binding protein (9.5kD); (NM_014402/501/bronze;)

P884801 sym=1500040F11Rik|loc=L0c22272|taxid=10090|spec=Mus

2 |pggago1 Musculusichr=11|ctg=NT_096135|str=(-)|start=18541060|end=18542096|len=1037|tss=501,514,515,517,537|comr
cDNA 1500040F11 gene;
(AK005374/515/gold; AK 007982/537/gol d; AK 002389/517/gol d; AK 003160/501/gold;NM _025352/514/bronze;)

3|rQP-C  rQP-C rn3_dna range=chr10:38898600-38899450 5'pad=0 3'pad=0 revComp=TRUE strand=? repeatM asking=none

Alignment (DiAlign format):

Please note that only upper-case letters are considered to be aligned. For more information, please have a look at the user guide.

I VS STAT VSETSE I  £R5PF VS KRS v SHESE

alignment position 1. . . . . . . .. 1., .. .... 2. ... ... . 32........ 41. .. ... ..
P884800 ltactggccaa ggccaaatga aacctc---- -- -------- - - --- --- --
P884801 ltatgcaaagg cctggt actg agcggaaagG ACCGCCTCTT GGAACACCCA
rQP-C T A I G ACAGCCTCTT GGAACGGCCA

* k k % k *k k k *k *k % * k % kx *k *k k *k k% %
* k k % %k k¥ k * k& * % * * % * k¥ *k x *k * %

alignment position 51. . . . . . .. 61........ 71. ... ....81........ 91. .. ... ..

lof 6 4/11/07 2:03 PM
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P884800
P884801
rQP-C

alignment
P884800
P884801
rQP-C

alignment
P884800
P884801
rQP-C

alignment
P884800
P884801
rQP-C

alignment
P884800
P884801
rQP-C

alignment
P884800
P884801
rQP-C

alignment
P884800
P884801
rQP-C

alignment
P884800
P884801
rQP-C

alignment
P884800
P884801
rQP-C

27 -GTGCTCCTc tgct gt gggg

51
22

position
76
83
54

position
126
111
83

position
176
161
132

position
226
191
158

position
276
202
172

position
298
244
222

position
298
293
272

position
343
342

GGTGCTCCTA
GAAGCTCCTA

* k k k k¥ k k %k *x %
* k% x ¥ * * % % %

CCGGAGgtcg
CCGTGCACCT
CCTGCGCCCT

* k% x k¥ *x x % % %

ctcccgcatt
CAGGGt ggct
TAGGGgct - -

* k * kx %
* * * % %
* k % kx %

TTCAATCCCC
CccC
TACATTCACC

* k% k k¥ *k x %k % %

* *
* *

ACATCAACCT
ACAACACCCT

* k k k k¥ k k *k *x %

AGCCaCGCcCC
AGCCcCGCCC

* % % % * k * %k %

* % k% % * % k% %k %

* k * %k %

111. .. ....
gggaagactc

161. .. ....

gcaggcccct
CTCGACgggG
CTAGACaa- G

* k * k% k % *
*
*

211. .. ....
cggccgcttec
aaTAAGCCCC
-- TAGGCCCC

* k *k k k% k * %

261. .. . ...
gt gtgagcgc

311. .. ...

GACgtcctcec
CACCAAGCCA
CACCAGGCCC

* k k¥ k k k %k * %k %
* *k * *k * k % % * %
* k k¥ k k k %k * %k %

361. .. ....

CTCCcgtgcg
CTCCtt gagg

* * k% %

----- T
CTCTAT
CTCTGT

* k k k k¥ *k k * % %
* *k & x ¥ *k * % % %
* k k k k¥ *k k * % %

* k k k k k * k k* %
* %k k% k¥ k x k% %k k% %
* k k k k k k* k * %

461. .. . ...

file:///Users/cmoraes/ Documents/Corinal%20Paper%20Promoters/...

cggcccggcc tcggggct ca gaggcecgcetct

ATCACCCTAA
ATCATCCTAA

* k % *k * k kx * *k *
* k¥ % *k k¥ %k % *¥ % *
* k % *k * k kx * *k *

121. .. ....

gCAGGCCCCA
CGCGCCCCA
CACGCCCCA

* * % x *k %k k % *

* * % * ¥ * * % %
* * % x *k %k k % *
* * % * ¥ * * % %

171. .. ....

tcctcgtcac
GACCTT ACGG
GACCTT ACGA

* * k% % * k % * %k %
* * % * k¥ %k *x * % %
* * k% % * k % * %k %

221. .. .. ..

ctgact ggga
GCCCACTTGC
GCCCACTTGC

* k k% *k * k k * %k *

271. .. .. ..
ctccgcctgt

321. .. .. ..

I
CCATTCCTCT
CCATTCCTCT

* * k% % * k *x * %k *
* * * % * %
* x % % *x %

BT o oo 000 ¢
ttcact
tccacc

* % % *
* *x * %

421. .. ..

GGCCCGGGC
GTCGCTAGA
GTCtctcct

* k % *x k¥ *k *x * %k %
* * K* %
* * k% %

471. .. .. ..

TC

AGCTCCTGGC
TGCACCTATA
TGCACCTATA

* * % k * *k k * % %
* *k % % k* *k *x *k * %
* * % k * *k k * k% %
* *k % % k* *k *x *k * %

ctttttgttec
ACGTATCCAC
GCGTATCCAA

* * % % * %k kx *k *x %
* k¥ % * ¥ %k * *¥ * %
* * % % * %k kx *k *x %

281. . ... ..
ccactgTCCC
------ Tt gg
------ TCCC
* k *x %
*
331..... ..

TCAAGCCCCG
TCAAGCTCCG

* * % % k¥ %k *x *x *x %
* * % * k¥ *k * * % %
* * % % k¥ %k *x *x *x %

accg- TAAGC
tccct TAAGC

* k % k %
* * % % *
* k % k %

AGGGCCTCCA
AGCGCCTCTA

tgggtcagtt

* * % k *k *k k * k% %

cacctacggg tcacccagt C AGCCCACTTC TTTCTGGg ac

C AGCCCTCTTG GTACTGGt cc

141.. ... .

CAGCGCTGCC
- GGCCCCGCC
AGGCACCGCC

* * % kx *k *k k *x * %

191.. ... ..

cctcccccecgce
CTAAGATCCC
CTAAGATCCC

* * % x *k *k * %k *x *%
* * % * %k %k * % * %
* * % x *k *k * %k *x *%

241.. ... ..
aagccgaggg

291.. ... .

CCAAAGTCAG
cacccct - - -
AAAAGCTCAG

* k % kx *k *k k *x k% %

CCCCTTgGCA
CCCCTTaGCA

* * % % % % * % %
* * * % % *
* * % % % %

391.. ... ..

CCACAAGCAC
CCACAGGCAC

* * % k k k k %k *x %

* k¥ % * k¥ *k * ¥ * %

* * % k *k *k * %

441.. ... ..

AGgcacctcc
AGctccgcc-
ccgcacccgc

* *

* *

491.. ... ..
aaaggcgt
tttccggc

4/11/07 2:03 PM



Genomatix: Multiple Alignment

30f6

alignment position

P884800 393
P884801 373
rQP-C 323
alignment position
P884800 408
P884801 423
rQP-C 368

alignment position
P884800 438
P884801 473
rQP-C 418
alignment position
P884800 488
P884801 523
rQP-C 468

alignment position

P884800 538
P884801 566
rQpP-C 512

alignment position

P884800 587
P884801 588
rQP-C 535

alignment position

P884800 637
P884801 588
rQpP-C 535

alignment position
P884800 687
P884801 614
rQP-C 561

tcccttagag
cac GAAGGTC
--- GAAGGTC

* k *k k k k% %
* %k * * % % %

AGTCTCCCCC
CATCTCCTCC

* x & x ¥ *k * % % %

601. ... ...
CCA
CTA
CCA
* k% x ¥ *k x % % %
* k k ¥ * k¥ * *¥ *x %
* k% x ¥ *x x % % %
* k k k¥ * k¥ * * *x %
* k% x ¥ *x x % % %
* k k k¥ * k¥ * * *x %
* k% x % *x * %
651. ... ...
accggatcgg
cGGCTCAGAG
gGGCTCAGCG

* *k k x * k kx % %
* *k k% * ¥ * * % %

Ccaccctcgg
CTTCTGTCC-
CTTCTGTCCt

*

511. ..
acagt
AGGCCACGCC
AGGCCGCGCC

* k k k k k k* k * %

* k% * *k k k % %k % %

561. ..

TTGAGATCGA
TCAAGATAGA

* %k k * k k k% %k k* %

611. .. ..
agagCGGCTT
GGcTCGGCTT
GGgTCGGCTT

* % * k k *x * %k %
* * k% *x k% %k %
* k k *x * %k %

* % % k% % %

* %
* %

661. ..

tgaCTGTGGA
---CTCTGGA
---CTGTGGA

* * % * % % *
* % ¥ * % % *
* * % * % % *
711. .. ..
caGTGT TCGT
----GGTGTT
-- GTGGTCGT

* k *k k k* k * %

761. .. .
aggataagga

811. .. .
ggggactgcg

861. .. ..
tcct gCAGGG
----- CAGGG
----- CAGGG

file:///Users/cmoraes/ Documents/Corinal%20Paper%20Promoters/...

* k% k *x k k *x k¥ k %

521. ..

CACTCAGGTC
CACCGAGGTC

* k k% *k * k k * *k *
* * % k* % %

571. ..
AGGAA

AaGAA
AGAAA

* * * k *x %

* % % *

* * * %

*
* * % * %
*
* %

*
*
*

* % k* %
*
* % %
*

E I I I
EE B I R
L I I

* %

21 . ..

**X-*OOOO)

* X X X
* %k ok F
E I
* %k ok F
E

671. ..

GGGCGAGCTG
GGT AGAGGT G
GGT AGAGGT G

* k k% *k * k k * k *
* k¥ % *k k¥ k% % % % *
* k k% *k * k k * k *

721. ..

GGACCCTGGG
AGGCCGTGGG
GGGCAGTGGG

* k % *k * *k *x * %k %

771, .. .
gtgcaggggec

821 . .. ..
gcgcTTCGCG
----TTCGCG
----TTTGCG

* %k *k x % %
* % * * % *
* %k *k x % %
* % * * % *

871. .. ..
CCGCCGCCAC
CCGCCGTCAC
CCGCCGCCAC

*

* * %
* * %
* * %
* * %
* * %
* * %
* * %

(o]
w
[EY

E
* ok ok F

AGCcct gt
ACCgat cc
ACt gggta

*
*
*

A- Ggctagagg

* k *x * K% %

E I I
E
* %k ok F
E
E
* X X X

* %
*

AgGTTT-- - -
A- GTTT-- - -

*

AAAGCGAGCC
AGACTGAGCC
AGACTGAGCC

*

*
*
*

AATGGGCCGC
CATGGGCCGC
CATGGGCCGC

* * % %
* * k% %
* * % %

* * % k * *k * % %
* % % * ¥ %k *¥ % %
* * % k * *k * % %
* % % * ¥ %k *¥ % %

TTTTTTTTTG
TTTCTTTTTG

*

5

* %
* *
* %
* *
* %
* *
* %

]
I
[EEY

* X X X

6

g
g
g

7
g

7
9

8

* k * k k *x k *x %

91..

L I I
E I B B B I
L I I
* Ok F X X X X

ca

gc
cc

agt
aaa
aag

acg

gcg
gca

91..

tgagtgggg
gggtc-- - -
agggtc- - -

41. . .
cgccccgecet

91.. -
gttggggat

41..

AAGCGCCTGT
ACGCGTCTAT
ACGCACCTAT

*
*
*
*

8

* k * k k *x k *x %
* % k¥ k% % % %k * %
* k * k k %k k *x %
* % k¥ k% % % %k * %

91..

GAGTT TGGGA
GAGTT TGGGA
GAGTT TGGGA
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* k k kK k k *k % % * % * % * * k% % * * % * * % % * % * * * * % * * % %
* k k k* * k¥ * % % * * * * * * * % * * * * x * * % % * % * *x % * * * %
* k k kK k k *k % % * % * % * * k% % * * % * * % % * % * * * * % * * % %
* * * * * * * * % * * * * x * * % % * % * *x % * * * %
* % * % * * k% % * * % * * % % * % * * * * % * * % %
* * * * * * * % * * * * x * * % % * % * *x % * * * *
* % * % * * k% % * * % * * % % * % * * * * % * * % %
* * * * * * * % * * * * x * * % % * % * *x % * * * *
* % * % * * k% % * * % * * % % * % * * * * % * * % %
* * * * * * % * * * x * * % % * % * *x % * * *
alignment position 901 . . . . . . . 911. .. .... 921....... 931 .. .. 941, . .
P884800 737 At CTGACGCG GA gCT ACAGCTTGTC ACCGT TCGAG
P884801 658 ACCTGGCGCG GA CCT ACAGCTTGTC GCCCTTTGAG
rQP-C 606 ACCTGACGCG GA CCT ACAGCTTGTC GCCCTTTGAG
* k k ¥ ¥ ¥ * * * * *x % % * * % * * * % * k *x % * x * k¥ x¥ *¥ k¥ k¥ *x % * k¥ * k¥ k * k * % %
* %k k * * % * * *¥ * % %k % * * % * % % % * * % % * k¥ * * * * * x *x % * * * k¥ k * k *x *x %
* k k ¥ ¥ ¥ * * * * *x % % * * % * * * % * k *x % * x * k¥ x¥ *¥ k¥ k¥ *x % * k¥ * ¥k * k * % %
* k% % %k % * % % k¥ %k k * k¥ *x *x * * % * % % % * * % % * k¥ * * * * * x *x % * * * k¥ k¥ * k *x *x %
* * *k % * % * * *x % % * * % * * * % * % * x * k¥ x¥ *¥ k¥ k¥ *x % * k¥ * ¥k * k * % %
* * *x % * % % * % %k % * * % * % % % * % * k¥ * * * * * x *x % * * * k¥ k¥ * k *x *x %
* * *k % * % * * *x % % * * % * * * % * % * k * k¥ x* *¥ k¥ k¥ *x % * k¥ * ¥k * k * % %
* * % * k¥ * * * * * x *x % * * * k¥ k¥ * k *x *x %
* * % * k * k¥ x* *¥ k¥ k¥ *x % * x * k kx %
*
alignment position 951 . . . . . . . 961. .. . ... 981 991.. .
P884800 787 CAGCGCGCCT ATCCGCACgt GTTCTGCG

P884801 708 CAGCGCGCCT TCCCAAGCTA
rQpP-C 656 CAGCGCGCCT TCCCGCACTA

CGTGCTGCG
CGTGCTGCG

* k% ¥ * k¥ *¥ * %k * % * k k¥ ¥ * k¥ * % % * * * k% * % * * % * * %k % * %k * *x * *
* % k¥ ¥ ¥ ¥ *¥ * % % * *x % ¥ ¥ ¥ k% % % % * * % * % % * % * *¥ % ¥ *¥ % *¥ *¥ % %
* k% ¥ * k¥ *¥ * %k * % * k k¥ ¥ * k¥ * % % * * * % * % * * % * k% * % * %k * *x * *
* % k¥ ¥ ¥ ¥ *¥ * % % * *x % ¥ ¥ ¥ k% % % % * * % * % % * % * *¥ % ¥ *¥ % *¥ *¥ % %
* k% ¥ * k¥ *¥ * %k * % * k* k¥ ¥ k% ¥ * % * * % * % * * % * * k% % * *k * *x * *
* % k¥ ¥ ¥ ¥ *¥ * % % * *¥ % ¥ *¥ ¥ * % * * % * % % * % * *¥ % ¥ *¥ % *¥ *¥ % %
* k% ¥ * k¥ *¥ * *x * % * * % * % * * % * * k% % * *k * *x * *
* % k¥ ¥ ¥ ¥ *¥ * % % * % * *¥ % ¥ *¥ % *¥ *¥ % %

* % * * k% % * *k * *x * *

alignment position 1001. . . . . . 1011. . 1031. ... .. 1041.

P884800 837 CCGCATTCGG GAGt ct t
P884801 758 CCGCACTCGC GAGCGCA
rQP-C 706 CCGCACTCGC GAGCGCA

GCCGCGTGAG TGCct tgggc
GCCGCGTGAG TGCGG- - - - -
GCCGCGTGAG TGCGG- - - - -

* % ¥ *¥ ¥ ¥ * % % % * * k¥ ¥ *¥ k¥ * % % * * % k% * * % % % *¥ ¥ % *¥ *x * * * % % %
* %k %k k k% * k * k¥ k¥ *k k *x * *x *x * * * % % % * % % % % * % % k% * * * * *x % * * % % %
* % ¥ *¥ ¥ ¥ * % % % * * % * * % * * * % k% * * * *x % * * % % % *¥ ¥ % *¥ *x * * * % % %
* %k %k k k% k k * k¥ k¥ *k *k *x * *x *x * * * % % % * % % % % * % % k% * * * * *x % * * % % %
* % ¥ *¥ ¥ ¥ * % % % * % % *¥ %x % * * * % k% * * * *x % * * % % % *¥ ¥ % *¥ *x * * % %
* % % k % * * * * * *x *x % * % * % % % % * % % k% * * * * *x % * % %
* % ¥ *¥ ¥ ¥ * % % % * % * * *
* k% k¥ * %k k% * % % % * % %
* % ¥ *¥ ¥ ¥ * % % % * % *

alignment position 1051. . . . . . i061.. .... 10721.. ... . 1081.... .. 10091.

P884800 887 ccgcgggagc gggaggctgg accccagcag cagcagcagt cactgecgcct
P884801 S0 R T

rQP-C T B T T T I R
alignment position 1101. . .. . . 1112...... 1221.. ... . 1131...... 1141. .
P884800 937 cccctctgag cgct GGCGGC CGGGecaggcg ctctgtaact t GCCGTACAC
P884801 803 ---------- ----GGCGGG CGGGGTACA- - - - - - - - - - - - GCCGCG- - C
rQpP-C 751 F-i-n-hE R ----GGCGGG TGGGGT ACG- - - - ----- - - - GCCGCGCGC

* % % * k % * * *k *k k* k *x % % * k% k¥ k *x *k *k *x %

* %k *k * %k % * * *k *k * k *x % % * k * k *x %

* % % * k % * * *k *k k* k * % % * % k% k *x %

* %k *k * %k % * k k% *k * k *x % % * k * k *x %
alignment position 1151 . . . . . . 11762...... 1271.. ... . 1181...... 1191.
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P884800 987 ACCTTTCTCA t 1 QAA- - - = = = = = mm e m o e oo o e et i e oo
P884801 825 ACCTCTCCTT CCGACGCCCT CGCGGGGCAg acgt ggaGGA GTTCT TAT CA

rQP-C 775 ACCTTTCTTA CCAACATCTT CGACAGACAt - - - - - - - GGA GTTCTTATCG
* k k k ¥ k¥ k¥ k¥ k¥ ¥ %k *k k¥ kx k¥ *x %k *x *x % * * ¥ * k¥ kx *x kx % * *x k% * x * ¥k *¥ kx * % %

* % % * * % * *¥ * * * * %

* *x k% * * * *x kx * k * %k %

* % % * * % * *¥ * * * * %

alignment position 1201. . .. .. 1211...... 1221.. ... . 1231.... .. 1241. ... ..

P884800 1002 - - - - - - - - - m e e oo oo ool o oo oo oo oo oo oo oo o oo oo -
P884801 875 TATCGAAATG ACTGGCCTAA GGTCACTtgg gt gactccaa cggctccctec
rQP-C 818 TATCGAAATG ACTGGCCTAA GGTCACTtgg gt ga------ ----------

* k k k k¥ k k k¥ k k¥ k* k *k k k *k *k * k % * k %k *k k% %k %

* k k k¥ ¥ k¥ ¥ ¥ ¥ ¥ *x *x ¥ x * *x %k *x *x % * * * * * * %

* %k k k¥ k¥ k¥ k¥ ¥ ¥ ¥ *k k k¥ k¥ *¥ k¥ *x *x *x % * % * % *x *x %

* k k ¥ k¥ k¥ ¥ ¥ ¥ ¥ *x %k ¥ x *x *x % *x *x % * * * * * * %
alignment position 1251. . . . . . 1261.. .... 1271.. ... . 1281.... .. 1291. ... ..
P884800 1002 - - - - - - - - - - - oo o oo o oo o oo oo oo oo oo oo oo o oo oo -
P884801 925tgaggtcatc gctggccact atctgt gat g aaaggctgat gcaat cagtg
rQpP-C 852 -F-i-iohoh i i o s E s S s sl sl e s o
alignment position 1301. . . . . . 1311...... 1321.. ... . 1331...... 1341. ... ..
P884800 1002 - - - - - - - - - - s e e e oo oo e o oo - - - - - - o e oe oo o e - oo -- - -
P884801 975tcttgtgttagatgtgcggc cgattttgect gtcggtttcatggcattgtg
rQpP-C o2 ccc=c2cc2c= cocccceccas 2o cccc cc2ccoc2 20 2002 222 oo
alignment position 1351. . . . .. 1361

P884800 1002 - - - - - - - - - - - - -
P884801 1025 aat at ccgt g aag
rQP-C 852 - - - - - - ---- - - -

Pairwise similarities:

For each pairwise alignment, the similarity (relative to the maximum similarity) and the number of identical nucleic acids (in %
of shorter sequence) is given. Maximum values are_underlined.

' IP884801 [rQP-C
(1037 bp) (851 bp)

P884800 0.237[ 0.295
(1001 bp) 30%| 38%

P884801 1.000
(1037 bp) 77 %

Please note that the similarity value 1.000 marks only the two most similar sequences, it does not necessarily mean that these
sequences are identical.

Extract alignment region

Positions in alignment from: to:

Output file dialign.seq

Extract aligned sequences

For comments, questions or bug reports, please contact support@genomatix.de
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Genomatix_MainGEMSEIDoradoGene2PromoterBiblioSphere
Frequently asked questionsYour ResultsYour SeguencesY our ProtocolHelp

GEMS Launcher Task: DiAlign TF: Multiple alignment plus TF sites
working on promoters.seq (3 seq.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1 December 2004 Tue May 3 03:50:06 2005

Solution parameters:

Sequence file: promoters.seq (3 seg.)
Type of sequences: nucleotide sequences
Threshold T: 0.00
"*' signs below alignment denote: diagonal similarity (max. similarity is represented by 10 *' signs)
lignment output e
TF output: common TF matches located in aligned regions (common to 3 (100.0 %) sequences)
Family matches: yes
Matlnspector library: Matrix Family Library Version 5.0 (February 2005)
e ALL user_defined.lib (0.75/Optimized)
Selected groups e ALL vertebrates.lib (0.75/Optimized)

(core/matrix sim):

Aligned Sequences:

’NT). Seﬂ;?ece ‘ Sequence Description Length

sym=BCSIL |loc=Loc617|taxid=9606|spec=Homo sapiens|chr=2| 1001
1|P910348 |ctg=NT_005403|str=(+)|start=69733410|end=69734410|len=1001| tss=501jcomm=BCSl1-like (yeast);

(AK096210/501/gold:) bp
sym=Bcsll|loc=Loc66821|taxid=10090|spec=Mus musculus|chr=1|

2 P910350 |Ct9=NT_039170|str=(+)|start=52342932|end=52343944|len=1013| tss=501,505,513| 1013
comm=BCSl-like (yeast); (AK012324/513/gold;AK079385/505/gold;AK078925/501/gold; bp

NM_025784/505/bronze;)

sym=nalloc=L 0oc301514|taxid=10116|spec=Rattus norvegicus| 1001
3 |P910353 |chr=9|ctg=NW_047816|str=(+)|start=17367336|end=17368336| |en=1001|comm=similar to b
BCS1-like; (CompGen promoter) p

Alignment (DiAlign format):

Please note that only upper-case letters are considered to be aligned. For more information, please have a look at the user guide.

alignment position 1. . ... .. .. 11.. ... ... 21........ 31........412........
P910348 T R R
P910350 T R B I
P910353 l1ggt aggagtg agccagaaaa aagt aacgtg ctttcttt gacaccggagaa

4/11/07 1:41 PM
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alignment position
P910348 1
P910350 1
P910353 51
alignment position
P910348 1
P910350 1
P910353 101
alignment position
P910348 1
P910350 1
P910353 151
alignment position
P910348 1
P910350 1
P910353 201
alignment position
P910348 1
P910350 1
P910353 251
alignment position
P910348 1
P910350 1
P910353 301
alignment position
P910348 1
P910350 1
P910353 351
alignment position
P910348 3
P910350 17
P910353 401
alignment position
P910348 37
P910350 66
P910353 451

alignment position

agatgcgccc

401... ..

CAGGCCCACC
CGCGGgct - C
CACGGCTTCC

* * % * * *k *x % *x %
* * % k% % *

451... .. ..
CTCCAGC
CCTTCAGC
CCTCCAGC

* k %k k *x % k% %
* %k k * % k% %
* *

* % F F F
* F X X *

*

*

* k%
* k%
*

* % X X
E
* % F F
E I I I
E I I

* *

501... .. ..

gagccccget

411. ... .

CTGATCCCGG
CACCTCCAGG
CACCTCCAAG

* * % x * *k x % % %
* k¥ % x *¥ * * % % %

461. ... ..

TCGCTCCACC
TCACAGCGCC
TCGCAGCGTC

* * % k * *k k k% %k %
* * k¥ % * *k %k * %
* %
* %

* %

* % X X X
EE I I
E
* % F F
E R I R
E I I I
* % X X
* 0% X X

* %

511. ... ...

file:///Users/cmoraes/ Documents/Corinal%20Paper%20Promoters/...

catcgacgcg

421. .. .. ..

GGCT
GCCCACTCAA
GCCTATTCAA

* k k k¥ k k %k x % %
* k k k *k k k¥ k * %

471. .. .. ..

CGCATT CCCt
CGCACTTCCC
CGCACTTCCC

* %k k k k k *k k % %

* k% k k¥ k k %k %k % %

* %k k k k k *k k * %

* k% *k k¥ k k %k *k % %

* %k k k k k *k k * %

* k% *k k¥ k k %k *k % %

521. .. ....

81. . .. .. ..

ag cct

131. .. .. ..

ga

agat

181. .. .. ..

aa

ggaggce

231. .. .. ..

gt ttt

gaa

281. .... ..

tg
331. .... ..

ga

381. .. .. ..

CCGCAG
CCTCAG

* k *k k * %

ct

* * k k k* %

GCTGGAGCT
GCTGGGGCT

* k % k¥ % *x % kx %
* % * * % *x % % %

* %

48 1. .. .. ..
tcccaGTTCC
CTG- -GTTCC
CTG- -GTTCC

* % % * * k *x %
* % % * * *k * %
* % % * * k *x %
* % % * * *k * %
* % % * * k *x %
* % % * * *k * %

* * k *x %

* * *k * %
531. .. .. ..

CccC
CACCTCCTCC
CACCTCCTCC

* *k % k k k x %k k% %

* * % % k¥ *k * % % %

GCCCCGCAGC
CGCCGACAGC
CGCCGACAGC

* k % k k k k %k k% %

* * % * k¥ *k * ¥ k% %
* * %k k k k k %k k% %
* * % * k¥ *k * ¥ k% %
* * %k k k k k %k k% %
* * % * k¥ *k * ¥ k% %
* * % k k k k %k k% %
* * % * k¥ *k * ¥ k% %
541..... ..
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P910348
P910350
P910353

alignment position

P910348 137
P910350 164
P910353 549

alignment position

P910348 186
P910350 214
P910353 599

alignment position
P910348 236
P910350 259
P910353 644

alignment position
P910348 286
P910350 309
P910353 694

alignment position

P910348 334
P910350 347
P910353 732

*

E I R T
E . T I
* % % Ok X F

551. .

C- GGCCGCGG
CCGACT GGGA
CCGACT GGaA

*

* 0% X E X X X X X

601. .

GGCTCAGCCG
GGCCCAGGCG
GGCCCAGGCG

*

*

* X X X X
* ok F X X

*

*

* *
* *
* *
* *
* *
* *
* *
* *

* %
* *
* %
* *
* %
* *

*

* % % Ok X ¥
E I T T
* % F F * * *

*

* ok F X X
L I

*

*

*

*

E I R . T
E . T

*

* k%
* *
* *
*
*
*

* * *k *k *k k * % * %

* k *k k *k *k % %

* % F X X X X X
* X X X X X X
* X X X X X X

(o]
a1
[EY

E . I
E I I
L I

*

*

* %
* *
* %
* *
* %
* *
* %
* *

*

* X X X X X X

L I
E . I
* % ok o

*

* % F X X X *

* Ok ok Ok F F X X
E I R I B T R
* % X X X X X X

*

>>0
[ONoNe NN

E . I
E . I

*

751.

* * % x k% * * % % %
* k k k *x k x *x * %
* k¥ % x % * * % % %
* k k k *x k x *x * %
* k¥ % x % * * % % %
* k k k *x k x *x * %
* * * % * * *
* k % * *
561. ... ...

CTGGAACGGC
CTGGAGT GGC
CTGGCGT GGC

* * % x * *k k * % %
* ¥ % * k% * * % % %
* * % x * *k k * % %

611.

CCTCTAGGAt
CCTCTAGGAA
CCTCTGGGAA

* % % * k% *k x * % %

* * % k * * k % % %
* *x k % * k Kk *x %
* % *
* % *
* % *
* %
* %

* %

* % X X X X X X
* % ok ok * F *
* % X X X X F
* % Ok X X X F
* X X X X X *

* %

TGCCGGGGTA
GCCCGTGCTA
GCCCGTGCCA

* * % x % * k % % %
* k *x * *x % *x % *
* * % * * % * *

* k *x * *x % *x %

E I T

ACTCCAGC
ACCCCcct
ACCCCAGC

* * % k *k *k * %
* %
* %
* %

L I
* % ok
ElE I

* %

761.

CTCTGGGGTA GAGT GGCGTG
TTGCAGGGAA GAGT GGCAAG
TTTCAGGGAA GAGT GGCAAG

file:///Users/cmoraes/ Documents/Corinal%20Paper%20Promoters/...

* % k% %
* k *x %
* % k% %
* %
* *
* %
* *
* %

* %k *k k¥ % %
* % Kk %
* k % %
* % Kk %
* k % %
* % Kk %
* k % %
* % Kk %
* k % %
* % Kk %

* %
* %
* %
* %
* %
* %
* %
* %
* %

571.

CCCCGGGGCC
TCCT CGGGGG
TCCT CAGGGG

* k k k k k *k k % %
* k k k¥ k k %k *k % %
* k k k k k *k k % %

621.

attggg gaTG
TCTGACG-T
TCTGACG-T

* % k% x *k *x % * %

* *k k k *k k % * %

* % k% x *k *x % * %

* k k *k k % * %

*
* % k% x *k *x % * %
* % k % *

* % * %

671.

CTCTATGTTT
CTCTATGGTT
CTCTATGGTT

* *k k k k¥ k k¥ *x % %
* * * % Kk %
* % * k % %
* * * % Kk %
* % * k % %
* * * % Kk %

721, ... ...
CCTGAAGCCg

t CTGAAGCCC
GCTGAAGCGC

* k k k k k *k k % %

* % * %

* % * %
* % * %
* % * %

* % * %

* *k k k¥ k x k& *x %

* k k% k k k k % %

* *k k k¥ k x k& *x %

771, ... ...
GGCTTCtct
GACTCCGTG
GACCTCGTG

* %k * * % %k k¥ *k *x %
* k *k k % k %k k *x %
* %k * * % %k k¥ *k *x %
* k *k k % k %k k *x %
* %k * * % %k k¥ *k *x %
* k *k k % k %k k *x %
* %k * * % %k k¥ *k *x %
* k *k k % k %k k *x %
* %k * k¥ % *x *¥ *k *x %
* k *k k % k *k k *x %
581.

CGCTTthGC
CCTTTGATGT
CCTTTGATGC

* k k k % k * k *x %
* %k * k¥ % %k *¥ *k * %
* k *k k % k * k *x %
* * %
*
*
*

* Xk

631.

iiiIIIIIII

* * % *

* % %
* % %
* *
* *
* *
* *

*

68 1. .

Tgtctctgtg
TCCCCTCTAT
TCCCCTCTGT

* %k * k¥ % %k *¥ *k *x %
* k% k% k * k * k %k %
* *k * k¥ % *x *¥ *k *x %
* k% k% k * k k k % %
* %k * k¥ % *k *¥ *k * %
*

731. .. ..

gagaa--GCA
CAAAGCGGAA
CAAAGCGGAA

* k k k % k *k k *x %
* % * k¥ % %k *¥ *k * %
* k *k k k% k k% %

*
* % %k k¥ % *x % *x %
*

*

* %k F F

781. .. ..

87 CGCTCACTCA CCTCCagaCC CAGAGCCGGC GGGAGCCGCATCTCTATGGT
114 CGCTCTCTCA CCTCCTACCC gt GGGCTGGC GGGAGCTGCA TCTCTATGGT
499 CGCTCTCTCA CCTTCTACCC CAGGGCTGGC GGGAGCTGCA TCTCTATGGT

* *k % * *k k * % * %
* k kx * k x *k *k % *x
* * % x k *k * *¥ % %
* k kx * k x *k *k % *x
* * % x k *k * *¥ % %
* k kx * k x *k *k % *x
* * % x k *k * *¥ % %
* k kx * k x *k *k % *x
* * % x k *k * *¥ % %
* k kx * k x *k *k % *x
591.

GACCGCCTCC
GGCCGCcCcccc
GACCGCcCcCccC

* k % k k k k %k % %
* k¥ % * k¥ *k * ¥ * %
* k % k k k k *k k% %
* k¥ % * k¥ *k * ¥ * %
* * k% x * k *x %
* k k% x *¥ * * %
* * k% x * k *x %
* k k% x *¥ * * %
* * k% x * k *x %
* k k% x *¥ * * %
641

691.....

gtttttcccg
GTCCTTGAGT
GTCCTTGAGT

* * % * *k *k * % * %
* %
* %
* %

* X X X
L

* * %
* * *
* * %
* * *

* %k ok F

* %
* %
* %
* % * %

741.. ...

CCATCGAGAG
CCATCGAGAA
CCATCGAGAA

* * % k k k k %k % %
* % %k * %
* k *k * %

* % X X X
* F F X X

* *
* *
* * % *
* *
* *

L

* *
* % % %
* *

* ok o

* %

~
©
=
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alignment position

P910348 384
P910350 397
P910353 782

alignment position

P910348 434
P910350 444
P910353 830

alignment position
P910348 484
P910350 494
P910353 880

alignment position

P910348 534
P910350 544
P910353 930

alignment position
P910348 578
P910350 594
P910353 977

alignment position

* k % * k *x x X %
* * % * * % % * %
* % * k *x x X %
* * * * % % * %
* % * k *x x X %
* * * * % % * %

851...

GGT GAAACCA
GGCGAAACCA

GGCGAAACCA
* k *k k k *k *x % k% %
* * *k *k *k k *x % * %
* k *k k k *k *x % k% %
* * *k *k *k k *x % * %
* k *k k k*k *k *x % k% %
* * *k *k *k k *x % * %
* k *k k k*k *k *x % k% %
* * k% *k *k *k * % * %
* k *k k k*k *k *x % k% %
901

* k % * k *x * X %
* * % * * % % * %
* k % * k *x * X %
* * % * k * * % * %
* k % * k *x * X %
* * % * * %

* k % * % %
951 ...

G- - GGCGAGG
Gt aTAGGGTG

G AGIGGTE
* * k % * *x * *
* * % ¥ * * X% *
* * k % * *x * *
* * % ¥ * * X% *
* k % * *x * *
* % ¥ * * X% *
1001. .
GGGACGGBAG

GGGCCAGGAG
AGGCCAGGAG

* * *k *k *k k *x % * %
* * *
* * *
* * *

E

* *
* *
* *
* *

E I
* F F *

* *
* %
* *
* %

* *

1051. .

* k k k *x *k x *x * %
* * % x % * * % % %
* *x *x * % * % % %
* * * % * * * % %
* *x *x * % * % % %
* * * % * * * % %

86 1.

TCGAGACGGA
TCGAGTGTGA
TCGAGTCTGA

* *k % k * * k % *x %

* %
* %
* %
* %
* %
* %

* % %k X X X
¥ % X X X X X X X
E R I R R I I

* %

* % X X X X X X
* 0% X X X X X X
L I I B I I
* Ok ok Ok F F X X
* % F X X X X X

(e]
[EY

1. ......

ACCCCAAA
TCTCt ctc
TCTCCCGA

* k k x k Kk % %
* % * * % % *
* k* %

¥ % % % ok
L I

*
*
* * % %
* % x %

96 1.
TTCAGGAGGG
TCCGGGAGTC
TCCGGGAGTC

* * % x * * k % % %
* ¥ % * % * * % % %
* * % x * * k % % %
* ¥ % * % * * % % %
* * % x * * k % % %
* ¥ % * * % *x *

1011. .. ...
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* k x k x k %k %

* k k x k& k %
* k % k %
* * k % %
* k % k %

* * F

821. .. ....
cgcag
GGCGC
GGCGC

* k k k %k %

* % k% %

* % *k * % %

* k k k k k *k k % %

871. .. ....

GGGCCAGAGA
GGGCCAGAGA
GGGCCAGAGA

* k k k k k *k k * %

* *k k% * k k % %k k% %

* k k k k k *k k * %

* *k k% * k k % %k k% %

* k k k k k *k k * %

* *k k% * k k % %k k% %

* k k k k k *k k * %

* *k k% * k k % %k k% %

* k k k k k *k k * %

* %

921. .. ...

CCAT GT GGCT
CCACGTTCCT
CCACGTTCCT
* k Kk k k k *x k % %
* k *k k k¥ k % %
* k x k x k %k %
* k *k k *k k % %

* k k k k k Kk %

* %
* %
* %

971. .. ...

GGTT CCTGGG
AGCTGCTGTG
AGCCGCTGTG

* k k k k k *k k % %
* % k% %

* %k *k * * %

* k k k k k *k k % %

* k% k k¥ k k % *x % %

* k k k k k *k k % %

GT GGCc
GCGGCt

* *x %
* %
* %
* %
* %

* * *x % * * % %
* k * % * * * %
* * *x % * * % %
* k * % * * * %
* * *x % * * % %
* k * % * * * %
* * *x % * * % %
* * % * * * %
* % % * * % %
831. .... ..
cttccccaag
Tgcctcttcg
Tt attccgag
*

*

*

881. .... ..
GT CACGGCGG
GT CATGGA GG
GT CATGaaag
* k k* *k * *k * *¥ * %
* k k k¥ * *¥ k¥ *¥ * %
* k k* *k * *k * *¥ * %
* k * * * %

* k * * * %

* k * * * %

* k * * * %

* k kx %

* k *x *

* k kx %
931. .. ..

GGAGGCGCGA
GGAAGCGCGA
GGGA GCGCGG

* k % k * k * k %k *%
* %k * k¥ % *k *¥ *k *x %
* k k% k * k k k %k %

* % * *k *k k k% %

98 1. .. ..

TGTCGCGGa -
TGTCAGGGTt
TGTCAGGGTc

* %k *k * % k % %k %

* % * * % %

* % * k k% %

* % * *

*
*
* * %
*

* % ok ok

*
*
*
*

* % * k k% %

1031.. ..

AT GCATAGGT
AT GCAAAGGT

* % * * K %

* % * k k% %

* % * * K %

* % X X 1
* %k ok ok 1
* % X X 1
* %k ok F

* % * k k% %

* * % * x ¥ %k % %
* *x % * * * * * *
* * % * x ¥ *k % %
* *x % * * * * * *
* * % * x ¥ *k % %
* * * * * * * *
* % * x ¥ *k % %
841..... ..
gt gcAGGCGC
t---AGGCCC

tacggact - -

* x * * *x %
* % % * % %

891.....
TGAGA
GAAGG

t AAGG

* k % k *k k x *x k% %
* * % * k¥ *k * % k% %
* * % k *k k * *k k% %
* %k % k x *k *k *x %
* k k¥ k k * *k *x %
* %k % k x *k *k *x %
* * k x * *k % %
941.. ...

GCTGGGGT GT
GCAGGTCTGT
GCTGGGTTGT

* k kx * k x *¥ *k * *x
* * % * %k *k * % * %
* k kx * k x *¥ *k * *x
* * % * %k *k * % * %

991.. ...

- - - GGGGCCG
CggGAGCCGG
agt-AGCCGG

* k k k %k % %
* % * * % %
* x * *k *x %
* % * * % %

1041. ...

GTTTTGGAAT
GCTTTGGAAT
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P910348
P910350
P910353

alignment
P910348
P910350
P910353

alignment
P910348
P910350
P910353

alignment
P910348
P910350
P910353

alignment
P910348
P910350
P910353

alignment
P910348
P910350
P910353

alignment
P910348
P910350
P910353

alignment
P910348
P910350
P910353

alignment
P910348
P910350
P910353

628
644
1002

position
678
694
1002

position
724
740
1002

position
773
790
1002

position
791
840
1002

position
808
890
1002

position
857
940
1002

position
907
981
1002

position
957
1003
1002

TCTGGATCCC
TCTGGATCAC

INCISSE

1151. .

g- AGGAGAGG
caAGGAGAGG

* % %k k *x % % %
* * % * * % % %

1201. .

ttgtctacga
tcttaagtta

1301. .

agatgggcag
ctatat gatc

1351. .

TTCCGAGCCA
TTCGGT ACCA

* k *k k *k k *x % % %

1401.
gttgaacat a

1451. .

ggagct aatc
tct aat gt ag

Pairwise similarities:

AGt TCTGAGG
AGcTCCGAGC

* * * * *k k * %k %
* % * * * * % % *
* *

* %

1111. ..

CATGCCAGGC
TGTGCCAGGC

* % % * k% *k x * % %

1161. ..

TGTACTAGAA
TGTTCTGGAA

* * % x * *k x % % %
* * % x * * * % % %

1211. ..
tgtgacga- -
ggcttagtca

1311. ..

attttcattt
tcaatgaaaa

1361. ..

AGAGCACTGC
ACAGAACTGA

* * % k * *k k % % %

1411. .. .
tttgttgcagt

1461. ..
catgaaaggt
g _________
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CTCAGCCGAG
CTTAGCGGAG

* k k k k k %k k % %
* k% *k k¥ k k % %k % %

1121......
GCAGGgcaaA
AGAGG- ---A
sxxwr
1171......
ACAACTTTGC
ATAATT GCCA

* k kX k% k k kx k¥ % %
* k k k k¥ k ¥ *x *¥ %

ggggagaatg
agaatgccta

AT GAGCAAGG
GAGAGCTAGA

AT

GT CACTGCTG
GT CACGGCTG

* k k% k * k k k k %
* %k %k k¥ % %k *¥ *k * %

1131.. ..

GT GGCCGGGG
GT GGCAGT GG

* % *k * k% *k * k& % *

1181.. ..

TCTTGTCCCt
TTTTGTCCCc

* k * % *x * %k x %
* % *

1231.. ..

gggt tgaatt

* * %k * % *

1281.. ..

-- - TCCGT GG
ggcTCCGT GG

* k% k * *k % %

1331.. ..

agggagaaaa
gaat aaaggg

1381.. ..

AGTt gggagg
AGTaggtagt

* % %

1431.. ..

TTGCTAaaca
TTGCTAgQgt aa

* % % *x % %

1481 .. ..
cgtatt

TCAGCTCACC
TCAATTCACC

* *k % k k k * %k % %
* k¥ % * k¥ *k * % * %

1141. ...

TTCGGGGT TG
AGAAGTGT TG

* % % % k¥ *k * *k % %

1191. ...

caggatctta
ttaggcattg

1291. . ..

AGAAAGTAGc
AA GAAGTAGa

* * % % *k *k * % %

1341. ... ..
gaacggg- CA
gt gggggt CA
1391. ... ..
ttgcttactt
g_ ________
1441. ... ..
ggtagtgtta
aggtacgcat
1491

agagc

For each pairwise alignment, the similarity (relative to the maximum similarity) and the number of identical nucleic acids (in %
of shorter sequence) is given. Maximum values are_underlined.

P910350

P910353

(1013 bp) (1001 bp)
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P910348 [ 0.404] 0.279
(1001 bp) 50%| 32%

P910350 1.000
(1013 bp) 53 %

Please note that the similarity value 1.000 marks only the two most similar sequences, it does not necessarily mean that these
sequences are identical.

Extract alignment region

Positions in alignment from: to:

Output file dialign.seq

Extract aligned sequences

For comments, questions or bug reports, please contact support@genomatix.de

© Genomatix Software GmbH 1998-2005

- All rights reserved. License Agreement GEMS Launcher 4.1.1
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Personal Password Messages Logout
Genomatix-Logo Person Password Messages Logout GEMS-Logo
Genomatix Portal GEM SEIDoradoGene2PromoterMatBase
Frequently asked questionsY our ProjectsY our ProtocolHelp
GEMS Launcher Task: DiAlign TF: Multiple alignment plus TF sites

working on UQCRB.seq (3 seq.)

[Alignment] [Pairwise similarities]
DiAlign professional TF Release 3.1.2 January 2007 Fri Feb 16 20:24:21 2007
Solution parameters:
Sequencefile: UQCRB.seq (3 seq.)
Type of sequences: nucleotide sequences
Threshold T: 0.00
"*' signs below alignment denote: diagonal similarity (max. similarity is represented by 10 *' signs)

; . complete alignment is shown
ARETTTER G # nucleic acids per line: 50
TF output: common TF matches located in aligned regions (common to 3 (100.0 %) sequences)
Family matches: yes
Matl nspector library: Matrix Family Library Version 6.2 (October 2006)
e ALL user_defined.lib (0.75/Optimized)

Selected groups . b ; )
(core/matrix sim) ALL vertebrates.lib (0.75/Optimized)
Aligned Sequences:
No. Sequence Name Sequence Description L

GXP_207133 Toc=GXL_172620[sym=UQCRB][geneid=7381[acc=GXP_207133taxi d=9606|spec=Homo
sapiens|chr=8|ctg=NC_000008|str=(-)|start=97316487|end=97317487|len=1001|tss=501|descr=ubiquinol-cytochrome ¢
reductase binding proteinjcomm=GXT_2834825/NM_006294/533/bronze

2 sym=mmUQCRB|chr13:67340605-673 |sym=mmUQCRB|chr13:67340605-67341558 5'pad=0 3'pad=0 revComp=TRUE strand=? repeatMasking=none ¢

GXP_52345 |oc=GXL_43082|sym=Uqcrb_predicted|geneid=362897|acc=GXP_52345|taxid=10116|spec=Rattus
norvegicus|chr=7|ctg=NC_005106|str=(-)|start=67963262|end=67964262|l en=1001|tss=501|descr=ubiquinol-cytochrome
¢ reductase binding protein (predicted)|comm=GXT_21790265/XM_343225/529/bronze

1 /GXP_207133

3 |GXP_52345

Alignment (DiAlign for mat):

Please note that only upper -case letters are considered to be aligned. For more information, please have a look at the user guide.

VSHOMF USNKXH VSHOX F VSNRF1 VSSTAE VSEREF VSNR2F VSY Y 1F T SS

lof 5

alignment position

GXP_207133 (UQCRB)
sym=mmUQCRB|chr 13:67340605-673
(mmUQCRB)

GXP_52345 (Ugcrb_predicted)

alignment position

GXP_207133 (UQCRB)
sym=mmUQCRB|chr 13:67340605-673
(mmUQCRB)

GXP_52345 (Uqcrb_predicted)

alignment position

GXP_207133 (UQCRB)
sym=mmUQCRB|chr 13:67340605-673
(mmUQCRB)

GXP_52345 (Uqgcrb_predicted)

alignment position

ltaacaatt at

21 TGgaggaagc
34 TGAGGTGATT
51 AGAGATGCTT

* ok ok ok Kk Kk k Kk Kk *
* ok ok ok Kk Kk Kk Kk Kk %

Qco=ccooco-
82 GCACCATTTG
101 GCACCATTTG

* ok ok ok Kk Kk ok Kk K %
* ok Kk Kk K
* Kk Kk Kk K
* Kk Kk Kk K

* ok ok ok

* Kk ok k Kk K

------ GTGC
tgtgtaGTGC

* Kk Kk k
* ok K K
* Kk Kk

tttatggctt
TAAAGAATGC
TAAAGAAAGC

* ok Kk kK k Kk Kk k Kk *
* ok ok ok k Kk Kk k Kk K

- CAGGAAGAG
ACATAAAGAA
ACATAAAGCA

* ok Kk ok k Kk Kk kx Kk *
* ok Kk ok K Kk Kk
* ok ok ok K Kk *
* ok k ok K Kk *
* Kk Kk ok k Kk *

TTACTTTATA
TTACTTTATA

* ok ok ok Kk ok ok Kk K %
k ok ok ok Kk Kk ok ok K %
k ok ok ok Kk Kk k Kk K %

gctgcatg- -
AATAGTGT- -
AAGAGTGTgc

* Kk ok k Kk Kk k *
* ok ok ok Kk K Kk

ATAGGTCATC
TTTGAGCATC
TTTGACCATC

* ok ok ok Kk Kk ok Kk Kk %

TTCTGTATTA
TCCTGTATTA

* ok ok ok k Kk Kk *x Kk *
* kK ok ok Kk K Kk Kk K
* ok ko k Kk ok ok K Kk *x

ATACATTATA
ATAGATTATA

* Kk kK kK k Kk Kk k Kk *

* Kk *
* Kk K
* Kk K
* ok *

* ok ok ok

AAACC--TTT
AAGCG--TCC
AAGCttaTCC

* ok Kk ok *

AA- GTAATCC
AAaGTAATCT

* ok ok Kk ok Kk Kk K %
* ok ok Kk K ok Kk K Kk
* K

TTAAAACACC
CTAAAACACC

* ok k ok Kk Kk k Kk Kk *

* Kk Kk
* Kk Kk
* Kk Kk
* Kk Kk

TCTgaaact a
TCTAGCGTCC
TCTAGTGTCC

* ok ok ok Kk Kk ok Kk K %
* ok ok ok Kk Kk kK Kk K %
k ok ok ok Kk Kk k Kk K %
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GXP_207133 (UQCRB)
sym=mmUQCRB|chr 13:67340605-673
(mmUQCRB)

GXP_52345 (Ugcrb_predicted)

alignment position

GXP_207133 (UQCRB)
sym=mmUQCRB|chr 13:67340605-673
(mmUQCRB)

GXP_52345 (Uqcrb_predicted)

alignment position

GXP_207133 (UQCRB)
sym=mmUQCRB|chr 13:67340605-673
(mmUQCRB)

GXP_52345 (Uqcrb_predicted)

alignment position

GXP_207133 (UQCRB)
sym=mmUQCRB|chr 13:67340605-673
(mmUQCRB)

GXP_52345 (Ugcrb_predicted)

alignment position

GXP_207133 (UQCRB)
sym=mmUQCRB|chr 13:67340605-673
(mmUQCRB)

GXP_52345 (Ugcrb_predicted)

alignment position

GXP_207133 (UQCRB)
sym=mmUQCRB|chr 13:67340605-673
(mmUQCRB)

GXP_52345 (Ugcrb_predicted)

alignment position

GXP_207133 (UQCRB)
sym=mmUQCRB|chr 13:67340605-673
(mmUQCRB)

GXP_52345 (Ugcrb_predicted)

alignment position

GXP_207133 (UQCRB)
sym=mmUQCRB|chr 13:67340605-673
(mmUQCRB)

GXP_52345 (Uqcrb_predicted)

alignment position

GXP_207133 (UQCRB)
sym=mmUQCRB|chr 13:67340605-673
(mmUQCRB)

GXP_52345 (Uqcrb_predicted)

86
130
151

136
140
161

186
164
185

330
288
319

380
338
368

430
382
415

480
408
465

caatttctcec
TAGCATCCCC
TAGAATCCCC

* ok ok ok Kk Kk k Kk K %
* ok ok ok Kk Kk ok ok K %
k ok ok ok Kk Kk kK Kk K %

GCCCTTAAAA
GCCTGAAAAT
GCCTGAAAAT

* ok Kk ok Kk K k Kk Kk *
* ok ok ok Kk Kk ok Kk K %

taatactgtc
CCATTTATTC
CCATCTATAC

k Kk ok ok Kk Kk k Kk K Kk

ctttaagcect
AATAACACT-
AAGAACACC-

* ok ok ok Kk K k Kk K
* Kk ok ok Kk K k Kk K
* Kk ok k Kk K k Kk K

ACAACCAATA
GCGAAGAATG
ACGAAAAATG

k ok ok ok Kk Kk kK Kk K %
* Kk ok ok Kk Kk k Kk K Kk
* Kk ok ok Kk K k Kk Kk k

* Kk Kk *

ttggcctcac
TGGAGTCcaT

TGGAGTCcgT
*

* Kk ok ok Kk K Kk

* Kk ok
* Kk x
* Kk Kk
* Kk Kk

GTCAGAACTG
GTCAGAGCAG
ATCAGAGCTG

k Kk ok ok Kk K k Kk Kk k
* ok ok ok Kk Kk k Kk Kk *
* ok Kk ok Kk Kk Kk Kk K
* ok ok ok Kk K k Kk K

CCCCTTCCTA
CCCCTTCCGA

* Kk ok ok Kk K k Kk Kk k
* ok ok ok Kk K k Kk Kk *
* ok ok ok Kk Kk Kk Kk K %
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aatattttca

CATCTACTAt

* k Kk Kk k Kk Kk Kk *
* ok ok ok k Kk Kk k *

cacgctccca
CGCAAAGQTT
CATAAAG-TT

* %

* Kk Kk ok k Kk K
* *
* *

CTCCTA
CTCCTA
CCCCTA

* ok Kk kK

* * ok

CTTCTTAGAA
TTTTTTGTAA
TTTCTT- TAA

* ok Kk ok ok Kk K k Kk K
* * ok *
* * *
* * Kk *
* Kk *

* %
* Kk *
* *

cctggccgag
TCAGGTAGGA
TCAGATAAGA

* k Kk ok ok K Kk k Kk *

CGCCTGCGCA
CGCCTGCccc
CGCCTGTGCA

* k kK kK k Kk Kk k Kk *
* kK Kk k Kk Kk Kk *
* ok Kk ok *

* ok %

* ok K Kk Kk

AAGTATCCAG
AAGTATGCAG

* kK kK k Kk Kk k Kk *
* k Kk ok k Kk Kk k Kk *
* ok Kk ok k Kk Kk ok Kk *

actcgaaata

ctatt CATTA

* Kk ok Kk ok
* Kk ok kK

tagctattaa
CTTTCCT- - -
CTTTCCT- - -

* Kk Kk k Kk K Kk
* Kk ok k Kk Kk Kk
* Kk ok k Kk Kk k

ATTcctgacc
ATTTCGCAGT
ATTTCGTACT

k ok ok ok Kk Kk k Kk K %
k Kk ok ok Kk Kk k Kk K Kk
* Kk ok ok Kk Kk k Kk Kk
* *

TGTAGCACGC

CAAGGCACAC
CAAGGCGCAC

k ok ok ok Kk Kk k Kk K %

I

* Kk Kk
* Kk ok
* Kk *
* Kk Kk

aggtgcttac

AAgagt--- A
AAatttaaaA
* * *

GGCGCCCTca

* Kk ok k Kk Kk *
* Kk ok k Kk Kk k *

-- CGCCTGCG
GACGCCTGCG
GACGCCTGCG

* Kk ok ok Kk K k Kk Kk
* ok Kk ok Kk K k Kk Kk *
* ok ok ok Kk ok kK Kk K %

atcaatgtac

TCAATAGAAA
TGCATTTTGA

TCCATACTGA
*

* kK Kk k Kk Kk K *
* ok ok ok k Kk k ok Kk *
* ok Kk ok Kk Kk Kk Kk %
* ok ok koK ok ok K Kk *

CCTGGCACAA
CCTGTCTCCA
CCTGTCTCCA

* k Kk kK k Kk K k Kk *
* ok Kk ok k Kk K k Kk *

tgtgt TCTTC
AC---TTTCC
AC---TTTTC

* * * ok Kk Kk K
* % * Kk Kk *
* * * Kk K Kk *

AAAATGCCCC
AAAAAGATCA
AAAAAGATCA

* ok ko k Kk ok ok K Kk *
* K kK
* * *
* * *
* Kk *

* % ok

gcaggtgctg
AATGCCTTCT
AACGCCTTCC

* Kk k ok Kk ok ok Kk Kk *
* kK kK k Kk Kk k Kk *

gact ggGCCC
t agGA- GCCC
cgt GA- CCCC

* Kk Kk Kk Kk *

*
*
*
*

* ok Kk ok

* ok ok k% * o
* % ok kb k ok ¥
* % ok kb k ok ¥
* % ok kb k ok ¥

caattccata

GTAAGACGAT
GatgcgGTTT
GGAAGTGTGT

* ok k ok Kk Kk k Kk Kk *
* * Kk ok Kk
*
*

AGcaaaggCT
* *

* Kk x
* K

CAGAacccag
CAGAGCATTG
CAGGGCATGG

k Kk ok ok Kk Kk k Kk K Kk
* Kk ok ok Kk K k Kk Kk
* ok ok ok Kk K k Kk Kk *

CCATCACATC
CCATTGTGTC
CCATTGTGTG

k ok ok ok Kk Kk k Kk K %
kK ok ok Kk Kk k Kk K Kk
* Kk ok ok Kk K k Kk Kk

GCCTACTcca
GCCTAATGTG
GGCTAATGTG

k ok ok ok Kk Kk k Kk K %
* Kk k Kk K
* Kk Kk *
* Kk Kk *

*

EE
EE

* Kk x

aacggcagtec
GCTGGCG- - -
ACGGGCC- - -

* Kk ok k Kk K Kk
* Kk ok k Kk Kk Kk

ttccct CCCT

* Kk Kk *
* Kk Kk *
* Kk ok Kk

AGCTTGTCCT
GGCGTGTCCT
GGCGCGTCCT

* Kk ok ok Kk Kk k Kk Kk k

® Ok Gk Ok Ok ko

* Kk ok k Kk Kk k *
* Kk ok ok Kk Kk k
* ok ok ok Kk K kK
* ok ok ok Kk Kk k
* Kk ok ok Kk Kk *
* Kk ok k Kk Kk k *
* Kk ok k Kk Kk k *
* Kk ok ok Kk K k ok

* ok ok Ok ko
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30f5

alignment position

GXP_207133 (UQCRB)
sym=mmUQCRB|chr 13:67340605-673
(mmUQCRB)

GXP_52345 (Ugcrb_predicted)

alignment position

GXP_207133 (UQCRB)
sym=mmUQCRBj|chr 13:67340605-673
(mmUQCRB)

GXP_52345 (Uqgcrb_predicted)

alignment position

GXP_207133 (UQCRB)
sym=mmUQCRBj|chr 13:67340605-673
(mmUQCRB)

GXP_52345 (Uqgcrb_predicted)

alignment position

GXP_207133 (UQCRB)
sym=mmUQCRB|chr 13:67340605-673
(mmUQCRB)

GXP_52345 (Ugcrb_predicted)

alignment position

GXP_207133 (UQCRB)
sym=mmUQCRB|chr 13:67340605-673
(mmUQCRB)

GXP_52345 (Ugcrb_predicted)

alignment position

GXP_207133 (UQCRB)
sym=mmUQCRBj|chr 13:67340605-673
(mmUQCRB)

GXP_52345 (Ugcrb_predicted)

alignment position

GXP_207133 (UQCRB)
sym=mmUQCRB|chr 13:67340605-673
(mmUQCRB)

GXP_52345 (Ugcrb_predicted)

alignment position

GXP_207133 (UQCRB)
sym=mmUQCRB|chr 13:67340605-673
(mmUQCRB)

GXP_52345 (Uqcrb_predicted)

alignment position

512
457
514

562
507
564

612
555
613

645
605
658

693
651
708

743
660

843
730
779

CTATGA
CTAGGA
CTAGGA

* Kk K Kk Kk K

* Ok Ok ok Ok k% ok ¥
* Ok Ok ok % R % ok ¥
* Ok Ok ok % R % ok ¥
* Ok Ok ok kR % ok ¥
EE I
* Ok ok ok % R % ok ¥

tttctctctt
AGTTTGTGAT
AGTTTGCGAT

k ok ok ok Kk Kk ok Kk K %
kK ok ok Kk Kk kK Kk K Kk
* Kk ok ok Kk Kk k Kk Kk

gctgcttcag
TTCGCTgag-
TTCGCTt aa-

* Kk ok Kk Kk K
* Kk ok k Kk K
* K Kk Kk K

CCAGGGCGGG
CCAGGTCGGG

* ok ok ok Kk Kk k Kk K %

AAGGTGCCCG
AAGGAGCCCA
AAGGAGCCCG

k ok ok ok Kk Kk k Kk K Kk
*

* Kk k
* Kk ok
* Kk x
* Kk Kk
* Kk Kk

* ok kb
* ok Ok Ok %k
* ok Ok ok

TGGAAGTCCT
TCGGCCTCCT
TCGGCCTCCT

* Kk ok ok Kk K k Kk Kk k
* ok Kk ok Kk Kk k Kk Kk *
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* ok Ok ok % ok Ok ok Ok ok
* ok Ok ok % ok Ok ok Ok ok
* ok Ok ok % ok Ok ok F ok

GGTAAGTAAC
GGTGAGTAAT
GGTAAGTgag

* ok Kk ok k Kk K kx Kk *
*

EEE
* o *

* *
* K
* *
* *

TCTCACGAAc
TCCCACGAAa

* ok Kk ok Kk K Kk Kk

* Kk K
* Kk K
* Kk K
* Kk *

ctttgtaa- -
AAGAGACGTG
AAGAGACGTG

* ok Kk ok k Kk K Kk Kk K
* kK kK k Kk K Kk Kk K
* kK kK k Kk Kk k Kk *

CTTGCCTGt a
CCTGCCTGAG
CCTGCCTGAG

* ok Kk ok k Kk Kk *x Kk *
* ok Kk ok Kk K Kk Kk K
* ok Kk ok k Kk K Kk Kk K
* kK kK k Kk Kk Kk Kk K
* kK kK k Kk Kk k Kk *
* Kk ok ok k K Kk *

CGGTGGCTct

GCGGGGCTga
CTGTGGCaga

* ok Kk ok ok K Kk *

TCCC- CTTGG
TCCC- CTCCG
CCCtt CTCCG

* k kK kK Kk Kk k Kk *

* ok * * Kk K Kk *

* Ok kR % k% ok ok 3k
® ok kR ¥ Ok ¥
O
* Ok Ok Ok

* Ok Ok Ok

* Ok Ok Ok

* o

*

* Ok Ok kK

Tgggggt CTT
Tactc--CTC
ctcatc-CTC

* * Kk Kk

t TGTTCTCCT
-TGCTCTCAT

* ok ok ok Kk Kk ok Kk K
k ok ok ok Kk K k Kk K

GTGGCCAAGT
GCGACCCAGC
GTGGCCCAGC

koK ok ok Kk Kk k Kk K %
* Kk ok ok Kk Kk ok Kk K Kk
* Kk ok ok Kk Kk k Kk Kk

tagggttggg
GGTTAGAACA

GATTAGAACA

k ok ok ok Kk Kk ok Kk K %
* Kk K kK
* Kk Kk Kk

* Kk Kk
* K ok
* Kk Kk * Kk Kk
* Kk *

* Kk Kk Kk *

CCTTAGAAAA
CCTTGGGACA
CCTTATGACA

* Kk ok ok Kk K k Kk Kk k
* ok ok ok Kk Kk k Kk Kk *

TTTCTGGTCA
TCTCAGGTCA
TCTTAGGTCA

* ok ok ok k Kk Kk *x Kk *

* ok Kk Kk ok Kk K Kk Kk
* ok Kk Kk kK Kk K Kk Kk
* koK ok k Kk K Kk *
* kK kK k Kk Kk Kk *
* Kk Kk ok k Kk *

* Ok ok ko

CTTGGCCGGC
CTTTGTGGGT
TTTTGTGGGT

* ok ok ok k Kk Kk k Kk *
* *

* ok ok ok

* *
* *
* *

TTTGCTGCAG
TTTGCGTTAG
TTTGCTTTAG

* ok Kk ok Kk K Kk Kk K
* ok Kk ok k Kk Kk Kk Kk K

TTGTCGCGGA
----AGCTCA
CTGTAGCTCA

* ok Kk ok k Kk K ok Kk K
* Kk K Kk Kk K
* Kk Kk Kk Kk K

atgttaaccec
GGGACCTCTG
GGGACCTCCG

* ok ok ok k Kk k kx k *
k ok Kk kK Kk K Kk Kk
* ok Kk ok kK Kk K Kk Kk

*
*
* kK kK k Kk Kk k Kk K
*

* kK kK k Kk K Kk *

GTTAAAGGGC
GCTTAGGGag
GCTTAGGAAC

* kK kK k Kk Kk k Kk *
* Kk Kk ok Kk Kk *

AAATGGCTGG
AAATGGCGGG
AAATGGCGGG

* ok ok ok Kk ok Kk Kk K %

* Ok ok %

* ok ok ok Kk Kk k
* ok ok ok Kk K Kk k
* Kk ok ok Kk Kk *
* Kk ok k Kk Kk k *
* Kk ok k Kk Kk k ok

* Ok ok F ok

ATCGTCGCGC
ATCGTGGAGC
ATCGTGGGGC

k ok ok ok Kk Kk kK Kk K %
* Kk Kk
* Kk
* Kk Kk
* Kk ok

* ok ok ok
* ok ok ok

CTtgctccgt
CTAAAt agcT
CTAAA----T

* Kk Kk Kk *
* Kk Kk k *
*

AGGGAAAt t g
AAGGACAGGT
AAGGACAGGT

koK ok ok Kk Kk kK Kk K %
kK ok ok Kk Kk k Kk K Kk
* Kk ok ok Kk Kk k Kk Kk

891.......
gctgtttgtG
CCG- - ---- G
CCG- - ---- G
* k % *
* Kk k *
* k k *
* k% *
* * % *
*

941.. ... ..
tgcccgt GCT
——————— GGT
——————— GGA
* k k

* k%

991. . ... ..

Acaagaggat
g TGAGGAGGT
ATGGGGAGGT

* Kk ok ok Kk K k Kk Kk
* Kk ok k Kk Kk k ok K
* ok ok ok Kk Kk Kk Kk K
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GXP_207133 (UQCRB)
sym=mmUQCRB|chr 13:67340605-673
(mmUQCRB)

GXP_52345 (Uqcrb_predicted)

alignment position

GXP_207133 (UQCRB)
sym=mmUQCRB|chr 13:67340605-673
(mmUQCRB)

GXP_52345 (Ugcrb_predicted)

alignment position

GXP_207133 (UQCRB)
sym=mmUQCRB|chr 13:67340605-673
(mmUQCRB)

GXP_52345 (Ugcrb_predicted)

alignment position

GXP_207133 (UQCRB)
sym=mmUQCRB|chr 13:67340605-673
(mmUQCRB)

GXP_52345 (Ugcrb_predicted)

alignment position

GXP_207133 (UQCRB)
sym=mmUQCRBj|chr 13:67340605-673
(mmUQCRB)

GXP_52345 (Ugcrb_predicted)

alignment position

GXP_207133 (UQCRB)
sym=mmUQCRBj|chr 13:67340605-673
(mmUQCRB)

GXP_52345 (Ugcrb_predicted)

Pairwise similarities:

892
779
829

942

840

992
802
852

1002
852
899

1002
902
946

1002
952
995

aactagtgga
CAGCAGACGA
CAGCAGAAGA

* Kk ok ok Kk K k Kk Kk
* ok ok ok Kk Kk k Kk Kk *
* ok ok ok Kk Kk kK Kk K %

AGGGAG
GGGGAG
GGGGAG

* * Kk k Kk K
* * Kk K k Kk K
* * Kk ok k Kk K

* Kk ok Kk Kk K

GGAGCAAACA
TGAGCAAATA

k ok ok ok Kk Kk kK Kk K %
k Kk ok ok Kk Kk k Kk K Kk
* Kk ok ok Kk K k Kk Kk

AATTAAAAGG
AATTAAAGGG

* ok ok ok Kk Kk ok Kk K %
k ok ok ok Kk Kk kK Kk K Kk

GCa- - - -
GCct at c

* K
* K
* K

file:///Users/cmoraes/ Documents/Corinal%20Paper%20Promoters/...

tgactttcaa

CATTTGGAGT
CATTTAGAGT

* ok ko k Kk ok ok Kk Kk *x
* ok ok ok Kk kK Kk Kk *
* kK kK k Kk Kk k Kk *
* kK Kk k Kk Kk k Kk *

GCGCCCGAGC
GCTCTGGAGT

* ok ok k Kk ok ok Kk Kk
* ok ok ok Kk kK K Kk *
* kK kK k Kk Kk k Kk *

AAGTAAGATA
AGGTAAGATA

k ok Kk ok Kk K Kk Kk K
* ok ok koK ok ok K Kk x

cccgaatgag

CAGGCGCAGG
CAGACGCAGG

k ok ok ok Kk Kk k Kk K %
kK ok ok Kk Kk k Kk K Kk
* Kk ok ok Kk Kk k Kk K Kk
* ok ok ok Kk Kk k Kk Kk *

CCGCATGACG
CCGGATGCCG

koK ok ok Kk Kk k Kk K %

k Kk ok ok Kk kK k Kk K %

* Kk ok ok Kk Kk k Kk Kk

GGgtt at
GGt cac-
* ok

* K

ctcagtgectt

1081. ... ..
aattttctTG
-------- AG
-------- TG

* %

* *

* *
1131......
CCACTTCAGT
CCTTTTCAGT

k ok Kk ok ok K K k Kk K
* ok ko k Kk ok ok K Kk *
* kK kK k Kk Kk k Kk *

* k Kk kK k Kk Kk k Kk *

CTCCt
CTCCt

* kK K

aagac
cgagc
* Kk k k%

* Kk Kk k

GAGGTTTCAG
GAGGTTTCAG

* ok Kk ok Kk K Kk Kk K
k ok Kk ok ok Kk K k Kk K
* ok ok ok Kk ok k K Kk *

tctatgaccec

CCATTGCGAC
CCACAGCGAG
CCACAGCGAG

k Kk ok ok Kk Kk k Kk K Kk
* Kk ok ok Kk Kk k Kk Kk
* ok ok ok Kk K k Kk Kk *

GACAGTGATC
GACAGTGATC

k ok ok ok Kk Kk k Kk K %
k Kk ok ok Kk Kk ok Kk K Kk
* Kk ok ok Kk Kk k Kk Kk
* Kk Kk *

ttgtcagaAG
ttgtc---AG
* *

* *

GTTAACCTTG
GTTAATCTTG

koK ok ok K Kk ok Kk K %
k ok ok ok Kk Kk k Kk K %
k Kk ok ok Kk Kk k Kk K Kk

For each pairwise alignment, the similarity (relative to the maximum similarity) and the number of identical nucleic acids (in % of shorter sequence) is given. Maximum

values are underlined.

GXP_207133
(1001 bp)

sym=mmUQCRB|chr 13:67340605-673

(954 bp)

sym=mmUQCRB|chr 13:67340605-673 |GXP_52345
(954 bp)

(1001 bp)
0.112 0.090
27 % 25 %

1,000
9%

Please note that the similarity value 1.000 marks only the two most similar sequences, it does not necessarily mean that these sequences are identical.

Positions in alignment

Output file

from:

Extract Alignment Region

to:

dialign.seq

Extract Aligned Sequences

For comments, questions, or bug reports, please contact support

enomatix.de.
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L ogout Personal M essages
Genomatix-L ogo L ogout Personal Messages GEMS-Logo

Genomatix_MainGEMSEIDoradoGene2PromoterBiblioSphere
Frequently asked questionsYour ResultsYour SeguencesY our ProtocolHelp

GEMS Launcher Task: DiAlign TF: Multiple alignment plus TF sites
working on promoters 3.seq (3 seq.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1 December 2004 Wed Jun 8 22:14:47 2005

Solution parameters:

Sequence file: promoters 3.seq (3 seq.)
Type of sequences: nucleotide sequences
Threshold T: 0.00

'*' signs below alignment denote: diagonal similarity (max. similarity is represented by 10 *' signs)

complete alignment is shown

AETIETE GUEE # nucleic acids per line: 50

TF output: common TF matches located in aligned regions (common to 3 (100.0 %) sequences)
Family matches: yes
Matlnspector library: Matrix Family Library Version 5.0 (February 2005)
e ALL user_defined.lib (0.75/Optimized)
Selected groups e ALL vertebrates.lib (0.75/Optimized)

(core/matrix sim):

Aligned Sequences:

’NT). Seﬂ;?ece ‘ Sequence Description Length
sym=UQCRC1|loc=L oc7384|taxid=9606|spec=Homo sapiens|chr=3|

1 P889591 ctg=NT_022517|str=(-)|start=48586578|end=48587602|len=1025| tss=501,525| 1025

comm=ubiquinol-cytochrome ¢ reductase core protein I; bp

(AK129903/556/gold;NM_003365/532/silver;)

sym=Uqcrcl|loc=L0c22273|taxid=10090|spec=Mus muscul us|chr=9|
ctg=NT_039478|str=(+)|start=24319|end=25379|len=1061| tss=501,554,560,561|

2 |P889594 |comm=ubiquinol-cytochrome c reductase core protein 1; b
(AK004031/554/gold;AK013128/561/gold;AK010553/561/gold; P
AK002292/560/gold;NM _025407/501/bronze;)

sym=nalloc=L oc301011|taxid=10116|spec=Rattus norvegicus| 1001
3 |P889596 |chr=8|ctg=NW_047802|str=(+)|start=399100|end=400100| Ien=1001|tss=501] comm=similar to b
ubiquinol-cytochrome ¢ reductase core protein 1; (XM_217267/552/bronze;) p

Alignment (DiAlign format):

Please note that only upper-case letters are considered to be aligned. For more information, please have a look at the user guide.

VSYVIE VSNEUR VSWIZED V SREPF V$IKRS VSRORA HESBEE \/ SMAZF

V$CMYB V$VMYB

Gl 15 1 11 21 31 41

pOSitiOn DRI DRI .. . . .. e e e e e DR L I S . .. e . ..
P889591 lggcaggagaa tcgcttgaag ccgggaggcg gaggtt gcag tgagccgaga

4/11/07 2:28 PM
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P889594
P889596

alignment
position

P889591
P889594
P889596

alignment
position

P889591
P889594
P889596

alignment
position

P889591
P889594
P889596

alignment
position

P889591
P889594
P889596

alignment
position

P889591
P889594
P889596

alignment
position

P889591
P889594
P889596

alignment
position

P889591
P889594
P889596

alignment
position

P889591
P889594
P889596

223 ct
250 - -
236 - -

1cg--------
lggagtcctat

51..

51t cgcgccatt

S5lactttttttt

101

101 AAAt aaaaaa

151

151 gt ggt CCCAG
27- --- -CCCAG
92- - -- -CCCAG

* x Kk % *
* k k% k %
* x Kk % *

72TGAACTCCTG
134 TGAACTCCTT

* * % %k * *k k % % *
* * %k kx * %k x % % *

251

351

173GCTGGTACTT
213 GCAAGTGCTT
198 AAAAGTGCTT

* * ¥ %k * *k *x % % *
* * *k %k * *k x % %k *

401

* *x k% *k ¥ % % *
* k k k k % kx *

CCCCGCCC
CACTGCCC
CACTGTCC

ttcacaaatt

61.

gcactccagc
------- TTT
tcttacaTTT

* *x %
* * %

111..

taaat aaaga

161. .

GTAAGTTTc-
GGTAGTTTTG
GATAGTTTTG

* % k% % *¥ %k *x k% * %
* k k% k *k % kx * % %
* % k% % *¥ % *x k% * %

211 ..

ATTCTTCTGT
ATTCTTTTTT

* * % * ¥ % *x % % %
* * % kx * %k kx % % %

261. .

361. .

TAGCCCTGGG
TAGCCCTTGG
CAGCTTTTGG

* * % * ¥ % *x % % %
* * % kx * %k kx % % %

411 ..

GCCAGACCTC
TCCAGGTTTC
TCCAGGGCTC

* * % * *¥ % *x % % %
* * k% k * %k kx k% % %

file:///Users/cmoraes/ Documents/Corinal%20Paper%20Promoters/...

acctct acac

71. ...

ctgggcgaca

121. ..

gaaaaaaat a

AACTCCTTAC
* %k k% x k& *x * k *x *
* k k k *k k¥ * k kx *
* %k k% x k& *x * k *x *

221. ..

GTCTCCTCTT
* %k k k¥ k¥ * * *k *x %
* kx k¥ % x ¥ %k * % %

271. ..

GACACCTTCT
GACACCTTCT

* k k k *k x * k kx %

371. ..

ctcgaacct g
GCTCAATt gt
GCTTAATgt g

* k * * % % *
* x ¥ % * % %

421. ..

AGt acgcagc
AGAGCTGCT G
TGAGCTGCT G

* %k k ¥ k¥ *x k% *k *x *
* k k k¥ k% k * *k kx *

ggttccttct

81. ...

gagcGAGACC
----GAGACA
----GAGACA

* x * % % %
* * * % % %

131. ..

ctgactttca

ACAAGAGAGG
ACAGGA GAGG

* %k k% *¥ k% x * %k *x %
* k k * k kx * *k kx %
* %k k% *¥ k% x * %k *x %

231. ..

agcacagaga

381. ..

cggacacgect
gcct- AGC- -
tgctgAGC- -

* % %
* % %

431. ..

gcggctggtg
CTGGCGTACa
CTGGCTTAC-

* %k * ¥ k% * k% % %
* k k k¥ k% x k% % %

tttcacacac

91.

CTGTCTCAGA
CTGTCTTACA
CTGTCTTACA

* * % kx *¥ %k kx % % %
* * % *x *¥ * *x *¥ * %

141..

gcaccaactt

AggaTGTCCT

A---TGTCCT
* * *x % *k *x %
* * k %k k *k %
*

241 . .

------- CAC
GCACAGACAG
GCACAGACAG

* *k *k k * % k * % %
* % % % *¥ % *x % * %

391. .
gtggctgcaa

441 . .

agaaacat aa
at gcATCTCC
----ATCTCC

* % % %k % %
* k %k *k *k %
* % % %k % %
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alignment
position

P889591
P889594
P889596

alignment
position

P889591
P889594
P889596

alignment
position

P889591
P889594
P889596

alignment
position

P889591
P889594
P889596

alignment
position

P889591
P889594
P889596

alignment
position

P889591
P889594
P889596

alignment
position

P889591
P889594
P889596

30f6

273 TGCA
298 CACAGTT GCA
279 TGCAGTT GCA

* *k k% *k k* Kk x k% %k *
* k *k k * k k k% %k *
* *k k% *k k* Kk x k% %k *

501. ... ...

3l7gcgggcggac
348t gtctcagat
329 gtct

398gtcccgaaga
356

601. ... ...

394agtcagccaa
448 TCTT GCT AAC
396 TCTT GCCAAT

* k *k k * k k % %k *
* k k% k k* k x k% % *

651. ... ...

444 a GGCGGCCGA
478 - GGCGACTGA

426 - GGCGAT CGA
* * x * ¥ x¥ * *x %
* k% k %k kx * % %
* * x * ¥ x¥ * *x %
* * *x * % * *
* * x * % * *
701. ... ...
494 acgc
524 - - - - - -
472 - - - - - -
*
*
751. ... ...
542

568
516

* * % % *¥ % % k% * %
* k % k *k % kx * % %
* * % % *¥ % % k% * %

ctgctcgggc
gggaccagat

ACTGATGTGC
TCCTAGAGGC
TCTTAGAGGC

* * % k *k % kx k* % %
* * % * *¥ % % k% * %

agccaggcca
GTACTTGCTG
GGACTTGATG

* * k% k *k % kx * % %
* * % % *¥ % % k% * %

GCACCAACTG
GCACCAAGTC
GCACCAACTC

* * % * ¥ % *x % % %
* *
* %
* *
* %

E I
L

*
*
*
*

* %k ok F
E I I I
* X X X
* %k ok F
E

TCCGTGG
TCCGCAG
TCCGCAG

* % % % k% % %
* %
* %
* %
* %
* %

* * %
* * % % %
* % % % %
* * % % %
* % % % %
* * % % %
* % % % %

* Ok ok ok ok X
* % % ok ok X
* % ok ok ok X

* %

file:///Users/cmoraes/ Documents/Corinal%20Paper%20Promoters/...

A
GGA
GGA

* *k k% *¥ k& * k* *k *x *
* k k k *k x * k kx %
* *k k% *¥ k& * k* *k *x *

521. .. ....

tgatggacg -
gAAGGGCCCC
-AAGGGCCAG

* % * k¥ % *x %k % *

571. .. .. ..

GCAGGGACt g
ACACGGACCA
ACAAGGACCA

* k k * *k k¥ k% k kx %
* %k *k ¥ k¥ * k% *k *x *

621. .. ....

gcacaataga
CCCAACAGGG
CCCAGCAGGG

* k k *k k x * k kx *
* *k % *¥ k *x k* *k *x *

671. .. ....
TACGG

TTCCT

TTCCT

* %k * % % % * * %
* %k % * % % * % *
* %k * % % % * * %
* %k % * % % * % *
* %k * % % % * * %
721. .. ... .

* % % *

*
*

* % % *

* k k k k x k% k kx %

A A

TCTGTCGGGC
TCTGCCGAGC
TCTGCCGAGC

* k % *¥ k& * k* *k *x *
* % * * k %
* % * % % *
* % * * k %

* %
* *
* %
* % * % *

* %

* % ok ok ok X
* Ok ok ok ok X

* %

AT GGGGAGAT
AGAAGGTGAT
AGAAGGCGAC

* %k % *¥ k% * * %k % %
* % % %
* % % %

GCAG
TCCCTCGCAG
CCAGTCGCAG

* *k x k¥ k% x % %k *x %

gcggcagcgc
AATGACTACA
AACGACAACA

* k k k k x * k kx %
* % * ¥ k% x % %k *x %

*
E I I I
* Ok F * X
E I I
* X X X X

cagg- - GCCG
CTCTACACTG
CTTTACGCTG

* k k * k x * k kx %

* %k * ¥ k% * k% %k *x %
* k k * k x * *k kx %
* k% % *

*

781. .. .. ..

CGCTACCGCC
GGCCTGCTCc
GGCCTGCTCT

* %k % *¥ k% x * %k *x %

* k k k¥ k% x * % %
* %k % * k% * k% %k %
* k% % * k %

* % *

GGAct gcacg
GAATAGAACC
GAATGGGACC

* % k% % *¥ % *x % * %

541. . ... ..

591.. ... ..

ggt cagagcc
TGCGATCcAAT
TGCGATt AAT

* * % % * * * k%

* % % % * * * * %

641.. ... ..
cgccagg

gaccgcca
GACT- - -
TACT- - -

* * % * % % %
* k x * Kk * %

* * % * % % %

741. . ... ..

* k %
* % %
* k %
* % %
* k %

* X X X
* % ok o
* F X X *
* % kX X
* % F F
* % ok ok F
* %k Ok X F

791. . ... ..

GGGGCACAAG
GGGACGCAAG
GGGACGCAAG

* % % % *¥ % *x % * %
* *k k k * %k k * * %
* %k k% % *¥ % *x % * %
* k * %
* *

* %
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alignment
position

P889591
P889594
P889596

alignment
position

P889591
P889594
P889596

alignment
position

P889591
P889594
P889596

alignment
position

P889591
P889594
P889596

alignment
position

P889591
P889594
P889596

alignment
position

P889591
P889594
P889596

592 TGCTATT GCG
618 TGCTACTTCG
566 CGCT ACTTCG

642t c- GGGACAG
668 CAGGGCCCAG
616 CAGGGCT CAG

688 GGCAGGT CGA
718 GGCGGGT CGG
666 GGCGGGT CTG

737
768
716

768 TGCCTAGGGG
818 GTCCCAGAGG
766 GTCCCAGAGG

818
867

801

* *k %k k* Kk *x k% %k *
* k *k k * *k k k% %k *
* *k k% *k k* k x k% % *
* k *k k * *k k k% %k *
* *k k% k k* k x k% %k *

* * k k *k k * % %

* ¥ k% * %k %k * % *
851

* k % *x * k k % % *
* Kk k xk k Kk x *x Kk %
* k % *x * k k % % *

901

* k *k k * *k k k% %k *

* % % % k* *k x k% % *
* *k *k k * *k k % %k *
* * %k *x * *k *x % *
* k *k k * %k %k * *
*
951
GG GAGG
GG GAGG
GG GAGG
* *x % * * x * % %
* % * % * * % %
* * * * k * % %
* % * % * * % %
* * * * k * % %
* % * % * * % %
* * * * k * % %
* % * % * * % %
* * * * k * % %
1001. .

* Kk k xk k Kk x *x Kk %
* * %k * k x % % *
* Kk k xk k Kk x *x Kk %

1051..

gcgatcccct

811..

CGCCCGCCGC
CACCCGCCGC
CACCT GCCGC

* * % % *¥ % % k% * %
* %
* %
* %
* %
* %

* % ok ok ok X
* % % ok ok X
* % ok ok ok X
* % % ok ok X
* % % ok ok X
* Ok ok ok ok X
* % % ok ok X
* % ok ok ok X

* %

861. .

GGCTT CGGGA
GGCTTTcgtA
GGCTTTGGCA

* * % * ¥ % *x % % %

* * * % *x % *
* x * * *x % *
911.
G
A
A
* * * * * * * %
* k ¥ * * * * * %k %
* x * * * * * * % %
* k ¥ * * *x * * %k %
* x * * * * * * % %
* k ¥ * * *x * * %k %
961
aaggt
TGGTT
TGGGT
* x ¥ *k * *x *x *x *k %
* k ¥ * x¥ * k * * %
* x ¥ *k * *x *x *x *k %
* k * *x %
* * * *x %
* * * *x %
* * * *x %
* * * *x %
* * * *x %
1011.
CGGGGTTCGG

CTTGGCGAGC
CTTGGAGAGC

* * % kx * %k kx % % %
* * % * ¥ % *x % % %
* * % kx * %k kx % % %

1061.

gaccgagtcc
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821. ..

TCGGTGAGGT
TCGGTGAGGT
TCGGTGAGGT
* %k % *¥ k * k* *k *x *
* k k *k *k x * k *x *
* %k % *¥ k * k* *k *x *
* k k *k *k x * k *x *
* %k % *¥ k& *x k* *k *x *
* k k *k *k x * k *x *
* %k k% *¥ k% *x k% *k *x *
871. ..

AGCGGAc- AG
CACAGATGAG
CGCAGATGAG

* %k k k¥ k¥ x k* *k *x %
* k k¥ k x ¥ %k * % %
* %k k k¥ k¥ x k* *k *x %

921. ..

ACGC- GGGGT
TCGCGGGGGT
TCGCGGGGGT

* k k * *k kx * *k kx *

* %k * ¥ k¥ * k¥ *k *x *
* k k * *k kx * *k kx *
* %k * ¥ k¥ * k¥ *k *x *
* % % % * k k k *
* % % * * *k *k % *
* k k k *
* *k *k % *
* k k k *
* *k *k % *
971. ..
atctc- --- -
ATCTGCTCTG
ATCTTCTCGG

* k k k *k x * k kx %
* %k % *¥ k& * k* *k *x *
* k k k¥ *k x * k kx %

1021. .

GGGTCCTCCT
AGTTCTTGCA
AGTTCTTACA

* k * % x ¥ %k * % %
* *
* %

* *k *k * % % *
* x * *x * % %

1071. .

tcactcgcgg

831...

GGTGGC GAGA
GGCAGT GAGA
GGCAGCGAGA

* %k % *¥ k% x * %k *x %
* k k k% kx * *k kx %
* %k % *¥ k% x * %k *x %
* k k k% kx * *k kx %
* %
* %

* %

881. ..

GTGTGGGCTG
GAGCAGGCTG
GAGTAGGCTG

* %k k k¥ k% x % %k *x %
* k *k k k¥ *x *x k*k %k %
* %k k k¥ k% x % %k *x %

931...

CAGGGCCGTG
CAGGGCCGTG
CAGGGCCGTG

* k k * k x * *k kx %
* %k * ¥ k% * * %k *x %

* k k k% x * *k kx %
* %k * ¥ k% * * %k *x %
* k k k% x * *k kx %
* %k * ¥ k% * * %k *x %
* k k k% x * *k kx %
* %k * ¥ k% * * %k *x %
* k k k% x * *k kx %
* k% * ¥ k% * k% %k *x %
981
GCTTGGgtt T
GCTTGGatgT
* %k *k k % % *
* % %k * % %

* %k *k k % % *

1031. .

GAGGACctgg
ATGGTCGCCT
GTGGTCACCT

* k *k k k¥ *x *x k*k %k %
* *k * k¥ k% x * %k *x %
* k *k k *k *x *x k% %k %

1081. .

ctgttccctt

841 ..

gcgcggggcet
CGTTGGGCTG
CGTTGGGCTG

* % k% % *¥ % *x % % %
* * * k * %k k * % %
* * k% % *¥ % *x % * %

891. .

Tt - - AGCAGT
TCTCAGCAGT
TCTCAGCAGT

* * % k *¥ * *x % * %
* * % %
* * % %

* %
* %

* K* k %
* *x * %
* *x *k % *x %
* *x * %

* %

941 . .

GGAAGGTCAC
GGAAGGTCAT
GGAAGGTCAT

* k k% k * %k kx * % %

*
*
*
*
*
*

* * %
* %
* %
* %
* %
* %
* %
* %

¥ O% X X X X X X X
* 0% 0k X X X X X
* % X X X X X X
* 0% Kk X X X X X
ECBE B I I R I

*

991 ..

----GCCGCT
GAGAGCCGAG
GAGAGTCGAG

* *k k% k * %k k * % %
* % k% % *¥ %k *x % * %
* *k k% k * %k k * % %

1041.

gaggt gggga
TCTCCCTTT-
TCTTCCTTT-

* * % x ¥ % *x * %
* * % %
* * % %

* *x % % *
* % * % %

1091.

ccacAGCCGG
A GCC GG
A GCC GG
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* 0% X X X X
* X X X X X
* 0% X X X X
* % ok X X X

alignment
position 1102......12211...... 11221.. ... . 1131...... 1141.

P889591 868 CCCT GCT GCG GACGCCAGCC TTGCGGAGTA CgGCAACCTT CGCTCAGGCG

P889594 873 CCCTGCTGAG GTTACCTGCC TTGCGGGGTA CCGCAACCTT CGCCCAGGCC

P889596 821CCCTGCTGAG GCTACCTGCC TTGCGGGGTA CCGCAACCTT CGTCCAGGCC
*

* k * k * *k kx % *x * % * x %k %k k % % % * %k k * k% k * *k kx * * k k k k x * k kx % * *k % k * %k kx * % %

* % * % % % % * % * * % * % *¥ % % % % % * k% *¥ % ¥ *¥ % *¥ % * * k% % % % *¥ % * % % * % % % % % % % * %
* % % % * % % * % * * % % * % % % % * % * k% % % % *¥ * * % * * k% % % % * % * % * * k% % * % % % % * %
* % *¥ % % *¥ ¥ * % * % * % * % % % % % * k% *¥ % % *¥ % *¥ *¥ * % * % % *¥ % % % * * % % % % % % % * %
* % * % * %¥ % * % * % * % % % * % * % * k% % % * % * % % * % * % % % * % % * * % * % % * % *x %
* % *¥ % % *¥ % * % * % * % * % % % % % * k% *¥ % % *¥ % *¥ *¥ * % * % % *¥ % % % % * % * % % % % % %
* % % % * % % * * % * % % * % *x %
alignment 1151. .. ... 1161. .. ... 1171.. ... . 1181...... 1191.

position

P889591 918 CTCCAGTTCG TGCCGGAGAC gCAGGTTAGC CTGCTGGACA ACGGCCTGCG
P889594 923 CTCCAGAGCG TGCCGGAGAC CCAGGTCAGC ATCTTGIGACA ACGGGCT GCG
P889596 871 CTCCAGAGCG TGCCGGAGAC ACAGGTCAGC GTATTGIGACA ACGGGCTGCG

* k k% k k* Kk x K% %k * * * % % *¥ % *x % % % * %k k% * k% * * Kk *x * * %k % *¥ k% x k% %k *x % * % % % *¥ % *x % * %

* k% % % * % % * % * * % * % *¥ % % % % % * k% % % * * % * % * * % % % % *¥ % * % % * % % * % % % % * %
* k% % % * % * * % * * k% % % % % % % *x % * k% % % % * % *¥ % * * k% % % k¥ *¥ *x * % % * % % % % % % *x * %
* k% % % * % % * % * * % * % *¥ % % % % % * % % % % % % % * * % % % % *¥ % * % % * % % * % % % % * %
* k% % % * % * * % * * k% % % % % % % *x % * % % % % % % *x * * % * % * % % * % % % % % % *x * %
* k% % % * % % * % * * % * % *¥ % * % % % * % % % % % % % * * % * % * % % * % % * % % % % * %
* k% % % * % * * % * * k% % % % % % % *x % * % % % % % % % * * % * % * % % * % % % % % % *x * %

* % * % * % % * % % * % % % % * %

alignment 1201 (2l (127 i (7)) il 1241

position

P889591 968 TGTGGCCTCc GAGCAGTCCT CTCAGCCCAC TTGCACGGTG AGTtggggac
P889594 973 TGTGGCCTCG GAGCAGTCCT CGCATGCTAC CTGCACGGTA AGTGTgcGCC
P889596 921 TGTGGCCTCG GAGCAGTCCT CGCATCCTAC CTGCACGGTG AGTGTtt GCC

* % * % * % ¥ * % * * % % * % % * % * % * % % % % % % % * * * %k k% % % * * % * % * % * * * * % %
* % * % % % % * % * * % *¥ % *¥ % % % % % * k% * % % * % *¥ % * * % % % % ¥ % * % % * % * * % %
* % * % * % ¥ * % * * % % * % % * % * % * % % % % % % % * * * %k k% % % * * % * % * % *
* % * % % % % * % * * % * % ¥ % % % % % * k% % % % * % *¥ % * * % % % % ¥ % * % % * % *
* % * % * % % * % * % % * % % * % * % * * %
* % * % % % % * % * % * % ¥ % % % % % * % %
* % * % * % % * % * % % * % % * % * % * * %
* % * % % % % * %
alignment 1284, .. ... 9264, ..., 1271, ... . 9281, .

position

P889591 1018gctt ttgg- - - - - - - ----- -=--- - --- e e e e oo -
P889594 1023 AGTCCTCTAG GTGAGGCCCG CCGTGTTGTC Ccaggttgg
P889596 971 AGTCCTCCAG ATGAGGCGCG CCGTGTTGTC C- - - - - - - -

* k * k * k k k% %k * * * k% k * %k k % % % * %k k * *k k¥ * k * *x %
* k% % % k* *k *x % % * * k¥ % * *¥ % *x % % % * k k k¥ k¥ * * *k *x * %

Pairwise similarities:

For each pairwise alignment, the similarity (relative to the maximum similarity) and the number of identical nucleic acids (in %
of shorter sequence) is given. Maximum values are_underlined.

P889594 |P889596
(1061 bp) /(1001 bp)

P889591 0.286[ 0.280
(1025 bp) 0% 41%
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P889594 1.000
(1061 bp)

1%

sequences are identical.

file:///Users/cmoraes/ Documents/Corinal%20Paper%20Promoters/...

Please note that the similarity value 1.000 marks only the two most similar sequences, it does not necessarily mean that these

Extract alignment region

Positions in alignment

from: ’

to:

Output file

]dialign.seq

Extract aligned sequences

For comments, questions or bug reports, please contact support@genomatix.de

© Genomatix Software GmbH 1998-2005
- All rights reserved.
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L ogout Personal M essages
Genomatix-L ogo L ogout Personal Messages GEMS-Logo

Genomatix MainGEMSEIDoradoGene2PromoterBiblioSphere
Frequently asked questionsYour ResultsYour SeguencesY our ProtocolHelp

GEMS Launcher Task: DiAlign TF: Multiple alignment plus TF sites
working on promoters 4.seq (3 seq.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1 December 2004 Mon Jun 13 19:20:05 2005

Solution parameters:

Sequence file: promoters 4.seq (3 seg.)
Type of sequences: nucleotide sequences
Threshold T: 0.00

'*' signs below alignment denote: diagonal similarity (max. similarity is represented by 10 *' signs)

complete alignment is shown

AlliErmEnt @oe # nucleic acids per line: 50

TF output: common TF matches located in aligned regions (common to 3 (100.0 %) sequences)
Family matches: yes
Matlnspector library: Matrix Family Library Version 5.0 (February 2005)
e ALL user_defined.lib (0.75/Optimized)
Selected groups e ALL vertebrates.lib (0.75/Optimized)

(core/matrix sim):

Aligned Sequences:

’NT). SeNq;?ece ‘ Sequence Description Length
sym=UQCRC2|loc=Loc7385|taxid=9606|spec=Homo sapiens|chr=16| 1001

1 |P877126 |ctg=NT_010393|str=(+)|start=13276560|end=13277560|len=1001| tss=501| b
comm=ubiquinol-cytochrome c reductase core protein I1; (AK094006/501/gold;) p

sym=Uqcrc2|loc=L oc67003|taxid=10090|spec=Mus musculus|chr=7|
ctg=NT_039433|str=(+)|start=38538143|end=38539182|len=1040| tss=501,510,530,537,540| 1040
2 |P877133 |comm=ubiquinol cytochrome c reductase core protein 2; b
(AK088103/530/gol d; AK 004492/510/gol d; AK 075856/540/gol d; P
AKO077583/537/gold;AK003975/510/gold;NM _025899/501/bronze;)

sym=nalloc=L 0c293448|taxid=10116|spec=Rattus norvegicus|
chr=1|ctg=NW_047562|str=(+)|start=22129644|end=22130644| 1en=1001|tss=501| comm=similar to 1001
Ubiquinol-cytochrome C reductase complex core protein 2, mitochondrial precursor (Complex 111 bp
subunit 11); (XM_215042/506/bronze;)

3 |P877136

Alignment (DiAlign format):

Please note that only upper-case letters are considered to be aligned. For more information, please have a look at the user guide.

Warning: No common TF matches found.

alignment position 1. ... ... .. 11........ 21. . ... . 31...... .. 41. .. ... ..
P877126 lttgggttgag ggcgtcccca gcaggcacag aaattgggtt ggt gccagagt
P877133 . T T I I
P877136 T thggtitiGleiciglal - = === = - oo i s s S s s s e s s s
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alignment
P877126
P877133
P877136

alignment
P877126
P877133
P877136

alignment
P877126
P877133
P877136

alignment
P877126
P877133
P877136

alignment
P877126
P877133
P877136

alignment
P877126
P877133
P877136

alignment
P877126
P877133
P877136

alignment
P877126
P877133
P877136

alignment

P877126
P877133
P877136

alignment
P877126

position
51

2

11

position
101

2

11

position
151

2

29

position
201

10

54

position
251

10

54

position
301

10

54

position
351

10

54

position
401

10

54

position
450

45

89

position
472

ACacatt aat

* %

gcgagaaaat
acacacgagc

161. ... ...
caccagcectt
------- GAC
gatttgt GAC
* * %
* k* *
* * %
* k* *
* * %
211. ... ...

TAAGT

- TCACGT GAC
t TCACGAGAT

a- - --=-=- = - =
* x k¥ k k k * * %

file:///Users/cmoraes/ Documents/Corinal%20Paper%20Promoters/...

71.. ... ...

91. ..... ..

ttagagagcc caagtccgtt gtaggcct gg

121. ... ...

171. ......
tctgaaact a

TATGT-- - - -
* % % *x %
* % % * %
* % % *x %
* % % * %
* % % *x %

271. ... ...

321. ......

371. ... ..

421. ... ..

ATTAGCCT

* k k k *k k * %

ttgtgcatac

ACCGGAGTGA ACGCCcCcCcGC

CCCTGATTAT
CCCTGGTTCT

* k k k *k k *k k *¥ %
* k* k k%
* k *k k %
* k* k k%
* k *k k %

* k% % %
* k k %

*
*
* k% % % *
*

* k k %

471. ... ..

TGACTttct c
TGAGTcctt g

ACACACACGC
ACACACACAC

* k k k k k k *k k %
* k k k k& %k * % %
* k k k k k k& k %

* k* k k %

*
*
* * * % %
*

* k k k k k k& k %

caa-------
ct gGTGACGA
GTGACGA

* k k% k k& * %
* k k * % x %
* k k x k& * %

CAACAATGTA

* k k k k k *k x k% %

CCCAAGTCG-
GCAAATTT Gc
ACAcacacac

* k k k k k k¥ x %
* * %
* * %
* * %
* * %

TCTCCTTGCg
TCTCCTTGCc

* k k k¥ *k k¥ & x %
* k k * % x * x %
* k k k¥ * k¥ ¥ x %
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P877133 95 gcaaggagac ct acaaGTGT GTCGATCTGT TCGACGAGAC ATTCGTCCTG
P877136 117 agcccaccta tag---GTGT GTCGACCTGT TCGACGAGAC ACTCGTCCTG

* k kk k kk Kk kkkkk k k kkkkk kkk*k k*kk kkk kK k%

* % * % * k¥ kK k¥ k¥ kK k¥ k¥ k¥ ¥ Kk k¥ k¥ k¥ ¥ ¥ k¥ ¥ k¥ % * k k¥ *¥ ¥ k¥ ¥ ¥ *x %
* % % % * k k k¥ k k¥ k¥ k¥ k¥ k¥ * * k k¥ *¥ k¥ * *x * % * k% k¥ * k¥ *¥ * ¥ % %
* % * % * k¥ Kk k¥ k¥ kK k¥ k¥ k¥ ¥ Kk k¥ k¥ k¥ ¥ ¥ * ¥ k¥ % * k¥ k¥ *¥ ¥ k¥ ¥ ¥ *x %
* % % % * k k k¥ k k¥ k¥ k¥ k¥ k¥ * * k k¥ *¥ k¥ * *x * % * k% k¥ * k¥ *¥ * ¥ % %
* % * % * k¥ Kk k¥ k¥ kK k¥ k¥ k¥ ¥ Kk k¥ k¥ k¥ ¥ ¥ * ¥ k¥ % * k ¥ *¥ ¥ k¥ ¥ ¥ *x %
* % % % * k k k¥ k k¥ k¥ k¥ k¥ k¥ * * k k¥ *¥ k¥ * *x * % * k% k¥ * k¥ *¥ * ¥ % %
alignment position 551. . ... .. 561.... ... 571. ......581....... 591..... ..
P877126 475 CCGGTTTCGG ct cacat aac acacctactatccaaaacat ttctattttec
P877133 145 CCAGTTTCt g t g- AACTCGG TCA- - - - - = = = = === m oo oo oo oo o m o
P877136 164 CCGGTCTCGG t gaAACTCGG TCA- - - - - = = = - - - oo o oo m oo m o m oo n o
* k% k¥ k¥ k¥ * k¥ * % % * k% ¥ *¥ % * % * % *
* % % %k %
* % k% % %
* % % %k %
* % k% % %
* % % % %
* % k% % %
alignment position 601. . . .. .. 611....... 621. ......631....... 641..... ..
P877126 525 ct aacacaaa aactatagct aagtttttat attctatgta gccccagcct

P877133 3/ o c oo aonon moaoooooon DcoooDooo o HADoonaBED oo Eooono-
P877136 A e I e IR R

alignment position 651. . . .. .. 661. ... ... 671. ......681....... 691..... ..
P877126 575 aggacgtaaa tt ccacgaga ccaaaagcct t gtgat gatt ccccgaggtt
P877133 87 ccc=cc=2cece= cccccecsoecs ccoocoocno so0cc0o0c0o oo ocooa oc
P877136 18/ cccccocce= cocccencecs ccoocoocneo sooccoocco oo ocooa oc

alignment position 701. . ... .. 711.... ... 721. ..... . 731....... 741. . ... ..
P877126 625 gctgaccctc ccggtgt gtc ccgggcctgctctgggggac acagcggcga
P877133 I8 ccc=cocceo= cocccecsoece ccooccocno so0occoc0o oo ocooo oc
P877136 g/ cccccocecos coocccenoes ccoocoocno soooooocco oo ocooo oc

alignment position 751. . ... .. 761. ... ... 771. ......781....... 791. .. .. ..
P877126 675 at acgttgaa cgaggcccct gttt cacgga gctaaagatc cagtaaggac
P877133 A7 ccc=cccec== coceccecnooe ccoooccoe= cocoeo00en coooenso oc
P877136 R T T T T

alignment position 801. . ... .. 811. ... ... 821. ......831....... 841..... ..
P877126 725ttcacccagc gagaggcaac tacgccgggcttcgat accc aat acctctg
P877133 Y A T T R
P877136 A T T e T I

alignment position 851. . ... .. 861.... ... 871. ......881....... 891..... ..
P877126 775 cagaaaggtg gagtggcagg aatctcctgaagcctccaac gt CC- AGGAA
P877133 167 - - - = = = - m e e s e s e e e e e e e s o s - e e - --CC- AAGTT
P877136 A i I R - - CagAAATT

* * * k k * %
alignment position 901. . ... .. 911. ... ... 921. ......931....... 941. . ... ..

P877126 824 CGCGGAAACC CAGGGCCTCC AGTGCAGGTGTCatcccg-- ----------
P877133 174 CGCGGTACCG GGAAGACTAC AGTAAAAGT G GCGAGGGACG ACCTCCGAGG
P877136 195 CTCGGTACCA CTTTTACTAC AGAACAAGT G GCGAGGGATG ACCTCCCGGG

* k k k k k kk kk kk kkkkkhk kkk *khkkk kkkkkhk k¥ k kkkhkkk kkkk kkk kkkk Kk ox %k

* k k k k k k k k kK k k * k Kk k k k k k kx %
* k¥ k k k k k k k kK k k Kk k Kk k k k k *k *x %
* k k k k k k k k kK k k * k Kk k k k k k k%
* k¥ k k k k k k k kK kx k Kk k Kk k k k k k x %
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alignment position 951. . ... .. 961. ... ... 971. ......981....... 991..... ..
P877126 862 - - - - - - - - - - i oo oo GAGGGCGC ATGCGGAGTC
P877133 224 AACAGGGAGT GCCGACGAct cccgg- ACTT GCGAGGACTC ACGGGCAGGC
P877136 245 TATAGGAAGT TCCGACGAgt ct gggaACT G GCGCGGACTC ACGAGCAGGT

* k k kx k k¥ kx kx kx kx *k k k k¥ x x *x % * k k k¥ k k¥ k¥ k k k k¥ ¥k kx kx *k k k ¥ k¥ k¥ k¥ x¥ *x %
* k k k k¥ k¥ kx kx *x k¥ *x *x k¥ k¥ x * * % * k k k¥ k k¥ k k k k ¥ ¥k kx kx *k k k ¥ k¥ k¥ k¥ *¥ % %
* k k kx k kx kx kx kx kx *k k *x k¥ x x *x % * k k k¥ k k¥ k¥ k k k k¥ ¥k kx kx *k k k ¥ k¥ k¥ k¥ x¥ *x %
* k k k k¥ k¥ kx kx *x k¥ *x *x k¥ k¥ x * * % * k k k¥ k k¥ k k k k ¥ ¥k kx kx *k k k ¥ k¥ k¥ k¥ *¥ % %

* k k kx k kx kx kx kx kx *k k *x k¥ x x *x %
alignment position 1001. . .. .. 1011. .. ... 1021...... 1031...... 1041. ... ..
P877126 880 CCAAGAgagg cgcgtcccat t gGACAATGC T GAGCGGAAG AGCCCAAGAT
P877133 273 CCAAGACggc tggQg------- -------- GG TGACTGTGAC GGCTGCAGAC
P877136 295 CCAAGACt ag agttgggcgc - - GGCTAAGG TGACCGTGAC GGCTGCAGAC
* k k k x % % * k kK kK kK kK k k¥ k k¥ kK kK k kK k¥ kK kk * Kk Kk ¥k Kk Kk Kk ¥ K%
* * % k * % % * k¥ k k k k k k k¥ kK kx k Kk k k *k k¥ k k x x %
* k k k x % % * k¥ k% k* k k k k kx kx kxk *k k k kx k kx k x k¥ %
* k % k * % % * k¥ k k k k k k k kK kx k Kk k k k k k k x x %
* k¥ k% k* k k k k kx kx kxk *k k k kx k kx k x k¥ %
* k¥ k k k k k k k kK kx k Kk k k *k k¥ k k x x %
* % k% k k k k k kx kx kxk *k k k k¥ k kx k kx k¥ %
alignment position 1051. . .. .. 1061. .. ... 1071...... 1081...... 1091. ... ..
P877126 930 AGCGGGGGGA GTt gt gACAG GC- - - - --- - - - - TGCTGCA GACGTACTTA
P877133 308 GCAGCTGGGA TT----ACAG GCtgcatgtcttt TGCAGAA AAAGAACTCA
P877136 343 GAAGTTGGGA TT----ACAGGC-------- - -- TGCAGAA AAAGAACT CA
* k k kx k k¥ kx kx kx x *x % * * * * * % * k k k¥ kx kx k *k k k ¥ kx kx kx x *x %
* %k k k¥ k¥ * k¥ k¥ ¥ ¥ % % * % % % * % * k k k¥ k¥ kx ¥k Kk k k¥ * k¥ k¥ *¥ *¥ *x %
* k k k k k¥ k¥ kx kx x % % * * * * * % * k k k¥ kx kx k *k k k ¥ kx kx kx x *x %
* %k k k¥ k¥ * k¥ k¥ ¥ ¥ % % * % % % * % * k k k¥ k¥ k¥ Kk k k¥ * k¥ k¥ *¥ *¥ *x %
* k k k k k¥ k¥ kx kx x % % * * * * * % * k k k¥ kx kx k *k k k ¥ kx kx kx x *x %
* %k k k¥ k¥ * k¥ k¥ ¥ ¥ % % * % % % * % * k k k¥ k¥ k¥ Kk k k¥ * k¥ k¥ *¥ *¥ *x %
* k k kx kx k¥ k¥ kx kx x % % * * * * * % * k k k¥ kx kx k *k k k ¥ kx kx kx x *x %
* % % % * % * k k k¥ k¥ k¥ Kk k k¥ * k¥ k¥ *¥ *¥ *x %
* * * * * % * k k k¥ kx kx k *k k k ¥ kx kx kx x *x %
alignment position 1101. ... .. 1111. .. ... 1121...... 1131...... 1141. ... ..
P877126 969 GAAAAGO QgL - - - - - - - - - - - oo oo oo oo oo oo oo oo oo
P877133 354 GAAAGGATAA CCTacaaaag ctgcaatct agtccgggaga cct ctagcct

P877136 378 GAAAGGATAA CCTtaacatg ctgcgtgct c gcaagactcatccg------
* k% kK k¥ k¥ *¥ k¥ *¥ % % * % *
* k k k k k¥ kx x k¥ * % % %
* k% kK k¥ k¥ *¥ k¥ *¥ % % * %
* k k k k k¥ k¥ kx ¥ ¥ % %
* k% kK k¥ ¥ *¥ ¥ *¥ *x % * %
* k k k k k¥ k¥ kx ¥ ¥ % %

E I I

* k k k k x k& k k& x * %
* k * %
* * % %

alignment position 1151. ... .. 1161... ... 1171...... 1181...... 1191. ... ..
P877126 £ T T T

P877133 404 ctccccagga gctgggctcg tccec GCCTAC CGGAGCAGTA GAGCACTGCA
P877136 422 - - - - - oo o e o i e e - ----GCCTTC CGGAGCAGTA GAGCACAGAG

* kK k k k k¥ k k k k k k k¥ kK kx k Kk k k k k¥ k k k x %

* k k k k k¥ *k k¥ k k k k k¥ kx kxk *k k *k kx k k k kx k¥ %
* kK k k k k¥ k k k k k k k¥ kK kx k Kk k k k k¥ k k k x %
* k k k k k¥ *k k¥ k k k k k¥ kx kxk *k k *k kx k k k kx k¥ %
* kK k k k k¥ k k k k k k k¥ kK kx k Kk k k k k¥ k k k x %
* %k k k k k¥ *k k¥ k k k k k¥ kx kxk *k k *k k¥ k k k kx k¥ %
alignment position 1201. ... .. 1211. .. ... 1221...... 1231...... 1241. ... ..

P877126 <2
P877133 454 TGCGT AGAGG GCCGccggt a CAAGGGGGCG T GGGCAAGCT CGCAGTGCAC
P877136 448 TGCGT AGAAG GCCGct ¢ ggc CAAGGGGGCG T GGGCAAGCT CGCAGTGCAC

* k k k k& x k¥ kx k¥ k % k* % % * k k k k k k k k k k k¥ k ok kk *kk kk * Kk Kk kk Kk k k k%
* k k k k k k k k k *k k % % * k k k kK k kK kk k k Kk kkk kkkk kkk kk Kk k k k%
* k k k k& x k¥ k* k¥ k % k* % % * k k k k k kK k k k k k¥ k kkk *kkkk *k Kk Kk k Kk kk k k%
* k k k k k k k k k *k k %k % * k k k kK k kK kk k k Kk kkk kkkk kkk kk Kk k k k%
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* k k k k¥ * *k k* *x % * % % % * k kK k k kX k k k¥ k¥ Kk * k k¥ k k¥ * *k k* % * k% k% % k¥ % * % %

* k% k¥ k¥ k¥ * k¥ * % % * * % * * k¥ k k¥ k¥ k¥ k¥ k¥ ¥ ¥ k% k% k¥ k¥ ¥ k¥ * ¥ k% % * k% k% % ¥ ¥ *¥ ¥ *

* k kK k k kX k k k¥ k¥ Kk * k k¥ k k¥ * *k k* % * k% k% % k¥ % * % %

* k¥ k k¥ k¥ k¥ k¥ k¥ ¥ ¥ k% k% k¥ k¥ ¥ k¥ * ¥ k% % * k% k% % ¥ ¥ *¥ ¥ *

* k kK k k kX k k k¥ k¥ Kk * k k¥ k k¥ * *k k* % * k% k% % k¥ % * % %

alignment position 1251. ... .. 1261. .. ... 1271...... 1281...... 1291. ... ..
P877126 979 - - - - GCATAC TGGATATTCA GGCt agg-- - - - --=-=-=-=-= === == --- - -

P877133 504 ACCGGGAAAC t c GGTCCTCC GACCCCATCT TGCTTTGCTG TCT GCAGCgg
P877136 498 GCCGGGAAAC TTGGTCTTCC GGCACCATCT TGCTTTGCTG TCT GCAGCt t

* k k k k k kK k kk k Kk kkkkk kkhkk kkkk kkkkk k k kkkkk kkk*k **k*k kKk k Kk %
* *k k k k % k *x % % * k k k k k k k *k k k k¥ k x k kx % * k k k k k k k k Kk k k k x k kx %
* k k k k k k¥ k % % * k k k k k k k Kk k k k k k *k k % * k k k k k k kx k Kk k Kk k k *k k %
* *k k k k % k *x % % * k k k k k k k k k k k¥ k x k kx % * k k k k k k k k Kk k k k x k kx %

* k k k k k k¥ k % % * k k k k k k k Kk k k k k k *k k % * k k k k k k kx k Kk k Kk k k *k k %

E I I
* 0% X X X

* *k k k k % k *x % % * k k k k k k k k k k k¥ k x k kx % * k k k k k k k k Kk k k k x k kx %
* k k k k k k¥ k % %
* *k k k k % k *x % %

* k k k k k k¥ k % %

alignment position 1301. ... .. 1311. .. ... 1321...... 1331...... 1341. ... ..

P877126 1002 = = = = = = = = == = m o e m e e e o e o h e i oo
P877133 554 TGACCGTGGG AAAGGGCAAC TGCTAGAGCC ATGAAGCTCC TCAGCAGGGC
P877136 548 TGACCGTAGG AAAGGGCAAC TGCTAGAGCC ATGAAGCTCC TCAGCAGGGC

* k k k k k kkkk k Kk kkkkk kkhkk *kkkk kkkkk k k kkkkk kkkk **kk kk**k Kk *x %
* kK k k k k kK k kk k k kK kkk Kk kkk kkk Kk k Kk kk k % * k k k k k¥ kK kX Kk k k k k¥ k k¥ x x %
* k k k k kx kk kk k Kk kkkkk kk*k **k kK kk Kk k% * k k k k kx k k k Kk k Kk k kK k k k % %
* kK k k k k kK k kK k k k k kK kkk kK kk k Kk kk k k k &k Kk * k k k k k¥ kK kx k Kk k k k k¥ k k¥ k x %
* k k k k kx kk kk k Kk kkkkk kk*k ** kK kk Kk k% * k k k k kx k k k Kk k Kk k kK k k k % %
* kK k k k k kK k kk k k k ok kkk kK kk k Kk ok Kk k k k &k Kk * k k k k k kK kX Kk k k k k¥ k k¥ x x %
* k k k k kx kk kk k Kk kkkkk kk*k ** kK kk Kk k% * k k k k kx k kk Kk k Kk k k kk Kk %k %

* k kK k Kk k Kk k k k k k & x k¥ %

* *k k k k k Kk k Kk k k *k k *k % %

* k kK k Kk k Kk k k k k k & x k¥ %

alignment position 1351. ... .. 1361. .. ... 1371...... 1381...... 1391. ... ..
P877126 00 i I T e
P877133 604 CGGGTCCTTC TCGGTGAGCA TGGGaCGTGC GTGGGGCAGG GCT GGGGACG
P877136 598 CGGGT CCTTC TCGGTGAGCA TGGGgCGCGC GCGGGT CAGG GCT GGGGACA

* k k k k k kK k kk k Kk k kk ok Kk kkk k k k% * k k k k k kK k k kk k k kk *k Kk Kk kK Kk Kk k k k%

E I I
* 0% X X X X

* k k k k k¥ k k kK k k Kk k kkkk x¥kk *x Kk k% * k k k * k k¥ k k kk k¥ k kk *k kk k¥ k Kk k k k%
* k k k k k kK k kk k Kk k kk ok Kk kkk k k k% * k k k k k kK k k kk kk kk k Kk Kk kK Kk Kk k k k%
* k k k k k¥ k k kK k k Kk k kkkk x¥kk *x Kk k% * k k k * *k k¥ k k k k k¥ k k*k *k k Kk k¥ k Kk k k % %
* k k k k k kK k kk k Kk k kk ok Kk kkk k k k%
* k k k k k¥ k k kK k k k k k kk Kk x¥kk *x Kk k%
* k k k k k kK k kk k Kk k kk ok Kk kkk k k k%
* k k k k k¥ k k kK k k k k k kk Kk x¥kk *x Kk k%
* k k k k k kK k kk k Kk k kk ok Kk kkk k k k%
* k k k k k¥ k k kK k k k k k kk Kk x¥kk *x Kk k%

alignment position 1401. ... .. 1411. .. ... 1421...... 1431...... 1441. ... ..
P877126 1002 - - - - - - - - - - - o e o e oo oo .o o oo oo oo o
P877133 654 CTTGT CgGCC ACTCAGGAGC TGGGTGCGGA GTGTGCGGCC t TGGCCTCAG
P877136 648 CTTGT CaGCC ACTCAGGGGC TGGCAGCGGA GTGTGCGGCC c TGGCCTCAA

* * k * k % * k k k k k ok ok k ko k kk k kkk ok kkkk k¥ Kk kkkkk ok k kK% * %k k% *k k *k k& *x %
* k k k *k % * k k k k kK kkkk kkk kkkk kkkkk k k kkk*kk kK Kk % * %k k k k k k kx %
* * k * k % * k k k k k ok ok k ko k kk ok kkk ok kkkk xk Kk kkkkk ok k kK% * %k k% *k k *k k& *x %
* k k k *k % * k k k k kK kkkk kkk kkkk kkkkk k k kkk*kk kK k% * %k k k k k k kx %

* k k k k k ok ok k ko k kk ok kkk ok kkkk xk Kk kkkkk ok k kK% * %k k% *k k *k k& *x %

* k k k k k k kx %
* k k% *x k *¥ k *x %

alignment position 1451. ... .. 1461. .. ... 1471...... 1481...... 1491. ... ..

BE72E G002 - - -ccccoon moacacoocn memooenooo Aacooooena oonacoon oc
P877133 704 GCCTGGGTCT GCCCTTCAGG TAAACCCc GC GGAGAA GGGG GCT GCCAGCG
P877136 698 GCCTGGGTCT GCCCTTCAGG TTAACCCgGC GGACAAGCGT GCT GCCAGCA
* k% % k k¥ * * *x kx % * k k% k% k% k k % % % * k% k * % % % * % k k% k% k k k %k %k % % * k% k * * k k¥ * % %
* k k k kx ¥ kx kx kx kx *k k ¥ k¥ kx kx k¥ *x * % * k k k * k¥ % * % %
* k% % k k¥ * * *x kx % * k k% k% k% k k % % % * k% k * % % % * % k k% k% k k k %k % % % * k% k k* * k k¥ * % %
* k k k kx ¥ kx kx kx kx *k k ¥ k¥ kx kx k¥ *x * % * k k k * k¥ % * % %

* k k k k kx k kk * k Kk k kK k k k % %

* k k k k kx k kk * k Kk k k k k Kk *x %
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alignment position

P877126 1002
P877133 754
P877136 748

alignment position
P877126 1002
P877133 804
P877136 797

alignment position
P877126 1002
P877133 853
P877136 847
alignment position
P877126 1002
P877133 903
P877136 897

alignment position
P877126 1002
P877133 953
P877136 946

alignment position
P877126 1002
P877133 1003
P877136 996

* k % k k kx k& x % %
* k k k k x k¥ x % %
* k % k k kx k& x % %

AGCCGAGGCC
AGCTGAGGCC

* k k k k k *k k % %
* *k k k k % k *x % %
* k k k k k *k k % %
* *k k k k % k *x % %

* k k k k k *k k % %

GGAAA
GGAAA

* k *k k %
* k %k k %
* k *k k %
* k %k k %
* k *k k %
* k %k k %

CTCTCGGGAG
GTCTCAGGAG

* *k k k & * k¥ x % %
* k k kK k k k¥ k % %
* *k k k & * k¥ x % %
* k k kK k k k¥ k % %
* *k k k & * k¥ x % %
* k % k k k k¥ k % %

* *k k k & * k¥ x % %

AACGCCACCC
AACGACACCC

* k k k k *x k& *x % %
* k k k k k k¥ k % %
* k k k k *x k& *x % %

* k k k k k k¥ k % %

TTGATCCcga
TTTATCCtcg

* k k k k¥ % %
* k k x k k%

caaacgcggt
atgcac- - - -

Pairwise similarities:

* k kK k k¥ k k¥ %k kx %
* k k k k k k¥ *x % %
* k kK k k¥ k k¥ %k kx %

TGGGAgGCTC
TGGGA- GCTC

* % k k% % * k k% %

* *x k% % % * % % %

* % k k% % * k k% %

* *x k% % %

* % k k% %

1561. .. ...

GCGGAAGAGG
GCCGGAGAGA

* k k k k k k¥ *x * %
* k k k k Kk % %
* k *k k %
* k % k %
* k *k k %
* k % k %

* %
* % * * %
* % %
* * %

* % %

* %
* %
* %

AT TCCTGAAG
ACTCCTGAAG

* k% k k k k¥ k& % % %
* %

* k k% k *k kx % %

* k% k k k k¥ k& % % %

* %k k k k k k kx % %

* k% k k k k¥ k& % % %

* %k k k k k k kx % %

* *k k *k k k¥ & % % %

GGGCCGCCTG
GAGCCTCTTA

* k k k k k k¥ * *x %
* %

* k k k * kx % %

* k k k k k k¥ * *x %

* k k k k k k kx % %

GGCGTCGGTT
GGCATCAGTT

* k k k k k *k *x % %
* k kX k k k k¥ %k kx %
* k k k k k k¥ *x % %
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* k k% k %k kx % * %
* k k k *k * %
* k k% k %k %x %

GGCGGGTCCT
GGCGGGTTCT

* k k k *k k *k k *¥ %
* k k k k k k& *x x¥ %
* k k k *k k *k k *¥ %

AGGGTGGCCT
AGGGTGGCCT

* k k k *k k *k k *¥ %
* k k k *k k k& x ¥ %
* * % *
* k % %
* * % *
* k % %

* k *k k %
* k % k %
* k *k k %
* k % k %

E . I

* k k¥ k k k * % x %

GTGAGCAGcc
GTGAGCAGga
* ok ok ok ok K K %
* kK k ok K K %
* ok ok ok ok K K %

GGAGAGTGGC
T GGGAGTGGC

* k k k k k x k& * %
* k k¥ k & k * % x %
* k *k k %
* * % k %
* k *k k %
* * % k %

* * * %
* % K %
* * * %
* % K %

* X X X

GTCACTCGAG AAGCaGGTAG
GTCACTCGAG AAGCt GGTAG

* k k k *k x k& x ¥ %

* k k k k k *k k %
* k k k¥ *k x k& *x %
* k k k k k *k k %
* k k k¥ *k x k& *x %

* k k k k k *k k %

E I I I I

* k k k¥ *k x k& *x %

CTTcccctac
CTTttccagc

* * %
* * %
* * %
* * %

* % % % * *x k %k %
* k k% % * k *k k %
* % % % * *x k %k %
* k k% % * k *k k %
* % % %
* k k% %
* % % %
1681.. ....

ctacgacCTC
agagat - CTC

* * %
* * %

TCCCCAATGC GTGCGAGTTT
TCCCCAGTGC CTGCAAGTAT

* k k k * x k¥ x ¥ %
* k k k *k x k& x ¥ %
* k k k *k k k¥ x *¥ %

* k k k k k x¥ & kx %
* k k& k kX k * % x %
* k k k k k x¥ & kx %

* k k k % k & x k% %

gagagctaac
agagaact ga

GGAGAagCGG
GGAGAgt CGG

* % *x * % * % %
* % * %
* * * *
* % * %
* * * *
* %

* k* %
* % %
* k* %
* % %
* k* %

* % Ok Ok X X

GGT GTAGGCC
GGAGAAGGCC

* k% * k *x & x k% %
* k %

* k % k * %k %

* k% ¥ k x & x k% %

* k k k k k *k x * %

TGCCCCTGGG
TGCTCCTGGG

* k k x k& k k& *x % %
* k k k k k *k k k% %

ATTAaatt ca
AAT At aat aa

* k% % %
* * %k %
* k% % %

For each pairwise alignment, the similarity (relative to the maximum similarity) and the number of identical nucleic acids (in %
of shorter sequence) is given. Maximum values are_underlined.
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P877133 |P877136
(1040 bp) |(1001 bp)

P877126 0.011 0.015

(1001 bp) 8% 9%
P877133 1.000
(1040 bp) 71 %

Please note that the similarity value 1.000 marks only the two most similar sequences, it does not necessarily mean that these
sequences are identical.

Extract alignment region

Positions in alignment from: to:

Output file dialign.seq

Extract aligned sequences

For comments, questions or bug reports, please contact support@genomatix.de

© Genomatix Software GmbH 1998-2005 q
- All rights reserved. License Agreement GEMS Launcher 4.1.1
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L ogout Personal M essages
Genomatix-L ogo L ogout Personal Messages GEMS-Logo

Genomatix_MainGEMSEIDoradoGene2PromoterBiblioSphere
Frequently asked questionsYour ResultsYour SeguencesY our ProtocolHelp

GEMS Launcher Task: DiAlign TF: Multiple alignment plus TF sites
working on promoters 4.seq (3 seq.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1 December 2004 Mon Jun 13 21:20:39 2005

Solution parameters:

Sequence file: promoters 4.seq (3 seq.)
Type of sequences: nucleotide sequences
Threshold T: 0.00

'*' signs below alignment denote: diagonal similarity (max. similarity is represented by 10 *' signs)

complete alignment is shown

AETIETE GUEE # nucleic acids per line: 50

TF output: common TF matches located in aligned regions (common to 3 (100.0 %) sequences)
Family matches: yes
Matlnspector library: Matrix Family Library Version 5.0 (February 2005)
e ALL user_defined.lib (0.75/Optimized)
Selected groups e ALL vertebrates.lib (0.75/Optimized)

(core/matrix sim):

Aligned Sequences:

’NT). Seﬂ;?ece ‘ Sequence Description Length

sym=UQCRFS1|loc=Loc7386|taxid=9606|spec=Homo sapiens|chr=19| 1001
1P932494 |ctg=NT_011109|str=(-)|start=1971832|end=1972832|len=1001| tss=501| b
comm=ubiquinol-cytochrome c reductase, Rieske iron-sulfur polypeptide 1; (NM_006003/502/silver;) p

sym=Uqcrfsl|loc=L oc66694|taxid=10090|spec=Mus musculus|

2 |p932ags5 (Chr=13|ctg=NT_039578|str=(-)|start=17240566|end=17241620] |en=1055|tss=501,505,543,555| 1055
comm=ubiquinol-cytochrome ¢ reductase, Rieske iron-sulfur polypeptide 1; bp
(AK014470/539/gol d; AK 012180/589/gold; AK 003966/577/gold; NM_025710/535/silver;)

sym=na|loc=L 0c291103|taxid=10116|spec=Rattus norvegicus| 1001

3|P932496 |[chr=17|ctg=NW_047491|str=(+)|start=14745436|end=14746436| len=1001|tss=501| comm=similar to b

RIKEN cDNA 4430402G14; (XM_214457/508/silver;) p
Alignment (DiAlign format):

Please note that only upper-case letters are considered to be aligned. For more information, please have a look at the user guide.

e
VSMINI

VS$ZFSE VSHICE! VSLEFF
alignment
position .. .. ... .. 11........ 21. . ... ... 81, ....... 41, ... .. ..
P932494 la--------- - ---------- ----- ACAAA TGAAagaacg taggtataat
P932495 T R R AAA T GAACAACGA AGGAAACTAC

P932496 lgtgttatttc ctcaagatcgtaatt ACAAA TGAACAATGA AGGAAACTAC
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* x * % %

* k k% x ¥ k * % % *

* * %k *x *k *x * %k *x %

* % % * % % % % % % * % * * % *¥ % % *¥ % % * %
* % % * *k k *¥ * %k * *x % * * % * % * % * % * %
alignment
Soution 51. 61...... 71. . 81..... 91.
P932494 27 aaaacgcaAA ACCAAATACA CAGTGAATAC TTAATAAACA TAATCCAL t a
PO32495 24 C- - - - - - - AA ATCAAAAGCG TAGTAGATCA TGAATAATCG TAAGCCACCg
P932496 51 C- - - - - - - AA ATCCAAAGCG TGGTGTATGA TGAAAAATTG TAAGCCACG-
* * % * % % % % % % *x % % * % % % % % % * % % * % % % % % % * % * * % *¥ % % % *x %
* * % * % % % % * % * % * * % * %
* * % * % % % % % % *x % % * % * %
* % * % % % % * % * % * * % * %
alignment 101 111. .. .. 121 131. ... 141 . ..
pOSItIOﬂ
PO32494  T7 gC - = = == = = = mm e e e e e e e e ATT ATCGAGCTTT GCACAGAT GC
P932495 67 ttttgttttg ttttgttttgtttt GTTTTT GTCAAACCTT GCATATAGGT
PO32496 93 - - - - - s o oo oo oo o - - - - GATATT GTCAAATTTT GTATAAAGGT
* % * % * % * k% % % % % * * % * * k% *¥ % * % * % * %
* * * k% % % % % % * % * * % ¥ % * % % % * %
* % k% % * % *x *
* % * % * % * *
alignment
et 151 . . 161..... 171. 181. ... 191 ...
P932494 102 CTCTGGCCTT TTTGTTGTtgttgttgttag atgAAGATAA TAAAAATCAT
P932495 117 TTCTGGCTCT TTTGTTGT - - =« -« = =« - =~ - -~ AAGAAGA TCAAAATCGT
P932496 119 TTCTGGCCTT TTTGTTTT - -« -« =« - - - -- AAGATGA TAAAATTTGT
* * k% k% * *k *¥ * *x % * % % % % * % * * % * % * * * * % * % * % * % * %
* % % % % % % % * % * % % % % % % % * % % % % % * * % * % * * %
* * k% k% * *k *¥ * *x % * % % % % * % * * % * % * * * * % * * * * %
* % % % % % % % * % * % % % % %
alignment
Sodition 201 . . 211. . ... 221. 231. ... 241 . ..
P932494 152 CATAGTAAAC ac--- ATAGC GATTACTATG TGCTGGACTT CGTCGTAGTT
P932495 152 CTT GGCAAAA GACAAAAAGC GGTTGGTATT TATTCTAGGT GATAGGCGTT
P932496 154 CATAGCAAAA GACAGAAAGT GGCTGGTATT TATTCTACAT GATAGGCGTT
* % % * % % % % * % * % % % % * % * % * * % * % * % * * % % * % % % * % % * % * * % * % * % * % * %
* % % % % % % % *x % * % % % % % % * % % * % % % % % % * % % * % % % % % % * % % *¥ % *¥ % * % *x *
* % % * % % % % * % * % % % % * % * % * * % * % * % * * % % * % % % * % % * k% * * % k% % * % * %
alignment 251 . . 261. . ... 271. 281. ... 291 ...
pOSItIOﬂ
P932494 199 GAGATATATT ACCATCct aa gt taaactat aatcgT---T TATTGTTATC
P932495 202 AGGAAGTAGT AGTAGCCTGT TGTTTtt--- -----T---TTTTTCTCATG
P932496 204 AGGAAGTAGT AATAGCCTGT TCTTTaactc t gtaataacT TTTTCTCATG
* k% % % % % % % * % * % % % % % % * * % * % * % * * * % % *¥ % k% % * % *x *
* % * % % % % % * * * % % % % % % * % % * % * % * * % % *¥ % k% % * % * *
* k% % % % % % % * % * % % % % % % * * % * % * % * * % % *¥ % k% * * % *x *
* % % *¥ % * % * % * *
alignment
et 301. . 311. ... . 321. 331 341. ..
P932494 246 TCTAGGTCTT CCTAGATGAA ATT aagtcgg
P932495 241 CCTCGGTCGT CCCCGATTTA AGGT CTCAATC
P932496 254 CCTAGGTCGT CCCTGATTTA AGTT CTCAATC
* k% * * % * % % * % * % % % % * % * % * * % * % * % * % % % % % * % * * % % % * % * %
* % * % % % % % * * * % % % % % % *x % % * % * % * % * % % * % % % % % % * % * * % *¥ % % % % % * %
* k% k% k% * *k * *x *x % * % % % % * % * % * * % * % * % * % % * % % % * * % * % * * % % % * % * % * %
* % * % % % % % * * * % % % % % % *x % % * % * % * %
alignment
Sodition 351 . . 361..... 371 381 391
P9324945 295/ CIC € @iC ~1=1=F - - ohoho o SEal il s S s s il s s
P932495 291 ACGACCACAA GAAatccctc cc GACTTCGG TTTTCCTGGG GCAGGGCGAC
P932496 304 ACGACCACAA GAAgttgctact GACTTCTG TTTTCCTGGG GCAAAGCGAC
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alignment
position

P932494
P932495
P932496

alignment
position

P932494
P932495
P932496

alignment
position

P932494
P932495
P932496

alignment
position

P932494
P932495
P932496

alignment
position

P932494
P932495
P932496

alignment
position

P932494
P932495
P932496

alignment
position

P932494

300
341
354

344
386
400

394
392
406

444
428
442

494
470
484

535
520
534

585

* k ¥ x k Kk k * * %
* * % k *¥ %k * % * %
* k ¥ x k Kk k * * %

401. . ... ..

CGGAC
CGAGT CAGAC
CAAGT CAGAC

* k¥ % * ¥ %k * ¥ *x %
* * k% k * *k k %k % %
* k¥ % * ¥ %k * ¥ *x %

451. . ... ..

ggatctctecg

501.. ... ..

CAAGCCCCGC
CAACCTGCGC
CAATTTGCGC

* * % * ¥ %k k % * %
* k x x k Kk k * * %

551.. ... ..

CTCTCCAAGT
CCCTCCCGAT
TCCTCCGGAT

* *k k% k * *k k %k *x %
* k¥ % * ¥ %k * ¥ *x %

* * k% k * *k k %k *x %

601
* * * *x % * % %
* * * *x % * % %
* * * *x % * % %
* * * *x % * % %
* * * *x % * % %
* * * *x % * % %
651.. ... ..
ccgtgott GG
TTCGAAC- GA
TTCGAAC- GG
* k ¥ k¥ * %k % * *
* * % *x % % % * *
* k ¥ k¥ * %k % * *
* *
* *
701. . ... ..
TCGCCATGTT

GTCAGTGGGG
ACCAGAGTGT
cccagcgt ca

* % * k¥ % * *¥ % *x *%

file:///Users/cmoraes/ Documents/Corinal%20Paper%20Promoters/...

* % kx * Kk Kk *x %
* * % * % % * %
* * k x *x Kk %

* Kk k xk k& k x *x Kk %
* * %k x ¥ * *¥ % % *
* Kk k xk k& k x *x Kk %

* k *k Kk Kk *x *x
* * %k * % % *
* k *k Kk k *x *x %

* X
* % ok
*

431....... 441. .. .. ..

TCCC-
CTCC-

gcgt t

CTGTT
AGGCC
AGGTA

CAGCCCTCTC
CTGCCCTTTC
CTTCCCTTTC

GTTCttct
CTGCCC- - - -
CCCTCC- - - -

* % k% % * % % % %

* * k% *x ¥ *k *¥ % % *

481.......

cgggacctac

531. ... ...

CCCCAGCGACGgcttgtagec cc

CCGAAGCC
CCGTAGCC

* %k * k¥ ¥ * ¥ % % *%
* Kk % * k x * K* %
* * % *x * %

TTGCCCCGCC
TCGCTCAACC
TCGCTTAGCC

* k * k k * *x * * %
* % %k * % *
* k * % % *

E I

E I I I R
E I I I R
¥ % % X X X
EE L I I
* X X X *
*
*

AAGGTCGTCC
AAGGTCGTCC
AAGGTCGTCC

* % * k¥ ¥ * ¥ % % *%
* k k x *k k *x *x %
* * %

L
E . I
E I I
L I
E . I
* % *

* X Xk

* %k

* %k ok o
E I I

GTCGGTAGCa

*
*
*

CTGCAggact
TTGCGA- - - -
TTACGA- - - -

* k * % % %
*

* ok

* * % %
* *k % % %
* * % %

621. ... ...

C
CTGCGCCTCC
CTGCGCCTCC

* x * * * %k *x * % %
* * k% *k * % % * k% %
* x * * * %k *x * % %

* * % % % %

671. ... ...

CT GT GACCGG
CT GT GACCGA
CT GT GACCGA

* % * x % * *¥ % % %
* Kk k *x k Kk Kk % %
* * %
* % %
* * %

*
*
*
*
* * *

E . I .
* %k ok ok
E L I
E I I
E I I
E . I

t CCCGCT CAG

*
*
*
*
*

* % 3k X X
* % X F F
* % ok ok F
* % X X
EE I I

631. ... ...

CGCGCCTCCT
CGCTCCTCTT
CGCTCCTCTT

* k k k * k x % %k *
* *k k *x *¥ k *x K% % *
* k k k * k x % %k *
* *k k *x *¥ k *x K% % *

681. ... ...

CTTGGCGGTT
CGAGGTGGTT
CTAGGTaGTT

* * %k x ¥ * *¥ % % *
* Kk k xk k& k x *x Kk %
* % * *
* %

E o

*
*
* % *

* % X X X
E I I

*
*
*
*
*

* %k ok F
* X X X X

731.

* * %k % % %

491. .. .. ..

GGGCCG
GGGCCC
CGCCCG

* k * %k % %

aggt

* * * % % %

* Rk~ 0

* % X X X X
E I I
* Ok F X X X
* 0% Xk X X X
* Ok F X X X
* 0% X X X X
* % X X X X
* Ok F X X X

641. .. .. ..

CGCGCCTGCG
CGGGCCgt CG
CGGGCCTGCG

* *k k k %k *x * %k *x %

* * *k % * % * %
* k *k *x * % * *
* * *k % * % * %

691 ... .. ..

GGAGCGGCTG
TGAGCAGCTG
GGAGCAGCTG

* * %k * % * * % *x %

* k k¥ Kk k x *x * * %
* * %k * % * * % *x %
* k k¥ Kk k x *x * * %
* * %k * % * * % % %
* k k¥ Kk k x *x * * %
* * %k * % * * % % %
741 .

GCCCGTTCGC GCCCGT CEME
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P932495
P932496

alignment
position

P932494
P932495
P932496

alignment
position

P932494
P932495
P932496

alignment
position

P932494
P932495
P932496

alignment
position

P932494
P932495
P932496

569 TCGCCATGTT
583 TCGCCATGTT

635
619
633

685
669
683

735
719
733

785
769
783

*

* X X X X X
* % ok ok F F

>(->(->(->(->(->(->(->(->(->(-_|_|_|\|

¥ %k 3k Sk 3k ok F F * X
E R I I R T T R

*

*

* % X X X X
* %k ok ok F F
* X X X X X

(&)
[N

o]
o
=

E

* % X X X X X X
* % X X X X X X
EEE I I B A I I
* %k ok ok F F X X
* % F X X X X X

* % %
* k %
* % %
* k %
* % %
* k %

*

% %k ok ok ok ok ok F F F
E I T R R T T R

*

901. .

* %
* %
* %
* %
* %
* %
* %

*

* X X X X X

E R T R R T T R

E I R

* % X X X X X X

*

* X X X X X
* % ok ok ok F

* ok * *

o I B |

* X X X X X
* Ok ok F X X X X F

* % ok Sk ok F

* % X X X X X X

*

********OOO

* % ok ok F F F
* % X F X X F
* X X X X X X
* % ok ok F F *
* % X X X X F
* X X X X X X
* % ok ok F F *
* % X F X X F
* % ok ok F F *
* % X X X X X

GCCTCCGT GG
GCCACGGT GG
GCCACAGT GG

*

* ok ok ok ok * *
* %k ok F F X X
E I R R I B
* %k ok ok F * X
* 0% X X X X X

*

*

*

*

* *
* %
* *
* %
* *
* %
* *
* %

*

* 0% ok X X X X

*

* ok ok ok ok * *
* %k ok F F X X

*

GTCGGTCGCc GCCCGCTCG

GTCGGTCGCt

*

* % ok ok ok F

* * %
* k k% %
* % % %
* k % %
* % % %
* k % %

GGAGTCGCTG AGCGGCCAGG
CGAGTCCCTG AGTGGCCAGG
TGAGTCGCTG AGTGGCCAGG

*

*

* % X X X X
L I I
* % ok ok ok F

ECE B . I
EEE
* % 3k 3k ok F F X
EE B . I
EE
* % 3k Sk ok F F X
EEE B . T
% %k ok ok ok ok F F
ECRE T . T .

*

*

*

*

*

* % X X X X
* X X X X X
* % ok ok ok F

*

*

*

* % X X X X
* % ok ok ok F

*

*

* % F F
* F X F *
* % kX X
* % F F
* % ok ok F
* % X F

*

*

*

*

*

*

*

*

*

*

*

*

*

GCCCGCTCG

*

*
*
*

~
~

* %k 3k ok ok F F X
ECE B . R
% %k ok ok ok ok F F
ERE I . T .
EE
* % ok ok Ok F F X
ECEE B . I
¥ % 3k ok ok F F X

*

E I B R I R I I R
* Ok Ok X X X X X X
E R I R R I SR B

*

[

821.

*

* % kX X
* % F F
* % ok ok F
E I

*

*

*

871.

*

* % ok ok F F *
* % X F X X F
* % ok ok F F *
* % X X X X F

*

*

*

921.

*

E I I I B I
E I I R A I
E R B R I I R B
* Ok Ok X X X X X X

*

* F X X *
* % kX X
* % F F F
* % ok ok F

*

* % X X X X X
* % ok ok F F *
* % X X X X F

*

*

*

*

*

*

*

*

*

L

* %
* %
* %
* %
* %
* %
* %
* %

ACCCCGG AGCAGCCTGT
GCCTCGG AGCCACCTGT
ACCTCGG AACCACCGGT

* %
* %
* %
* %
* %
* %

* %
* %
* %
* %
* %
* %
* %

GCCTCAATGG TGAGCCG- - -

GCCTGAACGG TGAGCCGGCT
GCCTGAATGG TGAGCCGGCT

*

* % ok F * X X
* % X X X X F
* ok ok ok ok * *
* % ok ok * X X
* % kX X X F
* ok ok ok ok * *
* %k ok F F F X

*

*

*

*

*

*

*

*
*
*
*

*

* % 3k 3k 3k
EEE R R R

*

*

L I R
E R R R

*

*

* % 3k 3k 3k
E G R N B

*

*

EE N

*

*
*
*
*
*
*

* Kk % %

EEE I T T T R R

EEE I T R T R
L N B T T
L R I I
EEE I B T T R R
L I
E R I I I T T R R

~
(o]
=Y

ECEE B . I

ECE B . I
E T
* % % Ok X F F
E I T T
* % 3k Ok 3k ok F
E R I . T .

L I B T T R

GGCCCT
GTCCTC
GGCCCC

*

*

* *

831. ...

GTTGGACCT
TCTGGATGT
TCTGGACGT

*

*
*
*
*
*

* k% %
* %
* %
* %
* %

* % F F
* F X F *

* %

*

*

*
*
*
*
*

* *

881. ...

*

*

* 0% X X X X

*

E . T T

>(->(->(->(->(->(->(-OOG)

CCgtgcgCCG
CCGCAGCCCG
CCGCGACCCG

* % k% * % % *

* k k k %k *x %

* % k% * % % *

*

* F F

*

* %k ok F

*

* % X X X X X

*

* X X X X X X

TCGGAGTACC CCGATCTCGT
TCAGGGTGCC CCGATCTCGT
* k *k *k k x % * %
* %k * ¥ * * k% % *
* k *k *k k x % * %

*
*
*
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LR N T T
L N T T
L R I I
I I T I
L I

E R I I I R T T R
LR B T T R
L R I T

791 . ..

TGGTGCAgaQgc
TGCTGCAAgQgG
TGCTGCAAaG
* % ¥ * *¥ * * % *
* % *¥ * * * *x * *
* % ¥ * *¥ ¥ % % *
* * *¥ * *x *x %
* k% k¥ * *x % *
* * *¥ * *x *x %
* k% k¥ * *x % *
* * *¥ % * *x %
841 . ..

* k¥ % * ¥ * * % *x %
* * %k k *k *x * %k % %
* k¥ % * ¥ * * % *x %
* * %k k *k *x * %k % %
* k¥ % * ¥ * * % *x %
* * %k k *k *x * %k % %
* k¥ k% * % * * % *x %
* k *k k k %k % %
891
GCCTTTGGTC
GCCTTTGGTG
TCCTTTGGTG
* * k% * % * * % * %
* * k *x %k *x * % *x %
* * k% * %k *x * % * %
* * k *x %k *x * % *x %
* * k% * %k *x * % * %
* * k *x %k *x * % *x %
* * k% * %k *x * % * %
* * k *x %k *x * % *x %

* k k Kk k *x *x * * %
* * k * % *x * % *x %
* k k¥ Kk k *x *x * * %
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P932494
P932495
P932496

alignment
position
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P932496

alignment
position
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812
819
833

834
851
883

850
901
933

863
940
983

913
971
1002

TCCCt
TTCCctgcagg

* * % %

* * % %
* * % %

1001. ... ..

TGGGGgtctec
TGTGGTGGgc
TGTGGTGGac

* * % * *¥ % * %
* % % *x %k %k * %
* * % * % % * %

1051. ... ..

AGGCGGGCTC
AGGCGGGCTC

* * k% k * *k k %k % %
* k¥ % * ¥ % * ¥ *x %

1101. ... ..

CCCCCAGCAG
CCCCCAGGAG
CCCCCAGGCG

* % k% % *¥ *k * % * %
* *k k% k * *k k %k *x %
* % k% *x *¥ *k * % * %

1151. ... ..

GGGCT GGGCG
AGTCTGGGTT

* * % *x ¥ %k k % % %

1201. ... ..

ctttctg
cctccect

Q Q@

Pairwise similarities:

tcggtg-- - -
c GGCCGCGGC

t GGCCGCAGC
* * k% k k¥ ¥ *x * %
* * k% k *¥ %k x * %

ACGGTGAC- -
ACGGTGACcg

* k * k k % % %
* * ¥ *k * % % %

GGAGCGGCCG
TCAGGAGCCG
TCAGGAACC-

* % k¥ k% x k& %k * k% %
* k *k k k * *k kx %
* % ¥ k% x %k % * %

GCCTCCGCAa
CCCTCCTCAg

gccggcctgg
tcatggct aa
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GG
-- - GCGGCGG
gdggGCGGCGG

* * % %k * % %

* *k %k k * % %
* * % %k * % %

TACCTTGGCA
GACCTTGGCA

* x ¥ * * % * * % %
* ¥ % % * %k *x * % %

gatgccgctG

cgggcgcgceg
gtctg-----

ctctgggcecet
gcttcacttg

actcgcgtecc
gatactgtta

981. ... ...

GCGAGGGCCG
CGGAGGGCGG
CAGAGGGCGG

* *k k * ¥ k *¥ K% % *
* k k k * k k¥ % %k *
* *k k * ¥ k *¥ K% % *

1031... ...

GGCCGAGCGC
GGCCCAGCGC

* * %k x ¥ * x¥ % % *
* k k% x ¥ k * % % *

CCcC
GGATGCTCCC
GGATGCTCCA

* k k% k * k k¥ % %k *
* * %k *x ¥ *k *¥ % % *
* * %

1131. .. ...

agcggagcct

1181. .. ...

ggccccece
actttct

—Q

gccggcttec
gttac-- - -

991 . .. .. ..

CGAGCAGGGC
TGT GCT GGGA
TGCGCT GGGA

* ¥ k% * %k * * % * %
* * k *x % *x * % *x %
* ¥ k% * %k * * % * %

1041.. .. ..

tccccg GAGC
ctcttc GAGC

* * * %
* *x * %

1091.. .. ..

GCTCCT CCGG
GTAGCT GCAT
GGGGCCGCAT

* * k k *k *x * %k % %
* k% * ¥ * * % *x %
* * %k k *k kx * %k % %

1141. . .. ..

gaat CAGGTC
----CACGTC

1191. . .. ..

ctcggggcgt
ttaagatcgg

For each pairwise alignment, the similarity (relative to the maximum similarity) and the number of identical nucleic acids (in %

of shorter sequence) is given. Maximum values are_underlined.

' [P932495 [P932496
(1055 bp) /(1001 bp)

P932494 0.342[ 0.362
(1001 bp) 49 % 43 %
P932495 1.000
(1055 bp) 78 %

Please note that the similarity value 1.000 marks only the two most similar sequences, it does not necessarily mean that these
sequences are identical.

50f 6 4/11/07 2:34 PM



Genomatix: Multiple Alignment file:///Users/cmoraes/ Documents/Corinal%20Paper%20Promoters/...

Extract alignment region

Positions in alignment from: ’ to:

Output file ]dialign.seq

Extract aligned sequences
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	Text5: 
	Text6: The description of the complete description of TFBS can be found in additional file 3 (in the “Matrix Family Library” Excell sheet).


