This Supplementary Material shows the Core Promoters of Complex V 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 Fri May 20 21:45:09 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: . . .
9 P # 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)

o ALL user_defined.lib (0.75/Optimized)

Selected groups « ALL vertebrates.lib (0.75/Optimized)

(core/matrix sim):

Aligned Sequences:

Sequence

No.
° Name

Sequence Description Length

sym=ATP5A 1|loc=L 0c498|taxi d=9606|spec=Homo sapiens|chr=18|
ctg=NT_010966|str=(-)|start=25166753|end=25167864|len=1112| tss=501,502,507,512|

1P924542 |comm=ATP synthase, H+ transporting, mitochondrial F1 complex, alpha subunit, isoform 1, cardiac |1112 bp
muscle; (AK092735/502/gold; AK129900/501/gold;AK129739/501/gold;
AK098765/512/gold;NM_004046/507/bronze;)

sym=Atp5al|loc=L 0oc11946|taxid=10090|spec=Mus musculus|
chr=18|ctg=NT_039675|str=(+)|start=1236265|end=1237390| len=1126|tss=501,510,526|
comm=ATP synthase, H+ transporting, mitochondrial F1 complex, apha subunit, isoform 1;
(AK043976/511/gold; AK098155/502/gold; AK076572/511/gold; NM_007505/527/silver;)

sym=Atp5al|loc=L 0c65262|taxid=10116|spec=Rattus norvegicus|
3P924553 |chr=18|ctg=NW_047516|str=(+)|start=9660103|end=9661203| len=1101|tss=501| 1101 bp
comm=mitochondrial H+-ATP synthase alpha subunit; (XM_341631/526/bronze;)

2 |P924549 1126 bp

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.
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alignment
position
P924542
P924549
P924553

alignment
position
P924542
P924549
P924553

alignment
position
P924542
P924549
P924553

alignment
position
P924542
P924549
P924553

alignment
position
P924542
P924549
P924553

alignment
position
P924542
P924549
P924553

alignment
position
P924542
P924549

24
51
39

32
101
79

82
151
129

132
178
136

182
226
167

231
252

1. ... .. ...

gactcagagg
tccacaagca

actactacta
taataaacag

101. ... ...

TGCAGATTAA
TGAGGACTAA
TGAGGACTAA

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

* *

151.. .. ...

ggtttagectg
ctgccacagc
ccggact - - -

201. . .. ...

CCGACACTAT
CCAGCACGAT

* * % * k¥ % * * % %

251. . .. ...

G- TGAggccc
G- TGACGTTC
gaTGAAGTTC

* * k *k *k k % % %

301. ... ...

agcaGATTCA
----GGTTCT

11. ... .. ..

gtctgaagtg
t gCCTTGGTA
--CCTTGGCA

* % % k * * % %

* * % * k% * % %

111... .. ..

CGGGCTCCGT
AACCCTCT GG
AACCCTCT GG

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

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

161... .. ..

ttcactgttg

211. .. .. ..

TAATCgccct
TAACCt aGCT

261. .. .. ..

AGt tct aGGA

* % * k %
* * %

* * %

21. . ... ...

9949
CATATACATG

CATACACATA
* Kk kK Kk Kk Kk Kk Kk Kk K

* ¥ % * % % x * % *

TTTCAGTAAT
TTTCAATAAT

* * % x * % x * %k %

* * % x * % x * %k %

121. ... ...

GGGAGgctcec
GTGGCTGCAC
GTGGGTACAC

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

* * % x * % x * %k %

171. ... ...

ctactcgtgec

221. ... ...

ggtcctcaag
CTTAGTCTAG
CTTCATCTAT

* ¥ % * k% % * % % *x

271, ... ...

gcaccagatg
CGCGTCTCCT
CGCTTCCCCT

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

* ¥ % * % % * % % *x

CACACCACGC
CACAGCACAC

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

* * % * * % * * % %

TTCGGATAGT
CTCAGAATGT

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

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

131.. ... ..

ctgct ggtgg
TGTGCAAGAG
TGTGCAAGAG

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

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

181. . ... ..

taa ACCACGG
--- ACTGCGG

231.. ... ..

acagccgcga
GCAGCCCG- -
GCAGTTCG- -

* * % % * % % %

281. . ... ..

gggcctggga

311....... 321....... 331.......
G CCcC CccC
G ccC CccC

ATACactact
ACACtaataa

* * k% %

* * % %

91. . .. ....

- -CTAAGATC
TCCCAGGACC
TCTCAGGATC

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

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

141. .. ....

ccagtcccgg
CTACCCCGgc
TTTCCCCGac

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

* % %k k k% * % %

191. .. ....

TCTAACACTA
TGAAACCCCA

* %k x k¥ * k *k *x * %

241. .. .. ..

CCCCAGACGC
CCCCAGGCAC
CCCTAGgtagg

* % % * % % *x % % *

291. .. . ...

actgctgctt

341. .. ....

ACAAGGTCG#A
ACAAGGTCG#A
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P924553 199 - - - - GGTTCT GCAACTCACE FTEATETCCcCG GgeaaCAACC ACAAGGTCG?
* * % * k k k* *x *x * k * * %

* % % * % % * % % % *¥ % % % % * % % * * % * * * * * * % * *
* % k% * % % * % % * * k% * % * % * * *k k% * * k¥ * % * * * * % k% * % * * *k % * * % * *x *
* % k% * % % * % * % * % * % *x * * % % % % * * % * * % * % * * % % * % * % % * *
* % * % * % * % * % % % % % *x * * % % % % * * % * * % * % * * % % * % * % % * *x
* * * % * % % % % * * *x * % * % % % % % * % % * % * % * * % % % % % % *x *x *
* % * % * * % % % % * % % * *
* % * * * * % % % % * % *x % *
UG 351 361 371 381 391
S . ... 381..... o L

P924542 279 CT CAAAAgac CAAAATAAAT GTATAACGAA TGCCAGGACC AAAGCCGGA®Rr
P924549 295 TT CAAAAAGA CCAAAAATTA AAATGTTGAG TACCAGGGAG GAGGCT GGA®£
P924553 245 TT CAAAGAGA CCAAAAATTA AAATGATAAG TGCCAAGGAG GAGGCT GGA®#

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

* k¥ * k¥ ¥ * * *x % % * * ¥ * * *¥ *¥ *¥ * % * *k * * * * * * * ¥ * ¥ * * * % % * * ¥ k¥ * *¥ * k% * *
* k¥ * k¥ ¥ * * * *x % * k* k¥ * * ¥ * *¥ * * * k * * * * * * kx ¥ * * * * * *x % * * k¥ k¥ * *¥ * * k¥ *
* k x x k k*k k *x % % * *x x %k kK k *k %k % % * k *x *x %
* * % % k K% %
* * * % * % %
* * *x * % %
alignment
position 401. . .. ... 411. .. .. .. 421....... 431.. ... ..o 441, 0L
P924542 329 TATATCTAAT CATTCATTTT GAG AATG TTACATAAAZA
P924549 345 ACAATGTATT CGTTCATTTT TAG AAAG AAAAAGAAALA
P924553 295 ACAATTGATT CGTTCATTTT TAG AAAA AAAAAAAAAL
* * % *x * % *x *x k% % * * * % x %k % * * % * * % x * % x * %k % * % *¥ k% * * * *x *x % * * * * * * * * * *
* k¥ % * *¥ * * * *x % * % % * % * % % *x % * k * k¥ * * * * * * * * ¥ * * *x * * %k % * * * k¥ * * * * * *
* k¥ * * * * *¥ *x *x % * * *k * *¥ *¥ * * * * * k * k¥ * * * * * * * * ¥ * ¥ * * * %k % * * * k¥ * *¥ * * * *
* * * k * * % * * * * * *¥ * *¥ * % * k * k¥ * * *¥ * * * * * ¥ * * * % %
* * * k¥ * * % * * *k *¥ *¥ *¥ * *¥ * * * k * k * *¥ *¥ * * * * * ¥ * * * %k %
* Kk k k * %
alignment
position 451. . .. ... 461....... 472....... 4821.. ... .. 491, .. ...
P924542 379 AAataagtaa cctgcc---- ------ - - - - - - - - AA AAAATGCAGA
P924549 395 Agttatag-- - --------- - - ----- -- - ----AAAAAA AAAAAAAAGE
P924553 345 AAaaagttgt t aaaaaaaag aggcccatat ctt aAAAAAA AAAAAAAAG?E
* % * * * * * * * * * k¥ *¥ *¥ * * * *
* * * * * * * * * k¥ k¥ * *¥ * *¥ * *
* * k *k k* * % * * k¥ k¥ *¥ *¥ * * * *
alignment
position 501. ... ... 511.......521.......531.. ... ... 541. .. ...

P924542 407 GT GGCGGCGG GGGCGGGGGG Agaggtggt g aacg

P924549 419 TTTGCGTCCG GAGGAGCAGG
P924553 395 TTTGCATCCG GAGGAGCT GG

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

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

* % *k *x k% %k *

* % %k *x k% % *

* % *k *x k% % *

* * k *k x * %
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alignment
position
P924542 457
P924549 455
P924553 431

alignment
position
P924542 507
P924549 505
P924553 481

alignment
position
P924542 557
P924549 552
P924553 528

alignment
position
P924542 607
P924549 601
P924553 577

551.. .. ...
CGGG GGT
CGGG GGC
CGGG GGT
* % % % * * * *x *x %
* * % % * %k k% * % *
* k¥ % % * %k k% * % *
* % % * ¥ % k% * % %
* % % *¥ ¥ % k¥ * % %
* % % % * * * *x *x %
* % % % *¥ * * * % %
* k % % * % k% * % *
* k% % % * % k% * *x *
601.. .. ...
TCa
TC-
TC-
* k% % % * % % *x %
* k% % % * % k% * %
* % % % *¥ % % * %
* % % *¥ *¥ % k% * %
* % % % * * * *x %
* % * % *¥ * * *x %
* k% % % * % % *x %
* * % * %
651.. .. ...

aCTGCAAAGA
CTGCAAGGA
CTGCAAGGA

* Kk k * * % K% %

ECRE T R S T
* 0% X X X X X F
*O0F X X X X X *
L T T
* 0% X X X X X F
ECE R A
* 0% X X X X X F
* X X X X X X X
L R R S T

701. .

TCCT
CCCT
CCCT

* * % %

*
*
*
*

* OF X X X
* % ok % %
* OF X X *
* X X X X
* OF X Xk F F
*O0F  F X X X F
L I
* 0% F X X X F
* O * X X X X *
* 0% X Xk F F

GGGCCGIGCTG
GGGCTGGCTG
GGGCCGIGCTG

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

* * % % * %

* 0% X Ok Ok X X X

* 0% X X X X X F

* % kX X F X
*  * X X
E I T S
E I I D
* %k kX X ok
E N I D T
E I I T R T

611...

GTCCGGAGGC
GTCCGGAGGC
GTCCGGAGGC

* k * % k * %k * % %

* % *k *x * %

* * %

*OF X X

L I I

L I

*  F X X

*  * X X

* X X X

L
* O0F X X X F
* O0* X X X X

EE I T T
E I T D T I I
* % kX X F X X
* 0% X X X X X F
L R . R T I I R
EE I T R
E I I D R R I I
* %k kX F kX
E R B D S B B
E I R . T I I B

*******OOO

* X X Xk F F
*O0F  F X X X F
R I
* 0% F X X X F
* 0* X X X X X
* X X Xk F F
* O0F  F X X X F
L S
* 0% F  F X X F
* X X X X X
*OF X X F

L I I

L A

* X X X X
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571. ...

TCTTGACCTT
CCTTGACCTT
CCTTGACCTT

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

* * % x % % *x % %

L I I
E I R T S
E I I D
* %k kX X ok
E I I D R
E I I D
E o R T R
E I I D . .
* %k kX X
* 0% % X X X X X

621. ...

TGCGGCTGCA
TGCGGCTGCA
TGCGGCTGCA

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

* * % x k*¥ % x * % *
* k¥ % * k% % * % % *x
* ¥ % * % %k *x * %k *x
* *k % * * k *x *x * *
* * % x * % x * %k %
* * % x * %k x * %k %
671

* 0% X X X X X *
EE R T I
* 0% X X X X X *
* %k kX F ok *
E R T D S R I R
* 0% X X X X X X
* 0% Xk kX X X
E I T D S R I I
* % Xk X F kX
E R B D S R I

721. ...

TGAGCACCGa
TGAGCACCGG
TGAGCGCCGG
* * % x * % x * %k %
* * k% *x * *k *x k% %

* %

*
*
*

* X X X X
L I I

* X F X

CTTTGC
CCTTTG
CCTTCG

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

* * % % * % %

* X X X

* X X X

* F X X

* X kX

* X X X

* X X X
L T T
E I T D S I I
* % Ok kX F kX

E I I D

GAAGt accgc
GACGGTCTCT
GAAGATCTCT

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

*
* *
*

* X X X
* X X X

GCGGCCGT GG
GCGGCCGT GG
GCGGCCGT GG

* k % *x * % * * * %

* 0% X X X X X F
* 0% X X X X X X
* %k kX Xk F
E I T D S R R
LI T S T
E I I D T R . N
I I . T
* 0%k 3k kX X X X
I I I T R
* %k kX X kX F

aggccggce
BGTET AGe = -
GGCCTAG- - -
* k% % * % * *
* k% % * * * *

* * % %k * % %

591. .. ...

* % % kx * *k *x % %k *
* % % x k% %k *x % % *
* % % * % % *x % % *
* % % *x % %k *x k% % *
* %k % k¥ * *k %k *x * *
* % % x * k% *x % %k %
* % % kx * *k *x * %k %
* % % x % % *x % % %
641. .. ...

ctgcggagta
CCgAGAAG- -
CCaAGAAG- -

* % * *k * % %

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

* % * % %
691. .. ...

t CCGCGCCCT
CCCGTGCCCT
CCCGTGCCCT

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

* % ok X

E I T D T R . N
I I R
E I T S I
I R I A
E I R . A
EEE T D T . . N
I I N T . R
* 0%k 3k 3k X X X X
I I I T . R
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alignment
position
P924542
P924549
P924553

alignment
position
P924542
P924549
P924553

alignment
position
P924542
P924549
P924553

alignment
position
P924542
P924549
P924553

alignment
position
P924542
P924549
P924553

alignment
position

P924542

657
638
614

703
675
647

740
725
693

790
768
736

840
818
782

890

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

* k k x k¥ Kk k Kk *x %

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

751. .

gccggagt

801.. .. ...
tgcaggagg-
GGAGCGGAGC
GGATCGGAGC

* k% k x k¥ Kk *k * *x %

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

851. . .. ...
G
G
* * % * k¥ % * * % %
* * % * k¥ % * * % %
* * % *k * % % * % %
* * % * * % *x *x k% %
* * % *x k * %
* * % * k % %
901. . .. ...

TTTGCtcgtec
GCTGCGGGCC
TTTGCAGGCC

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

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

951. .

tcgat ggtagt
CGTGGCt gag
CGTTGCgggc

* k *x x Kk %

* * % % * *

CGGCCCTAGA

* % ¥ % * ¥ % * % %

* * k Kk k xk * Kk Kk *x

* k * % x * %k * % %

GCAGGGT
GCAGGCT
GCAGGCT

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

* *x *k %k * % %

cggaGCGGTG
----GCGGTG

* k k * *x %

861. ..

ggcttctcCG

©==222-=- Gl
G- - - - - - CT
* * *
* * *
* * %
* * *
911

acctgcgcag
TTCGGggcgc

TTCGGt - - - -
X ok ok Kk K
x K Kk Kk *

* *k * % %

961. ..

ccagagacag
caagGGGGCT
aaa- GGGGCT

* k *x x X %

* * % *x * %

agggggatct
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* * % % * * % %
* *x *x * %

* * % %k *

771, ...

GGTGGTGCGC
GGCGCGGGAG
GGCGTGGGAG

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

* * % x * % x * %k *

821. ...

- - GCGAGGGG
CAGCGCGGGG
CAGT GCAGGA

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

* * %

871. ...

GCTGGACAGA
GCGGAGCAGC
GCCAGGCAGC

* ¥ % * % % * % % *

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

* *

921. ...

aggcagaatg
GCGCGGCGGG
GCGCTGT GGG

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

* * % x * % x * %k %

971. ...

ggcct cAAGA
CTAGG- AGGG
TTAGG- AAGG

* *x *x * * * * k %

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

1021. ..

t GGGTGAAGG

781. . ...
CGG----CTC
CGGagat CTC
CGG----CTC
* % % * % %
* * % * * %
* % %
831.. ...
CTGTGGCGAA
CAGGGGCGGA
CTGGGGCGGA
* % % % * * * *x * %
* k% % * * % * *x * *
* k% ¥ % * % * *x * *
* * % % * * * *
* % % * % % * %
* % % * *¥ % * %
881.. ...

GCAGGCGACA
GCGGACGGCC
GCGGACGGCA

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

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

gtacagggca
GCGGGGGTCT
GCGTGGATCC

* k x x k¥ K* k *x *x *

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

TTCCTGTCTT
ATCTGGGCTT
TTTCGATCTT

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

* * % k * *k kx * %

1031. ...

TCAGGGCTTG

GGGcgctctec
AGGTCTCTGC
AGGTCTCTGC

* k x k¥ * *k Kk *x k %

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

EEE T R I
L T N
E B T T
N T I .
L R R
E I T I
L I N
E B T T
L T I

*
*
*
*
*
*

CAGGTGCCCT
GAGGGGCTTT
AAGGGGCTCT

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

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

gacagttaac
GGGACCTCGC
GTGACCTCGC

* Kk x k¥ * k *k *x * %

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

CGGCTGACAC
GGGGTGAGAC
GGGGTGAGGC

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

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

GGCGCTagct
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P924549
P924553

867
830

alignment
position
P924542
P924549
P924553

940
905
868

alignment
position
P924542
P924549
P924553

990
934
898

alignment
position
P9245421040
P924549 982
P924553 943

alignment
position
P9245421081
P9245491032
P924553 984

alignment
position

P9245421113

CGGGCCT GGA
CGGGGCT Aa-

* * % * k¥ % * * % %
* * % %

* * % %

ctccgaggcc
GTCTGGCCTG
GTCTGGCCTG

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

* k% k x k¥ Kk *k * *x %

GT CGCGT C
GT CCGGC
GTCTGGC

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

* * * % *

* % X X
LI I
E I T I

* % * % %

agtcagtg- -
aggaggaggA

>

E I

GCATTTCACC
GCAGTTCACC
GCATTTCACC

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

* * % % k¥ % * * % %

tgttctgaat
CCcggaagct
CCctgtggct
* %
* %

* *

1111..

GCTGAAGGTC
GCTGAAGGTC
GCTGAAGGTC

* * ¥ % x * %k * % %

* * * k %
* * * * %

* * * * %

E O
E I T
* % * ok
E I T B

* % * * %

GAGT
GGAGGCGAGC
GGAGGAGAGT

* x ¥ % x * % *x *%

* % %k *x * %

* %k * % % %

* % * % % %

* 0% X X X X X X

*
*
*
*
*
*
*

E R R .
* 0% X X X X X

1211..

TCTGCCTGGA
TCTGCTCCGA
TCTGCTCGGA

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

* * % * k¥ % * * %

* X X

* * % % *¥ % % * %

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

-- GGTGAAGG TCAGGGTGTG TGCCCTGCTC
-GGGTGAATG TCAGGGTTTG TGCACTGCTT

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

* k k x *k * *k X

1071. ..

cggt gaggtt

1121. ..

AGAaaac
AGAGG
AAAGG

* * % % * % L
* * % % * % * *
* * % *x % % * %
* * % % * % * *
*

1171. ..
CTGACA GT
CTGACA GT
CTGACA GT
* * % x * % x * % %
* ¥ % * % % *x % % %
* ¥ % * % %k *x * % *x
* ¥ % * k% *k *x * %k *x
* * % x * % x * %k %
* * % x * % x * %k *
* * % x % % x k% % *
* ¥ % * % % * % % %
1221. ..

GCTCAGt tt a
GGTCAATCCA
GGTCGTTTCA

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

* * % %

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

* * % % * % *x * % %

*
*
*
*

* % X X
* % F
E I T
* %k 3k

1181. . ..

GTGAAGGTCA
GTGAAGGTCA
ATGAAGGTCA

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

* % %

E I T D
E I I I .
* 0% X X X X X
E I R T R
E I I D I T
* %k kX X ok F

* % X * X

AGGGAAAGGA
AGGGAAAGGA

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

* % % * % %

P9245491082 GTGACTCTTG CATTGTGGGA TGGTtt ACCC ATTTGGAGCT
P9245531034 GT GACCCTTC AATTGTTGGA TGGTc-ACTC ACTTGGTGCT

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

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

gaTTCTTAGC
-TCCTGGC
TTCCTGGC

* ¥ % * k% % * *

* % % % % k% %
* % %

*
* *k k* %
*

* X X
* X X

*
*
*

—

gttgaagct

ttgtgccg
RN TG RCITR

(@]
(]

(9]

1191

GCAGGCCc- £
ACAGGCCGGA
ACAGGCCGG*#

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

ATAAAT GAAA
ATAAAT GAAA

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

* % % * % % *x % % %

Gaccc
Gt at acggga
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* k % % * k% % * k% % * % ¥ % * ¥ % * % % * * % % * % k% % * * k& *k * % % * % *x %
* * % *x *k % *x *x % % * * * % x k¥ % * * % * * * %

* k¥ * * * * * * % % * % % % % * % % *x % * * % %
alignment
position
P9245421113 - - - - - - - - - - - - - - - - - - -
P9245491127 - - - - - - - - - - - - - - - - - - -
P9245531083 aaggt cgcga aaacatcgc

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.

P924549 |P924553
(1126 bp) (1101 bp)

P924542 0.341 0.337
(1112 bp) 43 % 43 %
P924549 1.000
(1126 bp) 76 %

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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L ogout Personal Messages
Genomatix-L ogo L ogout Personal M essages GEMS-Logo

Genomatix MainGEMSEIDorado Gene2PromoterBiblioSphere
Freguently asked gquestionsY our ResultsY our SequencesY our Protocol Help

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 May 20 23:47:21 2005

Solution parameters:

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

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

complete alignment is shown

Alignment output: L .
'9 utpu # 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)

o ALL user_defined.lib (0.75/Optimized)

Selected groups . —
e ALL vertebrates.lib (0.75/Optimized)

(core/matrix sim):

Aligned Sequences:

Sequence Description L ength

No Sequence
‘| Name

sym=ATP5B|loc=L oc506|taxid=9606|spec=Homo sapiens|chr=12|
1/P978027 |ctg=NT_029419|str=(-)|start=19182563|end=19183563|len=1001| tss=501] comm=ATP synthase, |1001 bp
H+ transporting, mitochondrial F1 complex, beta polypeptide; (NM_001686/523/bronze;)

sym=Atp5b|loc=L 0c11947|taxid=10090|spec=Mus musculus|chr=10|
ctg=NT_081856|str=(+)|start=5829087|end=5830098|len=1012| tss=501,502,512] comm=ATP

2 |P978029 |synthase, H+ transporting mitochondrial F1 complex, beta subunit; 1012 bp
(AK083276/541/gold; AK084009/552/gold;AK011035/541/gold;
AK010314/542/gold;NM_016774/542/bronze;)

sym=Atp5bj|loc=Loc171374|taxid=10116|spec=Rattus norvegicus|
chr=7|ctg=NW_047773|str=(+)|start=1376032|end=1377032| len=1001|tss=501] comm=ATP
synthase, H+ transporting, mitochondrial F1 complex, beta polypeptide;

(XM _343136/501/bronze;)

3 |P978031 1001 bp

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.
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VSEREE USEREF /SE4EE VSEGAT vsHoX VSNKXH v ov- ISR 'c - ISDWITE vsora

V$RARF V$SF1F
alignment

- 1..
position
P978027 1 cactacttcg
P978029 1 - - - -
P978031 1 cgtct atcga

alignment
position
P978027
P978029
P978031

14
36
51

alignment
position
P978027 14
P978029 86
P978031101

alignment
position
P978027 52
P978029128
P978031151

alignment
position
P978027102
P978029155
P978031178

alignment
position

CAGGTTTCGG
CAGGTTTCCG

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

* k¥ % * *¥ % *x ¥ % %

101. .

----GAAAAA
CGAGGAAACC
GGAGGAAACt

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

* % % % *

151. .

Tcgccacgect
TTCAGGACGC
TTCGGGACGC

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

* * % % * % % * k% %

201 . .

caccgcccct

251 ..

cgtttCTTTC

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

* % % % *

ACCTGCTGGG
ACCTGCTGGG

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

* % ¥ *k * % % * % *

111.

CCTTATTTTG
CCACGTTTTG

t cat gactcc
* Kk ok ok k Kk Kk k Kk %

161.

caccttcagt
CGCCACTCaa
CAGGACTCc a

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

* * %k % * % % %

211.

GGCTGTCA
GGCTGTCA
GGCTGTCA

* * % % * % % *

* % %

* X X X
EE B
* X F X
* X X X
* X X X

* %X *
* *x %
* % *

261.

GTTGCACGGA
GTTGCACAGA

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

* * % * *¥ % *x ¥ % %

CCGCCt GGAA
CCGCCc GGAA

* * % % % * k * %
* * * % % * * * %
* % * % % * % * %
121
-------- GC
-------- GA
gccat gtt GA

* *

* *

* %
171. .

ggt gcttcac

ccttaGC- - -
tatct GC- - -

* *

* *

* *

* *
221 ..

CCTAgatcaa
CCTAACTC- -
CCCAACTC- -

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

* * % %

271. .

TTTATATGAT
TTTAAATGAT

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

* % % * * ¥ *x * % *

ACTTCCACCC
GCTTCCACCC

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

* % % % * ¥ *x * % *

131.

TCTAAAGAGG
GCCACAGAAG
GCCACAGAAA

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

* % ¥ % * ¥ *x * % *

181.

cgcactacca

231.

ggacctatct

281.

AAAGAg CCTC
AAAGAC CCTC

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

TCACTACTGT
TCACTACTGT

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

* k¥ % * % * * % * %

141 . ..

GCTCCTGACT
GTTCCTGACT
GCTCCTGCCT

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

* k¥ %k * ¥ * * % *x %

191. ..

cttccctaac

241 . ..

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

291 . ..
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P978027152 GACa ggccacgcac tttcaaca- - GGAACTCGGC
P978029175 GACg GCCTAGTGCA CAGGTTCAAC GGAACCCCGC
P978031198 GACc GCCTAGTGCA TAGGTTCAAC GGAACCCCGC
* k ¥ * * * *¥ * *x % * % % * * * % %k % * k ¥ * * * *¥ *¥ *x % * % % ¥ * ¥ *x *x *x % * * x * k¥ * * *x %k %
* k ¥ k¥ * * * * % % * % % ¥ * * % % % * k ¥ k¥ ¥ * * * *x % * % % ¥ * ¥ *x *x *x % * k¥ x * k¥ ¥ k¥ *x %k %
* k ¥ * *¥ * k¥ * *x % * % % ¥ * *¥ % % % * k ¥ * *¥ * k¥ * *x % * % % ¥ * ¥ *¥ *x % % * k x k¥ k¥ * * * % %
* * % *x *¥ % *x * % % * * % % * % *x % * * % * *¥ % *x * k% % * * k¥ % *x k¥ %k * % % * * %k *x k¥ *x * % *x %
* * % *x * % *x * % % * % % * %k % % % * * * * * * * * *x * * % % % * k¥ * *x *x * * k *¥ k% * *¥ * * *x *
* x * * * * * * *x * * % % * % % % % * k x * * * * * *x %
alignment
position 301 311 321.. 331 341
P978027200 CCCTTTCCTA - AACGTAGTT CCt ct gattaccctgtccaa
P978029225 CCCTTTATTT ¢ AACGTAGTT CCGCCAAAAA CCt- CTCCTA
P978031248 CCCTTTATTT - AACGTAGTT CCGCCAAAAA CCcaCTCCTA
* * % * *¥ % *x * % % * * % x ¥ *k x ¥ *k *x * *k *x *¥ %k *x k¥ * % * % * % % * k% % * * % * k& *¥ * % *x %
* * * * * * * * *x * * k *¥ * *¥ * *¥ *¥ * * * *¥ * *¥ * * * * * * % * * * * *x % * % *¥ k% * *¥ * * *x *
* x * * * * * * *x * * * ¥ * * * * * * % % * * x k kx % * * ¥ * *¥ * * * *x %
* k ¥ * * * * * *x % * * ¥ * * * * * * %k % * k x k kx % * * x * * * * * *x %
* k ¥ k¥ *¥ * * * *x % * * * * % *x % %
* k ¥ * x¥ * k¥ * *x % * * % * % % % %
* * % % * % % %
* * %k % * % % %
alignment
position 351 361. 371. . 381. 391. ..
P978027249 TCCAA TTAAGTTTI G AGGCTCAGAGtgacgccctc taacctcaca
P978029274 GCCAA TTAGGTTTECG AGGCTTAGAG GGCGGCTCCT CCAATTA- - -
P978031297 CCCAA TTAGGTTTECG AGGCTTAGAG GGCGGTTCCT TCAATTA- - -
* k ¥ * x¥ * k¥ * *x % * % k¥ % *x ¥ *x *¥ k¥ *¥ *x k¥ *x *x ¥ *x * %k *x * * % % ¥ * ¥ *x *x * % * * x *k * * %
* * % *x ¥ % *x * % % * * k¥ % x k¥ *x k¥ k¥ *¥ *x k¥ *x * *k *x * %k *x *% * % ¥ % *x ¥ *x * % % * % % *x % % %
* * * * * * * * * % * % % k¥ k¥ * * k¥ *¥ * *x k k¥ *k *x *x *k *x *x % * * *k % *x %k *x * % % * * k% * %k % *
* k * * * * * * *x % * % k x k¥ x * kx x * *x k *x *x *x *x *k *x *x %
* k ¥ * * * *¥ * *x % * % * x * ¥ * k¥ k¥ * *x *x *x *x *x *x *x *x *x %
* k ¥ k¥ * * k¥ * *x % * % % ¥ * ¥ * ¥ ¥ * *x *x *¥ *x *x *x *x *x % %
* k ¥ * *¥ * k¥ * *x % * % % ¥ * * * * * * *x *x % %
* * % *x * % *x *¥ % % * x k¥ % x ¥ % x ¥ *x *x * % *x
alignment
position 401 411. 421 . . 431. 441 . ..
P978027299 ct gt ccaat A AAAAAAGGAGTTTCAGATTA GCACCAGTTT TGACCAATGG
P978029321 - - - - - - - - - A AAAAGAGAAT TTTCAGATTG GCACCAGTTT AGACCAATAG
P978031344 - - - - - - - - - A AAAAAGGTAT CTTCAGATTG GCACCAGTTT TGACTAATAG
* % * * x * kx¥ * k¥ k¥ * *x *x *x *x *x *x *x *x *x % * % ¥ ¥ * ¥ *x *x *x % * * x * k¥ ¥ k¥ * % %
* % % k% ¥ * *¥ * * x¥ * *x *x *x¥ *x *x¥ *x %k *x *x % * % % ¥ * ¥ *x *x * % * * x * ¥ *¥ * * *x %
* % * k& % * k& *x *¥ k¥ *¥ * k¥ * * ¥k *x * %k *x * * * * % *x %k *x * % % * * % * k¥ *x * % *x %
* k k% k% k *k * *x k k¥ k¥ *x *k k¥ *k *k *x *k *x * * * % % % * * *¥ *x *x * * % *¥ * *¥ * * * *x %
* Kk % k k¥ * k¥ *x k k¥ k¥ *x k *x *k *x *x *k *x *x % * % % * * * *x % *x * * * x * * * * * *x %
* k ¥ * * * k* * *x % * % % ¥ * ¥ *x % *x * * * x * * * * *x %k %
* k ¥ k¥ *¥ * * * % % * % ¥ ¥ * ¥ *x * *x % * * x *¥ * * * %
* % * % * % * ¥ * ¥ *x *x *x % * k k * k¥ * % %
* *x * % * * k¥ % *x *k *x * % % * % % * *k *x * %
alignment
position 451 . . 461. 471 . . 481. 491 . ..
P978027349 ATGAGAAGat cagcgt g- TATTAACCTGTA GAAGCAGCAc aGAGAATGAT
P978029362 CTGAT AAGCT CCGAGTtt TT TTACCCTATA GAAGCGTTAG TGGTGATGAC
P978031385 CTGAT GAGCT CCGAGT--TT TTACCCTATA GGAGCGTCAG TGAAGATAAC
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40f 7

* % % % % % % % * % * % % % * * * % * k% % % *¥ % % *x * % * % k% % % % * * % * * % * % k% % * % * %
* * % k% * % k% * *x % * % k% * % % * * * k% % k% * %k k% * *x % * % * % * % *x * % * * % * % * % * % * %
* % % * *¥ % % % * % * % * % * % * % * % % * *¥ % % % * % * % % % * % % * % * * % * % * % * % * %
* % * % *¥ % % % * % * % * % * *
* % * % * % * %
* % * % * % % *
alignment
it 501 . . 511 521 . . 531. 541 . . .
P978027398 GAGCAGCCAG T ACTGCAGCGT AGGCCTCGCC
P978029412 GAACA GCAAA A AEEEEEEAGE TTCCEEEEEE
P978031433 TAACATCAAG A ATEETCEEAMNED CTOCEEEEEE
* % * % * % % % * % * % % % * % * % *x * * % % % *¥ % % % * % * % % % % % % * % * * % *¥ % % % * % * %
* % % % % % * % * % % % % % * % *x * * % * % *¥ % % % * % * % % % % % % * % * * % *¥ % * % % % *x %
* % % % % % % % * % % % * % * % *x * * % % % *¥ % % % * * * % % % % % * * % * * % *¥ % * % % % * %
* % % % % % * % *x * * k% * % * % k% *x * % * % % % * % * * % * * k% ¥ % k% % * % * %
g 551 . . 561. 571....... 581. 591 . ..
pOSItIOﬂ
P978027448 TCAACGGCAG GAgagcaggc ggctgcggtt GCTGCAGCCT TCAGTCTCCA
P978029462 CCAGCTGCAG GACCGGCGGA GAGGACC- - - GCTTCGGCGC TCAGTCTCCA
P978031483 TCGGCTGCAG GGCTGGCGCC CCGGACC- - - GCTGGAGCGC TCAGTCTCCA
* % * % *¥ % % % * % * % * % % % * % *x * * % * % * % * * % % % % % % * % * * % *¥ % * ¥ % % * %
* % % % * % *x * % * % % % % % * % *x * * % * % * % % * % % % % % * * % * * % *¥ % * % % % *x %
* % % % % % * * *x * * % % % * % *x * % * * % ¥ % k% % * % * %
* % * % * % *x * % * * k k% k% * % k% *x *x %
* % * % * % % * % * * % ¥ % * % * % * %
* % *¥ % * % * % * *
* % *¥ % * % % % *x %
* % * % * %
* % * % * *
* % k% * * %
alignment
bosition 601 . . 611. 621 . . 631. 641. ..
P978027498 CCCGGACTAC GCCATGTTGG GGTTTGTGGG TCGGGTGGCC GCT GCT
P978029509 CCCGGATTCC GCCATGTTGA GTCTTGTGGG GCGTGTGGCC TCGGCC
P978031530 CCCGGACTCC GCCATGTTGA GTCTTGTGGG GCGTGTGGCC TCGGCC
* % % % *¥ % % % * * * % % % % % * % *x * * k% % % * % k% *x * % * % % * * % * * % * * % *¥ % * % % % *x %
* k% % % * % k% *x * % * * % * * % % *x * * * k% % k% * %k k% * *x % * * % * * %k *¥ *x % * * % *¥ % * % * % * %
* % % * *¥ % % % * % * % * % * % * % *x * * % % * % % % % * % * % % % * % *x * % * * % * % * % * % * %
* % % % * % % % * % * % % % % % * % *x * * % * % *¥ % % % * % * % * % % % % * % * * % ¥ % * % * % * %
* % * % *¥ % % % * % * % * % % % * % *x * * % * % *¥ % % % * % * % * % % % % * % * * % ¥ % * % * % * %
* % * % *¥ % % % * % * % * % % % * % *x * * % % % *¥ % % % * * * % % % % % * * % * * % *¥ % *¥ % % % *x %
* % % % *¥ % % % * % * % % % % % * % *x * * k% % % * % k% *x * % * * % * * % * * % * * % *¥ % * % * % * %
* k% % % * % k% *x * % * *k % * *x % % *x * * * k% % k% * %k k% * *x * * % *
* % % * % * % % * % * % * % * % * % *x * % % * * *x * * % *
* % % * *¥ % % % * % * % k% % * % * % % * % % % * *x * * % *
alignment
bosition 651 661 671. . 681. 691 . ..
P978027548 A CTCACCCCTT CAGCGTCGCT GCCCCCAGCT
P978029559 ACTCAGCCCTT CGGCGGCTCT GCCACAGGCG
P978031580 ACTCAACCCTT TGGCGGCGCT GCCACAGGCG
* k% % % * % k% *x * % * %k % * % % % *x *x * * k% % k% * %k k% * *x % * % k% % * % * * % * * % * % k% % * % * %
* % * * *¥ % * % * % * % * % * % * % % * * % % * *¥ % * % * % * % % * * % * *x % * * k k% k% * % k% *x *x *
* % % * *¥ % % % * % * % * % * % * % *x * * % * % * % % % * % * % * % * % *x * % * * % ¥ % * % * % * %
* % * % *¥ % % % * * * % * % % % *x % *x * * % * % *¥ % % % * % * % % % % % % * % * * % ¥ % % % % % * %
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alignment
position
P978027598
P978029609
P978031630

alignment
position
P978027648
P978029659
P978031680

alignment
position
P978027698
P978029706
P978031726

alignment
position
P978027748
P978029737
P978031757

alignment
position
P978027798
P978029787

* % % ok ok *
* %k % ok ok *
P R )
* %k ok ok *
* % % ok ok *
* % % ok ok *
* %k % ok ok *
* %k ok ok *
* % % ok ok *

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

* * % % * * % *

* % % k% * *x % *

* * % % * % % *

* % % % * % % *
801
Gaacgatgagt
G- - - = = =« - -
G- - - - = =« - -
*

*

*

*

851 . .

GGAGCCGCGT
CGGGCAGCGG
GGCGCAGCGA

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

* * % * ¥ % *x ¥ % %

901. .

taGGAGGTTT
--GGAGCGTT

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

* %k % *
* Ok k% ok
* %k % ok
* Ok k% *
P R S
* %k % *

711.

TGCGGGCCGC
TGCGAGCTGC
TACGAACCGC

* % ¥ % * ¥ * * % *
* % % % *

* % * k% %

* k% ok ok *
* %k ok ok ok *
R S
* k% ok ok *

P S S

* %k % *

761.

GCTAacgttec
GCTAgttcgg

ggggattcgg

* *x * %

* % * %

811.

agctcgggcCC
ccC

861.

CTTGCTCTCT
ACTACTGTCC
ACTACTGTCC

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

* * ¥ * * % * *x % *

911.

CTTCGACCCA
GATATAACCA

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

* k ¥ * * * * * * %
* * *x % * * * % %
* *x * % * * * *x %
* *x *x % * * * *k %
* * *x % * * * *x %
721 . .
TCCGACG
TCCCGCC
TCCCGCC
* * ¥ k¥ ¥ * k¥ * *x %
* k ¥ * * * k¥ * *x %
* k ¥ * * * * * * %
* *¥ * * *¥ * * * *x *
* k * * * * * * *x *
* k ¥ * *¥ * *¥ * *x %
* k ¥ k¥ * * k¥ * %k %
* *k * *
771
cattttgcCG
ttcTT---CT
tt-TT---CT
* * * *
* * * *
* % * *
* %
821 ..

TAAGGGATCC
TATCGGATCC
TAGCAGATCT

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

* k % * ¥ % *x *¥ % %

871. .

AATGGCTGga
AGCCGagGAG
AGCCGCAGAG

* k % kx * % kx * * %

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

921..

GCTCTGTCCC
GCAGCGTCCC

* x k% %k *

* *k k% %

* 0% X X X
L I I
EBEE I B
E B B B

*
*
*
*
*
*
*
*

781.

E I I N S
* 0% kX X X X X
E I T D S T B
* % Xk X Xk F
E I T R S T S B
* % Xk % Xk F
E I T R D S B
E O I N S

CCATGACC
CCGTGACC
CCGTGACC

* x * k k k% %k *

* %

* %

* OF  F X X
*  * X X X
* X X X
* F X X

* *
* k% % *
* *
* *

E I T B
*  * X X

* %

831.

GTggtgttaa
GTt CTCCATA
GTgCTCCATT

* % * k *k k * k% %

* % * k %k k * % %
* % * * * k * % %
881.

gaacaagaat
TGCAAGGACA
TGCAAGGACA

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

* % % *x ¥ *x * % %

931.

ATTTTGTat a
ATTTTGT G- -

* k xk * k¥ * * *x *x %

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

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

791 . ..

TTGAGCCGGG

TTGAGCTT GG
TTGAGCCT GG

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

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

*  * X X

* x * % %

841 . ..

aaggat gCCT
AGGAT- - TCC
AGGAT- - CCT
* % % * % * * %
* * % * % * * %
* * ¥ * % * % %

891. ..

gggacaccca
GTCGCCCGTG
GTCGCCGGTG

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

* k¥ % * % * * % *x %
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P978031807 - - GGAGCGTT GATCGAACCAGCTGTGTCCC ATTTTGTT- - ----------

* k% % % k% ¥ k% ¥ % * *k ¥ *k ¥ *k ¥ ¥ k¥ * k¥ k¥ * ¥ * %k ¥ ¥ ¥ * % *x k¥ *x * *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¥ *x * *k * *k * k% *
* * %k * k% % * k¥ k% * *k * *k * k% * ¥ * * * ¥ * ¥ * ¥ ¥ ¥ *¥ *x * *x * *x * %
* % * % % % * % % * % * k% % % *¥ * % *x % k¥ * k¥ ¥ k¥ *¥ * *x * % * * %
* % * % % % * % % * %
* % * % * ¥ * % % *x %
%gmit 951 .. .. ... 961. .. ....971.......981. ... ... 991...

P978027848t gt gACGGAA AAGGTGCGGG CAGGTGCGTT GACCTTCCGG TTga- ATAGG

P978029823 - - - - AGGCTA GAGTGGCCGG CAGCTGCCTC GACCTTGAGG TTTTGAGGGG
P978031843 - - - - ACGTTA AAGTGGAGGG CAGCTGCCTT GACCTTGAGG TTCCTATGGG
* % % % % % * % k % k¥ k¥ * k¥ *¥ * *x *k * *x *x *x *x *x *x * * % % * * * x % *x * * * * * * * * * *x %
* * % * % % * % k kx * k¥ * k k¥ * *x k *x *k *x *x *x *x *x % * % % ¥ * * *x *x *x * * k x * k¥ * k¥ *x % %
* * % * % % * * % * % % * ¥ % k% * * * * % *x *x % * % % ¥ * ¥ *x *x *x * * k¥ x ¥ k¥ ¥ * * % %
* * ¥ % * *¥ * ¥ * * * % % * % * ¥ * ¥ *¥ *x *x % * * * %
alignment
" i0021......1212022......1021...... 1031... ... 1041..
position

P978027897 GGT ACTGAAC TCTCGAAAAA TGG-GGTCTT GTGCATGCGG ATGGGAAGGC
P978029869 GAT ACCAAAC TCGAGAATAATGGCGGTTCT GTGCACGAGG TCGGGAAAAC
P978031889 GGT ACTAAAC TCAAGAATAA TGGCGGTTTT GTGCACGAGG TTGGGAAAGC

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

* % * % *¥ % % % * % * k% *¥ % % % k% % k¥ k¥ * *k *¥ *k *¥ * *x * *x * * % % % % % % * % * * % *¥ % * % % % * %
* % % % *¥ % % % * % * k% % % k% % * % * k¥ * *k ¥ *k *¥ * *x * *x * * % % % % % % * *x * * % *¥ % * % *x % *
* % % % * % % *x * * * k% %k % k% % * %k k¥ k¥ * *k *¥ *k *¥ *k * * *x * * % * % * % *x * % * * % * % * % *x * *
* % * % % % * % * % * * * % *x * % * % * % * % * % * % *x * % * * % % % * % *x * *
* % * % * % * % % % * % % * % * * % * % * % *x * *
&gmit 1051. ..... 1061......1071. ... .. 1081... ... 1091..

P978027946 TGT GCAGGCG CTTTATCGAT CGCTGCGCGG CCTTCCCtct tggacacgcg
P978029919 AGT GCGGGTG GGTTCCCGAT TGCAGCGTGC CCTTCTCCAt gcctcctCCT
P978031939 AGCGCGGGCG GGTTCCCGAT TGCAGCGTGG CCTTCTCCAc acggct cCCT

* k% * % * % % *x * % * k% k¥ % k% % * %k k¥ k¥ * *k *¥ *k * * *x * *x * * % * % * % % * % * % *
* % * * % % % % * % * * k% % * % * % *¥ k¥ * %k * % * * *x * * * * % * % * % % * %
* % % * *¥ % * % * % * k% % % k% % * % * * * %k * % * * *x * * * * % * % * % *x * %
* % * % *¥ % % % * % * k% k% % k% % * % * k% * *k *¥ %k *¥ * *x * *x * * % * % % % % * %
* % * % *¥ % % % * % * % * %
* % * % *¥ % % % * %
igmit 1101. ... .. 1111.. ... . 1121. ... .. 1131... ... 1141

PO78027996 tt ccgt - - - - - - - - - - - - - - oo oo oo oo oo
P978029969 ATCTTGCAGG AGActtagtctgggctcagc taaccttccc tcgg
P978031989 ATTTT GCAGG AGA- - - - - - = - - - - = oo o m o mmm o - - - -

* * % * ¥ % *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.

P978029 [P978031
(1012 bp) (1001 bp)
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P978027 0.291 0.309
(1001 bp) 49 % 50 %
P978029 1.000
(1012 bp) 83 %

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 nghts reserved. License Agreement GEMS Launcher 4.1.1
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L ogout Personal Messages
Genomatix-L ogo L ogout Personal M essages GEMS-Logo

Genomatix MainGEMSEIDoradoGene2Promoter BiblioSphere
Freqguently asked gquestionsY our ResultsY our SequencesY 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 Sat May 21 01:24:15 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: . . .
9 P # 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)

o ALL user_defined.lib (0.75/Optimized)

Selected groups « ALL vertebrates.lib (0.75/Optimized)

(core/matrix sim):

Aligned Sequences:

Sequence

No.
° Name

Sequence Description Length

sym=ATP5D|loc=L oc513|taxid=9606|spec=Homo sapiens|chr=19|
1/P978102 |ctg=NT_011255]|str=(+)|start=1181249|end=1182249|len=1001| tss=501] comm=ATP synthase, H+ |1001 bp
transporting, mitochondrial F1 complex, delta subunit; (NM_001687/530/silver;)

sym=Atp5d|loc=L 0c66043|taxid=10090|spec=Mus musculus|chr=10|
ctg=NT_039496|str=(+)|start=5994807|end=5995837|len=1031| tss=501,507,527,531] comm=ATP
synthase, H+ transporting, mitochondrial F1 complex, delta subunit;

(AK018011/508/gold; AK011374/532/gold;AK076064/528/gold; NM_025313/502/bronze;)

sym=Atp5d|loc=L 0c245965|taxid=10116|spec=Rattus norvegicus|
3|P978104  chr=7|ctg=NW_047773|str=(-)|start=11075406|end=11076406| len=1001|tss=501] comm=ATP 1001 bp
synthase, H+ transporting, mitochondrial F1 complex, delta subunit; (NM_139106/563/silver;)

2 P978103 1031 bp

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.
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alignment
position
P978102
P978103
P978104

alignment
position
P978102
P978103
P978104

alignment
position
P978102
P978103
P978104

alignment
position
P978102
P978103
P978104

alignment
position
P978102
P978103
P978104

alignment
position
P978102
P978103
P978104

alignment
position
P978102
P978103
P978104

alignment
position

48
50
21

98
100
21

148
109
21

198
109
21

248
109
21

298
144
60

1.

gggtcaagtg
ct caaactca

tttacct att

51. ..

AGGTT GGAGC
AGGCACGCGC

* * % * *¥ % * * % %

101. .

gatgtctatc
gttgttccg-

151. .

tttttttttg

201. .

caggctggtt

251. .

ct aaAGCGCT
----AGTGCG

301. .

tttcact gaa
ACATTTTAAT
ACATTTTAAT

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

* k % * k¥ % *x *x k% %

351. .

11.

attct---CC
gaaagccgCC
tccagaat gc

* %

61.

CACCAc
CACCAc

111. ..

cagggc

161. ..

t acagacggg

211. ..

tccagc

261. ..

GGTATTACAG
GGGATTGCAA
- GGATT GCAA

* * ¥ % x * % * % %

* * % * ¥ % * % %

311. ..

TCTTCTGTtC
TCTTCTGTcC

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

*
*
*

361. ..

21. .

TGCCTTGGCC
TGCCTCT GCC

* * % x * *k x % % %

71. .

ggcccagagc
catctat att

121.

catccaatga

171.

tcgggggtgg

221.

ggcctcaagt

27 1.

TCGT GAGCCA
GAGTGTGTCA
AAGT GCGTCA

* * % x * * k % % %

* k¥ % x % * * % % %

321.

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

* ¥ % * k% * * % % %

371.

31..

TCTCAAGQTG
TCCCAAG-TG

81. .

cggaaacttg
tgat gcactt

131.

gcgccccaaa

181.

gggcgatct a

231.

gatcctctgg

281.

CCACGCagcc
CCGCAC- - - -
CCACACctga

* x * *k % %

* x * * % %

331.

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

* * % *k * % % * %

381.

41. ..

CTGGGATTAC
CTGGGAATAA

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

91. ..

atgttttctt
tt ggaaatag

141. .

aatctttttt

191. .

cactattgcc

241. .

cctcagcctc

291. .

gaatcttgaa
TCT
ctggt aaTCT

* * %

* * %

TCTTCTGGGC
TCTTTTGGGC
* k % k k % *x *x k% %
* k % * * % *x *x % %
* k¥ % * k¥ % * * % %
*

* % % * % * * % %

391. .
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P978102
P978103
P978104

alignment
position
P978102
P978103
P978104

alignment
position
P978102
P978103
P978104

alignment
position
P978102
P978103
P978104

alignment
position
P978102
P978103
P978104

alignment
position
P978102
P978103
P978104

194

CTcgaat gc-

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

110 CTgaatgcgc gct aagtgcc tctctccaat

308
221
160

315
271
209

365
319
255

415
351
287

450
401
337

* %
* %
* *

* *

CCCATATCAT
CCGGCATCTT

* * % * k¥ % * *x % %

* * % * k¥ % *x * % %

451. .

Tt act ccacc
TGCAGAAaga
TGCAGAAcac

* * % * k * %

* * % * * % %

501. .

gttctgccgec

* * % %

* k k% %

* * % %

* *
* %
* %
* %

E I T B
* % * X
* % X
E I T

CAAGGGAAAG
TAAGGCAAAG

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

* * % %

TTCCGCGCAA
TTCAGCTCAA

* % * * ¥ * * % * %

* % ¥ % * ¥ % * % %

461. ..

tcccaggacg
accgcaTCCC
gg----TCCT

* * * %

511. ..

agcccgggcec

561. ..

actgcgtcagt
GGAGGATCCC
GGAGGGTCCC

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

* % * *x ¥ * * % * %

TATACCTCCC
TATACCTCCC

* * ¥ %k x * % * % %

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

* %

ACat tcccCT
ACgt act - CT

* * * *
* * * %
471. ... ...

gtttcaccgec
AAGAACCCAG
AT GGACCCAG

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

521. ... ...

g GAACAAAAC
- GAAGAAAAC
- GAAGAAAAC

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

* %

* %

* X X X

ECIE R
* % X X

*
* k% %
*
*

* X X X
* X X X
* 0k X Xk

* %

571. ... ...

caacgtcgcg
ACTTCTAGGC
ACTTCTAGGC

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

* * % x * * * % % %

AGaATGCTCA
AGt ATGCTCA

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

- -TTGGCACC
ggTTGGGACC

* * % k * %k *x *

* ¥ % x k% * * *

CCTGAGGGAA
CCGGAGGGAA

* % * k¥ * * *x % % *

* % * k¥ % * * % % *

ccttatctga
AGt - -CGTTT
GGcacCGTTT

* % * * % *x *

* * * * *
* * * * *
* * * * *
* * % *x *
531. .. ...
TGC
TAC
TAC
* % * ¥ * * % *x % *
* % * * * * % * % %
* x * k *x * %k *x % %
* % % * % * % *x % *
* % * % * * % * % *
* * ¥ ¥ * *¥ * *¥ * *
581. .. ...
tgcgc- - - - -

At CACTGCAA
AgCACTGCAA

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

* % % * k% % * *

TGATATCAAG
TGACATCAAA

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

* * % * k¥ % *x * % %

441. .

-- - GTTCGTT
TATGTTCGTT
GGTGTCCGTT

* * % * k¥ % * *x % %

* * % * k¥ % * * % %

491. .

ccaccccctg
GCTGTTAGAA
GCTGTTAGAA

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

* * % * k¥ % * * % %
* k % * *¥ % % * % %
* k % %k k* k% %k *x k% %
* * % *x * % *x *x % %
541. ... ...
* * % *x k¥ % *x * % %
* k % *k k* k% *x *x k% %
* * %k *x k % *x *x k% %
* k % *x k % *x *x % %
* * %

* * %

591.. .. ...

GGGGT GGGGC
GGGGT GT GGC

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

* * % * k¥ % % * % %

GCGCGTACTG CATCGCGCAG
GCGCGTTCTG CACCGCGCAG

* %k * k¥ % * *x % % *

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

* % * %

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

* Kk x * * k* Kk %
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alignment
position
P978102 450 CCTGCCGGGA GTCGTA
P978103 451 CCTTCGGAGA ATC
P978104 387 CCTTCGGAGC ATCG

651....... 662....... 671.......681.......691.......

CGCCGGg ACTCC
T GT GGGA ACTGC
T GT GGGA ACTGC

* % % % *¥ % % % % % * % % % % % * % *x * * % % % % % *¥ % * % * % % *¥ % * % % % * * % % % *¥ % % % *x %
* k *k k% * % k% *x % % * * % * * *k k¥ * *k ¥ * % % * % % * % k% * % % * * k k k% * %k k% *x % %
* *k % k% * %k k% * % * * % % * % % * % % * % * % * % % * % * % * % * * % % % *¥ % * % * %
* % % % *¥ % % % * % * % * * % * % * * * % % * % % * % % % % % * * % % % *¥ % % % * %
* % % % *¥ % % % * % * * * * % * % * * * % % * % % % % * % *x * * * % % % *¥ % % % % *
* % * % * * * % % * % % % * * % % % *¥ % % % % %
* % % % *¥ % % % *x %
* * % %
* * % %
ez 701 711 721 731 741
bosition
P978102 500 CCTCCTCGC CCTCCa- - -« ««--
P978103 498 CCTTCTC-- CCTCCCTGAA GGCCGCCTCG
P978104 437 CCTCET CEC CCTCCRTRAL BECCECCTEE
* % % % *¥ % % % *x % * % % % % % * % *x * * * *k k% * * *¥ * % % * % % % % % % % * * * % % % *¥ % % % % %
* k * k% * % k% *x % % * % k% % % % * % * * * * *k k¥ * *k *¥ * % % * % % * % k% * % % * * k *k k% * % k% *x % %
* % % % *¥ % * % * % * % * % * % % % *x * * % % * % % % % * % * % * * %
* % % % *¥ % % % * % * % * % % % % % *x * * % % % % % * * * % * * %
* % % % *¥ % % % * * * % % % % * % *x * % * % % % % % * * * % * * %
* % % % * % * * % * % % * % *¥ % *x * % * % % % % % %
* % % % * % *
* * % k% * * %
* * % * % * *
ez 751 761 771 781 791
bosition
P978102 536 - - - - - <« ==« - - - - GGCCG CCCGCGccgec GCCGGAGTCC GCTGTCcgcec

P978103 546 CTt gCCCAGT GTGTCGGCCG CCCGCGAA-- GCTAGAGTCC ACTGACt TTT
P978104 487 CTat CCCTGT GTGTCTGCTG TCCGCTAA-- GCTAAAGTCC ACTGACQTTT

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

alignment
position 8o01.......812.......821.......831.......8421.......
P978102 571 agctacccgc ttcctgccgec ccgCCGCTGC CATGCTGCCC GCCGCGCTGC
P978103 594 - - - - - - - - - - - - - - - - - ---CCGCCAC CATGTTGCCC GCCTCACTGC
P978104 535 - - - - - - - - - - - - - - - - - - - ---CCGCCAC CATGCTGCCC GCCGCATTGC
* Kk k k *x % % * k k x *k k *x *x %k * * k kx k k k*k k %k % %
* * %k k % % % * x * k * * %k *x % % * k % *x k % *x *x % %
* * * k * *x % * % % % % * % *x % * * k¥ * * *¥ * k¥ *x % %
* * k¥ k *x *x % * *k * ¥ * * * * * * * k * k¥ k¥ * * *x %k %
* * k¥ k *x * % * * ¥ ¥ * *¥ * * * * * k¥ * k¥ ¥ * * *x *x %
* * k¥ k *x * % * k * ¥ * *¥ * *¥ k¥ * * k * k¥ ¥ * * * % %
* Kk k k *x % % * k k kx *k k *x *x %k * * k k k k Kk k *x % %

alignment
position 851. ... ... 862.......872.......881.......891.......

P978102 621 TCCGCCGCCC GGGaCTTGGC CGCCTCGTCC GCCACGCCCG TGCCTATGCC
P978103 621 TTCGTCACCC GGGCCTGCGC CGCCTGATGC TTCAGGCGCG TACATACGCC
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P978104 562 TTCGTCACCC AGGTCTGCGC CGTCTGGTGC TCCAGGCGCG TACGTACGCC

alignment
position
P978102
P978103
P978104

alignment
position
P978102
P978103
P978104

alignment
position
P978102
P978103
P978104

alignment
position
P978102
P978103
P978104

671
671
612

721
721
662

771
756
696

805
797
737

* * % * k¥ % * * % %

* %k ok ok ok *
R )
R R S T
* %k ok ok *
* %k ok ok *
I R T T
* %k ok ok *
* %k % ok ok *
* %k ok ok *
* % % ok ok *

901. .

GAGGCCGCCG
GAGGCCGCCG
CAGGCCGCCG

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

* % % * % * * % %

* * * k¥ * * *x % %
* * % * * * * *x *
* * * * * * * *x %
951. . .. ...
CACCT
CACCTTT
CACCTTC
* k¥ * k¥ ¥ * * * % %
* x * k¥ ¥ * * * % %
* * % *x k¥ % *x *x k% %
* % * % *¥ * * * *x %
* k¥ * * * * * * *x %
* k * k¥ ¥ * * * % %
* k¥ * k¥ ¥ * * * *x %
* x * k¥ ¥ * * * %k %
* * % *x ¥ % *x * k% %
* % k% % *¥ * * * % %
1001. .. ...
gt ggccgccG
--------- T
--------- G
*
*
*
1051. .. ...
GGTTCTCTTG
GGGTCACTTG

* * % % k¥ % *x * % %

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

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

*

L I I

*

911. ..

CCGCCcCCGGC
CTGCACCTGC
CCTCACCTGC

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

* % ¥ % * % % * % %

* % ¥ % * % %k * % %
* * * % x %k %k * % %
* k * % k * %k * % %
961

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

CCCCCGGAGT
CCCCCAGACT
CCCCCAGAGT

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

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

TATTAGGT Ca
TATTGGGT Ct

* % ¥ % * % % % *%

* % *¥ % *x % % % *%

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

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

TGCCGCCTCT
Cccccagceeaece
ccccaeeaer

* * % x * * k % % %

* *¥ % ¥ * ¥ ¥ * % %
* * % *¥ * % *¥ * % %
* * % ¥ * ¥ *¥ * % %
* * %k k% * *k ¥ * % %
* * k% % * * *¥ * % %
971
TCGggc
ACGaAC
ACG- AC
* * % % * % % * *
* * % % * % % * *
* k* * * *x % % * *
* * * k% * % %
* * % k% *x * %
* * % * * % %
* *¥ % * * %
* *¥ % % * %
* * * % *x %
* * % k% *x %
1021. .. ...

Ccagggtccec
CGTCAAGCCC
CGTCAAGCCC

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

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

ttt GTTT CAT
cagGTTTCAC

* % * *x % % *

* k% *k x * % *

* * k¥ k * *¥ %k * % *

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

GGCCCCaac C
GGGCCCGGAC
GGGCCt GGAC

* x * k *x * % * % *

* % * k¥ % %k * % % *
* * % % % * * K* %
* % * % % * * K* %
* x % %k % * * k% %
* k % %k % *
*
*
*
*
981. .. ...

gctgcgggt c
TEAC A= = = = -
TEAC A « - o -

* % * * %
* * % % *

* % k% % %

CTGAtctgAC
CTGAct ttAC

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

1081. . ...

CCCCATGGGG
CCCCATGGGG

* x ¥ k * ¥ % * % %

* * ¥ k *x *k *k * % %

* k % % * % %k * % %

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

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

941. .

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

* * % * * % %

* % % * * % %

I I T . R
* % Xk % Xk F
E I T I S T S

E I I I B

* 0%k Sk F X X

E I T I B

* %k Xk % X F

E I T I B

E I I B

E I R

CCGTGGAAGA
CCGTGGGAGA

* * % % *¥ % * * % %

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

CCCTGTGAAC
CCGCGTGAAC

* * % * k¥ % * * % %

* k % *k * k% % * % %
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alignment
position
P978102
P978103
P978104

1141. .. ...

---CCCAGGG
GGACCCAGGG
GGACCCAGGG

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

805
847
787

CTCCCCCCac cccagacctec
CCCCTCCCca ggcctcg- - -

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

aCCCCTGGAT GGGGTCACCT
-CCCCTGGAT GGGGTCACCC

* k k x k& k 0k Kk *x xk *x Kk ¥ *x *x *
* *k %

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

* %
* % * * %
* *

* % F
* X X

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

* * *k *x %

* % *
E I T
* % * 3k
E I T B
* % * X
L

*
*
* * % %
*

alignment
position
P978102
P978103
P978104

1151. .. ... 1161.. .. .. i1181.. ... . 1191. .. ...

812
897
833

CGCGACCccc
CTCGACCTCa
CTCGACCTCt

* k % * k¥ % *x *x %

gaagccgagg

CT
CT

* * % % * *

gcttccgggc
--GTGTTCAC

cCt GTGTTCAC

* % % k k% % % %

ccccggaccec
TGAAACTTCA Tgct
TGAAACTTCA Tacc

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

gcgcgeccccg
CCACCC

CCACCC

* * % % * *

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

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

*  F X X
* X kX
E I I
L I
* % kX
E T T
* X kX

alignment
position
P978102
P978103
P978104

1201. .. ... 1211.. .. .. 1241. .. ...

862
941
879

ctactcagcc ctggaccctc ggccctgcecct ctgectgcecccg agccctgcege

1291. .. ...

alignment
position
P978102
P978103
P978104

912
941
879

1251. .. ... 1261.. .. 1281.
GGgtgccctec
GGACATAAGA

tgccctcgtc ccgggcacct ccccgag CT
CT
CT GGACCTAAGG

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

* * * % * k¥ % * * % %

* * % * k¥ % % * % %

E I T B
E I T T
L
E I T T
* % * 3k
E I T B
E I T T

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

alignment
position
P978102
P978103
P978104

1301. .. ... 1311.. .. ..

962
960
898

AGATTTTgcc
AGATTTTact

cccgatctcec
CTCCACCCTC
CTCCACCCTC

ctggccaaag cctgggt gtc gccggatcgt
TGGGAGGT GG ATCACCTATA TCTGGAACCC
TGGGGGTT GG ATCACCTATA CCTGGAAACC

60f 7

alignment
position

P9781021002
P9781031010

P978104

alignment
position

* k¥ % * k¥ % * * % %

* * k% % % * * %

* k % % % * k %

L .
* X *

* k k% % % * *

948

* % k% *x ¥ * *x *¥ % %

* % k% *x ¥ * * % * %

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

* * % x * * * % % %

* k¥ % * k% * * % % %

* % % * % *k * * % %

* %k * k¥ % * *x % % *

* % * ¥ % % * % % *

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

-- CACAAACCCTTCTGTTTT
t gt cacct gg ac CACAAGTC CTGCTGTTTT

* * % * *x %k * %

* % % k¥ % %k * % % *

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

* * % %k * % %

tggggtgtcec
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P9781021002 - - - -
P9781031032 - - - -
P978104 998t agg

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.

‘ ‘P978103 r978104

(1031 bp) (1001 bp)
P978102 0.162 0.185
(1001 bp) 30 % 33 %
P978103 1.000
(1031 bp) 75 %

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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L ogout Personal Messages
Genomatix-L ogo L ogout Personal M essages GEMS-Logo

Genomatix MainGEMSEIDoradoGene2Promoter BiblioSphere
Freqguently asked gquestionsY our ResultsY our SequencesY 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 Sat May 21 00:40:19 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: . . .
9 P # 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)

o ALL user_defined.lib (0.75/Optimized)

Selected groups « ALL vertebrates.lib (0.75/Optimized)

(core/matrix sim):

Aligned Sequences:

Sequence

No.
° Name

Sequence Description Length

sym=ATP5C1|loc=L oc509|taxid=9606|spec=Homo sapiens|chr=10|
1/P925014 |ctg=NT_077569|str=(+)|start=2192536|end=2193536|len=1001| tss=501] comm=ATP synthase, H+ |1001 bp
transporting, mitochondrial F1 complex, gamma polypeptide 1; (NM_005174/589/silver;)

sym=Atp5cl|loc=L oc11949|taxid=10090|spec=Mus muscul usjchr=2|
ctg=NT_039202|str=(-)|start=7031016|end=7032041|len=1026| tss=501,508,526] comm=ATP

) FZ U synthase, H+ transporting, mitochondrial F1 complex, gamma polypeptide 1; 1026 bp
(AK007063/547/gold; AK088164/572/gold;NM _020615/554/silver;)
sym=Atp5cl|loc=Loc116550|taxid=10116|spec=Rattus norvegicus|

3 |P925020 chr=17|ctg=NW_047492|str=(+)|start=33088545|end=33089545| len=1001|tss=501] comm=ATP 1001 bp

synthase, H+ transporting, mitochondrial F1 complex, gamma polypeptide 1;
(XM_341555/501/bronze;)

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.
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SRR v 52055 VA PR 551 VSETSE JSSEI v 12 VSNREY JSIRE vsrORA USGREE VSHAND

alignment
position
P925014
P925017
P925020

alignment
position
P925014
P925017
P925020

alignment
position
P925014
P925017
P925020

alignment
position
P925014
P925017
P925020

alignment
position
P925014
P925017
P925020

alignment
position
P925014
P925017
P925020

1
1

49
43

14
96
92

24
117
142

74
128
153

... .. ...

gactcgccca
gaccgaccgA

o
>

EE

---AGCCTAG
CggAGCCTAG

* * % k * % %

CTCGT GGAGC
CTCGGGGAGC

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

* k % x *¥ Kk Kk * *x %

151.. .. ...

AAGCCtcacg
GCGCCGAGCT
GCGCCGAGCT

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

* k %k x k¥ Kk k * *x %

201. . .. ...

gcgtccagga

251. . ..

11, ... ....

ctg
CCCCACCAGG
CCCCACCAGG

* * ¥ % x %k %k * % %
* *x * * %

* *k * % %

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

* % % * %

61. ... ....

CGATTGTAAG
CAAGTGGACG

* k * % k * %k * * %

TGGAGGGCHt t
TGGAGGGCgyg

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

* * k Kk *x * *x X

cggaccc

211. .. .. ..

cctgatcctg

261

21. . ... ...

31. .. ... ..

GAAGTCTAAA TGTAAAACCT
GAAGTCTAAA TGTAAAACGT

* * % x * % x * %k %

* k * %

* X X
* X X

* *
* * % % * *
* *

* % *
E I

* * % %

CGat cagtga
TGtcagtgc -

* *

cgct aagggc

171. ... ...

cgggagcccec

221. ... ...

gattgccagg

271

* * % *x * % % * * %

* *

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

*
* * %
*

* *

GTGCTTGTCT
GTGCTTGTCT

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

* k * *k k % * k % %

* * % * k¥ % * * % %

* * % *k * % % * % %

131.. ... ..

gaggaaa

cccgcgece

231. . ... ..

ggccctcctG

281

41. . ... ...

CAGTGCTc- -
CAATGCTgt a

* * % x * %k %

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

GCGACCACTT
GGGATCACTT

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

* * k% *k * % % * %

141. .. ....

CAGACCTCAC

CAGACCTCAC

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

191. .. ....

cctcagcccc

241. .. .. ..

GGAAGACGGC
GGAAGACTGC
GGAAGACTG?-A

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

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

291

124 6ccac t o c o | I I I I

139 GCCGGAGAGG GCTCcaAGCC GAGGGa- - - -
164 GCCGGAGAGC GCTCagAGCC GAGGGtacca gggtcgccagt

caggcccctec
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* k % % * k% % * k% % * k% % % * * % % * % % % *

* k% k ¥ k& Kk *k *x *¥ k¥ *x *x * *

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

alignment
position

P925017 165 GGGGTCGCGG CCAGCCT
P925020 214 GGGGTCGCGG CCACCCT

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

* * * %

alignment
position
P925014 166
P925017 215
P925020 264

E IS I D T S I R R T
* 0% X X X X X X X X
L T N S T

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

alignment
position

D
o

P925014 216 GTTGGCGAT
P925017 265 ATTGGCGAT

* * % k * % *x *x %

* %

*

E I R
* X kX
* % %

alignment
position

P925014 266 cggcagc
P925017 315 TGAGc gc

301. .

*

*

*

*

1..

*

*
*
*

451. .

*

*
*
*

*

*
*
*

..... 311 321 331.. ... 341. .. ...
CGTCCCGGCA CTGCTTCTG

CGTCGCGGCA TTGCTTTTG

CGTCGCGGCA TTGTTTTTG
* k k k k k k k¥ k Kk k k *¥ Kk *k *k *k * k *k *x k¥ *k Kk *x k¥ *k *k Kk *x ¥k *k *k *x * k *k * *x * *k *k *
* Kk * * * k¥ % x % % * % % * * % x * % x * %k % * k k% *k k % %k * * % * % % k * *k *x k% *k %
* k % * k * %k k * %k * % % * * % x * %k x * %k * * k %k *k k % * * % % * % % x % % *x % % *
* * % * % k% kx * *k *x * k% % * * % x * % x * % * * * % * k¥ % * * % % * % % * % % *x % % *
* % k% *x * %k *x % * * * % * * % % * % % * % k% x k% k% *x k% % %
* % k% *x * *k *x k% % * kK k *k k kxk k *x * % * %k k k *k *k k*k *x *x %
* Kk k Kk k k¥ k k& *k *x kK k *k k *x *k *k *k x Kk Kk *k x * *k * *x *x *
* x * % x % % *x *% * k k% *k k % *x * * % * % k% k * k *x % %k *
* *k k% %k * % % * * %
* * %

371. ... ... 381.. ... ... 391. ... ..

E I I S T S I R B B

*

*
*
*

L S T I

* * % % % %

*

A
G
P925020 314 ATTCGCGATG GCCTTGGGGC TCAGAAAAT
*
*
*
*
*
*

*
*
*

TAGCTTCTGC AGCCCCTTGG ACTTGATCCT
AAGCTTCTGg AGCCCTTTGG ACTTAATTCT
AAGCTTCTGC AGCCCTTTAG ACTTAATTCT

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

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

..... 411....... 422....... 432....... 441. .. ...
GCCTTGGGAG TAAGAAAATC CGACTTCCCC ATGGCGACCa
GCCTTGGGGC TCAGAAAATC CGACTTGCCC ATGGCGACCC

CTGACTTGCCC ATGGCGACCC
* k * % k * %k * % % * * % x * % x * %k * * k % *k * % * * % % * % % x % % *x % % %
* % k% *x * *k *x *x k% % * k¥ % x * % x % % * * * % * k¥ % * * % % * % % x % % * % % *
* % * % k% *x ¥ * *x *¥ % % * k¥ % * % % * % % % * * % %k * % % * % % * % % * k% %k *x k% % *
* * * % k% *x % %k * % * % * % % * % % *x * %k *x * kK k k k k k *x * % * %k k k *k *k k* *x *x %
* % * k% k x k k k k¥ *x k& *x k * k Kk *x *¥ * k *k *x k *k *k *x *x *k k¥ *k * Kk Kk *k *x * *k * *x *x *
* * * * ¥ % x % %k * * % * * % x * % x * %k % * k % *k k % *x * * % * % % k k% *k *x % %
* k * % k * %k * % % * * % x * % x * %k * * k % *x k % * * % % * % % x % % *x % %
* * * *x * *x *x % * k¥ % * * * % * * * % * k¥ % * k¥ % % * % % x % * * % %
* * % % * k¥ % * *¥ % % * * * % *k * k% % * % % * k% %k * % %k * % %
* % % % * k k x¥ k& Kk k *x * k k *k *¥ * k *k *x *¥ Kk Kk *x *¥ * *k * *x *

..... 461....... 472. ... ... 482.......491. .. ....

ca

P925020 364 TGAGag -

gat cactttctgg accccagtac t
TAC AACTACAAA
TAC AACAGCGAA
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alignment
position
P925014
P925017
P925020

alignment
position
P925014
P925017
P925020

alignment
position
P925014
P925017
P925020

alignment
position
P925014
P925017
P925020

alignment
position

P925014 514 Ag
P925017 523 A
P925020 572 A

316
350
398

364
396
444

414
440
488

464
476
524

* % %

* k %

P R S
* %k % *
* ok ko ok
* Ok k% ok

501.. .. ...

CGGGCTGGC
T GGctcaGC
T GGACCCGC

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

* * * % * *

551.. .. ...

GAGGT GGGGC
TGGGT GGGGC

TGGGT GGGGC
* k % * k % * *x k% %
* * % * k¥ % * * % %
* * % * *¥ % % * % %
* kK x x k k*k k *x % %
* k kx k k k*k k % % %
* k k% *k * % % %
601.. .. ...
ccgtagcgcg
651.. .. ...
cgctggg GAG
g- CCT- - GAG
tcCCC- - GAG
* * % * * %
* Kk % * * %
* k % * * %
* k %

701. ... ...

* * % % * *

* * % % * *

* * % % * %

* * k Kk *x *¥ * Kk Kk %

* * Kk Kk k xk * Kk Kk *x

511... .. ..

Gg
GCGG
GCGC

* k * % k * %k * * %

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

* % % *x ¥ * *x *¥ % %

561... .. ..

CTGGGAAGAC
CAGGGAACTC
CAGGGACCTC

* k% *k *x * %

* k% %k *x % %

* k% %k *x % %

* X X
*  * X
* X *

* %
* %
* *

* X X

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

*
*
*
*
*
*

*

*

*

*

* X kX

*

L I

*

*  * X X

aAACGAG
- AGCGAG
- AGCGAG

* *x Kk Kk *x

*

*

* * %

* * %

* * %

*

*

E I T I B
LI T
EEE T I B
* 0% X X X X

*

*

*

*

*

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

*

* k x ¥ k Kk x *k Kk *k *k *x k *

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

521.......531....... 541
AtcccagCTG C
A AA- - - -TTG a
A AA- -- -CTG C
* * %k % * * k% * *x * * % * * % * * * k% ¥ * * % * *x *
* * * % * * ¥ * *x * * % * * % * * * * % * * % * %
* *¥ % *¥ * % ¥ * *x * * % * * k% * * * % ¥ * * % % %
* * % * * * % ¥ % *¥ % % %
571. ... ... 581....... 591
TGGGTTGCAA CGGTCGCGAG ACTcccctecg
GCGGCTTCGG CGCTCACGAGATTT-- - - - -
GCGGCTTCCG CGCTCACGAGATTT-~- - - - -
* * % % * * ¥ * *x * * k% ¥ * k¥ % * *x * * * * % *
* % % *¥ * % ¥ * *x * * % ¥ * ¥ % * * * * * * % %
* *¥ % *¥ * ¥ ¥ * *x * * % % k% ¥ % k% * * % * * % %
* % % * * * * * *x * * % % % * * * * * %
* * %k k% * * k% * *x * * *k ¥ % * % * *x * *
621. ...... 631.......641.......

ACTGAAGAAG
ACCGAGGACG
ACTGAGGGCG

AGAGCAAGGT
CAGGCGGAGC
CTAGCGGAGC

GGGAGGGGc ¢
GGGCCGGGgc
AGGCCGctgc

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

* k *x * * *k *x *x * *

* * % x * % x * %k %

671. ... ...

* 0% X X X X
L T
E I I R I
L T
E I T R
* 0% X X X X
L T
E N T I A
L

* 0% X X X

*
*
*
*
*
*
*

* * %

*
*
*
*
*
*
*

* * %

*
*
*
*
*
*
*

* * %

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

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

681.. ... ..

GGCCTGCCTG
GTCCCGTICTG
GCCTCGICTG

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

* 0% X X X
E I I I
* kX F F
E I T I
L I
* 0% X X X
E I I I
L
L T
L T

731. . ... ..

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

* * * k% % * % %

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

* * %k k * %

691. .. ....

ACCGACCTTC
CCCGACCTTC
CCCGACCTTC

* Kk % k¥ * *k *x *x * *

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

741. .. . ...

CGC GCGGGTGTCG ct GGGCTGTC
CGG GCGAGCGTTG TCGGGCTGTC
CGG GCGAGTATTG TCGGGCTGTC

* % % x % % *x % % *

* % % x % % *x % % *

* % k% *x k% *k *x k% %k *
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alignment
position
P925014
P925017
P925020

alignment
position
P925014
P925017
P925020

alignment
position
P925014
P925017
P925020

alignment
position
P925014
P925017
P925020

alignment
position
P925014
P925017
P925020

564
566
615

614
600
649

664
647
696

714
647
696

677

726 GACCCCAGCT Cttgcacggc ccggcec

* * % % * %

751. .

GGCCT GGACC
GGCCT GCGCC
GGCCTGCTCC

* * % * k¥ % * * % %

* * % % *¥ % % * % %

* % F  F X X X F
* OF F X X X X X
L I I I N
* OF  F X X X X *
* 0% F X X X X F
* % F X X X X F
*  * F X X X X X
* 0% o X X X X F
* F  F X X X X X
* 0% F X X X X X

801..

gACCGCAA
- ATCGGGA
- GCCGGGA

* * % * * % %

851. .

gggcgcgggg

901. .

gt cggaggcg

GGCCCCAGCT

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

* * % %k * % %

761. ..

TTGCAGCCGC
GTGCAGCCGC
TTGCAGCCGC

* * ¥ % * ¥ * * % %

* % ¥ % * % % * % %

* 0% F X X X X X
E O T R S T
*  * F X X X X X
E I T I T T
* OF  F X X X X *
* 0% F X X X X X
* % F X X X X F
* OF F X X X X X
L I T N
* OF  F X X X X X

811. ..

GGGATGGAAG
GGGATGCGGG
GGCATGCCGG

* % ¥ % * % % * % %

* * *k *k * % %

* * % % * % %

* k %k *k * % %

861. ..

gcagatgtgg

911. ..

ccgggt agcg

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

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

* * % k * % x * %k %

771.

AATGGTATGg
AATGGTAQgGA
AATGGTATGA

* ¥ % * % % * % % %
* % % % * % * %
* %

* *

* OF  F X X X X X %
* 0% F X X X X X
* % F X X X X F
* * F X X X X X
L I I I N
* OF  F X X X X X

*
*
*
*
*
*
*
*

821.

AGCTTGGGCA
GGCTCGGGCT
GGCTTGGGCT

* ¥ % * % % * % % *x

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

* * % x * % x * %k %

* * % x * % x * %k %
871.

ggtcgcaggg

921.

GGGGCTGCAg
GGaGCTGCAT
GGGGCTGCAT

* k¥ % x % % x % % *

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

* % ¥ %k *x k% %
971

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

781 . .

cagcttgcgg

831..

CGGGGCAGGG
TGCTGCGAGG
TGCTGCAAGA

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

* * % x * *k k * %

cctagctggg

931..

gaagcggctc
GCTCACTCCT
GCTCGCTCCT

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

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

GGCCGCGGG
gGGCCGCGGC

* ok ok Kk Kk k K Kk Kk %
* ok ok Kk Kk ok kx *x
* ok ok k Kk k kK
* ok ok K Kk k kK
* ok kK Kk k kK
* ok ok Kk Kk k kK
* ok K K Kk k kK

791.

gaagat cggc

841.

aggaggagat
CAGGAGGGAT
CAGGAGGGAT

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

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

891.

cccctggccc

941.

tgaggtcg- -
GGCGGAAGA?PL
GGCGGAGGA®Rr

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

* k% ¥ *k *x * %k *x % %

991.

AAGGTGTGCg
GATGTCTGCP-A
AAGGTCTGCA
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* *k %k % * % k% * %k k% % * * *k k% * % k% * % * % *k % * * % * *x *
* * % k% * % k* * *x k% % * * % k% * % % * % * * *k % * * * * *x *
* % % % *¥ % * % * % % * % % * % * * % * * % % * % * % *x * *
* % % % *¥ % * % * % %

CHETS 1001 1011 1021 1031 1041

ke o ... 1041.. ...

PO25014 775 C@ - - - - = - =« = & @ oo oo oo GGG CCGGGCTCCG GC

P925017 708 GAGCT GGAAG GTTGCGTGCC ggacccct GG TAGGGGTCAA AG
P925020 776 GAGCT GGAAG GTCGCGTGCC agtcccgGGG CTGGGGTCAA AG

* *k %k k% * *k k% *x * % * % % % * % % % * * * *x % * *k k% % * % k% *x * * * * *k ¥ * * % * *x *
* % % % *¥ % * % * % * % * % * % * % % * * % * % * % *x * * % % * % * % * * %
* % % % *¥ % % % * % * % % * % * % *x * % * % % * % % * % * % % % % * % % * *x
* % % * % % * % * % % % % % % *x * *
dignment 1051 1061 1071 1081 1091
bosition L ... 1091.. ...
P925014 800 TTCCCtgag gt G ACCTCGGGAC
P925017 758 ATCCCCTGA GACT G ACCTCGGGACC
P925020 826 ATCCgCT GG GACT G ACCTCAGGAC
* % % % *¥ % * % * % * % % * % * % * * % * % % % % % * % * * * % * % * % % % *x * * % % * % * % % * *x
* % % % *¥ % % % % % * * % * % * % * * * % % % % % *¥ % * * * % * % % % % % *x * * % % % % * % % * *
* % % % *¥ % % % % % * * % * * * % * % * % % % % % *¥ % * * * % *¥ % *¥ % % % *x % * % % % % * % *x * *
* % % % *¥ % % % % % * * % * * * * % *¥ % *¥ % % % *x % * % % % % % % % % *
* * k% k¥ * * k% * *x * * * * * % * * % * *x *
ez 1101 1111 il 4 2 4l 1131 1141
bosition L L1141, . ...

P925014 848t gcggcct GA GTCCAAATTG ACGTCTGGGC GGTCTTGAGT TCCCTCAGCT
P925017 808 CCGgJACGGGA TTCGGGTTGA GCTTTGGAGC CATCTGGGTT TCGATCAAC
P925020 876 CCGt ACGAGA GTCGGATTGA GCGTTGGAGC CATCTGGGTT TCGATCAAC

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

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

*
* % % % * *x % *x %
ellgpmn 1151 1161 1171 1181 1191
position e ... .. 1191, . ...
P925014 898 aatcagcact tcctgag AGCCAG Gcccccagtec
P925017 858 TACCCG GGAGCACAgC
P925020 926 TACTAG GGAGCACAt C
* * % * * % % % *¥ % % * * % ¥ % ¥ % k% * % % * * % ¥ * * * * *
* % % % * % % % *x % *x % * % % % * % % *x *x % * * k% * * *x *x % *
* * % % * % * k% * % *x % * % * % * % * *x *x % * * * * * * *x % *
* % % * * * % * * % % * * * % % * % * *x * * * * * % * % * * *
alignment 1201 1211 1221 1231 1241
position e e .. .. 1241, . ...
P925014 948tc-------- - -- --- AGGG CCTGCAAGGT GACGGGagcc tgagcaatag

P925017 890 TT GCAAAGTC TTTAGAAAGG CCCTGAAGGT GAAGGGGcga - -------- -
P925020 958 TT GCAAAGTC TTTAGAAAGG GCCTCAAGGT GAAGGGGaga tccg----- -

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

* * % *x * % *x *x % % * * ¥ % x %k %k * % % * * % x * % kx * %k % * * % %k * % %
* k¥ k% * * * * * *x % * * *k * * *¥ * * * * * k * k¥ * * * * * * * * * *x * % %
* * * ¥ ¥ * *¥ *x *x % * * * * * * * * * * * k * k * * * * * * * * * *x * % %
alignment
L 1251. .. ... i1261...... 1272... ... 1281. ... .. 1291.. ...
position
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P925014 984 cc CAGGGGAA GGTTAAGT - - - - - - - - - - = = - - - - - - - oo - oo oo
P925017 930 - - CCGGGGAA CGTTTGGTtg taacttttgg ctttgaagcc ctgtgaaaca

P9250201002 - - - - - - - - - - - - - - - - - - - - oo oo --o .- o oo - oo -- - -o- oo -
* * ¥ * * * %k % * % % % % *x % %

dlignment 1301 1311 1321 1331 1341

position T U VT 2L e 2SS L e e 29 L e 2SR

P9250141002 - - - - - - - - - - - - - - - - - - - - oo oo oo oo o o---- oo - oo - oo - -

P925017 978 ct gcacgggg gagcagcgtg accctttaag gtgtgatggc ttgcttgag

P9250201002 - - - - - - - - - - - - - - - - oo oo oo oo --o oo o --- - --- - - --- oo - -

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.

' P925017 [P925020
(1026 bp) (1001 bp)

P925014 0.228 0.242
(1001 bp) 37 % 42 %
P925017 1.000
(1026 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

- All r|ghts reserved. License Aqreement GEMS LaunCher 411
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L ogout Personal M essages
Genomatix-L ogo L ogout Personal M essages GEMS-Logo

Genomatix_MainGEMSEIDorado Gene2PromoterBiblioSphere
Freqguently asked gquestionsY our ResultsY our SequencesY our ProtocolHelp

GEMS Launcher Task: DiAlign TF: Multiple alignment plus TF sites
working on C5-ATP5E-HM.seq (2 seq.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1 December 2004 Tue May 24 16:38:33 2005

Solution parameters:

Sequence file: C5-ATP5E-HM.seq (2 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

Alligrement  @uipui: # nucleic acids per line: 50

TF output: common TF matches located in aligned regions (common to 2 (100.0 %) sequences)
Family matches: yes
Matlnspector library: Matrix Family Library Version 5.0 (February 2005)

o ALL user_defined.lib (0.75/Optimized)

Selected groups « ALL vertebrateslib (0.75/Optimized)

(core/matrix sim):

Aligned Sequences:

Sequence .
‘N ‘eq Sequence Description L en

Name

P927229 sym=ATP5E|loc=L oc514|taxid=9606|spec=Homo
sapiens|chr=20|ctg=NT_011362|str=(-)|start=22659786|end=22660796|len=1011|tss=501,511|comm=ATP

1Po27229 synthase, H+ transporting, mitochondrial F1 complex, epsilon subunit; e
(AK026556/511/gold;NM _006886/501/bronze;)
> MATPSE MATP5E m6_dna range=chr2:173888263-173889536 5'pad=0 3'pad=0 revComp=TRUE strand=? 127,

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.

BEGAT vsron VsPexC PSR VSETSE UshRE? VSARED USYVIE

alignment

. O T T LT L S - I S 21
position
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P927229
mMmATPS5E

alignment
position
P927229
mATP5E

alignment
position
P927229
mATP5E

alignment
position
P927229
mATP5E

alignment
position
P927229
mATP5E

alignment
position
P927229
mATP5E

alignment
position
P927229
mATP5E

alignment
position
P927229
mATP5E

alignment
position
P927229
mATP5E

alignment
position
P927229
mATP5E

1
1

16
51

16
101

16
151

32
201

32
251

32
301

62
337

112
337

162
343

gggggt cctec
tcaagttctt

tggacatttg

gtggaatgaa

tgtcagg

cagacag

351. ..

tttct aa

401. ..

aaaaagccgg

451 . ..

GCGGCCGT GC
GAGGCCCCGC

* * % kx * k * %k % %

cactg---- -
agcttcctac

taaaagattt

tgttccagect

161.......

-- -GGTTTCC
tacGGTTTCT

* k % *x * *k %

at gttttttt

aattctgcct

gaacattagec

361.......

at ctcagctc

411. .. ....

cgccgtttcec

46 1. .. ....

CCGCgccgcc
CCCCtgcccg

* x * %

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

tttaaaggat

ttaaaaagta

aaacagagca

171..

AGGGTTTAGQ-
AGGAGTTAca

* * % % x % *x %

aagtat at ac

gagtacaaat

321. ..

TGTCACTCCG
TGTCACTCAG

* * % * * % % * % %

371. ..

tcaggacacg

421. ..

ctgaagcggg

cagcacctgg

tactcagttt

aaggaaaaat

ctacttaaca

cctgttctgg

atttccactt

ggaatcctgg

331.

AGaaaggggg
AGcggg- - - -

* %

381.

cttgtctgtec

431.

cgcaaagcca

aaggtgaccg

aat aattctt

cgtttgacaa

ttgttggaca

aagggtctga

tgcaat gt gg

gcatgggt ac

341. ..

tgccct aaga

391. ..

cacagattta

441 . ..

ggccCTCGGG
----CTCGAG

* k * % %k %

491

------- GCG

gcatgcaGCG
* % %
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alignment
position
P927229
mATP5E

alignment
position
P927229
mATP5E

alignment
position
P927229
mATP5E

alignment
position
P927229
mATP5E

alignment
position
P927229
mATP5E

alignment
position
P927229
mATP5E

alignment
position
P927229
mATP5E

alignment
position
P927229
mATP5E

187
393

237
429

287
429

337
465

387
475

437
496

537
582

501. .. .. ..

TCCTCGCTTC
GCCTCGCTTT

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

551. .. .. ..

accccggecct

601. .. .. ..

gggggacaca

651. .. .. ..

gccggcccgece

701. .. .. ..

CGG
T GG
* k¥ % *x ¥ %k * % *x %

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

751. .. .. ..

caggggcggg

511.......

CCgaaagcac
CCcaggtgtc

* %

561.......

tcttgccccc

611.......

cg ccCCGGGA
-- --CCGGTA

* k k k * %

66 1.......

cccgggattg

711.......

cgccgggggyg
tt ggcaaggg

761.......

gc cgGGTAGG A
-- --GGGATG A
* % % % % %

* % % % % %

* % % k% *x %

*

* k % %k %

811.
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521... .. ..

gcggctcagt

531. ... ...

ggtccttagec

tctacggccacagctt--- -

571. .. .. ..

581. ... ...

gtcgtccccgccggggt aat

621... .. ..

GCTCTT
GCCGC

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

671... .. ..

631. ... ...

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

681. ... ...

gcacccgcag tccagaccgec

721. .. .. ..

731. ... ...

cttccgcggc agggcagcag

c ___________________
* % % %k * % % * % % * % * % % % * %
* Kk k *x x *k Kk *k *x *x Kk % * k x *x Kk %
* Kk k *k k k¥ Kk k *x x Kk *k *x *k * k *x *x *x *
* k k% *k k % *k k * % * % k% k k% k k¥ * %k *

GT G tgaac
CAG cgggce

* * * * * *¥ * * *x %
* *x *x % *
* * ¥ k¥ *¥ *x k¥ * % %
* k ¥ k¥ *¥ x * *¥ % %
* * % *x ¥ % * % *x %
851. .. .. ..
agccgacatt
ctactctgaa

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

* k k kK k k *k k %

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

*
*
* k% k k k x k *x ¥ %
* *x * *

* %k * k %k %

861.......

gc

* x k kx * %

* %k x k k %

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

* Kk k % x k¥ Kk *x *x %

871. .. .. ..

cgGCGTCT TGGCGATTCG
- GCGACC CAGCGGTTCT

* * % %k * * % * % %

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

* % *k * *
* * %

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

881. ... ...

GCCCGACGAG
GCCCGACGCG

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

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

541. .. .. ..

gagcggggac

591. .. .. ..

acggaaggtc

641. .. .. ..

Bccceceaeceo
GGCGCGACCG

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

691 ... .. ..

GC
GC
* * % * ¥ *x * % *x %

* k k¥ Kk Kk *x *x * *x %

741 . .. .. ..

gggccgtgect

791 . .. .. ..

C GC

C GC

* % * * % * %

* * * Kk *k *x %

* * * *k % % %

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

841 ... .. ..

cgcccggecectag
cggtttgagg

891. .. .. ..

Ctccgctttec
Cccgctcgag

*

*
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alignment
position

P927229 587 gct ACAGCAT GGTGGCCTAC TGG ACTCAG GTAggcccag
MATP5E 628 - - - ACACCAT GGTGGCGTAC T GG ACTCAG GTAcgcccag

901. .. .. .. 911....... 941 . ..

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

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

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

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

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

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

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

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

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

* * x * * *x % * % % * % k¥ * * * % * % * * * ¥ * * %k % * % % %k * * * % % * * k%
alignment
position 951... .. .. 961....... 971.......981. ... ... 991...
P927229 637 gcctccagag GGAAGGGCTT CGCGAGCCGG CCCGCGCGCA TCCcggtgcec
MATPS5E 675 aaagcgtt - - GGGAAGGCCT GGCCGGCCGT CACCAGGCCG TACgagac - -

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

Gl =S 1001 1011 1021 1031 1041
position ..

P927229 687 cagaggtcat gcaggacaca gagcagcggc cccacgcgtg accggggttg
MATPSE 721 - - - - - - - - - - oo o oo o oom o oo e ool o oo o s oo - -l o a oo es o oo - - -

alignment
position

P927229 737 GGCCAAGCCT CGggcgt CTGT GGGCAAAGCG
MATP5E 721 GGCCAAGCCA CGcggcc CCGT GGACAAGGCT

i051...... 1061...... 20712......1081... ... 1091..

* % % % k% % * % * % * * * % % % % k% % * % * % * % * % * % % * % * * % * % * % * % * %
* % % % % % % * % * * * % % % % % % * % * * % *¥ % * % % % * %
* % % % % % *¥ * % *x * * % % * % * * % % * * % *¥ % *¥ % % % * %
* % % % % % % * % *x * * % % % % % % % % * * % *¥ % * % * % * %
* % % % % k% % * % * * * % % % * % *x * % * * k% ¥ % * % * % * %
igmit 1101.. .. .. 1111...... 1121.. .. .. 1131... ... 1141..

P927229 787 CTcaggcggg cgcggcctcg acctcgcgtg ggagcgcecgtc tgtgtcctage

mMATPS5E 771 CTt cgcgggg tcatggggtc agggacccta aacagaggtg gctgctcctec
* *
* *
* *
* *
* *
aignment 1151 1161 1171 1181 1191
position ..
P927229 837 ctcgcttccc gacggtgecg- - - - ---->- -~ - - - - - - - - - - -- - - GCC
MATPS5E 821 gggagaggta gcctacagta cctgcatgat cgctgtgacg gccaagt GCA
* * %
alignment 1201 1211 1221 1231 1241
position ..

P927229 859 CAGCACCCac agagtgcccc t - - - - - - - - - - - - - oo oo oo oo -
mATP5E 871 CAGCACCCtt gacctggcca cgctgacact gaccttgctc acctgcgcag

* k x kx Kk x *x %
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alignment
position
P927229

MATP5E 921

alignment
position
P927229
mATP5E

880
971

alignment
position
P927229 880
mATP5E 1021

alignment
position
P927229 880
mATP5E 1071

alignment
position
P927229 886
mATP5E 1121

alignment
position
P927229 922
mATP5E 1171

alignment
position
P927229 931
mMATPS5E 1221

alignment
position
P927229 981
MATP5E 1271

ttccttgctc

1451.. .. ..

CTTTGT GAAT
CTTTCTGGGT

* * % k ¥ %k * % % %

agttgtgtag

1551.. .. ..

agcaaacctt
aactatctcc

1601.. .. ..

tacagt caca

Pairwise similarities:

cagggagtgec

1461......

GG CAGGTTt ¢
AT CAGGCTg a

* k k* k k * % %

aacaaaagga

1561......

tttcttctag
catggcgtcec

1611......

tccacctcgg

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

atcttgttag

1471.. .. ..

tcgagagaga
aggcccagtg

cggtaggctec

1571.. .. ..
aat ggt gctg
atcacctt at

1621.. .. ..

gaaacaggag

tgtgctgggt

1481. .. ...

ggccag- - - -
ccccgacaga

acagttgatg

1581 ... ...
gagccaggtg
tttcctgcgce

1631

a

ggt gcatgagt

1441. . .. ..

----GGACAC
ggagGAACAC

* * * % % %

gtt caagcaa

1541.. .. ..

-CTCTTATTt
CCTCTTATTa

* k * k k % % *

1591.. .. ..

gtgaaagt ag
ccagccgctt

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.

' mAT P5E
(1274 bp)
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P927229 1.000
(1011 bp) 26 %

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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L ogout Personal Messages
Genomatix-L ogo L ogout Personal M essages GEMS-Logo

Genomatix MainGEMSEIDorado Gene2PromoterBiblioSphere
Freqguently asked gquestionsY our ResultsY our SequencesY our ProtocolHelp

GEMS Launcher Task: DiAlign TF: Multiple alignment plus TF sites
working on C5-ATP5E.seq (3 seq.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1 December 2004 Tue May 24 16:14:29 2005

Solution parameters:

Sequence file: C5-ATP5E.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

AllgmirnEnt - GLizui: # 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 « ALL vertebrateslib (0.75/Optimized)

(core/matrix sim):

Aligned Sequences:

Sequence .
‘N ‘eq Sequence Description L en

Name

P927229 sym=ATP5E|loc=L oc514|taxid=9606|spec=Homo

sapiens|chr=20|ctg=NT_011362|str=(-)|start=22659786|end=22660796|len=1011|tss=501,511|comm=ATP
1|P927229 . . 4 . .

synthase, H+ transporting, mitochondrial F1 complex, epsilon subunit;

(AK026556/511/gold;NM _006886/501/bronze;)

MATP5E m6_dna range=chr2:173888263-173889536 5'pad=0 3'pad=0 revComp=TRUE strand=?
2 mATP5E )
repeatM asking=none

rATP5E n3_dna range=chr14:83622419-83623508 5'pad=0 3'pad=0 revComp=FALSE strand="?
repeatM asking=none

101:

127.

3 rATP5E 109(

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.

Vs WESPIE
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alignment position
P927229 1
mATP5E 1
rATP5E 1

alignment position
P927229 16
mATP5E 51
rATP5E 5

alignment position
P927229 16
mATP5E 101
rATP5E 49

alignment position
P927229 16
mATP5E 124
rATP5E 99

alignment position
P927229 16
mATP5E 124
rATP5E 149

alignment position
P927229 16
mATP5E 124
rATP5E 199

alignment position
P927229 16
mATP5E 157
rATP5E 249

alignment position
P927229 59
mATP5E 207
rATP5E 293

alignment position
P927229 70
mATP5E 257
rATP5E 333

alignment position
P927229 100

gggggtcctc
tcaagttctt

ccgec- -----

tggacaTTTG
----- -TTTG

* k k %

gt ggaat gaa
tttcagagag

CAGGT Ac GGT
CAAGAAaac-

* * k% * *k % * * %

agagcctttec
gatgatgttt
ctgtaaactg

cactg----- ----------
agcttcctac tttaaaggat

TAAAAGATTT TTAAAAAgQt a
CAAGAGAAAT TTGAAAAt ag

* k kK k k k k kx kk *k Kk k Kk k k %

tgttccagct aaa
tgatttcata acaggagaag

_______ CAG AGCACTACTT
aagagtgCTG AACATTCCCT

* k k% k k k k *k kx *¥ *x * %

* k k k k kx * x %

tactcagttt

aaggaaaaat
agccacagcec

AACATTGTTG
AGAGTTCTTG

* * ¥ % k % %k * % %

TTCCAGGGTT TAGTGTCACT
TTCTAGGAGT TAcacctgtt
----- GGGGT GTGTGTAACT

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

CCGAGaaagg

ctggaaggagt
CGGAGcgaat

lcoccoccoococ cocooocoooo
tt TTAAGTAT Atacatttcc
-- TTAAGTAT Aatt aagaaa

actttgcaat
t acaagtt aa

---------- AAATCTCAGC
gc CTGAGTAC AAATGGAATC
-- CTAAGTAC AAATGTAATG

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

TCTCAGGACA

ctgggcatgg
TACAAAGACA

* % ¥ % * % % * % %

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

cgtttgacaa
aagaccttcg

tcgactctta

GA CAAAGTGT
GACTATGTAA

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

341. . .....

gggtgcccta
ct gat gccct

tgctaactta

441. . .....

CGCTTGtctg
gt acatgcag
AGCTTGaaag

* * % % * %

491. . .....
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mATP5E 307 acaggaacat tagctgtcac tcagagcggyg - - - - - - - - - - - - - - -----
rATP5E 371 gagagaccaa tttatatttc ccattatata ctcttttgtt gt caaagtta
alignment position 501. . ... .. 511.... ... 521. ... ... 531....... 541.......
P927229 O T T R R
mATP5E A T T
rATP5E 421 aacct aaggt acataactca aaacaagttt agattaaact taaaatctgt
alignment position 551. . ... .. 561....... 571. ... ... 581....... 591.......
P927229 110 - - - - TAAAAA AGCcggcgcc gtttccctga agcgggcgca aagccaggcc
mATP5E A T I R
* *k *k k¥ k¥ ¥ * * %

alignment position 601. . ... .. 611.... ... 621. .. .... 631....... 641.......
P927229 156 CTCGGGGCGG CCGTGCCCGC gececgceccCct C- = - == = == = = == -« «« oo~
mATP5E 337 CTCGAGGAGG CCCCGCCCCCtgecccgcagec acctggaagg tgaccggcat
rATPSE 492 EESEEISEEEE] FEEEEEEEEE SRR

* k k k k k kK k kK k Kk k k k¥ k k k& k¥ *¥ %
alignment position 651. . ... .. 661....... 671. ... ... 681....... 691.......
P927229 184 - - - GCGTCCT CGCTTCCCga aagcacgcgg ctcagtggtc cttagcgagc
mATP5E 387 gcaGCGGCCT CGCTTTCCca ggtgtctcta cggccacagc tt--------
PATPSE 402 - - - nsss Leliillisiiiollllililillllllilllios

* k k¥ k kx k k *k k ¥ *¥ k¥ k¥ ¥ %
alignment position 701. . ... .. 711. ... ... 721. ... ... 731....... 741.......
P927229 231 ggggacaccc cggccttctt gccccecgtcg tcccecgccgg ggtaatacgg
mATP5E e I G R T A
alignment position 751. . ... .. 761. ... ... 771, ... ... 781. .. .. .. 791.......
P927229 281 aaggt cgggg gacacacgcc CCGGGAGCTC TTGGAGCCAA TAGGTGGGCG
mATP5E 429 - - - - e i i o oo o oo e CCGGTAGCCG CTCGGCCAAT GGGCAAGGCG
L
* k k kx ¥ k¥ x¥ * * % * * ¥ * * *¥ * * * % * k * k k¥ *¥ *¥ k¥ k¥ %

alignment position 801. . ... .. 811.... ... 821. .. .... 831....... 841.......
P927229 331 CGGCCGgccg gcececgeccccg ggattggcac ccgcagtcca gaccgcGCGC
mATP5E 459 CGACCG- - - - - - - - - - - - - - oo - - oo - oo oo oo - oo GCGC

* k % * *k % * k* % %
alignment position 851. . ... .. 861....... 871. . ... .. 881....... 891.......
P927229 381 GCCCATTGGC TCCCGGecgecc ggggggcttc cgcggcaggg cagcaggggc
mATPSE 469 TCCTATTGGC TCCTGGt tgg caagggeC--- - - - - -~ - = - - - - --------
PATPSE 402 - ---nsos Leliiilioiiiiilllllillllllllillllos

* k k kx kx k¥ kx kx kx x %k %k * kx k¥ %
alignment position 901. . ... .. 911. ... ... 921. ... ... 931. .. .. .. 941.......
P927229 431 cgtgctcagg ggcggggccg GGTAGGAGGC GGTGATTGGC AGGTCCGCac
mATP5E 496 - - - - - - - - - - oo - oo oo - GGGATGAGGC GCTGACTGGC AGGTCCGCgt
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alignment position 951
P927229
mATP5E
rATPSE

481 gCCCCGCCTC TTCCGCTTCT GTGG
526 aCCCCACCCC TT CCGCTACT CAGG

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

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

* k k k¥ *k x k& *x %

alignment position 1001. . .. ..
P927229 531 cggct gagcc
mATP5E 576 tt gAGGCTAC
rATP5E 511 ¢t cAGGCTAC

* *k k k * * %

* k k% *¥ *k * %

* k Kk k k k%

* k k% k¥ k% k %

alignment position 1051. ... ..
P927229 581 GCTtt cgct A
mATP5E 621 GCTCGAG- - A
rATP5E 557 GCTCGAG- - A
* k k kx * % % *

* * % k *k % % *

* k % k * % % *

* % k k¥ *¥ % % *

* % % *

*

*

*

*

*

alignment position 1101. ... ..
P927229 631 gcccaggcct
mATP5E 669 GCCCAGaaag
rATP5E 605 ATCCGGt t ct

* *x * * % %

alignment position 1151. ... ..
P927229 681 ggt gcccaga
mATP5E 717 agac- - - - - -
rATP5E 644 - - - - - - - - - -
alignment position 1201. ... ..
P927229 731 gggtt gGGCC
mATP5E 721 - - - - - - GGCC
rATP5E 644 - - - - - - - - - -

* ok ok %
alignment position 1251. ... ..
P927229 781 AAAGCGCTca

4 0f 6

* k * k k k & % % %

gacattgccg
TCTGAA- - - -
TCTGAA- - - -

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

* k Kk k k %

CAGCATGGTG
CACCATGGTG
CACCATGGTG

* k% k *k k k¥ k& % % %
* %

* k k k k Kk % %

* k k% k k k k kx % %

* k k k k k *k kx % %

* k k k k k k kx % %

* k k k k k k¥ *x % %

* k k *k k k¥ k& % k% %

* k k %k k k k Kk % %

* k k% k k k k kx % %

* k k k k k k kx % %

ccagagGGAA
cgtt--GGGA
cccagatctg

* Kk k %

AAGCCTCGgg
AAGCCACGcg

ggcgggcgceg

* k k k * * *¥ %k * %

GCGTCTTGGC
GCGACCCAGC
GCGACCCAGC

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

* k k * %

* X X
* X X
*

* k k k %

GCCTACTGG
GCGTACTGG
GCTTACTGG

* k k k *k xk k x %

* % k x * * %

*
*

* k % %

* k k *

* k % %

* * % %

* k% k %

* % Kk %

* k % %

* 0% X X X X X F
* X X X X X X *
L I T T
E R I D S I I
* X X X X X X *
L R D T T I R

* k k %

GGGCTTCGCG
AGGCCTGGCC
tgcaaaagca

* k k k * * *¥ %k * %

cgtcgCCGCC
gccacCCTCC

gcctcgacct

* % ¥ % * ¥ % * % %

* * Kk Kk x x* * K* Kk *x

981... .. ..

* X kX
E I T B
L T
* X kX
E I T T
* X kX
E I . B
L I

*
*
*
*

1031.. .. ..

GATTCGGCCC
GGTTCTGCCC
AGTTCTGCCT
* % % * ¥ * * % * %
* % %
* k%

* % %

* X X X
* X X X
* X X X
* X X X
* X F X
* X X X
* X X X

* k %

1081.. .. ..

* 0% X X X X X X X X
L S T T
E R B S T B I B T
* 0% X X X X X X X X
L R B I
E I I S T I R B B
L S T T
E R B D T I I B R B
* 0% X X X X X X X X

*
*
*
*
*
*
*
*
*
*

1131.. .. ..

AGCCGGCCCG
GGCCGTCACC

gtgagggat -

* % k% *x ¥ %k * % * %

1181.. .. ..
agcggcccca

1231.. .. ..

AAGATGGCGT
AAGATGGCGT

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

* * k Kk *x x¥ * * Kk %

1281.. .. ..
cgcgtgggag

* % % * % % % %

* k k k Kk % k* %

991.......

T GAACCGcc
C GGGCCGGt
C GGGCCGGy

* * %k %k *k *¥ % %

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

GACGAGCTCC
GA CGCGC- CC
GA CACGCCCC

* * % 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 x %k %
* *k *k k *k k * %k %
* * % k *k *k x %k %
* * % %k %k *k x¥ *k %
* * % * %k %k * % %
* k k k k *x k % K
1141......
CGCGCATCCc
AGGCCGTACg

CGCT GTGGGC
CGCCGTGGAC

* *k %k k¥ *k x *k * %

* % % k k % k % k %

cgcgtctgtg
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MATPS5E
rATPS5E

765
644

alignment position

P927229 831
mATP5E 815
rATP5E 644
alignment position
P927229 856
mATP5E 865
rATPSE 657
alignment position
P927229 869
mATP5E 915
rATP5E 697

alignment position

P927229 886
mATP5E 965
rATP5E 697
alignment position
P927229 903
mATP5E 1005
rATP5E 732
alignment position
P927229 903
mATP5E 1051
rATP5E 782
alignment position
P927229 932
mATP5E 1101
rATP5E 828
alignment position
P927229 982
mATP5E 1127
rATP5E 854
alignment position
P927229 1012
mATP5E 1135
rATP5E 904

AAGGCTCTt c

* * k k k¥ % % %

* * k k & % k% %

tcctgcctcg
ctcctcggga

- - - GCCCAGC
AGTGCACAGC
AGTTCAAAGC

* *k k k & * k¥ x % %

CTTTgtgaat
CTTTt cccag

----GTGGAG
t gaaGTGCTG

* k *k k % %

taggagtggt
t ggagat cag

GCAAaccttt
TGTGCTG- - -
TGAATTG- - -

* k k k * %k %

ACAGTcacat
gggtatca- -
ACAGTt cact

* * *k k* %

tgcct gagt a

gcggggt cat

cttcccgacg
gaggtagcct

ACCCac- - - -
ACCCttgacc
gaacgct gag

* % k% %

ggcaggt - - -
tagt gAAAAA

CGCCCTGCAG
AGTCTTCCAG

* k k k k k k kx % %

ggtgcat ggt
ccgtacc- - -

aaatgggtta

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

ggggtcaggg accctaaaca gaggt ggctg

gtgcg
acagtacctg

tggccacget
aagacttcgg

AGGT GAAAGc
CAGT GAAAGt

* *k k k * * % % %

GGGCCCCGTG
GTGAACCATG

* k k k *k k * k * %

-TTCTCGAGA
tTCCTTGCTC
-TCCTGGAGA

* k% % ¥ % * ¥ % %

aatct at aat

GCC

gacactgacc
gcagcagcat

1431..

- -- AGAGTGC
t caAGT GT GA

cctctaacct
gaagaagcct

ATGGgt gcga
TGGGcacctg
* *k k* %
1581..
GAGAGGCCAG
CAGGGAGTGC
CAGACGACCC
* * ¥ % * % % * % %
1631. .

a GCCAGGT GG
-Ggtggagga
- GCCATGTCA

* * % k * % *x *x %

1681. .

aggcttccat

GT GACGGCCA
CT GAAGACCG

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

CCCTGGACAC
CCTTAGTGAC

gctgtgggcec
tt ccggcaga

CTCTTATTTA
AT CTTGTTAG
AT CTTGTTGA

* * % % k¥ *k *¥ *k * %

TGAAAGTAGT
acacctttct
AT AAATTAAC

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

GG CT GAAGGC
GG CAGAAGGC
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* k * k k Kk kx k *x %

alignment position 1751. ... .. 1761. .. ... 1771. ... .. 1781.. .. .. 1791......
POZT22E 2 -cccccccec= ccccccccces coccoooooo 222 cccoeoe oo coooscoo
MATRPSE 11458 CCAGIQICIC.CC glalGl= = =F=F=f=ioiio o oo sEol i h ol s
rATPS5SE 954 CCAGTagttt ccttagaggg agcat aaatc atccaaccag agtaagttgc

* k *k k %

alignment position 1801. ... .. 1811... ... 1821. ... .. 1831.. .. .. 1841......
POR7220 R cccocccccoc scccoccooco cococccooo Scoooooocc oo coocecooooe
mATP5E 1158 - - - - - - - - - - o e e - --AGAGTTCA AGCAAAGT TG tgtagaacaa

rATP5E 1004 at gtt agcct cattacagaa taAGGGTTCA TGGGAAGTAG gacctggctag
* k ¥ k¥ k¥ * *k % * % % % * * % % % %

alignment position 1851. . . . .. 1861... ... 1871. .. ... 1881.. .. .. 1891......

PO27229 1012 - - - - - - - - - - - - - - - - - - - o oo - ool oo oo oo oo oo oo oo oo

MATPS5E 1186 aaggacggta ggctcacagt tgatgcctct tattaaactatctcccatgg
rATPS5E 1054 aggect g--- =-=- - --=-=- - - oo oo o o oo oo oo oo - oo -

alignment position 1901. ... .. 1911... ... 1921. ... .. 1931.. .. .. 1941. ..
PO27229 1012 - - - - - - = - - = - - - - - - o h e e e e o oo oo o oo oo oo oo oo -
mATP5E 1236 cgtccatcac cttattt TCC TGCGCCCAgc cgcttgaag- -------
rATP5E 1061 - - - - - ----- ------- TCC TGCTCCCAct atgtaggcca aaacaat

* k& k k k k *k % k¥ %

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.

mATP5E [rATPSE

(1274 bp) (1090 bp)
P927229 0.958 0.343
(1011 bp) 26 % 16 %
mATP5E 1.000
(1274 bp) 22%

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 r|ghts reserved. License Aqreement GEMS LaunCher 411
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L ogout Personal Messages
Genomatix-L ogo L ogout Personal M essages GEMS-Logo

Genomatix MainGEMSEIDoradoGene2Promoter BiblioSphere
Freqguently asked gquestionsY our ResultsY our SequencesY 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 24 16:57:02 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: . . .
9 P # 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)

o ALL user_defined.lib (0.75/Optimized)

Selected groups « ALL vertebrates.lib (0.75/Optimized)

(core/matrix sim):

Aligned Sequences:

Sequence

No.
° Name

Sequence Description Length

sym=ATP5F1|loc=L oc515|taxid=9606|spec=Homo sapiens|chr=1|
1/P978188 |ctg=NT_019273|str=(+)|start=8077683|end=8078683|len=1001| tss=501] comm=ATP synthase, H+ |1001 bp
transporting, mitochondrial FO complex, subunit b, isoform 1; (NM_001688/501/silver;)

sym=Atp5f1|loc=Loc11950|taxid=10090|spec=Mus musculus|chr=3|
ctg=NT_039239|str=(-)|start=7786845|end=7787863|len=1019| tss=501,507,509,518,519|

2|P978189 |[comm=ATP synthase, H+ transporting, mitochondrial FO complex, subunit b, isoform 1; 1019 bp
(AK011312/524/gold; AK002960/535/gol d; AK019459/518/gol d;
AK081249/536/gold;NM_009725/526/bronze;)

sym=Atp5f1|loc=Locl71375|taxid=10116|spec=Rattus norvegicus|
chr=2|ctg=NW_047627|str=(-)|start=9451549|end=9452549| len=1001|tss=501] comm=ATP
synthase, H+ transporting, mitochondrial FO complex, subunit b, isoform 1;
(NM_134365/536/bronze;)

3 |P978190 1001 bp

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.
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ISR v srres VSARE Vet AG VEETSE IS VSHIFE v scHiRE VSZBRE v sviAZF ISR VSHAND
vevy1r FSEHE]

IS 1. . 11. ... .. .. 21..... - I
position

P978188 lcagggtcagg ataacatgca gggcggggat gggct gggag ggtcagtctc
PO781EY 1 ageRcCBo=c cccoccocosoc coccoccecos seoooocoos o000 0o c

P978190 1 gaag- CG--- - -- - - - - - - - - - - oo - oo oo s - - -s oo oo

* %
* %
alignment
- sifon 51 ... .. ... 61 71.. ... 81. .. ... 91. . .. ...
P978188 51 c GGGGAGGGG CGCCCTGGGC CGGGG G- CCCGGGAT
P978189 8 - GGAGAGGGC ACCCGAGACT GGGGGT CCCCGGGAT
P978190 7 - GGAGAGGGT ACCCGTCACT GGGT AA - CCCGGGA
* % % % % * * % * * % * % % % % % *x * * % % % % * * % * % * % * % * % % % *x % % * % % * % % * %
* % % % % * * % * * % * % % % % % *x * * % % % % % * % * * * % * % *¥ % % % *x % % * % % % % % * *
* % * % * % * * * % % % % % * *
* % % % * % * * * % % % % % * *
* *k k% % % * * * % k% * % % *
* * % k% * % % *
* % % * % % * %
* % % % * % * *
* % % % * % * *
* % % % % % * *
QB 101.. .. ... 111. .. ....1221. ... ...131..... 141, ...,
position

P978188 100 CT CGGCTCAC CGGACCGGTA CCGCGCAGCC TCCAACTGCC GTTCCATGC?PA
P978189 57 CTCGGCTCAC CAGACCGGTA CCGTGCAGCC TCCAATTGAC GTTCCATGC?-#
P978190 55 CTCGGCTCAC CAGAGCGGTA CCGTGCAGCT TCCAACTGCC GTTCCATGC?#

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

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

alignment

position 151. . .. ... i161....... 171. ... 91. .. ...

P978188 150 GGCGGGCGCA TTT GGGGGAA GATTCCACTC GGGGCACT £

P978189 107 TGCGGGCGCA TTGGGGGGCA GGTTCCACTC GGGGCACGH#

P978190 105 GGCGGGCGCA TTGGGGGGCA GGTTCCACTC GGGGCACG?#
* k¥ * k¥ ¥ * *¥ * % % * * * * *¥ *¥ k% *¥ * * * k * k¥ * k¥ * * * * * x ¥ * * * * * *x % * % % x¥ % *k *x * %k *
* * % *x k¥ % * *¥ k¥ x* *x k% *k * ¥ *k * % * * * k *k k *k %k *k *x *x % * * & k% k¥ %k *x k¥ %k x¥x *x * *k x * *k *x * *k *
* kK k x k Kk k *x k% % * % k¥ % x k¥ % * * % * % % x * % x * %k % * k % k * %k kx k¥ %k x *x * *k kx * *k *x *x *k *
* * % *x * % *x *x % % * * X % x % %k * * % * k * k * * * * * * * * ¥ k% * * * * *x % * * * k¥ * * * * * *
* ¥ * * *¥ * * * *x % * % % * % * % % *x % * * * k¥ * * * * * * * * ¥ * ¥ * * * *x % * * * k¥ * *¥ * * * *
* k * k¥ * * *¥ *x *x % * * * * * * * % % * * * k¥ * *¥ * * * * * * ¥ * * * * * % % * * k¥ k¥ * *¥ * *¥ * *
* k¥ * k¥ ¥ * * * *x % * * * * ¥ * k¥ % % * k * k¥ * *¥ * * * * * x ¥ * * * * * *x % * % % x % *k *x % %k *
* k¥ % * ¥ % *x * %k * * * * kK k *x *k *x % * * ¥ % * *¥ % *x % * * k% % * % *x * % % * % % x * k% *x % %k *
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* k % *k k¥ k% %k *x k% % * % * % % % * * % % *¥ % % * * * k& *k k k% %k * * % * % k% x k% *k *x k% %k *

alignment
position
P978188 200 GGGGGGGTGG
P978189 157 GCGGAGGAGG
P978190 155 GCGGAGGTGG

201. . .. ... 211. .. .. .. 221. ... ... 231.. ... A N

CGGTTCCAAC TCCAACCTAC
CGATTCCAAA TCTAACCTAC
CGATTCCAAA TCTAACCTAC

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

dignment 251. . ..... 261.......271. ......281..... o291, .. ...

position

P978188 250 ACTCAAACTG GACGCCGGCC GGAGACTCCG CTCCGGcagce a CACC

P978189 207 ACCCAGACTC GACGAGAGAC CCTGACTCGG CGCCGGAGGG A CACC

P978190 205 ACCCAAACTA GACGAGAt cc tgact----G CGCTGGAGGA A CACC
* % % % *¥ % % % % % * % % * % ¥ * * * * * % % % % % *¥ % * * * % * % % % % % *x % * % % % % * % % * *
* % % % *¥ % % % *x % * * % % * % % % % *x % *
* * k% % * * % k% * % % *
* % % % * * % * *x *
* % * % * % % % * %
* % * % * % % % * *
* % * % * *
* % * % * *
* *

e Je =i 301.. .. ... 311.......321. ......331..... 341, ...

position

P978188 300 TGGTGCACCT C GCCCCTCTCC ¢ ggaacc gcaaCTCTAC

P978189 257 TGGTGTACCT C GCCCCTCTCC g GAATTC G- - - CTCTAC

P978190 251 TGGTGCACCT C GCCCCTCTCC a ATTC G- -- CTCTAC
* % % % *¥ % % % % * * % % * % *¥ * * * * * % % % % % *¥ % * * * % % % * % * * * % % % * *
* % % % *¥ % % % % % * % % * % * % *x * % * * *k k% * %k k% * *x * * *k k% k% *x * * * * *k k% * % *
* k *k k% * %k k% *x % % * % % % % % * % * * * * % k% * * k% * *x * * * % k% *x * % * * % % % * *
* % % % * % * % * % * % * % * * % % *x * * % % % % *x * % * * * % % % * %
* % % % *¥ % % % * % * % * % % % % % *x * * % % % * % * % * * * % * % * *
* % % % * % % % * % * % % * % *¥ * * * * * % % % % % *¥ % * * * % * % * *
* % % % *¥ % % % * % * % % * % *¥ % * * * * % % % % % *¥ % % *
* % % % *¥ % % % % % * % % * % *¥ % *x * % * * *k k% * % k% * *x *

e =i 351. . .. ... 361 371. ... ... 381..... 391, ... ..

position

P978188 350 CTTCT ATGGCTCCAT CCTGc-TTTC CGGCTGt cgec

PO78189 304 TGTCT ACCCTTCCAG CCTGCTTTTC CGTCTCCTGT

P978190 296 TGTCT ACaCTTCCAG CTCGCTTTTC CGTCTGCTAT
* % % % *¥ % % % * % * % % * % * * *x * % * % % % % % *¥ % * * * % * % % % % % *x * * % % % % * % % * *
* % % % *¥ % % % % % * % % * % ¥ * * % * * % % % % % *¥ % * * * % *¥ % % % % % *x % * % % % % * % % * *
* % % % *¥ % % % *x % * % % % % * % *x * % * % * % % % * % * * % * *
* k *k k% * % k% *x % % * % % % * % * % * * * % * * % % * % * * % k% %
* k %k k% * % k% * * * * % * % * % * * *x * * %
* % % % * % * % * % * % * % % % % % *x * *
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alignment
position
P978188
P978189
P978190

alignment
position
P9o78188
P978189
P978190

alignment
position
P9o78188
P978189
P978190

alignment
position
P978188
P978189
P978190

alignment
position
P978188
P978189
P978190

401. ... ... 411....... 421 431. . ... ..o 441.0 00 L. .

399cctcatgcgataggctctcagcgttacttl _

354 CCCCGCAGCG GGA=- - - - - -~ -=-=-- - TTTTGTTTGTTTCCC TCCCtcagcec
346 ACCCGCAACG GGAtcttcgg acttt TTTTT TTTTTTTCCC GCCCc- - - - -

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

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

451. . .. ... 461....... 472. ... ... 481.. ... .. 491, .. ...
430 Blitttttttaaaaatctccec
392 ccacccattt t TTC A GTGGGgaggg ggc GGGGAA-A
391 - - - - - - - - - - -TTT A GGGGGag- -- - --GGGGAA?L

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

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

501. ... ... 511.......521.......531..... ... 541, ... ..

464 aaggaaagtt gaaggaagag tacaaaattt tca----TCT CGCGAGACTT
442 AAGCCGAGAA CTTCCGAGAA AAAGCGAGCt GATCTCTTCT CGCGAGATGT
424 AAAATCAGCA CTTCCGAGAG AAAGTGTGCa GATCTCTTCT CGCGAGATAT

* % % *¥ ¥ % % * % % * % ¥ * ¥ ¥ % *¥ *x % * *¥ % ¥ * * % * % * % % % % % % *x *x % * * % * * * * * * *
* % % k% * * * * *x % * % % % % *x % %k % % * * % * * * *x *x % * % % % * % * *x *x % * * * k* * * * * * *
* k ¥ * * % * *x * * * * k% % * * % * *x *
* * % * * k% ¥ * * % * *x *
* * % * * % ¥ * * % * *x *
* * % * * % ¥ * *¥ % k% *x *
* * % * * * * * * * * * *
* % % * * * * * * * * * *
551.. .. ... 561.......571.......581.. ... ... 591. .. ...
510 G CCCtgaca gattctccta TCGGGGTCAC
492 G CCCCTGAC AGGCTCGGG- TCGGGGTCAC
474 G CCCCTGAG TGTCTCGGG- TCGGGGTCAC
* % % % *¥ * * *x *x % * * * * * * * * * * * % % * * * * * *x * * % % % * % % *x % * * % * * * * * * *
* % % % *¥ * * * *x % * % % % % *x % %k % % * k % * * * * * * * * % % % * *x % *x % * * k% * * * * * * *
* k % k% * % k% * % * * % % % * % % % * * * * %k % * * % * *x * * k¥ % * * % * *x * * * k% ¥ * * % * *x *
* k % % * %k k% * % * * % % * * % * *x % * * * % * * * * k% ¥ * * % * *x *
* k% % % * % k% * % * * % % % % * % % * % * * % % * * * % ¥ * *¥ % * *x *
* % % * ¥ % % * % % * * * % * % * * % * * % % *
* % % *¥ ¥ % k% * % % * * *¥ % * % * * % * * * % *x
* % % % * * * *x *x % * % % % % % EE * * * % *
601.. .. ... 611.......621. ... ... 631.....

560 AGGGACgcta agatt GCTAC CTGGACTTTC GTTGACCATG
541 AGGGACAcgg agc CCGCTGT CCCGCTCTTC GCAGACAATG
523 AGGGACAtcg gt aCCGCTGT CTGGATCTTC GCAGACAATG

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

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

* k * x *k k*k * %
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alignment
position
P978188
P978189
P978190

alignment
position
P978188
P978189
P978190

alignment
position
P978188
P978189
P978190

alignment
position
P9o78188
P978189
P978190

alignment
position
P978188
P978189
P978190

alignment
position
P978188
P978189
P978190

610
5901
573

660
641
623

710
668
650

760
700
682

767
750
714

809
800
764

TTC
TTC
TTC

* %

*

*
*

b I D T I T B
* O0F X X X X X X X X
L I S S I I N N B
E I N D R
* 0% X X X X X
L I T . . .
L D S I
E I I I T T S R
L I I A .
* 0% F X X X

701. .

GGACT AT CAG
AGCGT AGCAG
GGCAT AT CAG

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

* * k% kx * *k *x k% %
751. .

gagaagggcg

801..

GGAaggg- - -
GGACT GCGGC
GGACT GCAGT

* * % * k¥ % * * % %

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

851. .

TCCCGGGCCG
TCCCTGACAG

* * % * k¥ % * *x % %

901. .

- TAGTGATAG
Gacacccg- -
GTAGTGATCG

661...

CGCCGCCGCC
TGCTGCCGCC
TGCCGCCGCC

* % % % * ¥ % * % %

* % ¥ % * % % * % *

* 0% F  F X X
L I D A .
E R N I
* % ok 3 X X %
L R I A .
* 0% F  F X X %
L D A .
* % ok % X k%
* 0% F  F X X F
L I I A .

711. ..

AGT GATTGGA
GGT GACTAGG
GAT GACTGGG

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

* k * % k * % * % %

761. ..
cagcgacacCG
-------- CA
-------- TA
* %
* %
811

GTTTGGGCCc
GTTTGGGCCt

* % ¥ % * % % % *%

* % ¥ % *x % % *x *

861. ..

CGT GGGGTCT
CCCAGCATCT
TGTAGGATTT

* * ¥ % * ¥ * * % %

911. ..

AGCCTggcagg

CGACTcaccg
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671.

ACAGCGGGTA
ACAGCGGGTG
ACAGCGGGTA

* ¥ % *x % %k *x * %k *x

* % ¥ % *x ¥ % *x %

* O0F F X X X X X
* 0% F X X X %
* % F  F X X F
* % ok %k Xk %
* 0% F X X X F
* * X X X X *
* 0% X X X X %
E I T
* %k %
E I T T

721.

AAGAAGCgaa
AAGAAGC- - -
AAGAAGC- - -

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

* * % *x *x % %

771.

GGCCTGAGAG
GGCCGGGGAG
GGTCAGGagG

* ¥ % * % %k *x * % *x

* * % *x * k% % *

821.

871.

TGAGGGACGG
CAGGGCGCGG
CGGAGGACCT

* ¥ % x % % *x k% % *

921.

gggt a- AGGA
GGA
agaccgAGGA

681. .

AGgggtaTAG
AGAGACGTAG
AGAGATGTAA

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

*

* 0% X X X

*

731. .

tctaggggtg

781. .

GCGAGTGGTC
GCGGGAAGCG
GCGGAAAGTG

* * k& *k *¥ % % * % %

* * % % ¥ % *x * % %

831..

acgggagc GA
GA

* *

881. .

GAAAGAGGGG
CAGAGACGGA
CTGAGAAGGA

* * % * * % * k¥ % %

931..

AAGGGCAAAC
AGGTAGAAAC
AGGTAGAAAA

* % % * % % *x *

* % % x * % *x *

691.

ACCCTGCTCT
AGCCTAGGTT
ACCCGAAGCT

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

* * %

741.

acagggaggg

791.

AGTGCAGTTC
GGTAGAGGAC
CGTAAAGAAZL

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

* % ¥ *k *x * % *x % %

841.

TCTGGAGAGC
TCCGAAGAGT

* % % * % % *x % % *

891.

TACATAGGCt
TGCCAGGGCC
TGCAGGGGCC

* % % x % % *x % % %

941.

CAGATTTCat
GCGATTTCTC
TGGATTTCTC
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alignment
position
P978188 857
P978189 831
P978190 814

alignment
position
P978188 906
P978189 881
P978190 864

alignment
position
P978188 956
P978189 912
P978190 895

alignment
position
P9781881002
P978189 951
P978190 934

alignment
position
P9781881002
P9781891001
P978190 984

* k % *k k¥ k% %k *x k% %

951. .

-TTGACTTTG
CTTGACTTTG
CTTGACTTTG

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

* * *

* % X F %

E I T T

E I T

E I T B

E I T I

*  F ok X F

E I T I I
L T N I
* 0%k X X X

1001.

AATGCAGCCT
AACGCGGCCG
AACGCGGCCG

* * % % k¥ % % * % %
* * % % * %

* %k * %k %k %

* X X X
* X X X

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

CAAAAATTGC
CAGAAATTAC

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

* * % %k *¥ k% %k *x % %

CGTTTGTTCT
CATTCGTTCT

* * % * k¥ % * * % %

* * % * k¥ % * * % %

* % * % %

961. ..

CTGACCTTCG
CTAACCTCCG
CTAACCTACG

* % ¥ % * % % * % %
* k% * % % %

*
* * % *
*

* 0% X X X

E I T I

*  F ok X F

E I T B

E I T T

E I T B
L I D A .
L I I A .

1011..

TCCTAGGTCC
CCCTAGGTCC
TCCTGGGTCC

* % ¥ % * % % * % %
* * %

* * %

E I T
* %k ok
E I T B
E N T N
* 0% kX X X
E N T I
* %k kX F
E N T I
E N T N

1061. .

t CACTACCT
- CACCACGT
- CACCACAT

* * % * ¥ * *x *

* ¥ % * *¥ * % *

>(->(->(-_|O_|

* * % % *¥ % % *

TGTTTTCCT
TGTTTTCCT

* * ¥ % *x ¥ * % *%

* % ¥ % * ¥ % % *%

>(->(->(-_|_‘

* % ¥ % *x *¥ % *x *

TCTAattgec
TCTActtg-

* *x k% %

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

* *k %

97 1.

CCTTGTCTAT
TCTTGTGTAT
TCTTGTGTGT

* k * k¥ * *¥ * * * *
* *k * % %

* *x * % %

L I I A .
* X F X X
* OF  F X *
* % ok X F
* O F  F X *
*  * X X X
*OF  F X X X F
R
* 0% ok X X X F

>
(9]
®
®
_|
>
>
0]
_‘
*******OQO

1071. ..

TTATTtcccg
TTATTCTCTT
TTATTCTCTT

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

* ¥ % * % %k *x * %k *x

CAcgTTAGCC

CAct TTAGCA
* * * * % % * *
* * * * % % * *
* *

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

* k % *x ¥ % *x * * %

981 ..

CTGCAGCCCC
TTCCAGCCCC
TTGCAGCCCC

* * % *x ¥ % *x * % %
* * * %

* * % %

* 0% F  F X X F
* * F X X X *
* 0% X X X X F
* O0F X X X X F
EE I T

* %k % %

E I T D T

1081.

attcctgccec
tcCATTTCCT
aaCATTTCTT

* * ¥ % * % * %
* % ¥ % * % % %

* % * % % * % %

AGCTTGCATA
AGCTTACATC

* * % * k % * k¥ % %

* * % *k * % % * % %

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

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

991.

ctcTCTGAAC
GTGTCT GAAC
GTGTCT GAAC

* % ¥ * *x * %k *x % %

* % % kx * k *x * k %
* % % x * %k *x % % *
* % % * % % *x % % *
* % % % * % *
* % * % % % %
* *x * %k *x % %
* *k * % *k % %
1041

1091..

ccaccc- - - -
AGCGTCAAGC
ACCGTTAAGC

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

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

CTCATTCGG-A
CCCATTCAG-#

* % % x % % *x % % *

* % % x % % *x % % *
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7of7

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.

' lP978189 [P978190
(1019 bp) (1001 bp)

P978188 0.500 0.557
(1001 bp) 50 % 53 %
P978189 1.000
(1019 bp) 78 %

Please note that the similarity value 1.000 marks only the two most similar seguences, 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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L ogout Personal Messages
Genomatix-L ogo L ogout Personal M essages GEMS-Logo

Genomatix MainGEMSEIDoradoGene2Promoter BiblioSphere
Freqguently asked gquestionsY our ResultsY our SequencesY 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 24 17:43:43 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: . . .
9 P # 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)

o ALL user_defined.lib (0.75/Optimized)

Selected groups « ALL vertebrates.lib (0.75/Optimized)

(core/matrix sim):

Aligned Sequences:

Sequence o
No. Name Sequence Description Length

sym=ATP5G1|loc=Loc516|taxid=9606|spec=Homo sapiens|chr=17|

1 IP879005 ctg=NT_010783|str=(+)|start=5622841|end=5623941|len=1101| tss=601] comm=ATP synthase, H+ 1101 b
transporting, mitochondrial FO complex, subunit ¢ (subunit 9), isoform 1; P
(NM_005175/501/bronze;)
sym=Atp5g1|loc=Loc11951|taxid=10090|spec=Mus muscul us|

> |P879006 chr=11|ctg=NT_039521|str=(-)|start=7475581|end=7476681| len=1101|tss=601] comm=ATP 1101 b
synthase, H+ transporting, mitochondrial FO complex, subunit ¢ (subunit 9), isoform 1; P
(NM_007506/562/bronze;)
sym=Atp5gl|loc=L 0c29754|taxid=10116|spec=Rattus norvegicus|

3 |P879007 chr=10|ctg=NW_047338|str=(-)|start=167149|end=168249| len=1101|tss=601] comm=ATP 1101 bp

synthase, H+ transporting, mitochondrial FO complex, subunit ¢, isoform 1,
(NM_017311/565/bronze;)

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.

lof 8 4/12/07 3:46 PM



Genomatix: Multiple Alignment

20f 8

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

VSSTAE Vsocr vt R EIVSEGRE 1= sy YiF WSEGAT v JSNERB] VSETS: vsecaT

VS$CLOX

alignment
position
P879005
P879006
P879007

alignment
position
P879005
P879006
P879007

alignment
position
P879005
P879006
P879007

alignment
position
P879005
P879006
P879007

alignment
position
P879005
P879006
P879007

1

51

99
39
36

149
89
86

195
138
135

VSINSM

VSHNF4

V$PDX1

VSIRFF USTEAE] v $CEBP VSRORA VSHOXE

1. ... .. ...

tccat gactg

51. .. .. ...

tggggacttt

101.. .. ...

ACAAACCTCC
ACAAATCACG
ACAAATCACT

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

* k %

151.. .. ...

AGAAt - - - - A
GGAAGCAACA
AGAAGCAACG
* k % *x *k % *x *x % %
* * * %

* % *k *x * %

* * % * * % %

E
* % *

*
* * *
*

*

201. . .. ...

caACTAC
-ACTAC
-ACTAC

* k% %k *x % %

* * % %

* F X X
* X X X

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

11. ... .. ..

ctgaacaccg

61. ... ....

c CAGCCGGCC
- CAGCCTGCC

* * % * ¥ % *x % %

111. .. .. ..

ACGGTGGGAA
ATGGTGGAAG
ATGGTGGAAT
* % k% *x % %k * % * %
* k x K* k %
* %
*

*

* X X X
* % kX
* X X X
* X X X

* X *

* k %
* k %
* * %

161... .. ..

TCTCGCGGGA
TCTCGCGGGA
TCTCGCGGGA

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

* % k% * % * * % * %

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

* Xk X %
*
* X X X X

21. . ... ...

gctgaggtcec

A

TTtactctcc
TTAATACTTG
TTAATTCTTG

* k¥ % x % % x k% % %

121. ... ...

TTACTGCAAA
GTACTGTAAA
GTACTGTAAA

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

* x % *¥ * k *x *x * %

*
*
*

L I
E I T R
* % X X
* % X X
* % * Ok
* % X X

* % ok F

TCTCAGCTGT
TGTCGGT GGT
TGTCGGT GGT

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

* ¥ % * % % *x % % *x

* X X X X
*OF X X F
* X X X X
L
* O0F X X X
* X X X X
*OF X X X
L I R
L
* X X X X

31. .. ... ..

acaaaact gc

81. .. ... ..

at - - GGAAAG
GACGAAAATG
GTCAGAAACG

* * % * * % * * % %

131.. ... ..

GGCATCGGCT
GGCGT CGGCT
GGCGT CGGCT

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

* * k Kk *x x *x %

* 0% X X X
* 0% X X X
* % F 3k
* % X X
L
E I T T
* % ok 3k
* % F
E I T
* % * *

181.. ... ..

CCTTGGGCCC
CCTTGAGTCC
CCTTAAGTCC

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

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

* * *k %k * % %

231. . ... ..

CGT GGCCC
CAAGGTCC
CAAGGTCC

* % *k *x *¥ %k * %

* * % % * % %

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

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

ENEB /$AREB VSRREB
V$HOMF VSRBIT VSHNF1 VENKXHE vsiKRS

41. . .. .. ..

gctcaccgect

91. . .. . ...

CGGTCTTTCC
GGGg-TTTTT
GGGATTTTTT

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

* Kk * x %
* k x *x

*

141. .. ....

CTCCCGGCCT
CTCCTTGCC?P#
CTCCCTGCC?#

* % x *¥ * *k %k *x ¥ %

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

* X X X

191. .. ....

cccccctcag
TTGGACAGG-
TCGGACGGG-

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

* % % * % % * % %

241. .. . ...

AAGCGCCCGA
AAGCGGCCGA
AAGCGGCCGA

* % % * % % * % % *

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

* X * X

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

alignment

position 251. . .. ... 261 271. ...
P879005 245 AT GAAGGCTC GGGGCCAAAG TCAT
P879006 184 AT GAAGGCCT GGAGCCCTTA TCAC
P879007 181 AT GAAGACTC GGAGCCCACG TTAC

* % % % ¥ % ¥ * % % * * % % % *¥ % % * % * % % ¥ * % ¥ * *x *
* % % *¥ ¥ % k¥ * % % * * % % *¥ ¥ % k% * % * *¥ % ¥ * % ¥ * *x *
* % % % * * * *x *x % * % k% % % *x % %k % % * % % * * * * * *x *
* * % * *x * * % k% * % % * *x % * % *
* * % * *x *
* * % * *x *
g 301. . .. ... 311 . 321. ...
pOSItlon
P879005 295 TT CTTCAGCGTA
P879006 234 TT CTTCCGCT|RE
P879007 231 TT CTTCCGCT S
* *k % k% * % k% *x % * * % % * * % % % * * * * % % * * % * *x *
* * k% % * * % * % * % % * * % * *x *x * * * * % * * ¥ * *x *
* * * ¥ * * % * % * * k% % * * % k% * % * *¥ % *¥ * * ¥ * *x *
* * % ¥ * *¥ % % % * * k% % % *¥ % % * % * *¥ % ¥ * % ¥ * % *
* * % ¥ * *¥ % % % * * % % *¥ *¥ % % * % * *¥ % ¥ * ¥ ¥ * *x *
* * % % % * % k% % % *x % %k % % * * *k k¥ * *x k% * *x *
* % % % % * % % % % % * % * * * * % % * * % * *x *
* % % * % * * %k % * * % * *x *
g 351. . .. ... Gl 371. ...
position
P879005 345 AGGTT ATGGAACCTC TGAGTCCCGC
P879006 284 AGGTT GTAGAACCTC TGAGTCTCGT
P879007 281 AGGCT GTAGAACCTC TGAGTCTCGT
* % % % *¥ * * *x *x * * % % % % *x *x %k *x % * * * k% * * k% * *x *
* k % k% * % k% * % * * % % % % % % % * * * * % % * * % * *x *
* * % % * %k k% * % * * % % % * % * *x % * * * * % * *x ¥ * *x *
* k% % % * %k k% * % * * * * % * * % k% * % * * % *¥ * * ¥ * *x *
* * % % * % * * % % % *¥ % k% * % * % % ¥ * % ¥ * *x *
* * * % * % * * % % *¥ ¥ % k% * % * % % * * * * * * *
* % % % * *x % * * *k k% * * k% * *x *
* % % * % * * * * % % * % % * *x *
g =i 401. . .. ... 411 421. ...
position
P879005 395 TCAGGGA CCAGATCT
P879006 334 TCGGGAT CCCGAACT
P879007 331 TCGGGAT CACGATCT

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

dignment 451. . .. ... 461 471. ...

position

30f 8

E I I .
*  * X X
*  F X X
*  F X *
* X kX
* F  F X

CACCTT
CACCTT
CACCTT

* k % % * *

* * % % * *

* * % % * *

* X X X X
* X X X X
* X X X X
L I I
L I
* 00X X X X

* 00X X X X X X *
* % ok kX F kX

* 0% X X X X X F

* % kX X F X X

********G’)OO

CGTAGGAAAG
CGGAAAAAGA
CGGAAAAAGA

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

E o T
* % X X

*

* X X X
* X X X
* X X X

EIE I

*

*

*

*

*

w

* % F X X F X

* * % k% %

* * * k% %

* % *x x %

41.

E R B S I I

* 0% X X X X X X

EEE I T T
E I I D T T I I
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*
*
*
*

L A

* OF  F X X F
*  *  F X X X
* X X X X Ok
* F  F X X *

GTCGAGCGTT
GTCAAGCATT
GTCAAGCATT

*

* 0* X X X X X

*

E I R T

* OF  F X X *

*

*

EE I

* * % %

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

CCCCGCCTCT
ACCCGCCTTT
CCCCGCCTTT

*

* X kX

* * %

*

E I T T .

*

L T R

*

* ok X % % ok

*

E I T R
R N

*

* % % %

L I I
L T

E I T I I T
* 0% F  F X X X F
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P879005 445 ATCCGCATGG AG
P879006 384 ATCCGCAAGG AG
P879007 381 ATCCGCAAGG AG

* *x %
* * %
* % %
* *x %
* k* %
* % %
* *x %
* * %
* *x %
alignment
position o
P879005 495
P879006 434
P879007 431
* * %
* *x %
* % %
* k* %
* % %
* *x %
* *x %
alignment
position 29
P879005 544
P879006 484
P879007 481
* % %
* *x %
* *x %
* * %
* % %
alignment
position G0 4

P879005 594 GT GGGTG GGG
P879006 533 GT GGG TGGGG
P879007 530 BT GGGTGGGG

alignment
position

P879005 644
P879006 582

*

*  F X X X

* % *

*

* X kX

* % F

* Xk X %

*

*

*

*  F X X
* % X kX X kX

*

*  F X X
* % kX X %

*

*

*

*  F X X

*

* % *

CGG
AAG
AAA

*  F X X
* X X X

*
*

*

* X X X X

*

* X kX

* % *

* X

* X
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AAG CTCCTGTGGA
AAG CTCCTGTGGA
AAG CTCCCGTGGA

* % * % % * % % * % * * k% ¥ * * ¥ * % * * % ¥ * ¥ % * * * * * * % ¥ * ¥ % k% *x *
* * % % % *¥ % % * % * *¥ % ¥ * % ¥ * *x * * % ¥ % ¥ % *¥ * % % * * % ¥ * ¥ % k% *x *
* * k* * * * * * * * * % % * * * * * * * * % % % * % % *x *x % * * * * * * * * * *
* * * * * * * * * * * * k% * * * * * *x * * % * k% * % * *x *x % * * * * * * * * * *
* % % % * % % % * * * * %k % * * % * *x * * k% % * * % * *x * * * * k% ¥ * * % * *x *
* * * % * * % k% *x % * * % % * * ¥ * *x * * k ¥ * * % * *x * * * * k% ¥ * * % * *x *
* % % % % *¥ % % * % * % % *¥ * ¥ ¥ * % * * % k% * * % % * % * * % ¥ * * % k% *x *
* * % % % *¥ *x % * % * *¥ % ¥ * % ¥ * *x * * % % *
* * % % *¥ ¥ % k% * % * % % * * * * * *x * *
* % * % * *x % * * k% * * * * * * * *
511 521 531 541
ggg
GATG
GATG
* * % % % *¥ % % * % * % % *¥ * % ¥ * *x * * % ¥ * ¥ % * *x * * * * % ¥ * ¥ % k% *x *
* * % % % *¥ % % * % * *¥ % *¥ * % ¥ * *x * * % % * ¥ % *¥ * * * * * % ¥ * ¥ % k% *x *
* * k* * * * * * * * * % % * * * * * * * * % % % * % % *x *x % * * % * * * * * *x *
* % % % % *x *x %k *x % * % % * * * * X * * * k¥ ¥ * * % * *x *
* * * % % * % k% *x * * * * % % * % * * k% ¥ * * % * *x *
* % * % % * % % * % * * * * % * % * * % *
561.......5712.......581....... 591.
GGATATT GGAGaagg t c
A GAGATA GaAGGGACT
GGAGATA GGAGGGAC C
* * * % % * % % *x * * * %k % * * % * *x * * k% % * * % * *x * * * * % % * * % k% *
* * * % % * % % * % * % k% *¥ * *x ¥ * *x * * % % * * % % * % * * % * * % k% *
* * % % % *¥ % % * % * *¥ % *¥ * ¥ ¥ * *x * * % % * * * % * % * * % % * * % k% *
* * ¥ % % *¥ *x % * % * * % % * % % *
* * * * * * * * * * * % % % * % % %
611. .. 621 631.. ... .. 641.
GAaG GACCA AG GT
GA- G GACCA AG GT
GA- G GACCA AG GT
* * * % ¥ * % * * * % % ¥ * ¥ ¥ * *x * * % ¥ * % % * * % * * % ¥ *¥ ¥ % k% *x *
* * * % ¥ * * * * * *¥ % ¥ * ¥ ¥ * *x * * % % % * % % *x *x % * * * * * *x *x % *
* * * % % % % *x % * % % * * * * * *x * * % * % * * *x *x *x % * * * * * * * * * *
* % * % * % * *x % * * % % * * % * *x * * *k ¥ * * % * *x * * * * k% ¥ * * % * *x *
* % * % % * % * * * * *k % * * ¥ * *x * * k% ¥ * * % * *x * * * * k% ¥ * * % * *x *
* k% % * % * * * *¥ k% *¥ * * ¥ * % * * k% ¥ * k¥ % * * * * * * % ¥ * * % k% *x *
* % ¥ * % * * * *¥ % ¥ * % ¥ * *x * * % ¥ * ¥ % * * * % * * % ¥ * ¥ % k% *x *
* % % % % % % * % % * % % % % % * % % % * % % *x *x % * * * * * * * * * *
* % * % % *x % * % % * % * % % % * % * % * % * *x *x % * * * *¥ * * * * * *
* % * % * *x % * *x % * * % * % * * k % * * % * *x * * * * k% ¥ * * % * *x *
661....... 671....... 681.. 691

GTCAC CTTGAGCC

GCGAGCGCTG TGGG
GTCAC CTTGAGCA GAGTGTGCTG TGGG
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P879007 579 AGTEAIGT CAC CTT GAGCA[GE
* k * k¥ k *x k k % % *k % %

alignment
position
P879005
P879006
P879007

alignment
position
P879005
P879006
P879007

alignment
position
P879005
P879006
P879007

alignment
position

694
632
629

744
682
678

794
732
728

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

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

*  * X X
* X X X

L I D T I I B

L B T T )

E R I D S I . N N S
E I T I .
* % Xk X X ok
E I T I T
I T I
E I R I I

~
o
[EY

L D T
L T
L I I T
E T I
L I I .
* % X X 3k

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

751. .

E I R D S T B
* O0F X X X X X X X

GTTGT GGGCT
GCCGTGGGTT
GCCGT GGGCT

* %k % x ¥ ¥ *k * *x %
* % x %

*
* * k% % %
*

* X X
* X F
* X X
* X X
* X X

* * * %

801..

gctatggcaa
GAGGACTAgA
GAGGACT AaA

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

*
* k¥ % * *¥ * % * *
*

851. .

* %

E I I . I

I T I T

* % X kX X *

EEE T I N

L T N S

E I I T S

E I T R

L N

E I T I S T S
O T R .

711. ..

* % % ok ok ok *
* ok Kk Xk % *
O T T T
* ok Kk Xk % %
R S T T T
* % % ok ok ok *
* ok kX k% *
O T T T R
* ok kX * % *

721. ...

E I T I G

GT GCAGGTG ACTT GGGGCC
ACTTGGGGCT
ACTT GGGGCC

GT GCAGGTG
GT GCAGGTG

* Kk % * * K% * %

* ok k% % ok ok *
FE T T T S Y
* ok Kk Xk % ok
FE S T T T
R
* ok kX % % *
P O
P R
* ok kK ok ok
P

761. ..

GGGCAGTGTG
GTGCCACGTG
GTGCCATGTG

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

811. ..

tctagatat
GTCTTTA
GTCTTTA
* % % % % % * %
* % % % % % * %
* * * * * * * *

* % k% *x % % * %

P879005 844 TAATGAACGA ttgactgcct
P879006 780 TAATGAGCGA TAAACGG- - -

50f 8

* k *x * * % *k * %

* F  F X X X F
* F X Xk 3k F
*OF  F X X X F
L N
L I D T .
* 0* X X X X *
* OF X Xk 3k F
*O0F  F X X X F
* % ok % X F 3k

771, ...

GAGGGGTAT
GAGCACCAT
GAGCAGCAT

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

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

* % * Xk

*
*

E I I D T T R T
L N S R T
E I I D . T S R B B
L S I
E I T D S T . S B B
E I I D S T R
* 0%k 3k kX X X X F
E I T D R T I
L R T

871. ...

*

* 0% F X X X F

* 0k 3k kX o o -

* % X X
* % X X
* % F

3(->(->(->(->(-3(>3(->(->(->(->>>

EEE T D T N R T

CGGCTGGGGC
CCGCTGGGGA

FE S T T T
R

* ok Kk Xk % *

P T T R

* ok k% % ok ok *
R T T T
P T
P R T
* ok k% ok ok ok *
* ok Kk k% ok ok *

GGGAGccagec
GGGAGACAGG
CGGAGACAGG

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

*

* 0% F X X X F
* O0F  F X X X F
* X F X

I
* k% % ok o*

TCCCCCCAGt
TGCCTCCAGG
TGCCTCCAGG

* k% x *x *k ¥ *k *x *x *
*

*

E I T .
* % F *
* 0% X X
* % X X
* % F
E I T .

GTTAA
GTTAA
GTTAA

*
*
*
*

E I T D S T . L B T
*
*

I I R .
E I I T S I

*
*
*
*
*
*
*
*

* % Xk X Xk F

GGGTc GGG
GAGTAGGG

* X kX

LI I S T
L I D S I I
L I D S I
L S T T R
* %k F X X F F
E I R S I I I
*O0F X X X X X X X
L I T T
E I R 2 T R B

aataggcag¢cC
GgTCCGCAAC
G- TCCGCTAC

* * % % x k% % * *
* * * % k * %k *x *
* *
*
791. .. ...

gctgggagag
GATAGGGAAC
GATAGGGAAC
* k% % x * k% *x % %k *
* * * * * * * * * *

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

TTACCAACGC
TTACCAACGC
TTACCAACGC

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

* * * k% % * %

E I I T I
E I T I
* % Xk X X *
E I T D S T S
L T I .
E I R T I
E O T R S R
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* * * % *

L I D T I I B
LI S S T I
E R I D S I . N N S
* O0F X X X X X X X X
0% ok kX ok X Xk F
L I D . T T T B N
LI N S T I
E o I D S I B N I S
* X X X X X X X X X
0% ok kX ok X Xk F

alignment
position
P879005 894
P879006 827
P879007 823

901

E O T R . T S
L I T
E N . R I
L I
L I I T
L T
L I I T
L I I G
L I
L I I T

alignment
position
P879005 944
P879006 876
P879007 872

* k¥ * k¥ ¥ * * * *x %
* * % * ¥ % *x * k% %
* * % * * % *x *x % %
* k¥ * * *¥ * * * *x %
* k¥ * k¥ ¥ * *¥ * *x %
* * * k¥ * * * % %
* kx * x * * * % %
alignment
position 1001. .. ...
P879005 994 at TT
P879006 926 CCTC
P879007 922 CCTC
* k¥ * * * * * *x *x %
* k¥ * k¥ ¥ * * *x %k %
* k¥ * k¥ ¥ * *¥ * % %
* * % * ¥ % *x * k% %
alignment
position 1051. .. ...
P8790051038 - - - - - - - - - -

P879006 976 CAGAg AGTGG
P879007 972 CAGAa AGTGG

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

* k *k % %

6 of 8

* %

* X F X
*  F X X

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

* *

* % ok kX F X X
L I T S G
* % ok kX F X X
L I S .
L I D S I I
* % ok kX F X X
L T I T .
* % ok % X F X X
L I T
* OF  F X X X X F

[(e]
o
[

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

* % X
E I T T
* % *
E I T B
EE
L T

TTGACCCCGG
TTGACCCCGG

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

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

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

* Xk *o
* Ok ok k(N
* X X >(-O
* ok kX
* Ok ok k(N
* X F *o
* Ok ok k(N
* X X *G)
[ T S

921. ...

GACacct gc
GACGTCT G-
GACGTCT G-

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

* * % %

*

*******OOO

* F  F X X X X F
* % ok kX F 3k
E O T T I

* OF X X X

971. ...

CGCAACATTT
CGCAACATTT
CGCAACGTTT

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

*

* O 0F X X X
* % ok 3k
* % X X
L
E I B

*
*
*
* *
*

E I T T

E

1021. ..

CATGACTTT
GGTTGCTGT
GATTGCTGT

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

* Kk k% * * % %

1071. ..

---CTGCTCT
AATCTGCTCT
AATCTGCTCT

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

*

* k k * * % *k * %

GAGTAG

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

* %k k *x *¥ * Kk *x *x %

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

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

931.. ...

CAGTATCCGC
CAGTTTCTGC
CAGTTTCTGC

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

* %

* ok Xk kX
L T
L T T

* Xk X %

L T I
* ok Xk kX
L
L T
L A

L T
* ok X 3k
* X kX
L I .
I
L I
*  * X X
* X kX
L T
* X kX

L I T T
E N . T T S . .
L I N
* % ok kX F X X
L I G

CTCCAGTCT 1
CTCCGGTCT T
CTCCAGTCT T

* *k x k¥ * *k Kk *x * *

L A
L T S N
* ok Xk kX
L
I
L A
L T S I
* ok Xk kX
L I
L T

991.

GCTTGGGCac
GCCTGAGCC?P#
GCCTGAGCC?Pr

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

* *
* %
* %

L T
* %k X F 3k
E I T N A
* % X * F
EEE T I
EE T A

L
L I
* X X X
* X kX
L I .
* X kX
L I
*  * X X
* X kX
*  F X X
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7 of 8

1101. .. ...

alignment
position
P8790051065
P879006 1026
P879007 1022
* * % %
* * % %
* k *x %
* * * %
* * % %
* * % %
* * % %
* * % %
* k *x %
alignment
position L4
P8790051102 - - - -
P8790061069 GGAG
P8790071066 GGAG
* * % %

* * % %

* % x %

L T T

GTGGAT
GTGGAT
* Kk k K k%
* kK k k%

* % *x *x * %

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

1121

E I T A
E N T N
* 0% X X X X
LI T
* 0% X X X X

* %k kX F

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

GGGGACAACA GGAGGTTGCC AGt - - -

GGGAACGACA GGAGGTTGCC AGt

* % k% *x ¥ * *x *¥ % %

* % k% *x ¥ *k *x % * %

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

* ¥ % x % % *x % % %

* ¥ % * % %k *x % % *x

* % % *¥ * k *x *x * %

* %

* %

* %

* % % ¥ k Kk *x *k Kk *k *x *x k *
* k k ¥ k *k x *k * *k *k *x k* *
* * % x Kk * *k kx * *k *x * *x *
* * % x %k k% %k x % %k *x % % *
* ¥ % * % % % * % %k * % % *
* ¥ % * % % % * *
1141.. ... .

g_ - -
GGGG G- GAACGATT

GGGG GaGAACGATT
* * % % * * ¥ % * k% * * *
* * % % * * % % * % * * *

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

P879006 [P879007
(1101 bp) [(1201 bp)
P879005 0.443 0.442
(1101 bp) 64 % 62 %
P879006 1.000
(1101 bp) 92 %

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 aligned sequences

Extract alignment region
Positions in alignment from:’ to:
output file dialign.seq
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1of 9

L ogout Personal M essages
Genomatix-L ogo L ogout Personal M essages GEMS-Logo

Genomatix MainGEMSEIDorado Gene2PromoterBiblioSphere
Freqguently asked guestionsY our ResultsY our SequencesY our Protocol Help

GEMS Launcher Task: DiAlign TF: Multiple alignment plus TF sites
working on C5-ATP5G1-HMRC (4 seq.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1 December 2004 Mon May 30 23:24:49 2005

Solution parameters:

Sequence file: C5-ATP5G1-HMRC (4 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

llgmirnEnt - GLizui: # nucleic acids per line: 50

TF output: common TF matches located in aligned regions (common to 4 (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 « ALL vertebrateslib (0.75/Optimized)

(core/matrix sim):

Aligned Sequences:

‘N ‘Sequence Sequence Description Length

Name

P879005 sym=ATP5G1|loc=Loc516|taxid=9606|spec=Homo
sapiens|chr=17|ctg=NT_010783|str=(+)|start=5622641|end=5623941|len=1301|tss=801|comm=ATP
synthase, H+ transporting, mitochondrial FO complex, subunit ¢ (subunit 9), isoform 1;
(NM_005175/501/bronze;)

P879006 sym=Atp5gl|loc=Loc11951|taxid=10090|spec=Mus
musculus|chr=11|ctg=NT_039521|str=(-)|start=7475581|end=7476881|len=1301|tss=801|comm=ATP
synthase, H+ transporting, mitochondrial FO complex, subunit ¢ (subunit 9), isoform 1;
(NM_007506/562/bronze;)

P879007 sym=Atp5gl|loc=L0c29754|taxid=10116|spec=Rattus
norvegicus|chr=10|ctg=NW_047338|str=(-)|start=167149|end=168449|len=1301|tss=801|comm=ATP
synthase, H+ transporting, mitochondrial FO complex, subunit ¢, isoform 1;
(NM_017311/565/bronze;)

CATP5G1 canFaml_dna range=chr9:17785192-17786691 5'pad=0 3'pad=0 revComp=FALSE strand="?
repeatM asking=none

1 P879005 1301 bp

2 |P879006 1301 bp

3 |P879007 1301 bp

4 |cATP5G1 1500 bp

Alignment (DiAlign format):
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20f 9

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

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

guide.

VSSTAF \VSEGRE|vSSFLF VSYY1F VSEGAT vsPaxo USNEKE VSETSE VSPCAT JEBON v sHiFe \VSOAZE

WENNIEE \/$AREB VSRREB V$CLOX

VSHOME V$RBIT V$HNFL

alignment
position
P879005
P879006
P879007
cATP5G1

alignment
position
P879005
P879006
P879007
CATP5G1

alignment
position
P879005
P879006
P879007
cATP5G1

alignment
position
P879005
P879006
P879007
cATP5G1

alignment
position
P879005
P879006
P879007
CATP5G1

alignment
position
P879005
P879006
P879007

[ S SN

31

48
51

81
14
55
69

126
55
91
69

176
103
139

75

198
139
163

acaattgtct
ttctttaatt

TCGTTTTTCT

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

101. ...

GATCTCGAAC
GGCCTTGAAC
GGCTTTGAAC

* ¥ % x * % x * % %

* ¥ % * % % * % % *x

151. ...

caAAGTGCTG
-- AAGTGCTA
-- AAGTACTA

* * % k * % *x %

201. . ..

ttttagaaag
TTTTGTTGAG

TTACCCTTAG

* ¥ % * % % * % % %

251. . ..

TAGTCCATGA
GAGTCCATGT

ggacctacgt
tctatttttc

TCCTGACCTC
TCCTGACTTT
TCCTGACCTT

* k¥ % * * % * * % %

* * % * * % % * % %

GGATTACAGG
AAATTTCGGG
AGATTTCAGG

TTTTTTTTTT
--TTGTTGTT
TTGGTTTTTT

* * % *k * % % * % %

CTGCT GAACA
TGACTGACTA

VEPDX1 VSIKRS USTEAR|VSRORA

tggctttttg
tttagcggac

71..

gagacggggt

AGGTGATC- -
CCTGTCTCct
CCGGTCTC- -

* % % * % * *x %

* % % * k% % * %

CGTGAGCCAC
TACGAAaTAG
TATGAACTAG

CCACCATTCA
TCAACATTCA
TTACAATAAA

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

CCGGCTGAGG
CTGACAGAccC

VSCART VSEAST V$LHXF

acctaaactec
tgcct attcC

81. ..

ttcaccatgc

131..

---CGcccae
aagCACCTGC
---CACCTGC

181. .

TGCACCCGGC
CAAGCCTGGT
CAAGCCTGGC

231..

Aaaaaaaaaa

* * %

281. .

tccacaaaac
ca CAAGAGCA
-- CAAGAGCA

CAT GCCCGG(
- - GAAGC- - -
at GAAAC- - -
TATCCTTT G(

* k * %k k * % kx * %

* * % *x *

91. ...

t gg TCAGGCT
TTAGTC1
TTAGTC1

* * Kk %k * * %

* k x x * K %

ctcggecctcc

ccaacaaatg
TTTAATTGT/
TTTAATTGT¢
- - -ATTATI

* k * %k k * % kx * %

241 . ..

ATCTGGAT G/

ATCTGGCT G(

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

291. ..

t gCGCT CAC(
- - CGCTCACT
- - CGCTCACT
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30f9

CATP5G1 125 TAGT CCA GGG

alignment
position
P879005
P879006
P879007
cATP5G1

alignment
position
P879005
P879006
P879007
cATP5G1

alignment
position
P879005
P879006
P879007
cATP5G1

alignment
position
P879005
P879006
P879007
cATP5G1

alignment
position
P879005
P879006
P879007
CATP5G1

248
187
183
175

290
231
227
225

339
279
276
274

380
324
321
320

430
369
366
365

* ¥ % * % % * % % *x

301

------ GCTT

------ ACTT

------ ACTT

tagcgaACTT
* *k * %
* * % %

351. ...

G- GTCTTTCC
G- GG- TTTTT
G- GATTTTTT
aaGG- GTTCC

* * k k x k * k X

* * % %k *

401. . ..

CTCCCGGCCT
CTCCTTGCCA
CTCCCTGCCA
CTCCCGGCCT

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

*

451. ...

GGCCCccccc
AGTCCTTGGA
AGTCCTCGGA
GGGCCTCTGA

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

* *x *x * %

501. ...

GGCCCAAGCG
GGTCCAAGCG
GGTCCAAGCG
GGCCCAAGCG

CTGCTGAGCT

* * % *k * % % * % %

GGGGACTTTC
AGAAGTTTTC
AGAAAATTTC
TCCAGGCCAG

* k k *k k * * k * %

* * % % * * % %

ACAAACCTCC
ACAAATCACG
ACAAATCACT
ACGAATCAGG

* k% x x *k ¥ *k *x *x *

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

411. . ...
A---- - GAA-
G= === = GAAG
A= GAAG
caggagGAA-
* * * * %
* * * % %
* * * %
* * %
461. . ...
ctcagcgCAA
CA- - - - - GGA
CE= = = = = GGA
ClC- - - - CGA
* * * * %
* * * % *
* % %
511.. ...

CCCGAATGAA
GCCGAATGAA
GCCGAATGAA
CCCGAATGAA
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CTGCCCGAGG ccaacaaggc gctcgtccac

* % % * % % *x % % *

CAGCCGGCCT
CAGCCTGCCT
CAACCTGCCT
CAGGCGGCCT

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

* % % * % % *x % % *

ACGGTGGGAA
ATGGTGGAAG
ATGGTGGAAT
AgagcgcGAA
* k% % x % *k *x % %k *
* * * *¥ * * *x %

* * % % * %

* X X

*
*
*

---TATCTCG
CAACATCTCG
CAACGTCTCG
---CGTCTCG

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

* % % % * % *

* * K% % * *

CTAC
CTAC
CTAC
CTAC

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

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

* OF X X F
* X X X X

GGCTCGGGGC
GGCCTGGAGC
GACTCGGAGC
GGCGCAGGTC

* * % *k * % % %

331..

TTACTCTCCA
TAATACTTGG
TAATTCTTGG
TTATTCTCCA

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

* k¥ % * k¥ % * * % %

381..

TTACTGCAAA
GTACT GT AAA
GT ACT GT AAA
TTGCTGCAAA

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

*
*
*

* % * 3k

E I T T
* % X X X
* %k F %
E I T T
* % X * *
E I T T
E T T
E I R

431. .

CGGGATCTCA
CGGGATGTCG
CGGGATGTCG
CGGGATCTCA

* * % * k¥ % *x *x k% %

* * % * k¥ % * * % %

* k % * *¥ % % * % %

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

* OF X X X
*  * ok X

E I T B

* % %

* OF X X
* X X X X
* %k % *
* OF X X X
*  * X X X
* X X X F

531..

CAAAGTCATG
CCTTATCACG
CCACGTTACG
CAAGGTCATG

* % % * * % * *

* k% %k * * % * *

t -- GGAAAG(
ACGAAAAT G(
TCAGAAACG(C

aggcggaagc

* k *k % k * % k * %

391. ..

GGCATCGGCI
GGCGTCGGCI
GGCGTCGGCI
GGCGTTGGCI

* k * %k kx * % kx * %

* k * % k * % kx * %
* k *k % k * % *x * %
* % * * % *x * % *x *
* % * % % *¥ % % * %
* % * % %
441 . ..

GCTGTCCTTC
GTGGTCCTT(
GTGGTCCTT¢/
GCCCTCCTTC

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

* k k *k kK k *k *k * %

* % *k * ¥ * * % *x *
* % ¥ % % *¥ % % * %
* k% * % *x *¥ % % * %
* k *k %k kx * % kx * %
* k * % k * % kx * %
* %
541. ..

TGTCTGACT(
TGTCAGCTT(
TGTCCGCCT(
TGTCTGTCTC(
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* k% x k *k *k *k *x *x % * kK k k k kK k x *k k& k% *k k x %k k *x *x %k * * k kx k k Kk k %k k% % * k k k Kk k *k *k * %
* %k % x * % x * %k % * * % * * % % * * % * % % x % *k *x % %k * * k %k *x k % *x *x k% % * k * % k * % kx * %
* k * * * * * * * * * % ¥ k% * % * *x *x % * * * * * * * * * * * k¥ * * * * k¥ *x *x % * % % *x % * % % %k %
* * * k¥ * * * * * * * % ¥ * ¥ * * * *x * % * * * * * * k¥ * k¥ ¥ * * *x *x % * * * * * *¥ * * * *
* k * k¥ * *¥ * * * * * k¥ ¥ ¥ ¥ * * * *x * % * k * * * % * * kx *
* k * k * * k¥ * * * * * ¥ * * * * * % % *
* k% * *k * k *k k% %
alignment
position 561. ... ... 5621.......571.......581....... 591
P879005 480 CGTCACACGT TT----- - ---------
P879006 419 CGTCAAGCGG TT----- - ---------
P879007 416 CGTCAAGCGG TT----- - -=----=----
cATP5G1 415 CGTAAGGCGT TTttttt tttttttttt
* k * k¥ * * *¥ * * * * * ¥ * * * * * % % * * * k¥ *¥ *¥ * * * * * * *x %k %
* * * k¥ * * * * * * * * ¥ * ¥ * * * % % * * k¥ k¥ * ¥ * * * * * * *x %k %
* k * k* * * k¥ * * * * x ¥ * * * * * % % * * k¥ k¥ * *¥ * * k¥ * * x *x %k %
* *k * k *k %k *k *x *x % * k k *k % * k * k k *x *k k *x kx k% k% * % * k k %k %
* * * * % * % % x % k *x % %k * * * * % %
* * * * * * * * * * * * * % %
* * * k¥ *¥ * *x *x %
* * k¥ k¥ * k¥ * *x %
alignment
position 601. ... 611.. ... 621. .. ... 631.. .. ... 641
P879005 515- - CTTCAGCG TACACCTT TTATGGAAC(
P879006 454 - - CTTCCGCT TGCACCTT TTGTAGAAC(
P879007 451 - - CTTCCGCT TGCACCTT CTGTAGAAC(
CATP5G1 465tt CTGCAGCT TCCACCTT TTCTGGAAC(
* * % x * % *x % * * % *x * % % * * % * % % x * *k *x % %k * * k¥ * * * * * * *x % * % * % % * % % %k %
* x * * * % % % * % ¥ k% * *x * * *x % * * * k¥ * * * * * * * k¥ * * ¥ * * *x *x % * * *¥ * * *¥ * * *x *
* x * * * % % % * * ¥ * ¥ * * *x %k % * * * k¥ * *¥ * * * * * k¥ * k¥ ¥ * * * %k % * * ¥ * *¥ *¥ * * * *
* k * * * % % * * * ¥ * * * * * % % * * k¥ k¥ * *¥ k% * * * * k¥ * k¥ ¥ * * * % % * * ¥ * *¥ *¥ * * * *
* * * x * %k % * * * ¥ * * * * * *x % * * k¥ k¥ * *¥ * * * * * *x % * *x % * % ¥ % *x * % *x * %
* k x x k k% * % * ¥ & % ¥ %k * ¥ %k * *x * %k *x * %k *x * * % * k *k %k kx * % kx * %
* * % * * % *x % * * % % * % % * * % * * % kx * %k % * % % % %
* % % % * % * % * * * * * * * * * * *x *
alignment
position 651. ... 661.. ... 671. .. ... 681.. .. ...
P879005 563 TCTGAGTCCC GCCAACTCTA TGGTCGAGCG TTTCAGGGA
P879006 502 TCTGAGTCTC GTCGACTCTA TGGTCAAGCA TTTCGGGAT
P879007 499 TCTGAGTCTC GTCGACTCTA TGGTCAAGCA TTTCGGGAT
CATP5G1 515 TCTGAGCCCC GCCGACTCTA TGGTTGAGCA TTTCAGGGA
* k * x *k *k k¥ *x *x * * kK k k k kK k x *k k& K% *k k x %k k *x *x %k * * k x x k Kk k % % % * k k k kK k *k *k K %
* *k *k k *k %k *k *x *x % * * % % ¥ %k *x ¥ %k x*x *x * *k x * *k *x *x *x * * * % *x * % *x *x % % * k *k % kx * % kx * %
* % % x * % x * %k % * k % *x * % % * * % * % % kx * k% *x * %k % * k¥ * * *¥ * * * *x % * % % % % * % % %k %
* k * k¥ * * * * * * * *x ¥ * * * * * *x % * * * k¥ * * * * * * * k * * ¥ * k¥ *x *x % * * * * * *¥ * * *x *
* * * k¥ * * * * * * * * ¥ * ¥ * * * % % * * * k¥ * *¥ * * * * * k¥ * k¥ ¥ * * * *x % * * ¥ *¥ *¥ *¥ * * * *
* k * k¥ * *¥ * * * * * * ¥ * * * * * % % * * * * * * * % % * k¥ * k¥ ¥ * * * % % * * * * * % * * %
* k * k * *¥ k¥ * * % * * ¥ * * * * * % % * * *k % * * % % * * * %
* *k * k *k *k *k *x *x % * * % % * % * ¥ * x* * * % %
alignment
position 701. ... 711. . ... 721, .. ... 731.. .. ... 741. ..
P879005 613 CCAGAT CTCGTAGGAA AGCCCCGCCT CTATCCGCAT
P879006 552 CCCGAA CTCGGAAAAA GAACCCGCCT TTATCCGCAA
P879007 549 CACGAT CTCGGAAAAA GACCCCGCCT TTATCCGCAA
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cATP5G1 565 GIIMIBICCAGAT GTCGGAGGAA AACCCCGCCT TCGCCCGCAG GGA GEEIEEIE!
* k * * *k k *¥ * % % * k k k k k * k *k k¥ * * * *x * k¥ *x % % * * k k k¥ k& Kk k *k *k & *x *k *k * Kk *x *x * * *
* k k k kK k k k k¥ k¥ Kk k k Kk *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¥ Kk k k¥ Kk k *k k k¥ k¥ *k *k * k k *k k¥ ¥ k¥ k¥ * * k * *k k¥ * k& *k * *¥ * * *x *x ¥ *k * *x * *
* k * k k *k *k *x *x * * k k k k Kk k k *k k& Kk * * *x * k*k *x * * * * k k k k k k *k *k k& * * * %k *k Kk * * * %
* * ok * K* k* % * k k k k % * k& k Kk * k * k& *x * * * * k x k k *k *k *k k k& * k* * % *k k¥ * % * %
* * % * % % % *k k * * % % x k k& * * k¥ * *k k * * *k k% k * %
* % k *x % % * Kk k k¥ k k& Kk k k¥ Kk Kk *k *x k *k *k *x * *
* k k Kk k k Kk k k *x k*k *k Kk *k * *
alignment
position 751. ... ... 761.. ... Lo TT1. L 781. . .. ... 791
P879005 663 A AGCTCCTGTG C GG
P879006 602 A AGCTCCTGTG AG
P879007 599 A AGCTCCCGTG AA
CATP5G1 615 A AGCTCCTGTG CCG
* k k* k k *k *k *x * * * k k k k k k k *k k¥ Kk k* * *x * k¥ * % * * * k x k k k * * *k k& * k% * % *k k * % * *
* k * * *k *k ¥ * * * * k k k k k * *x *k k¥ K% * * * % k¥ *x % * * * k * * k k * *x k k& Kk k% * % *k *k * % * *
* k * * k k k¥ * % % * k k k kK Kk k k * k¥ Kk %k * k¥ * *k * * * * * k k k k¥ K* k Kk *k * * Kk k Kk k k K* Kk Kk %
* k k k kK k& k *k k¥ k¥ Kk k k¥ k*k *k Kk *k k¥ k¥ *k *k * k k *k *k ¥ *k k¥ * * k *k *k k¥ ¥ *k *k * *¥ * * *x *x k¥ *k * *x * *
* k *k xk k* *k k * k* * * kK k k k 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 * *x %k * * kK k k k k k k *k k& Kk * * *x * *k *x * * * * k *x * 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 % * *x * k& * % % * % *x % % * * k * % % * * %
* k * % *k k% % % * % * % % * * % * Kk % %
* k k k k& Kk k *k Kk k *x * k¥ *
alignment
position 801. ...... 811.. ... L8211, .. ... 831....... 841. ..
P879005 713 GAgt gg- GGAATCGATG GGGGATATT
P879006 652 GAAGGAT GGAGTTGATG GGAGAGATA
P879007 649 GAAAGAT GAAGTTGATG GAGGAGATA
CATP5G1 665 GAAAGGA GGACTTGAGG GC GGGAGGATT
* k kx k k *k * *x % * * kK k *k k k k k *k k& Kk k * *x * k¥ *x * * * * k k k k *k k *k k k& Kk k* * % *k Kk * * * %
* *k * * *k *k ¥ * * * * k k *k k k * * *k k¥ * * * *x * ¥ *x * * * * k * * k k * * *k k& * k% * % *k k¥ * % * *
* k * * *k *k *¥ * * % * k k k k k * * *k k& * * * * * % *x % % * * k * * k *k kx *x k k& Kk k% * % *k *k *x *x * %
* k *x * % * k k k k Kk k k¥ Kk k Kk k k¥ *k Kk *k * k¥ *k *k * * k¥ *k *x * % * Kk k Kk %
* k% * k *k k k k k *k k* *k * *k *¥ * %
alignment
position 851 ... ... 861... .. 891. ..
P879005 762 GGAGAA
P879006 702 GAAGGG
P879007 699 GGAGGG
CATP5G1 715 GGGGGG

* % % % % % *¥ % * * * % * % % % % % *x % * % % % * % % *x * * * % % % *¥ % % % % % * * % * * % * *
* % % % % % *¥ % * * * % *¥ % *¥ % % % *x % * % % * * % * * * * % % % *¥ % % % % % * * % * * % * *
* * *k k% * % k% * *x * * % k% * % * * * % * * % % * % * * % * * % k% * % % * * k% % * * *x k% %
* * % k% *x % * *x * % * % k% * %
* % * % * % * % * * % * *
* % * *
* % * *
* % * *
EIE AT 901 911 921 931 941
] 911, . L . .

P879005 811 AGCGCTGAGA CCAAG GT GT CACCTT GA G(
P879006 749 AGCGCTCAGA CCAAG GT GT CACCTT GA G(
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P879007 746 AGCGCTGAGA CCAAG
CATP5G1 762 AGCGCTGAGA CCTAG

alignment
position
P879005
P879006
P879007
cATP5G1

alignment
position
P879005
P879006
P879007
cATP5G1

alignment
position
P879005
P879006
P879007
cATP5G1

alignment
position

861
799
796
812

911
849
846
862

961
899
895
912

P879005 1011

* ¥ % * % % x % % %

* % ¥ % * ¥ % % *%

E I N I .
* 0%k Ok F F
E N T R
* % ok kX F
E I B I T
* 0% X X X X
L T
E O T I B
* %k Xk % X F
E I T D S T

(e]
)]
[EEY

GCGAGCG
GAGT GT G
GAGTGTG
GCAAGCG

* % % * % % *x

* % % * % % *x

E I B
* X X X
* X X X
* X X X

I
EE B

>(->(->(->(->(->(->(->(-O>>O

* 0%k 2k kX X K
E I T D S R I

* %k kX F

1001. ..

GTGACTTGGG
GTGACTT GGG
GTGACTT GGG
GTGACTT GGG

* * % x * % x * % *

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

* 0% X X X X X
* 0k X X X F
E I I N T
* %k %k X ok
E I B B
* 0% X X X X
* 0k X X F F
E N I N T

* % ok kX ok
E I B I

1051. ..

GT GGAGGGGT
GT GGAGCACC
GT GGAGCAGC
GT GG- GGGGC

* *k k% *¥ * *k *x *x * *

* * % x * % x * %k %

* * * % * * % *
* * * % *
1101. ..

ATGGCCTTAT

* * % * 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 * % *x
961. . ...

CTGTGGGCCA
CTGTGGGCCG
CTGTGGGCCG
CCGTGgtcagg

* k¥ % * * % * * % %

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

1011. ...

GCCGGGAGCC
GCTGGGAGAC
GCCCGGAGAC
GCCGGAAGCC

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

* X X X

*
*
*
*

E I B B
E I I N
* X X X X

1061. ...

ATTTCCCCCC
ATTTGCCTCC
ATTTGCCTCC
ATTTGCCCCC

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

* ¥ % *x % * *x % %

1111. ...

CAATGAATGT
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* % % * % %k *x % % *
* % %k * k% %k *x k% %k *
* % % x * k% *x % %k *
* % % x * k% *x % %k *
* % % x * *k *x % %k *
* % % x % % *x % % %
* * % % * k% % % %
* * k% % * k% % % %
* * % % * * % % *
* * %
971. .. ...

AGCAGGGGTT
AGCAGGGGCT
AGCAGGGGCT
att AGGGGCC

* % % x % %k * % % *

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

* X X
*  *  F

*
*
*

E N T R

* %k kX F

E R T I A

L T N

* X X X

I T N

* 0%k kX F

AGCAATAGGC
AGGGGTCCGC
AGGG- TCCGC
AGCGATCGGC

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

* * k% % * k% % % %

AGTGCT GGGA
AGGGATAGGG
AGGGATAGGG
AGGGCCGGGA

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

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

TAATTACCAA

GT
GT

* 0% F X X X X X X X
EE R B T T )
E o I D S T . N N S
*O0F X X X X X X X X
L R S T T I I I
L I D T T I B I
* %k kX F
E I T I T
>(->(->(->(->(->(->(->(-OO
******X‘*—‘—‘

981. .

GCAGGGTAGT
GCAGGGGAGT
GCAGGGGAGT
GCGGGGCTGT

* k¥ % * k¥ % % * % %

* k % *k *¥ k% %k *x k% %

O T T T R
* ok Kk Xk %k
R S T T T
T
* ok Kk Xk % *
O T T R R
* ok K Xk %k

* % % ok ok *

* % ok ok ok *

* % % ok ok *

10

AGGGTTGTGG
AAGGCCGTGG
TAGGCCGTGG
AGGGGTGTGG

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

* * k% %k * % % %

GAGGCtatgg
AAGGAGGACT
AAGGAGGACT
GAAGCgctag

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

* * k% % %

CGGTAAT GAA

CACCTT GA G
CACCTT GAG(

* % * % *x *¥ % *x * %

* k k *k kK k *k *k k* %

* k * %k k * % kx * %
* k *k % k *k % k * %
* k * % k * % *x * %
* % *k * % *x * % *x *
* % % % % *¥ % *x * %
* k k *k Kk k *k *k * %
991. ..

AGGRAGT GCA(
GGGHAGT GCA(
GGGHAGT GC A(
GGGRAGT GCA(
* % * % % *¥ % *x * %
* k% * % % *¥ % *x * %
* k *k % k * % kx * %
* k * %k k * % k * %
* k *k % k * % *x * %
* % *k * k¥ *x * % *x *
* % ¥ % % *¥ % *x * %
* k k Kk kK k *k *k * %
1041. .

GCTGGGCAGI
GTTGTGCCAC(
GCTGTGCCAI
GCTGGGCCGI

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

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

1091..

caatctagal
AgAGTCTTT/#
AaAGTCTTT}/

gtgcc- -- -1
* * * % x * %k % *
* * * * * * * *x *

* * * * * * * *

1141. .

CGATTGACT(
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P879006 949 A- - GCCTTAT CAATTAA
P879007 945 A- - GCCTTAT CAATTAA
CATP5G1 957 ATATCCTTAA CAATTAT

alignment
position
P879005 1061
P879006 997
P879007 993
cATP5G11005

alignment
position
P879005 1111
P879006 1044
P879007 1040
cATP5G1 1055

alignment
position
P879005 1158
P879006 1090
P879007 1086
cATP5G11105

alignment
position
P879005 1208
P879006 1140

* * % x * % x * %k %

* *

*

R A
E I I S B
* 0% X X X X X
EE T S
L R T
E R R
* 0% X X X X X

CGGCTGG
CCGCTGG
CCGCTGG
ccaccga

* % *x * %

—
o
(9]

* %
* * %k x * %k %

* % % x * %k %

1201. ..

CGCGACACCT
CACGACGTCT
CACGACGTCT
CCCGGCACCG
* k¥ % x % % *x % % *
* ¥ % * % % * % % *x
* % * %

* %
* %
* *

* X X X
* X X X
* X X X

* X F X

E N T N A
* % Xk % X
E I T R
N T N A
E I T T

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

1301. ..

CGATCTCCAT
CGATCTCGGT

GT

GT

GT
* k % *k k % * * % %
* * % * k¥ % * * % %
* * % *k * % % * % %
* k k& Kk k* K% %k * % *
* * % * * % *x * * %
* k % *k k k% % k * %
* k % *x k % * k % %
* * % * * % * * % %
1161. ...

GGCGGGTCGG
GGAGAGTAGG
GGAGAGTAGG
GGCGGGCCGA

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

* k *k *k k % % %

* % X F 3k

1211. ...

GCCCAGTATC
G- CCAGTTTC
G- CCAGTTTC
ACCCAGTATC

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

1261. ...

ACATTTCCTT
ACATTTCCCT
ACGTTTCCCT
ACATTTCCTT

* * % * ¥ % *x * % %

* * * % * * % %

* * *
* * %
* * %

L T I
*  * X X X
L I T
* % ok X F
L T I
*  * X X X
* % F X X

1311. ...

GACTTTGCTT
TGCTGTCCTT

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

TAATTACCAA CGGTAATGAG CGATAAACGC
TAATTACCAA CGGTAATGAG CGATAAACGC
TAATTACCAA - - GTAATGAG CGATTAGCT(

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

* * % %

* * % %

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

E I T

GGACTGCTGT
GGACAGCAGT
GGACAGCTAT
GGACAGCTGT

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

* * %

L
E I T I
L I
EE R
EEE T I
E I
* X X
L I T

CGCCTCC- - -
TGCCTCC- - -
TGCCTCC- - -
TGCCTCCt aa

* % % *x % % %

* * % * % % *x

* % F
*  *  F
* X *
E o
* X *
* X X
*  *  F

CCTGGGGCTT
CTTGGGGCCT
CTTGGGGCCT
CCTGGGGTTT

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

* * % x * %k * *

* % * *
E I T B
* % ¥
* X X
E
* % *
E
E
* X X

*
*
*

- TGAAGACCC a- - -- -- - - -

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

* * *k %k * * %

* O0F X X X *
ECE R
* X X X X
* X X X X
* OF X X
L I I
* X X X X
* X X X X
* X X X X
* X X X X
* X X X
L I I
* % k% %

GTAAGAT GGG CAGGATCCT(C
GTAACTT GGG CAGGATCCT(
GT AACAT GGG CAGGATCCT(C
GT AAAAT GGG CAGCACTCTC

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

* * % % * * * x ¥ % k * % *x *%

I I A A
EE R
L T I N
* % F X X
* F  F X *
* % ok X *
L T
*  * X X X
* % X X X

E I T B

E I T

* 0 F X X

E T

* % ok X

E I T B

* * * * *

*
*
*
*
*

* F  F X *
* % ok X F

* * % * k¥ % *x * % % * % k% * % *x * % *x *
* * % % *¥ % % * % % * k% ¥ % % *¥ % *x * %
* k % *k k* % *x *x k% % * % * % *x * % kx * %
* k % * k % *x *x % % * k * % k * % kx * %
* k % k k % *x *x k% % * k *k % k * % k * %
* * % * * % % * *k * % k *¥ % *x * %
* * % * * % % * k% % *x % * * % %
1281. .. ... 1291..

GGGCacatTT CCTTGACTT(
GAGCCACCTC CTTTTATTTC
GAGCCACCTC CTTTTACTT(
GGGCCTCCTT CCTCTGCT G(

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

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

* * % %

1331. .. ... 1341

CTGCAGACCC GCTGCGCAGA gAGTGGTT G¢#
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P879007 1136
CATP5G11155

alignment
position
P879005 1238
P879006 1190
P879007 1186
cATP5G11189

alignment
position
P879005 1279
P879006 1240
P879007 1236
cATP5G11228

alignment
position
P879005 1302
P879006 1282
P879007 1279
cATP5G11278

alignment
position
P879005 1302
P879006 1302
P879007 1302
CATP5G11328

alignment
position
P879005 1302
P879006 1302
P879007 1302
CATP5G11378

CGTTCTTGAT
AGATCTACGT

* ¥ % * % % *x % % *

* * *
* * *
1351

--------- c

CCCCGGAATC
CCCCGGAATC

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

* ¥ % * % % * % %

1401. ..

GCACG

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

* * % %

GACAACAGGA
AACGACAGGA
GACGCCCGAA

* * % x * % x * %k *

* ¥ % x % % * % % *

ggggcattac

TGCTGTCCTT
GACCTTCCTT

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

* %k x % *¥ * Kk *x *x %

1361. ...

TGCTCT
TGCTCT
TGCTCT
- GCGCT

* * * % *

* * %

* % X kX X F

E I I D

* % Ok kX X kX
E I T R S T R
L T . T
L T R R
E I I D R . T
* % X kX X X X %

*
*
*
*

* % ok 3k
* % F
E I T
* % * 3k
* 0% X X
* % ok 3k
* % F
E I T
L I

GGTTGCCAGT
GGTTGCCAGT
GGTCGCCACT

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

* * % * * % * * %

tcattcctcc

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

CTGCAGACCC GCTGCGCAGA aAGTGGTT G4

TGCAGACCC

* % % x % % *x % % *

* % % * % %k * % % *

* * * k¥ *¥ *¥ * * * *
* * *¥ k¥ * *¥ * *¥ * *
* * k¥ k¥ *¥ *¥ * * * *
* % % x * *k *x % %k *
* % % x * k% *x % %k %
* * * * * * * * * *
* * * k¥ *¥ *¥ * * * *
* * *¥ k¥ * *¥ * *¥ * *
* * k¥ k¥ *¥ *¥ * * k¥ *
1421.. ...
GGGGG- GA
GGGGGaGA
Gt cccggg
* * * * * * * E
* * * k¥ * * * * *
* * %
* * *
1471.. ...
Atc------ -

*

ggctctggt a

ctttc

* * % * k¥ % * * % %

* k % * *¥ % % * % %

* * % * k¥ % * * % %
* * % % k¥ % * * % %
* kK x x k k*k k *x % %
* k% k x k¥ Kk *k * *x %
* k % *x k % *x *x k% %
* * % * *k % *x *x % %
* * % * k¥ % * * % %
* k¥ % % k¥ % * * % %
* * % % * * * %
1431. .. ...

ACGATTGGA-
ACGATTGGA-

agggcgggceg

* k % *x ¥ % *x *x %

* * % k ¥ % *x % %

ct gagaaaat

agctgcggct

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

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

TCAGCTGG(
TTAGCTGG

TTAGTTGGI
TCAGCTGG(

* * % k ¥ % *x % %

*

L T R
E O T I S R
* % Xk X X F X
E R T R S T I N
EE T T
* % Xk X X F F
E O T I S R
L T T
E I T I A
* Ok * *

GGT GGATGG(
GGT GGATGG(
GGGTGAAGGC

* % k% k * kx * % k *

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

gcagaccacc

ccggggtgat
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alignment
position

PE79008A02 == == 2c==2 222 cc=2coccecece coccccocce ccooco e 200 =020 o 2c
PE7000BAENR2 == == c==2 =222 c2=2c2ccecece coccccocecs ccoco o200 =020 oo 2c
P87Z8I00i7 1302 - -1 = =8 F-F-i o o sl E Sl SE s i s s e

CATP5G11428 ct gt agt gcc aggtgtggga cctgtcgatgtttaatgaat gaactgagac

alignment
position
P8790051302 - - - - = = = = = = 4 =4 40 4o o - .o
P8790061302 - - - - - - = - - = - - - - - - - - - - .
P879007 1302 - - - - - - = - - & - - - - - - - S
CATP5G11478 gagcctggca tccagaggat gtt

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.

P879006 [P879007 [cATP5G1

(1301 bp) (1301 bp) [(1500 bp)
P879005 0.411 0.415 0.473
(1301 bp) 58 % 59 % 63 %
P879006 1.000 0.311
(1301 bp) 89 % 57 %
P879007 0.304
(1301 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

90f 9 4/12/07 3:44 PM
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L ogout Personal Messages
Genomatix-L ogo L ogout Personal M essages GEMS-Logo

Genomatix MainGEMSEIDoradoGene2Promoter BiblioSphere
Freqguently asked gquestionsY our ResultsY our SequencesY our ProtocolHelp

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

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1 December 2004 Tue May 24 21:11:02 2005

Solution parameters:

Sequence file: promoters.seq (4 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: . . .
9 P # nucleic acids per line: 50

TF output: common TF matches located in aligned regions (common to 4 (100.0 %) sequences)
Family matches: yes
Matlnspector library: Matrix Family Library Version 5.0 (February 2005)

o ALL user_defined.lib (0.75/Optimized)

Selected groups « ALL vertebrates.lib (0.75/Optimized)

(core/matrix sim):

Aligned Sequences:

Sequence o
No. Name Sequence Description Length

sym=ATP5G1|loc=Loc516|taxid=9606|spec=Homo sapiens|chr=17|

1 IP879005 ctg=NT_010783|str=(+)|start=5622941|end=5623941|len=1001| tss=501] comm=ATP synthase, H+ 1001 b
transporting, mitochondrial FO complex, subunit ¢ (subunit 9), isoform 1; P
(NM_005175/501/bronze;)
sym=Atp5g1|loc=Loc11951|taxid=10090|spec=Mus muscul us|

> |P879006 chr=11|ctg=NT_039521|str=(-)|start=7475581|end=7476581| |en=1001|tss=501] comm=ATP 1001 b
synthase, H+ transporting, mitochondrial FO complex, subunit ¢ (subunit 9), isoform 1; P
(NM_007506/562/bronze;)
sym=Atp5gl|loc=L 0c29754|taxid=10116|spec=Rattus norvegicus|

3 |P879007 chr=10|ctg=NW_047338|str=(-)|start=167149|end=168149| len=1001|tss=501] comm=ATP 1001 bp

synthase, H+ transporting, mitochondrial FO complex, subunit ¢, isoform 1,
(NM_017311/565/bronze;)

sym=na]loc=L 0c419992|taxid=9031|spec=Gallus gallus|chr=27|
4 |P879008  |ctg=NW_060665|str=(-)|start=111543|end=112543|len=1001| tss=501|comm=similar to Pl 1001 bp
subunit; (XM_418114/501/silver;)

Alignment (DiAlign format):

lof9 4/12/07 3:44 PM
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Please note that only upper-case letters are considered to be aligned. For more information, please have a look at the user

guide.
alignment 1
position
P879005 1l aaacctcca-
P879006 1----------
P879007 1----------
P879008 lcgctgggccg
EIE AT 51. .. ... ..
position
P879005 43 cggcctagaa
P879006 1----------
P879007 1----------
P879008 51 aaaacacaag
S A 101. . ... ..
position
P879005 93 agcgca-- - -
P879006 31 -------- - -
P879007 28 - - - - - - - - - -
P879008 101 at gggaaaag
CIES 151. . ... ..
position
P879005 132 CCCAAGCGCC
P879006 71 TCCAAGCGGC
P879007 68 TCCAAGCGGC
P879008 151 cggagagt ac
* k ¥ * ¥ * * * % %
* k ¥ * * * * * %k %
* k % * k¥ %k * %k % %
* %k ¥ * *¥ * * *x *x %
* k x * k¥ * k¥ *x *x %
* k ¥ * k¥ % % *
ElE A 201. . ... ..
position
P879005 182 TCACACGTCC
P879006 121 TCAAGCGGCC
P879007 118 TCAAGCGGGC
Pa79008 104 FEIEEIEEEEE]

ccggct cCGC

* * %

61.. .. ....

t atc TCGCGG
----TCGCGG

gacatgtttc
* * *x %

*

GGACAGGACT
GGACGGGACT
GGAGAGGCCG
* % % x * *k *x % %k %
* % % x % %k *x % %k *
* % % * % * % %

*
* *
* %

*

E T T

*

161. .. ....

CGAATGAAGG
CGAATGAAGG
CGAATGAAGA

cgtgagagga

* % % x % % *x % % %

21. .. ..., 31. ..... ..

TGGGAATTAC

TGCAAAGGCa

TGGACAGGCc

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

TGGGCAGGGC

* * % * k¥ % * * % %

71. .. .. ... 81. ... ....

GTCCTTGGGC
GTCCTTGAGT

GATCTCAGCT
GATGTCGGTG
GATGTCGGTG GTCCTTAAGT
agtgttcgaagcgatctttt tt

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

aggagcga
* * * * %
* * * * %
*

* *

L
E I T
* % * 3k
E I T B
E I T .

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

121.. .. ... 131... .. ..

ACCAATCCCA
ACAAGGCCCA
ACAAAGCCCA

ACATGCAACG
ACATGCAATG
ATATGCAATG

CGCCCCGT GG
CGCCCCAAGG
CGCTCCAAGG

ACACGGCggc cgcaacagcc tccggcgcac
* k % *x k % *x *x k% % * k * %k k % %k * * % * k k% k *k k k * k% %
* * % * k % *x *x k% % * % % kx * *k * % % % * * % k * *k xk * % %
* * % * k¥ % * * % % * % % *x ¥ * * % * % * k¥ % * ¥ *k *¥ *¥ * %
* * % * * k% % % * % k% *x % %k * % * % * k % % % *k *x k& * *
* k% * k *x %k % * k x *k kK k *k %k *x % * k kK k x k k *k *x %
* * % * * k% % % * * ¥ % x %k % * * % * * % *x k% % * *
i71.......181....... 191..... ..

CTCGGGGCCA AAGTCATGTG TCTGACTGCG
CCTGGAGCCC TTATCACGTG TCAGCTTGCG
CTCGGAGCCC ACGTTACGTG TCCGCCTGCG

caget oo N N
*

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

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

* * % *x %

* * % *x *

211, ......2211.......232....... 241..... ..
CG TTCTTCAGC GTACACCTTG

GG
GG

TTCTTCCGC TTGCACCTTG
TTCTTCCGC TTGCACCTTG
accgccg- -

4/12/07 3:44 PM
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30f9

alignment
position
P879005
P879006
P879007
P879008

alignment
position
P879005
P879006
P879007
P879008

alignment
position
P879005
P879006
P879007
P879008

alignment
position

232
171
168
202

282
221
218
213

328
267
264
263

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

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

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

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

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

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

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

* % * * % % * % % * * * * * % x * %k * * % * * k *x % * * * %
251.......26121.......271.......281.......291.....

GTCGCCATCT TGTGcgcgAG GTTATGGAAC CTCTGAGTCC CGCCAACTCT
GTCGCCATTT TGTGTTGAAG GTTGTAGAAC CTCTGAGTCT CGTCGACTCT
GTCGCCATTT TGTGTTGAAG GCTGTAGAAC CTCTGAGTCT CGTCGACTCT
--------------------------------------- C CACCACCTCT

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

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

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

302.......3112.......321.......331.......341.....
ATGGTCGAGC - ---GTTTCA GGGATCGGCC AATCGTAATC CAGATCTCGT
ATGGTCAAGC - --- ATTTCG GGATTCGACC AATCGTAACC CCGAACTCGG
ATGGTCAAGC - --- ATTTCG GGATTCGACC AATCGTAATC ACGATCTCGG
GTGGTCAcct ctat GGTTCG AGGAGCGGCC ccacgcgcct catggtcctec
* k k k * %k x % % % * * % % * * * k % * *k % *x *x % % * k * %k k %k %k * % % * * k% k *k k k * % %
* k * *x ¥ %k * *x * % * * % % * * * * % * k¥ % *x * k% % * * ¥ % * ¥ * * % % * * % * k¥ k k * % %
* k * *x ¥ % * *¥ k% % * * % % * % * k¥ % * k¥ % * * % % * % ¥ % * % % * % % * k¥ % * ¥ * *¥ ¥ * %
* *k *k *x *¥ %k * % * % * * % % * % * * % * k¥ % % * % % * % * % % * % % * % ¥ *k x % * * %
* k * k * *¥ * * % * * % % % % * * % *x k¥ % *x *x k% % * % * % *x * % % * % % * * % %
* * * * * * * * % * k k% % % * *x * % %k % * k * % kx * * % * * % * % *
* * *k *x % % * k % * k k% % % * k * % %k % * k * %k k % % %

* * * *x k% %
354.......862.......371.......381.......391.....

AGGAAAGCCC CGCCTCTATC CGCATGGAGG CGGGAATTGC CACGAAGCTC
AAAAAGAACC CGCCTTTATC CGCAAGGAGG CGGGAATTGC CACGAAGCTC
AAAAAGACCC CGCCTTTATC CGCAAGGAGG CGGGAATTGC CACGAAGCTC

tgggaa I D D D
* K* * * k k k k k k k k *k k *k *k x * *x *k *k *k x *k *k *¥ x * *x *x % * *

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

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

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

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

* * ¥ % x % % * % % * * *k k %k % % %

401.. ... .. 412. .. ... . 4221.. .. ... 431....... 441.. ...
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P879005 378 CTGTGGAGGG AGAGGAAGCA GCTGCGGAAA GCCAATAAGA gtggg
P879006 317 CTGTGGAGAG AGAGGAAGAA GCTGAAGAAG ACCAATAAGA AGGAT
P879007 314 CCGTGGAGAG AGAGGAAGAA CCTGAAAAAG ACCAATAAGA AAGAT
P879008

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

alignment 1 481 491

e e 491 ... ...

P879005 428
P879006 367
P879007 364
P879008 274

GCGGGGA TATT
GT GGAGA GATA
GT GAGGA GATA

GCGCGTA GCGAAaat aa ctaaccaatg

* k kK k x *k kK k *x k *x k% Kk k *x *k *k *x x * * kK x kx k *k *k x *x k¥ * k% * *x %
* k kK k k *k k k *k k *x k% k*k k *k *k * *x *x * * k kx k k k* k %k % % * k k k* %
* k k k * %k k % % % * % % kx * k *x % %k % * k % *x k % *x kx % % * * * * *
* * * k¥ * * * %k % * * * k¥ * * * * * * * k¥ * * * * *¥ * *x % * * * * *
* x * k¥ * * * % % * * k¥ k¥ * *¥ * k% * * * k¥ * k¥ ¥ * * * *x % * * * * %
* * * ¥ * * * % % * * k¥ k¥ *¥ *¥ * *¥ * * * k¥ * k¥ ¥ * * * %k % * * * * %
alignment 531
position

P879005 462
P879006 402
P879007 399
P879008 323 gaagctcgcatcatggcacg gttctcccgec

o
(9]
o
(9]

gt gctg ctatcccgga

alignment
position

P879005 462
P879006 402
P879007 399
P879008 373tgctagtggg aggagcttgc tggact

ol
ol
[N
(6]
(o2}
[EEN
ol
\‘
[E=Y
ol
(o9}
[EEN
a1
©
[E=Y

GGAGaagagt
Ga AGGGACT
GGAGGGACC

cgcggat gt

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

alignment 601

position T T T Tt

P879005 485 ccaggACAC
P879006 425 CCGA- AC
P879007 422 CCGA- AC

631.......

P879008 423 tgt cccagag tgccgcgcgc cgcgcgcagc ggt agccaat cggcgcggag
* * %k * * * %k % % *
* % % % * % * % % *
* * *x % * * * %k % *
* * * * * %

40f 9 4/12/07 3:44 PM
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alignment
position
P879005
P879006
P879007
P879008

alignment
position
P879005
P879006
P879007
P879008

alignment
position
P879005
P879006
P879007
P879008

alignment
position
P879005
P879006
P879007
P879008

496
435
432

473 gacgctgggg gacacggcaa ggtgag

518
456
453
522

566
504
501
572

651

AGACCAAGGG
AGACCAAGGG
AGACCAAGGG
ct ac

* %

o
—
(@]
—
—_
(@]

*
*

* %

* *

* %

* *

* %

* *

* %

* *

L T T R
E I S D R T
L T
E I T D S T . . L B
E S D S R I
L T T
I I T .

* % X kX Xk X X

* %

CTAAAGCTGG
CTAAAGCTGG
CTAAAGCTGC
agccgtcac

* * % *x * %

*
*
*

o

*
*
*

* 0% X kX Xk X X

E I T T S T S N

E O T R .

E I T T T T

L I S T . . N

L T R S

EEE T D T R . R

L . T . . N

* % X X X 2k kX F

O S D T I T

GGCCAAGCAG
GGCCGAGCAG
GGCCGAGCAG
TGCGGCCCCG

* % % x % % *x % % %

* * % *k * % % * %

* % F kX X F
E I B B S
* 0% X X X X
L T A
E N I N
* %k kX F
E I B B S
* 0% X X X X

* 0% X kX F
E N T R T

616 TTGGGGCCGG GAGccagcaa
554 TTGGGGCT GG GAGACAGGG(g
551 TTGGGGCCCG GAGACAGGG-

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

L T T
L I

721. .

GAGGT GAGTc
GAGGTGAGTC
GAGGT GAGTC
gt cgcagccec

* * % * * % % %

*
*

*
*
*
*

*
*
*

I I S T . . R
* % ok % Xk X X o
E R T I T T S
L I S A
L D T
L I N T .
L R T I S
E O I T T . .
L I D S I

771, .

GGGTTGCAGG
GGGCT GCAGG
GGGCT GCAGG

GGGCT Gt gag
* x * k¥ ¥ * *¥ * % %
* k¥ * k¥ ¥ * * * % %
* kK x x k k*k k % % %
* * % * k % *x * k% %
* % % * % % % % %
* *x % * * * * * *
* *x % * * * * % *
* *x % * * *k * * %

* k k K* Kk %
821.. .. ...

taggcagGGT
TCCGCAAGGC
TCCGCTAGGC

L A
L I T
* % ok X *
E I . T T
L T T
* Xk X *
L T T
* % ok X F

L I D N R

731. ..

t GTCACCTTG
AGTCACCTTG
AGTCACCTTG

cgagaggac

* % %k *x % %k * %

Q

*

*
*
*

E N T I . .

* % X kX X F

E I T D T

* 0% X X X X

* 0%k F kX X

E I T I .

* % Xk X X F

E I T D S T B B
E I I N S

781. ..

GTAGTAGGAG
GGAGTGGGAG
GGAGTGGGAG
caggca gt

* k% %k * % * *

(9]
(9]

E O I N S T
* % Xk X X F
E I T I R
E I I I .
L T I T A
E I T D S R
* % X kX Xk F
E I T D T
E I I I .

L T T

831. ..

TGTGGGCT GG
CGTGGGTTGT
CGTGGGCTGT

AGCGCTG
GCGCTC
GCGCTG
cgcgct

* k ¥ k¥ k¥ * ¥ * *x %
* k ¥ k¥ k¥ *x x¥ * *x %
* k ¥ k¥ k¥ * x¥ * *x %
* k kK k x *k k *k % %
* * % k * *k k % % %
* k * k¥ *¥ * * * *x %
* k ¥ k¥ k¥ * ¥ * *x %
* k ¥ k¥ k¥ *¥ x¥ * %
* k * k¥ k¥ *¥ *¥ * %
* k kK k x k *k % %
741. . ... ..
AGC- - CGGGC
AGC- - AGGGA
AGC- - AGGGA
ccgt gCAGGT
* *k % * k * % %
* *k % * x % % %
* * % * *k k *x %
* *x * * * * % %
* *x * * k k *x %
* *x * * * * % %
* *k % * x x % %
* Kk % * k k *x %
791. . ... ..
TGCAGGTGAC
TGCAGGTGAC
TGCAGGTGAC
ga--------
* k ¥ k¥ k¥ *x x¥ * *x %
* % % x % *x ¥ k% *x *%
* k kK k x k k *k % %
* k k% k kX k k *k % %
* k k% k *k k k %k % %
* k ¥ k¥ k¥ * *¥ * *x %
* k ¥ k¥ k¥ *¥ *¥ *¥ *x %
* % % x % *x ¥ % *x *%
841. ... . ..
GCAGTGTGGA
GCCACGTGGA
GCCATGTGGA
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* % % % % % % *x % * % % % % % * % * * % % % % % * % * % * % % % % % * k% *x * * k% % % % % % * % %
* % % * % * % * * * % * % * % * % % * % % % * % * % * % * % * % * % * % % * * % * % * % % * % *
* % % * % % % *x * * % % % % * * % * * % * * % * % % % % % *x * * % * % * * % * %
* % % % % * * % % * % * * % * * % % % % % % % *x * * % * % * * % * %
* % % % % % * % % * % *
* % % % % % * % % * % *
* k% % % % % % *x % * * %
* % % * % * * *x * * % %

I 851 861 871 881 891

i

P879005 666 GGGGTATTTC CCCCCAGtgc tgggagaggc t at ggcaatc tagat atgGC
P879006 604 GCACCATTTG CCTCCAGGGA TAGGGAAGGA GGACTAQgAGT CTTTAA- - GC
P879007 600 GCAGCATTTG CCTCCAGGGA TAGGGAAGGA GGACTAaAGT CTTTAA- - GC
P879008 614 - - - - - - - = - - - - .- oo oo oo oo oo oo oo oo o s -

* % % % % % * % % * % % % % * % % * * * % % % *¥ % % % % % * % * % % % * % * * * % % * * %
* % % % % % * % % * % % % % % % % * * * % % % *¥ % % % % % * % % % * % * % * * * % % * * %
* % * % % * * % * % % % % * % % * * * k% % % *¥ % k% *x * % * % * % * * * * * * * % % * * %
* % * % * * * * * % * % * % *x * % * * * % * * * %
* % % * * * * % % * * % * * %
* *
* *
* %
* %
* %
Sl 901 911 921 931 941
bosition
P879005 716 CTTAT CAATG AATGTTAATT ACCAACGGTA ATGAACGAtt gactgcct CG
P879006 652 CTTATCAATT AATGTTAATT ACCAACGGTA ATGAGCGATA AACGG-- - CC
P879007 648 CTTATCAATT AATGTTAATT ACCAACGGTA ATGAGCGATA AACGG-- - CC
P879008 614 - - « = « = = = = = & & oo oo e e ool ool ol il Ll il
* % % % % % * % % * % % % % *¥ % *x * * * % % % *¥ % % % *x % * % *¥ % % % *x % *x * * % * % * * *
* % % % % % * % % * % % % % * % % * * * k% % % % % * % * % * % % % % % % % * % * * % % % * %
* % % % % % % *x % * % % % % k% * % % * * *k % k% * %k k% * * * * % * % * % * % % * * % * % * * %
* % % * % * * *x * * % % * % * % % * * * % % % *¥ % % % * % * % * % % % % % *x * * % * % * * %
* % % % % * * % * * % % * % * % % * *x * % % % *¥ % % % % % * % % % % % *x *
* % % % % * * % % * % % % % * % % * * * % % % *¥ % % % % % * % % % % % *x *
* % % % % % * % % * % % % % * % *x * * * % % % *¥ % % % % % * % % % % % *x *
* % % % % % * % % * % % % % * % % * * * % % % % % k% % * % * % k% * % % * %
* k% % % % % % *x % * % % * %k k% * % % * * % % % *¥ % * % * % * % * % * % *x *
* % % * % * % * * * % % * % * % % * * * % % % *¥ % % % * % * % * % % % *x *
el 951 961 971 981 991
bosition

P879005 766 GCT GGGGC GG GTc GGGGACT GCTGTGTAAG ATGGGCAGGA TCCTGCGCGA
P879006 699 GCT GGGGAGA GTAGGGGACA GCAGTGTAAC TTGGGCAGGA TCCTGCACGA
P879007 695 GCT GGGGAGA GTAGGGGACA GCTATGTAAC ATGGGCAGGA TCCTGCACGA
P879008 614 - - - - = = = = = = = oo .o o et oL oLl oo

* 0% kX X X X X
E I T D S R
* % X kX Xk F
E I T D S T B
E I T N S
* 0% kX X X X X
E I I D S R I
E I T D S R I
EE N T )
* 0% kX X X X X
E I I N S T
* % Xk % Xk F
E I T I S T B
E O I N S
* 0% kX X X X X
* 0% kX X X X X
E O I R S R
L N A
E N T T S T S
E O I R . R
* 0% 3k F X X X F
E O T D S R
L N A
E I T I S T
O I N S T
O I N S
* 0% X X X X X X
E I T D S T B B
* 0% X X X X X X
* 0% X X X X X X
* %k kX Xk F
E I T D . T B B
* 0% X X X X X X
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P879005
P879006
P879007
P879008

alignment
position
P879005
P879006
P879007
P879008

alignment
position
P879005
P879006
P879007
P879008

alignment
position
P879005
P879006
P879007
P879008
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816
749
745
614

866
798
794
614

916
848
844
652

937
898
894
669

1001.

Cacct gcCCA
CGTCT G- CCA
CGTCT G- CCA

* X X X

E O T R . T

1051.

CAACATTTCC
CAACATTTCC
CAACGTTTCC

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

* * %k k% %
1101

* 0% X X X X X X
* %k kX * ok *
E R I D S T I I
* 0% X X X X X X
* 0% X X X X X X
>(->(->(->(->(->(->(->(->(->(—O
* Ok ko k k X ok ok X ()

1011. .

GTATCCGCCT
GTTTCTGCCT
GTTTCTGCCT

1061. .

TTCCTGGGGC
CTCTTGGGGC
CTCTTGGGGC
--CCTGGGGC

* ¥ % * k% * * *

* % % * % * * *

R N T

*
*
*
*
*
*
*

* 0% X X X
* 0% X X X
b I I
* %k kX
* 0% X X X
L I A
* 0% X X X
E I I I

1111. .

TTTGAAG- - -
TTCTGCAGAC
TTCTGCAGAC
TTCGATG- - -

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

*

1161. .

CCCTCT- - - -
CCTTCT- - - -
CCTTCT- - - -
CCTGCTccgg

* *x * %k %k %

* * %k k * %

* %k kX * ok F
E R B D S R B B
* 0% X X X X X X
* 0% X X X X X X
E I T D S R I I
* %k kX * ok F

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

1021.

CCAGTCTTCC
CCGGTCTTCC
CCAGTCTTCC

1071.

TTGGGCacat
CTGAGCCACC
CTGAGCCACC
TTGGccggtg
* k¥ * k¥ ¥ * * * *x %
* * * %k % * * *k %
* % % %

* k k% %

* 0% X X X
E N I R T

CCGCT GCGCA
CCGCT GCGCA

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

* * % * k¥ % *x *x % %

ccgggactcg

1031..

CGAGAGACCA
CGGGAGACCA
CGGGAGATCA

1081. .

TTCCTTGACT
TCCTTTTATT

TCCTTTTACT
gggtggtgcec
* % ¥ % * % % * % %
* % ¥ % * % % * % %
* * ¥ % x ¥ % * % %
* k * %k k * %k * % %

GAg AGTGGTT
GAaAGTGGTT

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

* %k * % %

1041. ...

TTCCCTTTCG
TTCCTTTTCG
TTCCTTTTCG

1091. ...

TCCGATCTCC
TCCGATCTCG

TCCGTTCTTG
tggccgggect
* ok ok k k k k k K K
* Kk *
* ok ok
* %

* %

GACCCCGGAA
GACCCCGGAA

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

* % % * %
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alignment
position
P879005
P879006
P879007
P879008

953
914
910
719

alignment
position
P879005
P879006
P879007
P879008

953
914
910
769

alignment
position
P879005
P879006
P879007
P879008

953
914
910
819

alignment
position
P879005
P879006
P879007
P879008

968
929
925
869

alignment
position

P8790051002

ctcat gatta

1351.

CCTCAGCT GG
CCTTAGCT GG
CCTTAGTT GG
CCTCAGCTct

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

* *

* *

* %

* X X X X X X F
EE T A
* 0% X X X X X F
* X X X X X *
* 00X X X X X X

*
*
*
* * %
*
*
*

L R S I
E R

* *

gtaataggt a aagcaagatg

1361. .

ccggctctggta

* % * k% %

* * %k *x %

* * * % %

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

1371.

agaactct
* * *k %
* % % %

* k % %

cagacGGCTT

* % * % %

* % * * %

* 0% X X X X X X
* 0% X X X X X F
* %k %k X * %k X
* 0% X X X X X F
* X X X X X X *

1381..

- - AGAGCG
- - AGAGGG
- - AGAGGG
agAGAGGT

* % % % % %

gc

* * % % % %

* * % %k * %

P879006 963 ACGATTGGAG GTGGATGGGG ACAACAGGAG GTTGCCAGt -

P879007 960 ACGATTGGAG GTGGATGGGA ACGACAGGAG GTTGCCAGta tc

P879008 918 CTTAGTGGGG CTGT GT GGec' t

attccttctt

1341. ...

CTAATGCCCT
CTAATGCCCT
CTAATGCCCT
CTTTGGCTCT

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

1391
Tgg-------

TTGGGGG- GA
TTGGGGGa GA
GTAGTGG- TG

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

gggat cagga cgt gactctg ggcagccctg
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* % % * *¥ % % *¥ *x % * * % ¥ * ¥ % k% *x * * % % *¥ ¥ % k% * % % * % ¥ * % % * %
* k% % % * % k% * *x * * % % * % % * % % * * k % k% * %k k* *x *x % * % k% * % % * %
* k % % * % % * *x % * * k% % * * % * *x * * * % % * % k% * % % * % % * % % * %
alignment
position 1451 1461 . 1471 1481
P8790051002 - - = = = = = = = = = = =@ —s oo oo oo oo oo S
P8790061002 - - - - - - - - - = - - - - - - - - - - oo - oo oo - - - - -
PIBi7.900/7/1002 = =N SRS R e SR

P879008 968 gt t gagaggg ggtcccatgaggccatttta caca

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.

P879006 [P879007 |P879008
(1001 bp) (1001 bp) (1001 bp)

P879005 0.458 0.450 0.009
(1001 bp) 65 % 63 % 16 %
P879006 1.000 0.005
(1001 bp) 92 % 14 %
P879007 0.007
(1001 bp) 14 %

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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L ogout Personal M essages
Genomatix-L ogo L ogout Personal M essages GEMS-Logo

Genomatix MainGEMSEIDorado Gene2PromoterBiblioSphere
Freqguently asked guestionsY our ResultsY our SequencesY our Protocol Help

GEMS Launcher Task: DiAlign TF: Multiple alignment plus TF sites
working on C5-ATP5G2 (3 seq.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1 December 2004 Tue May 31 00:27:39 2005

Solution parameters:

Sequence file: C5-ATP5G2 (3 seqg.)
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

Alignmen : i i i
gnment 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 « ALL vertebrateslib (0.75/Optimized)

(core/matrix sim):

Aligned Sequences:

‘No. ‘Sequence Sequence Description L ength

Name

P879011 sym=ATP5G2|loc=Loc517|taxid=9606|spec=Homo
sapiens|chr=12|ctg=NT_029419|str=(-)|start=16212672|end=16213672|len=1001|tss=501|comm=ATP

O EALEE synthase, H+ transporting, mitochondrial FO complex, subunit ¢ (subunit 9), isoform 2; Lo
(AK130971/501/gold;)
= i - ! = ! = = =7
2 ImsTPSG2 mMSTP5G2 m6_dna range=chr15:102731087-102731883 5'pad=0 3'pad=0 revComp=TRUE strand=" 797 bp

repeatMasking=none

P879015 sym=Atp5g2|loc=Loc171082|taxid=10116|spec=Rattus
3 |P879015 |norvegicus|chr=7|ctg=NW_047785|str=(-)|start=631146|end=632146|len=1001|comm=ATP synthase, |1001 bp
H+ transporting, mitochondrial FO complex, subunit ¢ (subunit 9), isoform 2; (CompGen promoter)

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.

VSR SN Vs Usnine2 vz oer U
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alignment
position
P879011
mSTP5G2
P879015

alignment
position
P879011
mSTP5G2
P879015

alignment
position
P879011
mSTP5G2
P879015

alignment
position
P879011
mSTP5G2
P879015

alignment
position
P879011
mSTP5G2
P879015

alignment
position
P879011
mSTP5G2
P879015

alignment
position
P879011
mSTP5G2
P879015

alignment
position
P879011
mSTP5G2
P879015

1

51

101

151

201

251

301

351

cgggactcgt

gcgaaagggc

cggct gcaca

ggtaaactgg

tgtggttatt

ttgtttaccec

ttgtttgttt

gcccggaagec

act gaagcaa

ttccagcttg

tcgcctgggg

cctaattgat

tcaagtttct

gttttgtttt

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

ccgcccac

caggggect

cccccctt

accttgca

caggactc

ctcgcaga

gttttttttec

at agggaaaa caagaaataa gttaaagccg

cgccaccggg

tggggagagc

tccccagcaa

cccctact ac

acaaaaggga

tgttggggtt

atgctctgect

381. .. .. ..

ggaggggcg

ccctcgcecgg

gt ct gacag:

aggcaat aa

gatacagagc

ttttttttgt

catcagcga

391. ... ...

----AGCTGC GGCATTTTG«

aaat AGCCGT

* * % % % %

GACATTTTG-

* * % % % % * % %
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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.

mSTP5G2/P879015
(797 bp) /(1001 bp)

P879011 0.714 0.435
(1001 bp) 59 % 34 %
mSTP5G2 1.000
(797 bp) 54 %

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

© Gen_omatlx il S LAt License Agreement GEMS Launcher 4.1.1
- All rights reserved.
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L ogout Personal Messages
Genomatix-L ogo L ogout Personal M essages GEMS-Logo

Genomatix MainGEMSEIDoradoGene2Promoter BiblioSphere
Freqguently asked gquestionsY our ResultsY our SequencesY 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 31 22:39:23 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: . . .
9 P # 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)

o ALL user_defined.lib (0.75/Optimized)

Selected groups « ALL vertebrates.lib (0.75/Optimized)

(core/matrix sim):

Aligned Sequences:

Sequence o
No. Name Sequence Description Length
sym=ATP5G3|loc=L oc518|taxid=9606|spec=Homo sapiens|chr=2|
1 P978262 ctg=NT_005403|str=(-)|start=26255279|end=26256279|len=1001| tss=501] comm=ATP synthase, 1001 bp

H+ transporting, mitochondrial FO complex, subunit ¢ (subunit 9) isoform 3;
(NM_001689/501/bronze;)
sym=Atp5g3|loc=L 0c228033|taxid=10090|spec=Mus musculus|

2 |P978265  [chr=2|ctg=NT_039207|str=(-)|start=14746017|end=14747017| len=1001| comm=ATP synthase, H+ |1001 bp
transporting, mitochondrial FO complex, subunit ¢ (subunit 9), isoform 3; (CompGen promoter)
sym=Atp5g3|loc=L oc114630|taxid=10116|spec=Rattus norvegicus|

3|P978269  [chr=3|ctg=NW_047656|str=(-)|start=2899390|end=2900390| len=1001] comm=ATP synthase, H+ |1001 bp
transporting, mitochondrial FO complex, subunit ¢ (subunit 9) isoform 3; (CompGen promoter)

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.
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alignment
position
P978262
P978265
P978269

alignment
position
P978262
P978265
P978269

alignment
position
P978262
P978265
P978269

alignment
position
P978262
P978265
P978269

alignment
position
P978262
P978265
P978269

alignment
position
P978262
P978265
P978269

alignment
position

51

101

39

108
59
87

108
109
131

108
159
181
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VSHESF

1.

gctttgctgg

tt aaaaaa- -

51..

cctcccgcca

101.

GTCAACT- - -
TTTATCTGAG
CTTATCTGAG

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

* * % % * % *x * % *

151.

CTGGgtgctg
CTGGtgctga

* k * %

AATGATGATA
AATTATGATA

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

* * % % * % * * % *

251.

GCAGCAGAAC
GCAGCAGAAC

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

* *x % % * % * * % *

301.

11.

ggaccctagt

61.

gccacagtecec

ACATTTCTGC
ATATTTCT GC

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

* * % * *¥ % *x % % %

161. .

aat agATTTT
ATTTT

* * % % %

* * * % %

CATTATTATC
CATTATAATC
* Kk Kk Kk Kk Kk Kk k Kk %
* Kk kK Kk kK Kk kK k Kk %

* * % * *¥ % *x ¥ % %

261. .

ACAGTggt AC
ACAGTagc AC

* * % % % * *

* * * % % * *

* % % % %

311. .

21. . ...

ttcctgttaa

71.. ...

TATTTCACAG

TCTATAACAA

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

ATCCATCTGG
ATTCATCTGG

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

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

171. ...

GAAAACTATT
GAAAAATATT

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

* % * * k¥ k% *x * % %

TCTTAATTCT
TCTTAATCCT

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

* % k¥ k% * k% *x * % %

271. ...

ATGGCTTTAA
ATGGCTTTAA

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

* % k¥ * ¥ k% *x * % %

321. ...

31..

gtagtgaatg

81..

AGGA AGA GAA

GGCCAGAAGT

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

131
TTTGTTCaaA
TTTGTTC--A
* k *k k * % % *

* * * x k% % %

* * *k % * % %

181.

CAGGCACTTT
CAGGCACTTT

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

* * * k * *k *¥ k% %k %

cCCAGTTATA
t CCAATT ATA

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

* k¥ %k * % % % % %

281.

TGTCAGCACT
TCGCAGCACT

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

* * * kx k* k¥ *x k% %k %

331.

41. . . .

acccttcttt

91. . ..

TGACCAGCAA

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

* % %

GTTATCAGAA
GTTACCAGAA

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

TTt AGT CCGA
TT- AGT CCAA

* % * * % *x k* % %

* % * * % * % % %

* % % % k% % %

ATGGTGGAAG
ATGGTGGAAG

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

* k % * k¥ % *x * % %

291. ..

TGGAAa ACAG
TGCAAg ACAG

* k *k *x % * * * %

* *k x % % * * % %

* * % %

341. ..

4/12/07 3:47 PM



Genomatix: Multiple Alignment

30f 7

P978262
P978265
P978269

alignment
position
P978262
P978265
P978269

alignment
position
P978262
P978265
P978269

alignment
position
P978262
P978265
P978269

alignment
position
P978262
P978265
P978269

alignment
position
P978262
P978265
P978269

alignment
position
P978262
P978265
P978269

209
231

124
259
281

135
309
331

135
359
353

135
409
394

135
448
444

135
498
494
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AGGCAGGAGG ATTTCTGT GA GTTGAAGGCT
AGGCAGGAAG ATTTCTGT GA GTTGGAGGCT

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

* x % % * % * * % *

351.

Agcaactgat
AAAGCTCTTG
AAAGCTCTTG

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

* * % %k * % %k * %

* X %

* * % % * % %k * *

CTGAGAAAAG
CTGAGGAAAT

* *x ¥ %k * % *x * % *

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

at gaaga- - -
gt gaagacct

TCAAQggttCT
TCAAagccCT

* k * % * %

* k * % * %

* %

TCACCCTGTT
TCACCCTGTC

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

* * % * ¥ % *x ¥ % %

AACCGTCATT
AACCCTCATT

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

* x * % % * % %k %

ATTTGTCGTC
ATTTGCCGTC

* * % * *¥ % *x ¥ % %

* * % % *¥ % *x * k% %

TTTAGAGTCT
TTTAGGTTCT

* * % * ¥ % *x ¥ % %

* k¥ % * *¥ % *x ¥ % %

gaaatcct

CCCTAACTTA
CTCTAACTTA

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

* * % * ¥ % *x ¥ % %

TGAAATAAAA
TGAAATAAAA

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

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

TGTTCttccec
TGTTCatttec

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

* % % %

TACAAAGAAA
TATAAAGAAA

* * *k *k k¥ % *x * % %

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

CTAACTACTT
CTCGCTACTT

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

* * % k k¥ k% *x * % %

CATACTGAGC
CATACTGAGC

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

* * * * k¥ % *x * % %

621. ...

GCCAAATCt t
GCCAAAT CAG
Gt gAAAACAG

----TCTACT
AGCCTag TCT
AGTCTGTTCT

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

* * % *x * * k% %

* * % % * * k% %

* k% %

aggaCTTCTA
agggCTTCTA

* % % % % %

* % % % % %

TAAT CCCGCT
TAAT TCCGCT

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

* k¥ k¥ x k* *k * k% % %

GGAAGGGTGA
GGAAAGCTAA

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

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

TCAAGGCCTG
ACAAGGCCTG

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

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

631.

acaaggt gcc
GGTCGGCTTG
GGTCGGCTTG

ACAGAGAAGC
ACAGAGTTGC
ACAGAGTT GC

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

* x % k k¥ *k %k * % %

GGTAGGTCTT
GTCAGGTCTT

* k k% x k¥ ¥ *x * % %

* x % * ¥ % % * % %

GGAGTT GG Tt
GGACCT GGTg

* k k% k k¥ * % * *%

* k % * k¥ % % k% %

AAGTGGACGA
AACTGGACGA

* k k k k * *x * * %

* k k% x k¥ % *x * % %

Cct GAGCAAC
Ctc GAGCAAC

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

*

641. ..

aacgtg-- - -
TAGCTCCCTG
CAGCTCTGTG
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alignment
position
P978262 165
P978265 548
P978269 544
alignment
position
P978262 190
P978265 598
P978269 594
alignment
position
P978262 240
P978265 647
P978269 643
alignment
position
P978262 280
P978265 683
P978269 682
alignment
position

P978262 313
P978265 733
P978269 730

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

* Kk Kk k *x x ¥k Kk *x *

GGAGaac CCC
GT AGt at CCC

* % * % * * %

* *x * % * * %

* * %

701.

cCAACTCATA
- CGACAACAA
- CGACACAAA

* * % %k * % % * %

* k % *k * % % * *

751.

ctacagtttt

GCCAGCCGGT
GCCAGCCTGT

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

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

851

A

A

A

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

* * % % * % % * % %

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

TGCCTGGCAC
TGCCTGGCAC

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

* * % *x * % *x ¥ % %

711. .

TCAAAAGTTA
CTAAAAATTA
TTAAAATTTA

* * % * *¥ % *x ¥ % %

* % % % * % % *¥ k% %

761. .

tcttt TTGTC

EACEEADEEE
TAGCEEAGCE E-
* % ¥ % *¥ % ¥ * *x %
* % % % *¥ % % * *

* * k% % *¥ % *x k% *

861. .

T GTG

T GTG

T GTG
* * % * *¥ % *x ¥ % %
* % % % *¥ % *x *¥ % %
* k k k k Kk k *x k% %
* * % *x ¥ % *x * * %
* * % *x ¥ * kx *¥ % %
* k % * k¥ % *x *¥ % %
* * % * *¥ % *x ¥ % %
* * % % * % % *¥ % %
* k k k *k k% k *x % %
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* k% % k k* k& *x * * %

* * k x Kk K* *k %

671. ...

- ----AAGAA
GTGCAAGGAG
GTGCAAGGAG

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

* *x *k k% ¥ *k x * % %

721. ...

atctgtttag
TCTGCACCGT
TCTTCACCGT

* % k¥ *k * k% *x * % %

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

771, ...

TCCCTCTTGC
TTCAGTGTG-
TCCAGTGTGC

* % * k% k¥ %k *x * % %

* % k¥ k% * k% *x * %

821. ...

GGTTGTCGTT
GCCTGTCATT
- CCTGTCATT

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

* * * %

* *x %

871. ...

ACCTTGAGTG
ACCTTGAGCG
ACCTTGAGCG

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

* %

ECEE T R T I
O I R .
L A . T T
E I T I S T
E I I T T S T
* OF  F X X X X *
* % X X X 3k F F
E I T S T S

* %

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

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

681.

AAAGGCCCAC
CGAGGCT CAG
AGAGGCT CAG

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

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

731.

tcctctctgce
TAGT aaCACT
TAGT ggCACT

* * k% % * % k% %
* * k% % * * Kk %
781

CCCATCACCa
- - CTTTTCAT
TCCTTTTCCT

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

* x k% k x K %k %

831.

GTCCTTCCCG
GTCCTCCTCT
GTCCTCCTCT
* Kk kK Kk Kk Kk Kk k%
* Kk kK Kk Kk kK K Kk k%
* ok k ok Kk Kk K Kk ok k

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

TTCCt tgg
TTCC- - - -
TTCC- - - -

* * * %
* * * %

* *x %

*

* %

* %

* %

* %

* *

* %k ok ok Kk Kk ok
I T
P
* ok X % % *

* %

* x % * k * %k * % %

* k k k k x * Kk Kk *x

691. ..

TATCCt gc ag
TctgcgATAG
TACCCa AT AG

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

741. ..

cggggt gaat
AACAAAGCCA
AACAAT GCCA
* ok ok ok Kk k Kk k Kk *

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

TTCACT GGCC
TTCACT GGCT

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

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

841. ..
GCT cC
GAG cC
GCT cC
* *k x * k ¥ % % * %
* x k% * ¥ % % * % %
* k k% k k %k %k * % %
* k k% * k % % * *
* *
* *
* *
* %
* %
891. ..

tgcacccgaa

4/12/07 3:47 PM



Genomatix: Multiple Alignment

50f 7

alignment
position
P978262
P978265
P978269

alignment
position
P978262
P978265
P978269

alignment
position
P978262
P978265
P978269

alignment
position
P978262
P978265
P978269

alignment
position
P978262
P978265
P978269

363
769
766

413
817
814

460
864
864

506
908
904

556
955
949

901.

ac CCCGCCTT
--CCCGCCTT
--CCCGCCTT

* ¥ % x ¥ % * *
* % % * * % %

* % %

* % Xk X X kX
E I T B S
I T N

L T

EEE T R

* % Xk X X *

E I T B S
L T I

951.

* X kX
*
L I A

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

* % F kX X *
* 0% X X X X X
L R T
* % F kX X F
E I B D T B

* X kX
E I T
*  * X X

*
*
*
*
*
*

E I I R
L I
* 0% X X X X
* X X X X X
L I
E I I R

1051. ..

* % k %

* *

* *

* X X X
* X X X
* X X X
L
* X X X
* X X X

1101. ..

GCCTCACTGG gca

911 . .

*
*
*
*
*
*
*
*
*

L T R
E I I D T . . N
* 0% X kX X kX X
E . S T .

961 . .

L N . T
L T R
E I I S T R . N
* % X kX Xk X X
E I I T S T . . N
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* * *k k *¥ % % %

CTGCGGC
CTGCGGC
CTGCGGC

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

* %

*
*
*
*
*
*
*
*
*

971. ...

* % ok ok ok kK % F
* % % ok ok K X % *
* %k ok ok *

* % % ok ok ok *

* ok kX % % *

R S S T T

E . T I N

* *

GAGTCCCAC TCCTTCGACC
CAGCCCCAC TGCTTCGACC
CAGCCCCAC TGCTTCGACC

*

L I I
* X X X

*
*
*

* % X
*

* X X X
* X X X
* X X X
L
* X X X

111

*

*
*
*

*

*
*
*

1

t

*

* 0% X X X X

L T

*

*

EEE I R I
L T
E I B R

*

GG
GGTAAGC
GGTAAGC

* % *k *k k% % *¥ % %

*

* * % kx * % %

*

*

* * * % % *

* % % % % %

1

* X X X
* X X X
* X X X
* X F X

*

*

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

* %

E I T I S
* 0% X X X X
L T
E I T R R
* 0% X X X X
* % X X X X

L T
E I T R A

* %

1021...

GAAGGTAAGT
GAAGGTAAAC
GGAGGTAAAC

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

* Kk k x k k x *x Kk %

1071...

* * * % %
* * K* k %
* * k k* %
1121. ..

cg GGGCC CAAGCTGACG
GCTTCCCGGG CAC- - GCGGC CACGCTGACC
GACTCCCGGG CAC- - GCGGC CACGCCGACG

* * * *x * %

931.

GCGAATAAGA
GCGGATAAGA
ACGGATAAGA

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

* k% %

E I I

* k% %

L T

*
*
*
*
*
*

* *x %

E R . R S S R .

* Xk X %

981.

TCTGCCGCAG
TCTGCCGCCG
TCTGCCGCCG

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

* % * k% %

* X X X

*
* *k k% %
*
*

* % * k% %

* %

E I T D T
N T I I
L T N

* %

1031. ..

GGAGGGCACA
GGAGGGCGCG
GGAGGGCGcg

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

* %k x k Kk k *x %

1081. ..

GACCCATTCA
GCCCTGT CCA
GCCCTGT CCA

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

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

1131. ..

GCGT GCA CGG
GCCT GCGCGG
GTCT GCGCGG

941. . .

* *k x % %

* * x k% %

* %k * * %

* %k * * %

* k *k k %

* %

E I B S I B
* % F kX F %
* 0% X X X X X
* 0% X X X X X
L R . S

* %

* %

991. ..

CCC
CCA
Ctgctg
* k *k * %
* *k * % %

* %k * k %

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

1041. .

GGgagcccgg

1091. .

TTGTGCCGGC
CCGGGCTTGC
CTAGACTTGT

* k k k& x x¥ * Kk * *x
*

*

1141. .

GAGCCT GCGG
GGCCCCTCG-
GTCCCCTCGG
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alignment
position
P978262
P978265
P978269

alignment
position
P978262
P978265
P978269

alignment
position
P978262
P978265
P978269

alignment
position
P978262
P978265
P978269

alignment
position
P978262
P978265
P978269

alignment
position
P978262
P978265
P978269
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606
1002
997

656
1002
1002

706
1002
1002

756
1002
1002

806
1002
1002

856
1002
1002

906
1002
1002

956
1002

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

* k %k *x * k% %

1151. .. ...

GGCCtggagt g

1201. .. ...

1251. .. ...

caat atctcc

1301. .. ...

caagctcgecc

1351. .. ...

ggattgaggg

1401. .. ...

gcaaccttcg

1451. .. ...

cctattaacc

1501. .. ...

ctccttgcca

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

* k %
1161. ... ..

ggaagaacag

1211. ... ..

cagagaggaa

1261. ... ..

agccgcgcag

1311. ... ..

tgcaccccect

1361. ... ..

gtgggcgt tt

1411. ... ..

ggcggggcac

1461. ... .

cattgccgtt

1511. ... ..

ctagggcgag
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* X X X
* X X X
* X X X
EE B
* X X X
* X X X
* X X X
* X X X
EE T

* % ¥ % * * * % % %
* % k *¥ % *k % % %k %
* % k¥ x * * *x % %k %
* * k¥ % * * * %k %k %
1181
ggcactt gac
1231
agcccacgtec
1281
tgtaagatgt
1331... ...
tagcccaggc
1381
cgtccacgtt
1431
cgggaacggc
1481
tctt agggca
1531

* %k % * * % % % *x %
* k k x * % %k * *
* k *k k %
* k *k *x %
1191. . .. ..

cttaagcctec

1241. . .. ..

gcctgtcacc

1291. . .. ..

tcgcct gcge

1341. . .. ..

agggtcgggg

1391. . .. ..

gttgaatggg

1441. . .. ..

tttctcctta

1491. . .. ..

tctcagccect

1541. .

ctgtca
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P978269 1002 - - - - - - - - - -

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.

P978265 [P978269
(1001 bp) (1001 bp)

P978262 0.194 0.193
(1001 bp) 27 % 28 %
P978265 1.000
(1001 bp) 80 %

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 i A t
- All rights reserved. icense Agreemen

GEMS Launcher 4.1.1
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GEMS Launcher Task: DiAlign TF: Multiple alignment plus TF sites
working on C5-ATP5H (3 seq.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1 December 2004 Tue May 31 23:42:02 2005

Solution parameters:

Sequence file: C5-ATP5H (3 seqg.)
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

Alligrement - euipui: # 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 « ALL vertebrateslib (0.75/Optimized)

(core/matrix sim):

Aligned Sequences:

No. SRIUEIEE Sequence Description ’re
Name

P880080 sym=ATP5H|loc=Loc10476|taxid=9606|spec=Homo

1 |P880080 |sapiens|chr=17|ctg=NT_010641|str=(-)|start=6968827|end=6969827|len=1001|tss=501|comm=ATP 10(
synthase, H+ transporting, mitochondrial FO complex, subunit d; (NM_006356/501/silver;)
P880083 sym=Atp5h|loc=Loc71679|taxid=10090|spec=Mus

> |p8soos3 muscul us|chr=11|ctg=NT_039521|str=(-)|start=26819896|end=26820902|len=1007|tss=501,507|comm=ATP 100
synthase, H+ transporting, mitochondrial FO complex, subunit d;
(AK088617/507/gold;AK002376/501/gold;)

3 kATPSH rATP5H n3_dna range=chr10:105513408-105514236 5'pad=0 3'pad=0 revComp=TRUE strand="? g

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.
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alignment
position
P880080
P880083
rATP5H

alignment
position
P880080
P880083
rATP5H

alignment
position
P880080
P880083
rATP5H

alignment
position
P880080
P880083
rATP5H

alignment
position
P880080
P880083
rATP5H

alignment
position
P880080
P880083
rATP5H

I

9
51
1

59
101

109
151

159
201
1

209
251
50

51. .. .. ...

CGCCCcCCTGC
CGCCTCCCGT

* * % *k *¥ % % * % %

* k% k x k¥ Kk k Kk *x *

101. . .. ...

ACGGCGGCag
GCGGCGGCgyg

* ¥ % *x ¥ * % *

* * % % *¥ % *x *

151. . .. ...

t GGGCTGGGG
aGGGCTGGGG

* % % x % % *x % %

* % % * % * * % %

201. . .. ...

CGCCG
TGCCA
- GCCA

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

*

* % ok X F
E I . T
L I T
* Xk X *

E I T

* * %
* * * %
* * %

*

251. . .. ...

E I T
* % ok X
E I T B
L T
* X kX
L T
*  x ok X
E I I B
L I
* X kX

61. ... ....

CCGCTCGGGT
CCGCTCCGGA

* % ¥ % * % % * % %

* * k Kk k x¥ * Kk Kk *x

111... .. ..

ccgGGCGGCC
gct GGCGGCC

* * % %k * % %

* * *k %k * % %

161. .. .. ..

GGCCCGCGGA
GGTCCGCGGC

L A
L I T
* X kX %
E I . T
*  *  F X X
* X kX %
L I I
L I
L I S
*  * X X X

* X kX

E I T R
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A

GGTCCGGGAC
GGTCCGGGCC

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

* k k x * k x *x * %

121. ... ...

GT GCCCGCGG
GT GT CCGCGG

* ¥ % * k% %k * % % %

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

171. ... ...

CTGGGCCACC
CCGAGCCGCC

* * *k * % % %

* * *k * % % %

221
CCG
GCCG
GCCG
* * k% *¥ * k¥ ¥ * % %
* *¥ % ¥ * % ¥ * % %
* * % * * * % * %
* *x % % * * % % %
* * k% * * * % *
* * % *
* * % *
* * % %
* * % %
* *x % %
271. ... ...
ccgctgc TGC

TGC
TGC

* * %
* k %
*

* *

81. ... .. ..

CcGGCTCCAG
CgGGCTCCAG

* * % %k * k% %k *x %
* * Kk k x * Kk Kk *x
131... .. ..

GGCGTGGGGC
GGTGTCGGGC

* % k% * ¥ * * % * %

* % ¥ % * % % * % %

181. .. .. ..

CCCGTCGCCC
GCCGTCGCCC

* % k% *x ¥ * *x *¥ % %

* % k% * ¥ %k * % * %

231. .. .. ..

GGTCCAGCTG
GGTCCAGCTG
GGTCCAGCTG

* % k% *x ¥ * *x *¥ % %

*
*
*

* * k% %

*
*
*

E I T T T I
E O T I T T S
L R N T R
E I T I T T
E O T R T T
* % kX Xk F F
E O T R . T S
* % ok % F kX *
E N I R T T R
L I S A

281. .. .. ..

CCGCGCGCAG
CCGCGCGCCG
ccGcceagecees
* % % * ¥ * * % * %
* % k% *x % *k * % * %
* * k Kk k x¥ * Kk Kk *x
*

* k % *x * % % *x %

41. . ... ...

---GCGCCGC
gcgGCCCCGC

* k kx * * *k %

* * % x * %k %

91 .. ... ...

CGGCTGCGCC
CGGCTGCGCC

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

* k k% *¥ * k *x *x * *

141. ... ...

CAGCCGGGCC
CCGCAGGGCC

* ¥ % * % % * % % %

* ¥ % * k% %k *x * %k *x

191. ... ...

Accc CACTCC
At cg CACTGC

* * * ¥ % * *
* * * % % *
241, ... ...
CAG

CAG

CAG

* ¥ % x % % * % % *x
* ¥ % * % % *x % % *x
* % % *¥ * *k *x *x * *
* k *x * * *k *x *x * *
* * % x * %k x * %k %
* * % x *¥ % x * % %
* ¥ % x % % * % % %
* ¥ % * k% % *x % % *x
* % % *¥ * *k *x *x * %
* * % x * % x * %k %
291. ... ...

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

* * % x * % x * %k %
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Pairwise ssimilarities:

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.

P880083 [fATP5H
(1007 bp) (829 bp)

P880080 0.514 0.417
(1001 bp) 49 % 51 %
P880083 1.000
(1007 bp) 76 %

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

© Gen_omatlx Software Gmbhi1995:2005 License Agreement GEMS Launcher 4.1.1
- All rights reserved.
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GEMS Launcher Task: DiAlign TF: Multiple alignment plus TF sites
working on promoters.seq (3 seq.)

[Alignment] [Pairwise similarities]

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

GEMS-Logo

DiAlign professional TF Release 3.1 December 2004 Wed Jun 1 22:20:06 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)

complete alignment is shown

Alignment output: . . .
9 P # 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)

o ALL user_defined.lib (0.75/Optimized)

Selected groups « ALL vertebrates.lib (0.75/Optimized)

(core/matrix sim):

Aligned Sequences:

Sequence

No.
° Name

Sequence Description

sym=ATP5l|loc=L oc521|taxid=9606|spec=Homo sapiens|chr=4|
ctg=NT_037622|str=(-)|start=657542|end=658598|len=1057| tss=501,557] comm=ATP synthase,
H+ transporting, mitochondrial FO complex, subunit €;
(AK000656/557/gold;NM_007100/501/silver;)

sym=Atp5k|loc=L 0c11958]taxid=10090|spec=Mus musculus|chr=5|
ctg=NT_039308|str=(-)|start=31053274|end=31054277|len=1004| tss=501,504| comm=ATP
synthase, H+ transporting, mitochondrial F1FO complex, subunit €;
(AK011342/547/gold;NM_007507/544/bronze;)

sym=Atp5k]|loc=L 0c140608|taxid=10116|spec=Rattus norvegicus|
3|P937003  chr=14|ctg=NW_047419|str=(+)|start=1519276|end=1520276| len=1001|tss=501] comm=ATP
synthase, H+ transporting, mitochondrial F1IFO complex, subunit €; (NM_080481/547/bronze;)

1|P937000

2 |P937002

Alignment (DiAlign format):

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

Length

1057 bp

1004 bp

1001 bp

he user
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Ve SR VSETSE UstRe2 vsrors N1+ JSSEI

alignment position
P937000 1
P937002 1
P937003 1

alignment position
P937000 20
P937002 51
P937003 14

alignment position
P937000 20
P937002 101
P937003 64

alignment position

P937000 22
P937002 151
P937003 114

alignment position
P937000 66
P937002 181
P937003 164

alignment position
P937000 66
P937002 231
P937003 214

alignment position
P937000 109

1. ..

aaggacctgec
t gaacattac

ACACTGGTCG
ACACTGGCCA

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

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

101
CTGGAAGGTT
CTGGAAGGTT
* *k k k *k * *k k* %k %
* *x k% k% *x *k kx k% %k %
* k kX k k *k k k* %k %
* k *k k k *k k k% %k %
* * * *k *k % %k k% % %
151.

CCTGCACTCG
CATGCCCaaa
CCTGCCCTGT

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

* *k %k k * % %

201.
GCTGGAGTCG
GCCCCCGTCG

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

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

TTGCGTGCTC
TTGCTTGGTC

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

* * k¥ k k *k k k* %k %

301.
cgcccg- ---

11........

ccggggagec
ctgt aaagcc

61........

GAGGACATAT
GAGGACATAT

* k k k¥ * k¥ k * %

* k k k¥ *k * k kx %

* k k& k ¥ k% k %k %

*

*

*

111. ......

GCTGACCTCT
GCTGACCTCT

* k kK kX 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% * %

*

*
*
*
*

161. ......

GCTCACACTC CGCT CCCAGG

caat ggaaat

71..

GTGT CCaat g
GCGT CCgagg

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

* Kk k *k Kk %

121.
CAGGAAGgGC
CAGGAAGaGC

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

* * ¥ *x * % *
171.

CTCCCCCCTC CGCCccccececece

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

211. ..., ..

221.

GCCAGGTGTg CTCGTCTGTT
GCCAGGTGTt CTTGTCTGTT

* k k k¥ *k *k k kx %

* k k k ¥ k k % %

261. ......
CAGGCCACCC TCGGGT GGGC

CAGT CCACAA CAGGTGGGCG
TAGT CCACAACAGGTGGGCG

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

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

271.

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

* k k& *k k %k kx %

* k k% k *k %k k %

* k k k *k k k %

*

*

*

311. ......

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

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

321.

taggagcTCT
TCT

* * %

* * %

ccggaaa
ct ggaag

* X X X

CAATACAAGT
CAATACAAGT

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

* * % x ¥ %k kx * %k %

181. .

ACCCCCagagt
CCCACCGCAC
CCCCCCGCAT

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

* * % k k% %

231..

CCAAGAGATA
CCAAGAGACG

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

* * % x ¥ %k kx * %k %

281. .

GCGGT CCGCG
ACAGATTCCA
ACGGATTCCA

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

* k *k k k * % kx %

331..

GGGCGAGAAA
GGGTGAGAAA

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

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

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

9

1.

CAGGAAAGCC
CAGGAAAGCC

* % % % * % % * % %

*

* X X

1

*
*
*
*

4

*

* X X

*

* X X
* X X
* X X

*

*

1. ..

*

* X F
* X X

* % %

* *
* *
* *

TCTGTAATCT
TCTGTAATCT

*

*

*

* % % *x *¥ %k * % %

* x * %k *x * % % %

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

191. ..

Cc

CCAATGGGCC
CCATTGGGCC

*

*

* x * %k *x * % % %

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

AAGGGATTGT
AAGGAATTGT

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

* k % % k % %k * * %

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

291. ..

GGGCTGGACc
GGGCTGGT Ca
GGGCTTGTagg

* * % %k * % % * %

* * * * * * % %

* * % % k % % %

* * % *k k % %k *%

341. ..
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P937002
P937003

281
264

alignment position
P937000 115
P937002 331
P937003 314

alignment position

P937000 162
P937002 380
P937003 364

alignment position

P937000 212
P937002 384
P937003 368
alignment position
P937000 262
P937002 384
P937003 368

alignment position

P937000 312
P937002 384
P937003 368

alignment position

P937000 362
P937002 384
P937003 368

alignment position
P937000 412
P937002 410
P937003 394

g TCATTACAC
t TCT TCACAC

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

* Kk Kk Kk K Kk Kk Kk Kk
351.
- AGCCGCC

T GAAGCCAGC
T GAAGCCATC

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

* x *k k *k k¥ kx k% % %

* % * k¥ %k k¥ %k % % %
401.
t gcgccccgg

451.

501.
gggaaaggaa

551.
actgcgcagg

601. .
gcgt gcgecct

651.

TCGGTCGCCA
CCAGTCGCTA
CCAGTCGCTA

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

* * k¥ *k *k %k %k k% % %

* % %k k% % %

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

GCCGGTGCTGAAGT AACGAG
GTCGATGCGGAAGT AACGAG
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* k k k k k k k k kx * %k * Kk *k *¥ * %k *x %

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

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

361. .. ....

CTGACCTCAGGCCT CCGACG

3

71.

TTACACTAACAGCCTAGACct

TTGCACTAACAGCCCAGAGA

* k k k k k k kk k * *k kx k *k k * *k kx *

* k k k *k k k x ¥ %

* k% k k¥ *k k¥ & x ¥ %

411. ......
cccgcagtect

ABAho o000 o
cggc

agcagc

511. .. ....

accccccgcc

561. ......
cgcagccgat

611. ......
cacgtgacgt

661. ......

GGGGGCgcgg
GGGGGCAGCg

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

* kx k %

*

4
g

6

c
(o

* * *x * % % %

21.
gggt

*

* %

GCCGCG
GCCccyg
GCCTCT

* * % *x * %

71.

GCTCTGTGTC
GCTCTGCGTC

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

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

381..

CTCCGCGCAA
tcctacct-G
CTTCGCACGG

* * % x ¥ %k kx * k% %

431. .
cacacggcca

481. .
agcggacccec

531..
agatcccgecc

581. .
gcactcccca

631..

CGGGGGCGCG
TGGGAACGCT
TGGGAACGCA
* * % x * %k kx * %k %
* * % x ¥ %k kx * % %
* % % x ¥ %k *x * % %
* ¥ % * ¥ %k *x * % %

* k% * *k % % % % %

681. .

cccccgctectctcgceccecget

tttcacC
GGGGGAAGCat ttgcgC

* *

* *

* %

aCCACCCTTT
t CCACCCTTC

* ¥ % * % % * % %
* % % * % %k * % %

* x * %k *x * % % %

391. ..

GAAgacagag
GAGAGTAGTA
GAAAGCGGTA

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

441 . ..
ggacgcggac

491. ..
cagccctgeceg

541. ..
tcacgcagca

591. ..
gcctttgtge

641. ..

CAGTCACCCT
CGGCTATCCT
CTGCTATCCT

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

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

691. ..

* % %k k * %k * * %
* % % x ¥ % * % %
* ¥ % * ¥ %k * % %
* % % *x * %k * % %
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alignment position 7 01 . 711. ...... 721. 731.. 741 . .. .
P937000 462 ccc agctccgcct ttgcctccaaggcect-TTGCT GGCTTgtgecg
P937002 447 TCT GGCTTCAGGA GGCGGCTTt c attct---CT GTCTTCCGCC
P937003 431 CCT GGCTTCAGGA GGCGTCTTgg cgttc TTGCT GGCTTCCGCC
* % k¥ k¥ k% k¥ k ¥ k¥ k *k k k k k¥ k k k Kk *¥ %k *k k¥ *k *k *x *x % * * * * % * % * k¥ * *¥ * * *x %
* % k% % %k %k % %k % % * 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 k k k k kk k¥ *x *k k¥ %k *k *x * % * % * % *¥ k% * * * * *x %
* % %
alignment position 7 51 761. ......771. .. .... 781.. . 791 . .. .
P937000 bll1 gcat cct gct ccgtctgcag GTGCTTC CGGTGCGGAG GTCAGGGACA
P937002 494 TCA- - - - - - - - --- ----- - GAGCTTC CGGCGCGAAG GTCACGGACA
P937003 481 CCA- - - - - - - - - - - - - -~ - GAGCTTC CGGCGCGGAG GTCACGGACA
* * % * * ¥ x * * * *x *x % * *¥ % ¥ *¥ * % * *x * * % % % * * * * *x %
* % % * % ¥ *¥ * *¥ * *x *x * * * * * * * * * *x * * % *¥ k% * * * * *x %
* % % * % % x * *¥ % *x % * * * * k¥ *¥ * * * * * * % * * * * * * %k %
* % k¥ % * * * *x *x * * k * * *¥ * *¥ * *x % * * ¥ * * * * * %k %
* * k¥ % * * * * * * * k * * ¥ * *¥ * * % * * ¥ * * * * * %k %
* % * * *x * * % * k * k * * *¥ * * % * * * * * *¥ * * *x %
* % * % % % % % * *¥ * % * *x % * % * % % % * * * * *x %
* % k% * % % % % * * * * * * * * % * % *¥ % * * * * *x %
* % * % ¥ * * * * * %k %
* % * * ¥ * * * * * %k %
alignment position 8 0 1. . 811.......821. 831....... 841
P937000 561 AGAT GGT GCC aCCGGTGCAGGTCTCTC TCATCAAGGT GAt
P937002 527 AAAT GGT GCC CCCGGTTCAGGTCTCT C TCATCAAGGT GAA
P937003 514 AAAT GGTGCC CCCGGTTCAGGTCTCT C TCATCAAGGT GAA
* % k% k% k k k k k k Kk k k k k¥ k k k¥ k¥ ¥ *x *k *k k¥ *k *x *x *k *x *x * x * * * * * * *x * * % % % % * % * *x %
* % k% k k k k k¥ k¥ k¥ Kk k k¥ k¥ k¥ k¥ k¥ k¥ ¥ ¥ * *x k¥ *¥ * *¥ *x *x *x * * * * * *¥ * * * * * * % % % * *¥ % * *x %
* % % k¥ k¥ k¥ k k¥ kx k *k k k kx k¥ kx kx kx kx ¥ *x *x ¥ kx *x *x *x *x *x * * k k* k *¥ * *¥ * * % * % *¥ k% * * * * *x %
* % k kx * k¥ k k¥ kx*k *k k k k k¥ k k kk k¥ *x k¥ ¥k *x * *x *x *x * * * k¥ * *¥ * *¥ * * % * *
* % k¥ k¥ k¥ ¥k k¥ kx*k *k k k k ¥k k k kk k¥ *x * ¥k * *x *x *x *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¥ %k *k k *x *k *x * % * k kx * * *¥ * * * *x * * %
* % k% % %k %k *x % %k % * k k k¥ k k k k k¥ %k *k k *k *k *x % % * k kx * * *¥ * * * *x * * *
* % % * %k %k %k %k %k % * k% k k k k k x %k *k k% *k *x % %
* % % * %k *k %k % %k % *x k k k¥ k k k Kk * %k *k kx k% *k %k % %
alignment position 8 51 . 861. ......871. 881.. 891. ..
P937000 611t tgcagc--- ---CGCCGCCCAGTGCTCTG GGCCCCCCCG TGTCCCGCCC
P937002 577 CCCCGTTGTT GCGCGGTGCT CAAAGCTCCT CTATGCCCCC TTTCCCCTCC
P937003 564 CACCGTCACT GCGCGGTGCT CACAGCCCTT GTATGCCCCC TTTCCCTTCC
* % * k¥ * ¥k ¥ k¥ k *k k¥ k¥ k ¥ k¥ k¥ *x kx ¥ *x *x ¥ *x *x * *x *x *x * * * * k¥ *¥ * *¥ * * % * % * * * * * * *x %
* k% k% k k k k k k k Kk k k k k k k k¥ k¥ ¥ *k *k *k k¥ *k *x *x *k *x * * % % % * %k % *x % % * % k% % * *¥ * * *x %
* % k% k k k¥ k k¥ ¥k k¥ *k k k k¥ k¥ k¥ k¥ ¥x ¥ ¥ *x *k k¥ *¥ * *¥ *x *x *x * * *k * *k *¥ * * * * * * % * % * * * * *x %
alignment position 9 01 . 911. ...... 921. . 931.. 941, .. .. L.
P937000 655 CQg- - ------ ---------- - - CAGCTCCG ACCCCGCGGG CTGCGACCCC
P937002 627 CCTCCCGTGA CTTAGCATTGCCCACCCTTG GGACTGCTGG CTGTGGTCTc
P937003 614 CCTCCCCTGA CTTAGCATTGCCCACCCTCG AGACTGCCGG CTGTGGTCTC
* % k¥ k¥ * ¥k k¥ kx k *k k k k ¥k k kx kx k k¥ *x¥ *x ¥k *x * *x *x *x * * k k¥ k ¥ * *¥ * * % * % ¥ * * * * * % %
* % k* k¥ * k¥ k k¥ kx k *k k k k ¥k k kk x¥x k¥ *x k¥ %k *x k¥ *x *x ¥ *x *x * k ¥ * x * * % * * * * * * % *x %
* k% k% k k k k k k k Kk k k k k k k k¥ k¥ ¥ *k *k *k k¥ *k *x *x *k *x * * % % % % %k % *x % % * % % % * * *x *x %
* *k k k k k k kk Kk k *k *k k*k *k *k %k %k % % * *k * * * * * * * * * % * % * * * % %
alignment position 9 51 . 961. ...... 971. 98 1. 991. ..
P937000 685 Cggcccccgc ccccatgatcctcgeccccgt gaccctcgecc cggcgaccagg
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P937002 677 g- AGCAATC-
P937003 664 CaAGCAATC-
* * * % * % % %

* % %k %k % % %

* % % %k % % %

* x k% %k kx % %
alignment position 1001 . .. ...
P937000 735 acccccaCCC
P937002 685 - - -- - - - CCG
P937003 673 - - - - - - - CCC

alignment position 1 051

P937000 783 - - - - - - - ---
P937002 728 CTCCCAGTAC
P937003 716 TTCCCAGTCC

* % k¥ *k *x % % k% % %

* *k k¥ k *x k% *k k* %k %

alignment position 1 101 . .. ...
P937000 822 ctct gaccaa
P937002 778 TGTGCCTTCT
P937003 765 TGTTCCTTCT

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

* % k¥ *k * % % k% % %

* *k k¥ *k *k % *k k* %k %

alignment position 1 151 . .. ...
P937000 862 CTGTTCCTCG
P937002 828 CTGATCATCG
P937003 815 CTGATCCTCG
* % % *x %k * %k % % %

* % % * % k¥ %k % % %

* % * * % k¥ %k % % %

* % % % % k¥ %k % % %

* *x % % % % * * %

* % % % % % * k%

* % % * % % * k %

* * % * % % * *k %

* k%
alignment position 1201 . .. ...
P937000 912 ggcggggccg
P937002 878 CCGGGAGAAC
P937003 865 TTGGGAGGGC

50f 7

1011. .. .. .

CTCCTGCGAC
GCCCTGCAAC
GGCCTGCAAC

* 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 * %

1061..... .

TCCCGCGACC
TCCT CGATGT
TCCTCCATCT

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

* k K k * k% k¥ x x %

1111..... .

ACTATAAt GT
GCTCTAACGT

* *k k k¥ *k * % * *

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

1021..
CTCTGCCCAG

CCTT GCACA
CCTT GCACA

10

31. 1041. .

TCC- -
CTCCCT
CTCCCT

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

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

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

1071. . 1081. 1091..

CCCGTCC-CG
CCGACCCcTG
CCGACCC-TG

CGAGCCCCGT
CGATCCCCTT
CGATCCCCTT

TTCGCGCCGc
GTTCCCTCGG
GTCCCACCGG

* % ¥ % * % % * % * ¥ % * ¥ %k *x k¥ % % * % % % * % % * % %
* *k %k k * % % * * * % % *x *¥ %k *x * k% % * *k % *k kx % %k * % %
* * %k *x * k% % * % * k * %k x * % *x k% % * * % %k x * %k * * %
1121. . 1131. 1141. .

--TCTTTCGC AGCTCGGCCG CTACTCCGCC
TTTCTTCTGC AGTTCGGCCG GTACTCCGCT
TTTGTTCTGC AGTTCGGCCG GTACTCCGCT

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

* k k ¥ k k % * ¥ * * ¥ % * * *x * * % * k * k ¥ * *¥ * * % * * * * * ¥ * * % %
* k kK k¥ k k % * k¥ % * * *x * * * * * % * k k k¥ *¥ * *¥ * * % * * % % x % % * * %
* * % %k x % *x * % x * * * % % % % %k % *x %k % * % % % * * * * *x %
* % k% * % * % % * * * * *¥ * * * *x * * % ¥ k% * * * * %k %
* % * * * * % % * * k* * *¥ * * * * % * * ¥ * * * *x *x %k %
* * * * * k¥ *¥ * *¥ * * % * ¥ ¥ ¥ * * * * % %
* * * * k¥ k¥ ¥ * *¥ * * % * * * * * *¥ * * % %
1161... .. . 1171...... 1181. 1191..
Gt gTGGCCTACGGAGCCACG CGCTACAGTG AGTgaccgecg
GCATGGCATACGGCGCCAAG CGCTACAGTG AGTTTGGGGA
GCATGGCATACGGCGCCAAG CGCTACAGTG AGTTTGGGGA
* k k k k¥ k k k k ¥ * * ¥ *¥ k¥ ¥ *x * * * * * * * *¥ * * * * * * % * k% * * * *x %k %
* k k k k¥ k k kK k ¥ * ¥ ¥ *¥ ¥ ¥ * * * * * k * k *¥ * * * *x % * * * % % %
* k k kK kK kK k kK k ¥ * k¥ ¥ *k ¥ ¥ * k¥ * * * * k¥ k¥ ¥ * *¥ * * % * * * % % %
* k k kK k k k k k k¥ *¥ %k *x k¥ *k x¥ * *k *x * * * k k *¥ * *¥ * * % * * * % % %
* k kK k¥ k kK kK k¥ ¥ ¥ * *k * *¥ * * *x *x *x * * k * k *¥ * *¥ * * % * * % % % %
* * k k k kx ¥ ¥ * * k¥ *¥ * * * *x *x * * x * * * * * * *x * * % %
* * kx k kx *x kx ¥ * * ¥ %k * * % *x *x * * * * *k *¥ * * * *x * * % %
* * * kx kx kx kx ¥ *¥ * ¥ %k * * *x *x *x * * * * k¥ *¥ * *¥ * * % * % %
* * kx kx kx *x kx ¥ * * ¥ *x *x * *x *x * * * * * k¥ ¥ * *¥ * * % * % %
1211..... . 1221. . ....1231. .. ... 1241..
gggcggggt - - - -- - - - - - - - oo oo oo ----CTGCTC
GGGATTCCGG Gt gaaag--- ---GCTGTGT GACACTGCTC
GGGATTCCGG Ggagagacac ct aGCTGTGT GACACTGCTC
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* k k& k k kK k k¥ k k Kk k k k *¥ k k k x x¥ * * * k% %k % * % * k % *k kx * %k * % %
* x * % % k% % * k k% %k x % %k * * %

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

alignment position 1251 . .. ... 1261..... . 12712...... 1281. .. ... 1291.. .. ..
P937000 937 GGct ttcctg tggagctcect gt -- - - -->- - - - - - - - - - - - - - - -
P937002 922 GAGCCTGCAG TTCCTTGGGA GGGagatgat gccaggccct AGAGGGGGGC
P937003 915 GGGCCAGCAC CTCCTCGGGA GGGaaataat tctaggcc-- AGAGGGGAGC

* % k¥ k¥ * k¥ k k¥ kx *k *k k k k ¥k k k *k * *x *x % * * ¥ * * * * * %k %
* % * k¥ * ¥k k¥ kx k *k k k k ¥ kx kx kx x * *x *x % * * * * * *¥ * * *x %
* k% k% k k k k k k k Kk k k k¥ k¥ k¥ k¥ k¥ ¥ *¥ *x * * * % % % * * * * *x %
alignment position 1301 . .. ... 1311..... . 13212......1331. .. ... 1341.. .. ..
P937000 959 - - - - - - - - - - -GCTATTTGGAGAactccag ctctggaagg gggcttggga

P937002 972 AGGT GGGAAC AGCTATCTGGAGATTTTGGA gt c-- ----- - -- ----- -~
P937003 963 AGGT GGGGAC AGCTATCCGGAGATTCTGGA gtcggecttt- ----------

* * k¥ k k k¥ k k¥ kk * k k Kk kkkk*k k¥ % *x k* k k*k %k k % %
* % k¥ k k k¥ k k¥ kk Kk k k Kk k Kk kk*x k¥ % %k ¥k *k *k %k *x % %

* k% k k k k k k¥ kk Kk ok kk k¥ kkkx k *k *x ¥k * %k %k kxk % %

alignment position 1351 . .. ... 1361..... . 13712......1381. .. ... 1391.. .. ..
c ®

P937000 998 cgcatgcgag gctgcaggaccgtgtcctcc accgagcgtg accccgat ag
P937002 1005 - - - - - ----- SO RO SO SCECE E SRS S SR R O G
P937003 1002 - - - - - - - - - - T T I T R R R

alignment position 1 401 . .. ...

P937000 1048t ggaatcagc
P937002 1005 - - - - - -- ---
P937003 1002 - - - - - -- - - -

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.

‘ ‘P937002 r937003

(1004 bp) (1001 bp)
P937000 0.151 0.168
(1057 bp) 25% 33%
P937002 1.000
(1004 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
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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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L ogout Personal M essages
Genomatix-L ogo L ogout Personal M essages GEMS-Logo

Genomatix_MainGEM SEIDoradoGene2Promoter BiblioSphere
Freqguently asked gquestionsY our ResultsY our SequencesY our ProtocolHelp

GEMS Launcher Task: DiAlign TF: Multiple alignment plus TF sites
working on C5-ATP5J (3 seq.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1 December 2004 Wed Jun 1 00:46:06 2005

Solution parameters:

Sequence file: C5-ATP5J (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: . . .
9 P # 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)

o ALL user_defined.lib (0.75/Optimized)

Selected groups « ALL vertebrates.lib (0.75/Optimized)

(core/matrix sim):

Aligned Sequences:

No. FRLETEE Sequence Description @
Name
P977923 sym=ATP5J|loc=L oc522|taxid=9606|spec=Homo
1 P977923 |sapiens|chr=21|ctg=NT_011512|str=(-)|start=12769355|end=12770355|len=1001|tss=501|comm=ATP 10C

synthase, H+ transporting, mitochondrial FO complex, subunit F6; (NM_001685/544/silver;)

P977924 sym=Atp5j|loc=Loc11957|taxid=10090|spec=Mus

2 |P977924 |musculus|chr=16|ctg=NT_039625|str=(-)|start=19651782|end=19652782|len=1001|tss=501|comm=ATP 10C
synthase, H+ transporting, mitochondrial FO complex, subunit F; (NM_016755/596/silver;)
P977926 sym=Atp5j|loc=Loc94271|taxid=10116|spec=Rattus

3|P977926 |norvegicus|chr=11|ctg=NW_047354|str=(-)|start=24323700|end=24324800|len=1101|tss=1001|comm=ATP |11C
synthase, H+ transporting, mitochondrial FO complex, subunit F6; (NM_053602/1194/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.
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alignment
position
P977923
P977924
P977926

alignment
position
P977923
P977924
P977926

alignment
position
P977923
P977924
P977926

alignment
position
P977923
P977924
P977926

alignment
position
P977923
P977924
P977926

alignment
position
P977923
P977924
P977926

alignment
position
P977923
P977924
P977926

alignment
position

51
51

101
101

151
150
55

200
199
103

250
226
130

300
226
130

1.

gcgtgtcttec
ccaaccccca

51. ..

tctccttggt
cagtaacttt

101. .

ctaccat at a
CATTAGAACG
CATTAGAATG

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

* * % * k¥ % * * % %

151. .

agcGGATTTG
At cggtactg
Act GGGTTTG

* * * % *x * % %

201. .

TGCATTTTGC
GGCATCTTCC
GGCATCTTTC

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

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

gcaggct gag

301. .

aggagggage

351. .

11.

tagtacacaa
aaaaaggtcg

61.

ttacttcctt
cactgacatc

111. ..

cgctgataaa
ATTGCACCGA

21. .

aaaaatttcec
gggggaggag

71. .

gcttaaaaac
ttcgggaaag

121.

tgattctggt
TGCGACTCTa

ATGGCACCGG TGCGACTCTt

* k * %k x * % * % %

* * ¥ % * ¥ * * % %

161. ..

A- AATGAGTG AATCGCTGAG
cCt AGTGCGGG GATGGCTGAC
G- AGTGCGGG GATGGTCGAG

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

211. ..

tcttaaaatc
CGAGAGACCC
AGAGAGACCC

* * ¥ % x k¥ % * % %

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

261. ..

actgctgagg

311. ..

ggcgacaggec

361. ..

* * % x * *k kx * %

* * % x % % * * %

171.

* * % k * % x * %k %

221.

tcgggggcgt
GGGAGCg - - -

GGGAGCt - - -
* * % % * %

* * % %k * %
27 1.

agtgcggacg

321.

gacccgtccg

371.

31.

aagtagacaa
tgggggaagt

81.

aaaaaaacaa
acgcagaaag

131. .

gtgtgttgtt
g- GACAGTTC
gaGACAGTTC

* *k * %k k % k% %

181. .

TCCCGCGATg
TCGGGTGAC-
TGCGGTGAT-

* k k *k * % % * %

231. .

caggaccaca

281 ..

ggcgaggagg

331..

gcacgggt CC
CccC

381. .

41. .

cccattgtta
t ggcaaggt a

91. .

acccagatgg
tcatcctatg

141.

ctat aaagag
CAGAAGGGCA
CAGAAAAGCE?A

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

191.

AGACAGGGT C
AGACAGGTCT
AGGCAagcCT

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

* %

241.

tcccagctga

291.

ggacgcggaa

341.

CGGCGGTGCC
CGGGGCTGTC
CGGGACTATC

* % % x % % *x % % %

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

391.
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P977923 350 CGGTCCCCCC GGGCTCCAGG CCQCt g = - = - mmm oo mmmm e e oo o
P977924 238 CGCTCGGCCA GCGCGCCGAG CCTGGACCGc gcccgt GCGA CGGGCGACTC
P977926 141 CGCACCGTCA GCGCGCAGAG CCTGGACCGt gcctg- GCGA CGGGCGACTC
* % % % *¥ % % % * % * % % % % * % * * % * % % % % % * % % * % * % * % % % % * % % * *
* % % % *¥ % % % *x % * % % * % *¥ * * * * * % % % % % * % * * % * % * % % % % * * % * *
* * * % * % % % % % % *x * *
dignment 401. ... ... 411 421 431.. ... 441. .. ...
pOSItIOﬂ
POT7923 377 « « = - = & = = st e oo ol Ll Ll
P977924 288 CGCCGCGTCC CGCAACGCGG CCCg GGCCAC GCCGCTC
P977926 190 CGCAGCGTCC CGCAGCGCGG CCCc GGCCAC GCCGCTT
* % % % *¥ % % % * % * % % * % * % *x * % * % * * % * % * * * % * % * % % % *x * * % % % % * % % * *x
* % % % *¥ % % % % % * % % * % *¥ % * * * * % * * % * % * * * % * % % % % % *x * * % % % % % % *x * *
* % % % *¥ % % % * % * % % * % *¥ % * * * * % * * % *¥ % * * * % *¥ % *¥ % % % *x % * % % % % % % *x * *
* * k* % * * *k % * * k% * *x *
* % % * * *k % * * * * *x *
* % * * % % * % * % *x * *x
alignment
bosition 451. . .. ... 461. .. 471 481. . ... 491. .. ...
P977923 391 TCC CCGCAC CC CTCCCCACCC GGCTCCCTC?#
P977924 338 TTC CCGCACA CC CTCCCCACCA GGCTCCCTC?#
P9O77926 240 TCC CCGCACA CC CTCCCCACCC GGCT [EIsEsge
* k *k k% * % k% *x % % * % % % * % * % * * * * % k% * *x k% * *x * * k k% % * % k% *x * * * * * % * * * * *x *
* *k % k% * % k% *x % * * % % % % % % *x * * * % % * % % * % * * * % * % * % % % * * * % % % % * % % * *x
* % % % *¥ % * % * % * % * % % % % % *x * * % % % % % * % * * * % * % * % % % *x % * % % % % * % % * *
* % % % * % * * * * % % % % * * *x * % * % % % % % *¥ % * * * % * % % % % % *x % * % % % % * % *x * *
* % % % *¥ % % * * * * % * % % * % * * % % % % % *¥ % * * * % *¥ % *¥ % % % *x % * % % % % * % % % *x
* % % % *¥ % % * * * % % * % *x * % * * % % % % % *¥ % * * * k% k% % * k% * *x * * * * *k % * * % * *x *
* * * *k k% * % k% * *x * * *k k% * * % k% *x * * * * * % * * * * *x *
* * % % % % % * % * * * % * % * % % % * * * % % % % * % % * *x
* * % % % % % *¥ % * % * % * % * % % % *x * * % % % % * % * *x *
* * % % % % % *¥ % * * * % * % % % % % *x % * % % % % * % *x * *
alignment
position 501. . ..... 511 521 531.. ... 541. .. ...
P977923 440 A e TCACAG CGCCGGGGA-
P977924 388 A cc TCGCAG CGCCGGGGAC
P977926 290 A cc TCACAG CGCCGGGGA-
* *k % k% * %k k% *x * % * % % % * % * % * * * % % * % % * % * * * % * % * % % % * * % % % % * % % * *x
* % % % *¥ % % % * % * % * % % % % % *x * * % % % % % * % * % * % * % * % * % * * % % % % *¥ * % * *
* % % % *¥ % % % * % * % % * % *¥ % * * * * % % % * % *¥ % * *x * % *¥ % *¥ % * % *x * % % % % % % * * *
* % % % *¥ % % % % % * % % * % *¥ % * % * * % % % % % *¥ % * * * % *¥ % *¥ % % % * * * *k % * * k% * *x *
* % % % *¥ % % % % % * % % * % *¥ % *x * % * * *k k% * % k% * *x * * k% % * * % * *x * * * *k % * * % * *x *
* k *k k% * % k% *x % % * % % % * % % % * * * * % k% * * % * *x * * * % * * % * *x * * * * ¥ * * % * *x *
* k % k% * % k% * % * * % % % * % % % * * * % % % % * * % * * * % * % * % % % * * % % % % * * % * *x
* % % % *¥ % % % * * * % * % % % % % *x * * % % % % % * % * * * % * % % % % % *x * % % % % * % % * *
* % % % *¥ % % % * % * % % % % *¥ % * * * * % % % % % *¥ % * * * % *¥ % % % % % *x * % % % % * % *x * *
* % % % *¥ % % % % * * *k % * * k% * *x *
alignment
bosition 551....... 561 571. ... 581.. ... 591. .. ...
P977923 489 G AG CGC GGGGGGGCcc ttgtggGGGA AAA
P977924 438 G AG oe EelcclcEEit e - - A
P977926 339 G AG CGC GGGGGGGCt g cggc- - GGGG GAA
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alignment

position
P977923 539
P977924 476
P977926 387
alignment
position
P977923 589
P977924 524
P977926 435
alignment
position

P977923 637
P977924 574
P977926 483

alignment
position
P977923 687
P977924 624
P977926 533

L I D T I I
L R T O G
* 0% F X X X X X X
* O0F X X X X X X X
L I R
*O0F X X X X X X X
L I R T
* 0% X X X X X X X
* O0F X X X X X X X
L I . S

601

651. .

CA-CTCACC
CAaCTCACC
CA-CTCACC

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

* * % %

* %

* % *
L I T
L

* % %k

*
*
*

L .
* X

701. .

AGCCGGCT
AGCCGGCT
AGCCGGCT

* * % * *¥ * % *

* * % * X %

E I R I .
L T
EEE T R I

I T I .

L T

E R T R I

L T

E I T I A
* %k Xk X Xk F
* % Xk X Xk F

751. .

GGTAAGACCT
GGCGAGCCGC
GGTAAGACGC

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

*
*
* * k %
*

* X X X
* X F X

* * %
* % x %
* *k %

* * * %

L I N
* 00X X X X X X X X
L I I .
E I R D T B B
* X X X X X X X X
L I R S
E I I S I R I
L I . T
E I R S B R N
*O0F X X X X X X X

611...

GGCC
G-CC
GG-

* k% *k *x %

E I

* X X X

* % F kX
L I I
* % F kX
* 0% X X X
* X X X X

L T
L T
L A
L T I N
* ok Xk kX
L

~
=
I

* %k Xk X X F  F
E O I N S R
* 0% X kX X F X
E I T I S T S B
O T N S
* % X ok kX F F

761. ..

L T

E O T S T S
L T T
E I T I S T N

L A

L T

* ok Xk kX

********OOO

L I R

GCAGCTCCCG
GCCGCTCCCG
GCCGGTCCCG

* k% %k *x % %

* * % % %

*

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

* * k% % %

*

*
*
*
*

*

* X F X
* X X X
* X X X

*

*
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* k k x *x * *k %
* * % x k% % kx *
* * % k * %k * *
* * % * * % %
* * % * * % %
* k k k %k k% %
* k *x * * % %
* * % kx k* % %
* *k % *x * % %
621

* X X X X
L A
* 0% X X X
* % X F X
* 0% X X X
b T A
L
* 0% X X X
* % X kX
* 0% X X X

(o]
~
=

******OOO

* ok Xk Sk *
L A A
L T
L
L T S
* ok Xk kX
* Xk X %
L T T
L A

721. ...

GGCGAGGGCT
GGCGCGGGCT
GGCGCGGGCT

* % % *¥ * *k *x *x * *

* % * %

L T
L T I
L
E I T
L I I
* % ok kX ok Ok
I I
L T 3
E O T I G

771, ...

CGACTAGaAG
CGAGTAGCAG
CGAGTAGCAG

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

* % *k kx * %

* X F

* % % %

* 0% X X X
L T I
L
* 0% X X X
* % X F X
* 0% X X X
* % X X X
L N
* % X X

LI

GCCcccaecece
GCCCTAGCCC
GCCCTCGCCC

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

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

L .
* X *

CCAcgtgCAG
CCAGGTACAG
CCAGGTACAG

* %k x *x *¥ * Kk *x *x %

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

E T I R
I I A
* % ok kX F 3k
L T
L T
L T

TGTGAGGTCC
GGT AAGGTCC
TGTGAGGCCC

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

* * % x % % *x * %

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

* * % % * *

CCGgcgGCCC
CCGCG- TCCC
CCGCA- GCCC

* % *x * % * k *x %

* *

* % * Xk
E o T T

*
* % *
*
*

EIE I
* % F 3k
* % X X

GCaC-TCCAC

GCGct TCCAC
GCGC-TCCAC
* k k% % * * % *x *
* * % % * * * % *
* * % % * % * * %
* % * * * x %
* % *x * %
741. .. ...

CGTCTCTCCC
CGCCTCTCCC
CGTCTCTCTC

* Kk % k¥ * *k *x *x * %

* % % x * k% *x % %k %
* * % k * *k *x k% %k %
* % % x % % *x % % %
* % % * % % *x % % *
791. .. ...

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

L. 801.. .. ... 811
position
P977923 737 CGGCGCTg
P977924 674 CGGCGCTA

P977926 583 CGGCGCTA

* k% % * ¥ % ¥ * % % * * % % % *¥ % % * % * *¥ % *¥ * ¥ ¥ * *x * * % ¥ * ¥ % * * * % * * % ¥ * ¥ % k% *x *
* % % *¥ ¥ % k¥ * % % * * % % % *¥ % % * % * *¥ % ¥ * ¥ ¥ * *x * * % % % % % % *x *x % * * * * * * * * * *
* % % k% * * * *x *x % * * * * * * * * * * * % % * * * * * *x * * % % % * % * *x *x % * * *k ¥ * * % * *x *
* *k % k% * % k% * % * * % % % % % % *x * * * * %k % * * k% * *x * * k % * * % * *x * * * * k% % * * % * *x *
* * % % * %k k% * % * * * % % * *x * * * % % * % * * k% % * * % * *x * * * * k% ¥ * * % * *x *
* k% % % * %k k% * % * * * * % * *x * * * % % * % * * k% ¥ * k¥ % * *x * * * * % ¥ * * % k% *x *
* % % * ¥ % % * % % * * ¥ % * *x * * * % ¥ * % * * % ¥ * ¥ % * * * % * * % ¥ * ¥ % k% *x *
* * * * % ¥ * % * * % % % % % % *x *x % * * * * * * * *x * *
* *
EIE AT 851....... 861.......871.......881..... .. 891. .. ...
position
P977923 787 CGGGt ccaggAC AAACG- ACCC
PO77924 724 CCGGGC CTGGAAC gcccgaAACC
P977926 633 Ct GGGC CTGGAAC ACACG- AACC
* % % * ¥ % ¥ * % % * * % % % *¥ % % * % * *¥ % ¥ * % ¥ * *x * * % ¥ * ¥ % * *x * % * * * % * * % k% *
* % % *¥ ¥ % k¥ * % % * * % % *¥ *¥ % % * % * *¥ % ¥ * ¥ ¥ * *x * * % ¥ * ¥ % k% * % % * * * % * * % % *
* * % % % * *x % % * * * * * * * * * * * k¥ % * * * * * *x * * % * % * % % *x *x %
* * % % % EE * % k% * % * * *k % * * k% * *x * * *k % % * % * *x * *
* * % * % * *x % * * % * * * * %k % * *x ¥ * *x * * k% % * * % * *x * *
* * % * % * * % * * * * k% *¥ * * ¥ * *x * * % % * * % * *x *
* % %
* % %
E e 901. . .. ... 911. .. .. .. 921. . .....931..... L9411, .. ...
position
P977923 836 CCCaagg CAA CGGAGGCTCA CGAGGTACAa ggaagcac AA CGCCC
P977924 774 CCCGCGACGA C- GGGGCT CA CGAGGCACA- - - - - - - - - AA CGCCCC
P977926 682 CCCGT GACAA CGGGGGCT CG CGAGGCACA- - - - - - - - - AA CGCCC
* k % % k¥ k¥ *¥ * k¥ ¥ % * *k *k *¥ *¥ *k ¥ * *¥ * k¥ * *x * * *x * * * * % % % *x % % * * *
* % * * * % *¥ * *x * * * *¥ % *¥ * * % * % * % * * % *¥ * % * * *
* * % % * % * *¥ % ¥ * * % * % * % * * % % * %
g 97 1. ... 991. .. ...
position

P977923 885
P977924 814
P977926 722

gttttggttt tggt TTTTAC GCGCTCCTTT

BRI TAC GCGCTCGTTT

ttttgtttt

* % % % * % * % * % % % * % * % % * % * % % * *x
* % % % * % * * * % % % * %
dignment 1001. .. ... 1011......1021... ... 1031......1041.. ...
position

P977923 909ttt CCCTGCA CCTTTATACA CTTCGATAAC CCTAACGAAC AGGACGCTGA
P977924 864 gt aCCCCCAC CCTACATCCA CCTCCCCAAC CCCAAGGATC GGGACGCTGA
P977926 746t a- - CCCCAC ATTACATCCA CCTCCCCAAC CCCAAGGATC AGGACGTTGA
* * % * * % * * % * % % * % % * % * * % *¥ * * % * *x * * k% k¥ * * % * *x * * * * k% ¥ * * % * *x *

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

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

*

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

* %k ok
* X F

* * %
* * %
* * %

* %k ok
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alignment
position
P977923 959
P977924 914
P977926 794

alignment
position
P9779231002
P977924 964
P977926 844

alignment
position
P9779231002
P9779241002
P977926 894

alignment
position
P9779231002
P9779241002
P977926 944

alignment
position
P9779231002
P9779241002
P977926 994

alignment
position
P9779231002
P9779241002
P9779261044

alignment
position
P9779231002
P9779241002
P9779261094

CTCGGAGGGG AGCTTGAACT
CTCCGAAGGG AGCTTGAACT
CTCCGTAGGG AGCTTGAATT

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

* %

* X X X

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

* % X X
* X X X
* X X Xk

GT GCAGT GTc
GT GCAGTGTt

* * % k k % *x *x %

* * % k k % *x *x %

agtagaac

* % % * ¥ * * % * %

* * % * *¥ % % * %

* k % %k k*¥ k% %k *x %

* X X X
* % kX%
* % X X
* X X X
EE
* % X X
* %k %
E o T B
* % X X

[EEY

111..

TCCAAGAGGG
TCCAAGAGGG

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

* k * %k k * % * * %

1161. .

cgatggcggg
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10

71. ..

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

AAAAGGGGGT
AAAAGAGGGT

* * % x * % x * %k %

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

1171. ..

taggcgtgtg

1081. ...

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

* * %

* k %

* * %

* * %

1131. ...
GAAGTTAA- -

GAAGTTAAQt

* k % *k * % %k %

* k % *k * % % %

1181. ...

taggcggagc

* % % % * % %

CATGCGTACPE
CATGCGTAC?#

* % % * % % *x % % *

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

cagggccgga
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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.

‘ ‘P977924 ‘P977926

(1001 bp) (1101 bp)
P977923 0.487 0.577
(1001 bp) 52 % 55 %
P977924 1.000
(1001 bp) 76 %

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

© Genpmanx Software GmbH 1998-2005 License Agreement GEMS Launcher 4.1.1
- All rights reserved.
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L ogout Personal Messages
Genomatix-L ogo L ogout Personal M essages GEMS-Logo

Genomatix MainGEMSEIDoradoGene2Promoter BiblioSphere
Freqguently asked gquestionsY our ResultsY our SequencesY 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 Wed Jun 1 22:45:23 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: . . .
9 P # 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)

o ALL user_defined.lib (0.75/Optimized)

Selected groups « ALL vertebrates.lib (0.75/Optimized)

(core/matrix sim):

Aligned Sequences:

Sequence

No.
° Name

Sequence Description

sym=ATP5L [loc=L 0c10632|taxid=9606|spec=Homo sapiens|chr=11|
1P848677 |ctg=NT_033899|str=(+)|start=21834233|end=21835233|len=1001| tss=501] comm=ATP synthase,
H+ transporting, mitochondrial FO complex, subunit g; (NM_006476/501/bronze;)

sym=Atp5I|loc=L oc27425|taxid=10090|spec=Mus muscul us|chr=9|
ctg=NT_039473|str=(-)|start=4369214|end=4370255|len=1042|
tss=501,502,507,510,511,513,516,517,520,527,532,535,542| comm=ATP synthase, H+
transporting, mitochondrial FO complex, subunit g;
(AK008321/510/gold; AK008251/516/gol d; AK019320/514/gold;
AK011046/538/gold; AK011038/538/gold; AK 008183/516/gold;
AK008087/530/gold; AK008169/505/gold; AK009612/523/gol d;
AK019252/516/gold; AK019350/516/gold; AK 019343/545/gold;
AK009471/516/gold; AK019192/516/gold; AK 008002/545/gold;
AK019274/516/gold; AK005321/505/gold; AK 019355/516/gol d;
AK009465/516/gold; AK009806/516/gold; AK008012/519/gold;
AK009468/516/gold; AK011099/513/gold; AK 008030/519/gold;
AK005175/535/gold; AK011842/545/gold; AK 008036/505/gol d;
AK005380/504/gold;NM _013795/520/bronze;)

2 P848678

Length

1001 bp

1042 bp
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3 |P848679

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

sym=MGC72942|loc=Loc300677|taxid=10116| spec=Rattus

norvegicus|chr=8|ctg=NW_047799|str=(-)| start=17495578|end=17496578|len=1001|tss=501|

comm=similar to CG6105-PA; (XM_217128/517/bronze;)

Alignment (DiAlign format):

1001 bp

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
P848677
P848678
P848679

alignment
position
P848677
P848678
P848679

alignment
position
P848677
P848678
P848679

alignment
position
P848677
P848678
P848679

alignment
position
P848677
P848678

1
1

48
49

52
72
74

102
110
112

152
160

-- - GAAAACG
gagGAAAACG

* * % k * % %

51. ..

TCTCAAATAA
AGTCACATAA
ACTCACATAA

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

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

101. .

gt gattgctc

151. .

CTCTGTACAA
GCCTTTAAAG
GCCTTTAAGA

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

* * % % * % % %

201. .

cagtact gac
CCTCGTTTTC

GAATTATaaa
GAATTATQg- -

* k k k *k k %

61...

A---AAGGGC
- TGTAACGCC
ATGTAAGGCC

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

* * k ¥ * * * % %

111. .

GGCCCCTAAC
GGCCCCTTAA
GGCCCCTTAA

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

* k% x * %k *x % %

161. .

CGATCGTGTT
CGAACGTATA
CGAACATATC

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

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

211. .

ttcaaAGGTT
C----ATGTT

AAGTCAATTA
AAGTCAATTA

* k * % k * %k * % %

* * % % * % %

*
* * * % % * % %
*

E I .
* % *

* * % %k * % %

* *k * * %
* * * % %

* %k * % %

121. ..

TTTATATGTT
AGCTCCTATT
AGTTCTTATT

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

* * % * ¥ % *x *x %

171. ..

GGACTAGAAG
GGCCCACAAG
GACCCACAAG

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

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

221. ..

CTCAGAATCG
TTCTGAAAAG

AAGAAGT CGG
AAGAAGT CGT

* *k % x * * k % % %

* x * k¥ * k¥ k *x *x %
* * * k¥ * k¥ k *x *x %
* k * k¥ * k¥ k *x *x %
81
gcct ggt gac
131.

TGGCCTT GGA
TGACCTCAGA
TGGTCTT GGC

* k¥ % x % * * % % %
* %
* %
*

*

181.

AATCTCAgcCg
CATCTTATGA
CATCTTGTGA

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

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

231.

CGGCGAAAGC
CTATAAAACT

TGAATGGGTG
TGATTGGGTG

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

* * % x k% * *x %

* %
* * ¥ % * ¥ % * % %
* %

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

141. ..

CCctect
CCTG- -
CCTG- -

* % * %

CTAC
CTAT
CTAT

* * % %

* % k% % * * % %

191. ..

aatccttctec
AGCCCTCCAG
AGCATTCCAG

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

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

241 . ..

ACCCTACGCA
GCCGCAAGCT
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P848679 162 CCTCGATTTC C---- At aTT TTCTGAAAAG CTACGAAACT GCCGCAAGCT
* k¥ * k¥ ¥ * * * *x *x % * * * % % * k*k k¥ *¥ *¥ ¥ k% *¥ * * * k * k* * k¥ k *x % % * % % % * * % % % %
* k x k k *k k¥ *x *x *x % * * % * % ¥ % x ¥ % * * % * * % x k% *k k¥ % % % * * ¥ % x ¥ %k * * %
* * % x ¥ % x * %k * % * * * * * * % x * %k * * % * * k% * * * k¥ *x *x % * % % * % * % % % %
* k¥ * * *¥ * * *x *x *x % * * % * % % * % * % % *x % * x * k * * k¥ *x *x % * % % * % *x % % *x %
alignment
position 251 261. ... ... 271. .. 281. ... ... 291. ..
P848677 202 AAatagcgga ggtcggc GCC AAGAAAAGCA CTGc aggtt
P848678 206 AATGT GGc GA TCAA- - - GCC AAGAAAACC
P848679 208 AATGT GGaGA TGAA- - - GCA AAGAAAATC
* k k k k K% % * *k x K* Kk % * Kk % * *x x %k kK k *x %k % % * * * % * k * *x k* %
* * % *x * % % * * * * % % * * % * * * % x % %k * * % * * * % * * % % % %
* * * * * % % * % * kx % % * * % * % % * % *x % % *x % * *x *x % * * *x * *x %
* x * * * %k % * x *x * % %
alignment
position 301 311. . .. ... 321 331 341. ..
P848677 252 T-CCgctcctt CTACGA GTGGCT GCCC
P848678 243 TcCC CCACTTC ACATGA ATAGCTGTCC
P848679 245 T- CC CCACTTC CCATGA ATAGCTGTCC
* * % *x * % % * * * * k% k k *k * % % % * * ¥ % x % %k * * % * * % x * *k k % % % * % % % % *x % %k *x %
* * * * * % % * % * * * k¥ ¥ * * * *x % * % % * % * % % *x % * * * * * * k¥ *x *x % * % % * % *x % % *x %
* x * * * %k % * % * * * k¥ k¥ * k¥ *x *x % * * *k * *¥ *¥ * * * * * k * k¥ * k¥ k *x *x % * * *k * * *¥ * * * *
* * * * * % % * % * * ¥ k k¥ * k¥ *x *x % * * *k k% *¥ *¥ * *¥ * * * k * k¥ * k¥ k *x * % * * * * *¥ *¥ * * * *
* % * * * * % % * k * k * k¥ k *x *x % * % % *x * * % % % %
* * % % *x % * * % x * *k x % % % * * ¥ % *x % % %
alignment
position 351. . 361. ... ... 371. .. 381. ... ... 391...
P848677 301 CACAAAATGC CTGCt TCTCT GCGGAATCCT ACTGTTCTTC ACATGCTCTC
P848678 293 CAAGTAATGC CTGC- TCCCT GAGGAATCTC AGGATTCTTC ACGTGTTATC
P848679 294 CAAGTTATGC CTGG- TTCCT GAGGAATCTC GTTATTCTCC ACGTGTTATC
* k¥ * k¥ ¥ * * % %k % * kx *x % * * * % % * * * * *¥ *¥ * *¥ * * * x * k¥ * k¥ k *x *x % * * *¥ * *¥ *¥ * * * *
* x * x * * * * %k % * kx *x % * * * % % * % % *x % * % % % % * k * k * k¥ k *x *x % * * k¥ k% *¥ *¥ * *¥ * *
* ¥ % x ¥ %k x *¥ * * * % %x % * * % % % * % ¥ % x ¥ % * * % * * %k k % % % * % ¥ % * ¥ % * * %
* * % % * % kx * % % * k % % * % * % % % % * % % % %
* k % x *¥ * * *x %k % * *x %
alignment
position 401. . 411. . .. ... 421. .. 431. ... ... 441. ..
P848677 351 Taataccatc - TT-TTCATA TCCACTTTCT CTTCCATGTT GAAAAATTAA
P848678 342 GCGCCTCATT TTtt TTTATA TCTAGGTTTT TACTTGgagT GAACAAAGTA
P848679 343 TTGCCTCATT TTA-TTTATA TCTACGTTTT TACTTGT GCT GAACAAAGTA
* * * k¥ * * * % %k % * k% * % % % % % * % % % % % % % % % * k * k¥ * k¥ k *x % % * % ¥ % x ¥ % * * %
* * % x k¥ %k x * % % L * % * % % % * * ¥ % x %k % * % % * * % % % % * % *x *k % * * % * * %
* * % % *k %k % %k *x %k *x *
* % % %k % * %k *x % *x *
* * * * * * *¥ * * * *
alignment
position 451. . 461. . .. ... 471. .. 481. ... ... 491. ..
P848677 399 ATt gacaggc t ggattctgc aaagatcttt ggacatttaa gtatcttcag-
P848678 392 AACTGACTAA TGAGATGCCA CAAACAQgGGA ATCAATACCT ATATGTTTTG
P848679 392 ATCTGACTAA TGAGATGCCA CAAACACGGA AGCAATGCCT ATATATTTTG

* * % k * % kx * % %

* k % k * % kx * % %

* * % * ¥ % *x * % %

* k k k k k k % %k %

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

* %k k ¥ *x * % % %

* k * % %k % * k%

* *k * % % % * * %

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

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

* * % k * * k % % %

* ¥ % x % * * % % %

* k * % k % %k * * %

* * ¥ %k k * %k * % %

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

* %
S EJMIET 501.......511.. .. ... 521.......531....... 541...
position
P848677 448 - ACCGGC GCG AAAAGAGG TGACCTT GGAAGTGGGa ¢ - GGGGTCCT
P848678 442 AACAGGCACA GAGAGGGG TGACCTT GGAAATGGEE BACGECTCCT
P848679 442 AACAGGCATA GAG- GGGG TGACCTT AGAAGTGGEE AAGGEETCCT
* % % % *¥ % % % % % * % % % ¥ * * % *x % * % % % % % * % *x % * % % % % % *¥ % *x % * % % % % % * % *x *
* % % % *¥ % k% % % % * % % % *¥ * * * % * * % % % % % * * *x % * k% k% % % % * *x * % * % % % % % * % *x *
* % % % * % * % * % * % % * % * % * % * % * % * % % * * * * % % * % % * % * * * % * % * % * * *x *
* % % * * % * * % * % * * % * % * % * % * % % % % % *x * * % % * % % % % * % * % * % % % * % *x *
* % * % * % * % % % % % % % *x * * % % % * % *¥ % % * % % * * % * %
* * * % * % % * % * * *x * % * % % % % % *¥ % % * % % % * % * %
* * * % * % % % % % * % *x % * % % % % % *¥ % % * % % % % *x * %
dignment 551.. .. ... 561.......571.......581.......591...
pOSIthn
P848677 496 G GTGACATTCA GCCGGCGGTT CGGGGCGACG
P848678 492 GTGACATTCA GCCGGCGGTT CGGGGAGACG
P848679 491 GTGACATTCA GCCGCTGGTT CGGGGAGACG
* % % % * % * * * * % % % * * % * % * % % % % % % % *x * * % % % % % *¥ % *x * * % % % % % % % *x *
* % % % * % % * * * % % % * * % * % * % % % % % % % *x * * % % % % % *¥ % % * * % % % % % % % *x *
* % % % *¥ % % * * * % % % * * % * % * % % % % % * % *x * * % % % % % *¥ % *x % * % % % % % *x % *x *
* % % % * % * * * * % % % * * % * % * % % % % % * % * % * k% % % % % % % * % * % % * * % * % * *
* % % * * % * * * % % % * * * * % * % * % * % * % *x * * % % * % % % % * % * % * % * % * % *x *
* % % * * % * * * % % % * * % * % * % * % % % % % *x * * % % * % % * % * * * % * % % % % % *x *
* % % * * % * * * % % % * * % * % * % % % % * * *x * % * % * % * * * % * % % % % % % % *x *
* % * % % % % % % % *x * * % * % * * * % * % % % % % % % *x *
* % * % % % % % * % *x * * % * % * * * % * % % % % % * % *x *
* * * % * % % % * % % % * *
< e 601....... 611.. .. ... 621.......631.......641...
position
P848677 546 GACTCTCCat t ccagaACCA TGGCCCAATT TGTCCGT AAC CTT GTGGAGA
P848678 541 TACCT TCCAC CTTAG- ACCA TGGCCAAGTT CATCCGT AAC TTCGCGGA GA
P848679 540 AACCT TCCAC CTTAG- ACCA TGGCCAAGTT CATCCGTAAC CTCGCGGACA
* % % % *¥ % % *x % % * % % % % * * * % * % % * % * * *x * % * % % % % % % % * % * % % % % % % % *x *
* k% % % *¥ % * % % % * * k% k% % * % % % * % % % % % % % *x * * % % % % % *¥ % *x % * % % % % % * % *x *
* % % % * % * % * % * * k% % % * * % % * % % % % % * % *x * * k% % % % % % *x *x % * % % % * % % % * *
* % % % *¥ % k% % * % * % % % % * * * % * % * % * % * % *x * * % % * % % % % * % * % * % * % * % *x *
* % % % *¥ % % % * % * % % % % * * % % * % * % % % % % *x * * % % * % % *¥ % * % * % * % % % % % *x *
* % % % * % % * * * * % * % % % % % % % *x * * % % % % % *¥ % % * * % % % % % % % *x *
* % % % *¥ % % * * * * % * % % * % * * *x * % * % % % % % % % % % * % % % % % * % *x *
* % * * % % % * % * % * % *x
* % *
* % *
dignment 651....... 661. ... ... 671.......681.......691...
position

P848677 596 AGacc CCGGC GCTGGTGAAC GGT GAGCGCg at gt gagacc gccgaggcagg
P848678 590 AGGCACCGTC GATGGTAGCC GGT GAGCGCA GCCCGGGAGA GgcT-- - - - -
P848679 589 AGGCACCGTC GATGGTGGCG GGT GAGCGCA GCGCGGGAGA GaaT-- - - - -

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

* %
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alignment
position
P848677
P848678
P848679

alignment
position
P848677
P848678
P848679

alignment
position
P848677
P848678
P848679

alignment
position
P848677
P848678
P848679

alignment
position
P848677
P848678
P848679

alignment
position
P848677
P848678
P848679

646
634
633

696
654
653

746
701
701

796
722
722

846
768
768

894
817
816

701. . .. ...

gcacacgggc

751. ... ...

TGCGaagacC

TGCGGCA--C
TGCGGCA--C
* * % % * % % *
* * * * kx % % *
* * % % * * % *
* * % *x k * % *

801.. .. ...

ggagggagca
CTGTAAGGCC
CTGCAAAGCC

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

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

851. . .. ...

TGACCTGCag
TGGCCTGCcc
TGGCCTGt cc

* * % % *¥ % % *
* * % *x * % %

* * % *x * * %

901. . .. ...

CCACGACTGG
CTCGGCCGGG
CCGGGCCTGT

* * % *x *¥ % * k¥ % %

* * % % * *

951. . .. ...

CAGCT GCAAC
CCGCGAACGC
CCGCGAACGC

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

* k % k * % k * % %

711. . .. ...

ggcagggagg

761.. .. ...

CGAGGGGCCT
CAAGGGGCCyg
CAAGGGGCCC

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

* * k k k *x * % %
*

* k% k k* *x *x %
811. . .. ...

ggaagcaggt

861. ... ...

attgggttct
gcGGCTGCTT
ctGGCTGCCT

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

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

911. . .. ...

GAAGAGA- -G
GAgcgagtgG
TAAGT GT- - G

* * k x *k % % *

961. . .. ...

CATTACGCCC
CGTGATGCCC
CATGACGCCC

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

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

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

721. .. .. ..

cctgcgatgg

A O

GCGGGT GCCG
t - GGGCGTCG
GCGGGCGTCG

* % ¥ % * ¥ % * % %

* % ¥ % % * % %

821. .. .. ..

t ggcgactct

g§71. .. .. ..

ctacACAACC
- ---AGAGCT
----AGGGCG

* * % % % %

* * % % *x %

921. .. .. ..

GTAGTGTGaa
GTCGTGTaac
GTCGTGTGgt

* % * % % * % %

971. .. .. ..

CCTGagatcg
CCTTACCGTG
CCTTACCGTG

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

* * * % x * % * % %

731. ... ...

CCTGAGAGGA
CGCGAGGGGA
CGTGAGGGGA

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

* * % x * *k k % % %

781. ... ...

GGGCGGg at g
GGAGGGCtt C
GGAGGGCcaC

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

*
831. ... ...

tttctagcct

881. ... ...

TAGAAGTTCC
CACAAGCTGC
CACAAGCTGT

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

* * % x * *k x % % %

931. ... ...

ggaaGCCCGG
tc-TGCCCGG
ttt TGCCCGG

* * %k x * % *

* % % % % % %
* * * ¥ * % *
* * * ¥ *x % *
981. ... ...
ctaagagcag
CCG- - -----
CCE= = cc - -
* % %
* *x %
* % %

741. .. .. ..

AGAAGCGGGC
GGGATTGT GC
AGGAGTGT GC

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

* % ¥ % x % % * * %
791. .. .. ..

gcctgcagagt
CAGGAGGCCA
CAGGAGGCAA

* % % % * ¥ % * % %
* % ¥ % * *¥ % * % %

* * ¥ % x %k % * % %

841. .. .. ..

tccaCTCGTC
----CTCGCC
----CTCGCC

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

* * % *x *x %

891. .. .. ..

TGAATTCTAA
AGGGTCCTAG
TGGGCCCTAA

* % ¥ % * % % * % %

* * ¥ % x % % * % %

941. .. .. ..

CGTTGCCCGG
CCTCACTCCG
CCTCACTCCG

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

* k % * k¥ % *x *x %
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alignment
position
P848677
P848678
P848679

944
850
849

alignment
position
P848677
P848678
P848679

981
881
884

alignment
position
P848677
P848678
P848679

981
931
930

alignment
position
P848677
P848678
P848679

998
980
963

alignment
position
P8486771002
P8486781030
P8486791002

* * % * *¥ % *x k* % %
1001.

gggatggttc

GAGAGagagG
GAGAG- - - -G

* * % % % *

* * % % %

* * *

gt a- TTT GAA
gt t gTTAGAA

* % k* k% % %

* % * % % %

AGTTATGTTT
AGTTATGTTT

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

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

1201.

at gaagggaa

Pairwise similarities:

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

1011.

t gtt a GGAGA
GGAGA

TCACACATCA
T CACACATCA

* % k k ¥ *x * % % %

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

1111.

- -----CAGA
AGCCATCAGA
AGTCACCAGA

* % k k k¥ %k * % % %

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

GCTTACCATC
GCTTACCATC

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

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

1211

ttt

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

* % k* %

1021. .

GCTAAGAAAA
GTTGGGAAGG
TCTAGGAAGG

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

* % ¥ % * % %k * % %

1071.

GACCTCATAG
GACCTTATAG

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

1121..

AACGTGAAA-
AATTTTAAAgQ
AATTTTAAA-

* % ¥ % * ¥ % % *%

* % *¥ % *x *¥ % % *

CTGGTTAGAG
CTGGTCAGAT

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

* * % * k¥ % *x *x %

1031. ..

GGAAGgg- - -
Gaggt----C
GGAGGacgacC

* * * % * *
* *
*

1081

CTGGTCT GCG
CTGATCT GGG

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

* * % k *k %k * %

CCTAGAgaat
GCTAGAgaa-

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

* * % % * %

GGT AACAGGG
GGT AACAGGG

* * ¥ % * ¥ % * % %

* % ¥ % * % % * % %

TCTCAGCGAa
TCTCAGTGAa

* * ¥ % * ¥ % % *%
* % ¥ % * % % % *%
* % % % * * % % %
* %

* *x ¥ %k *x k% %

GT AA
gatctt TGAA
TGAA

* * % %

* %

* %

* *

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.

(1042 bp) (1001 bp)

‘ 'P848678 |P848679
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P848677 0.175 0.166
(1001 bp) 42 % 42 %
P848678 1.000
(1042 bp) 84 %

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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Genomatix-L ogo L ogout Personal M essages

Genomatix MainGEMSEIDoradoGene2Promoter BiblioSphere
Freqguently asked gquestionsY our ResultsY our SequencesY our ProtocolHelp

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

[Alignment] [Pairwise similarities]

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

GEMS-Logo

DiAlign professional TF Release 3.1 December 2004 Wed Jun 1 23:14:51 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: . . .
9 P # 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)

o ALL user_defined.lib (0.75/Optimized)

Selected groups « ALL vertebrates.lib (0.75/Optimized)

(core/matrix sim):

Aligned Sequences:

Sequence

No.
° Name

Sequence Description

sym=ATP50]|loc=L oc539|taxid=9606|spec=Homo sapiens|chr=21|
ctg=NT_011512|str=(-)|start=20948942|end=20950528|len=1587| tss=501,587] comm=ATP
synthase, H+ transporting, mitochondrial F1 complex, O subunit (oligomycin sensitivity
conferring protein); (AK124187/587/gold;NM_001697/501/silver;)

sym=Atp50|loc=L 0c28080|taxid=10090|spec=Mus musculus|chr=16|
ctg=NT_039625|str=(-)|start=26829146|end=26830647|len=1502| tss=501,502] comm=ATP
synthase, H+ transporting, mitochondrial F1 complex, O subunit;
(AK005309/520/gold;NM_138597/519/bronze;)

sym=Atp50]|loc=L 0c192241|taxid=10116|spec=Rattus norvegicus|

1 P978665

2 |P978667

S o) synthase, H+ transporting, mitochondrial F1 complex, O subunit (oligomycin sensitivity

conferring protein); (NM_138883/585/bronze;)

Alignment (DiAlign format):

chr=11|ctg=NW_047354|str=(-)|start=31958531|end=31960031| len=1501|tss=501| comm=ATP

Length

1587 bp

1502 bp

1501 bp

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

guide.

4/12/07 3:52 PM



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

VSSTAE v BSIRE] vSRORA VSYY1F VSNEUR VNERE o WSTERE v+ VSEKED veEro

V$COUP

g 1. ... N R 1 D .31 ... ... 41,

position

P978665 lcctatac--- - ------- CC ATCGCTATGG TCCTGAATAA AGTCTTCCTT

P978667 1 at aat at aat aat aa- ---- - - - - - - - - - - - - - - - - ATCTTTGGGCT

P978669 lacatcatctt tgattaaaCC CTGATTCTAGTTCTGGATTA ACTCTGTCCT
* % * * k% % * * ¥ * *x * * k% ¥ * * % * *x * * * * k¥ ¥ * * % * *x *

alignment

position 51. .. .. ... 61. ... .. .. 71.. ... ... 81, .. ..... 91..

P978665 40 ATCATGCttt aat aagcatc actgaataat tctttattta acaatgggt A
P978667 27 GGAGCGAGCA GAGATCCAAA AACAAAAAtt aaatccccaa caaccacatg

P978669 51 GAAATGCACA CAGAGTCAAA ATCTAACA- - - - - - - - - - - - - - - - - - A
* * % *x * % *x *x k% % * * ¥ % x k¥ % * % % * * % x * % *x * *

alignment

position 101.. .. ... i111.......1221. ... ... 131.. ... .. 141.

P978665 90 GT CATGGCCC AGGTAAGAGA GAcgtggtgt ccgctcctgg agctgcaagg
P978667 77 aaggctcaca accatctgta cagctacagt atactcat at acat gaagt a
P978669 80 GT CAGGGCTA TGATAAGACT GAgaaggaaa gggaaaactatca-------

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

alignment
position
P978665 140 ct cct ggggg ctttttgttt tg-------- --- - - --- - - - - - - - - - -- -
P978667 127 aat aaagaaatct aaaaaaa gaaaaaaaga aaaagcacaa acacacctgt
PO78669 123 - - - - - - - - - - - - - - - - oo oo oo oo oo oo - oo - - - - - oo -

151. ... ... i162... .. .. 171. ... ... 181....... 191.

alignment
position
PO978665 162 - - - - - = = = - - - - - - - - - - .- oo oo oo - - - s oo oo - - - - - oo -
P978667 177 caact gt cct atgtaatcaa aatat GGCCA GAAGAGCCAA Gaagtgcg- -
POY7EEEY ilZ8 = =222 =222 s cecoccccecoe oo oo o GGCCA GAAGAGCCAA Gcaagacgtt

* * % % * * * % % ¥ % *x * % *x %

alignment
position 251. . .. ... 261....... 271. ... ... 281.. ... A I
P978665 162 - - - - - - - - - - - - - - - - - - TT TTGGTTTTG- -TCTTTGTAT GCAACGTGAC
P978667 225 - - - CCCGGGT AGGTTCACTT TTGGTTTTT- -GTTTTAAGT AAAGCCTGAZ
P978669 148 at cCCCT GGG AGATTCGCTT GTGGTTTTTt tGTTTTAAGT AAAGCCTGAZA
* * % * * % % * * ¥ % * ¥ % * % % * ¥ % * % % * % % * ¥ % * % % * % % * % % * % %k * % % %
* * % * * %k *x * % * * k¥ k¥ *¥ *¥ * * * *
* * % x * % *x * % * % % x % k% *x % %k %
* * % x * %k kx * % * % % kx * k *x % k %
alignment
position 301. ... ... 311.......321.......331....... 341.
P978665 192 AAAAAGCCAt tgatgcaggc tttagcatgc tgggaaggaa gTGTAAAGAZA
P978667 270 GCATTGCCAC AGAAGCACAC T- TGGCAGGT -------- - - - TCAAGACG?#
P978669 198 GCATTGT CAC AGAACCACAC Tt TGACAGGT -------- - - - TCTAGACAT
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* k¥ * k¥ * * * * %k % * % % % % ¥ % * % % * * *x * * * % % % * * ¥ * * % * % %
* * % *x * % *x *x % % * * ¥ % x ¥ % x * % % * * % x * % *x % * % % % * % % *x %
* k¥ k% * *¥ * * * *x % * % % * % * % *x *x % %
* k¥ * k¥ * * * *x *x % * % % * % * * * % *x *
alignment
" 3512.......362.......371.......381....... 391.
position

P978665 242 GCCAGTGACG CTGGTAATAA CTGTGAAATG gaacaaat gc caccat attt
P978667 308 GT CAACGATG TTGACGATGC ATgTGCAAAG A- - - - - - - - - - - - - - - - -
P978669 237 GGCAGAGATG TTGACGATGC ATATGCAAAG A- - - - - - - - - - - - - - - - -

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

* % % x * * *x %

alignment
position
P978665 292 ATCTAAATGT AAAttttaaa actggggaca gcaaatccat tctacagtga
P978667 339 GTTTAAATCT AAACCTAATT TCA- - - - - - - - - - - - - - oo - oo o oo - - -
P978669 268 ATCTAAATGT AAACCTAGTT TCA- - - - - - - - - - - - - - oo - - oo - o oo

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

401. ... ... 422....... 422. ... ... 432....... 441.

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

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

alignment
position 451....... 462... .. .. 4721. ... ... 481....... 491.
P978665 342 gcgccgcttg gccagt aaca at GACTTCAT TT- -- - - TCa gatgcagtcg
P978667 362 - - - - - - - - - - - - - - - - - - - - -- GACTTAAT TT- - - - - TC- - - - - -« --- -
P978669 291 - - - - - - - - - - - - - - - - - - - -- GATTTAAT TttccgaTC- - -------- -
* % * k% * % *x % * % * %
* % % % * % % * % * %
* % % * * % % * %
alignment
position 5012.......511.......521.......531.......541.
PO78665 387 aagccct gTG GCTCCACCCC GAGGGTCCAG CCcttaccac tg--CTAAG#A
P978667 374 - - - - - - - - TG GTTCCGGTTC ACGAGTCCAG CCGGACCGCG GCAggt acGC
P978669 308 - - - - - - - - TT GTTCGGGTTC AAGAGTCTAG CGGGACCACG GCACCTATGC
* * * % % % % % % % * * * k¥ % * * * * * *x * * % % % * * * *x * % * * % * % % % % %
* * * % % % * % * % * * * * %k % * * k% * *x * * * % % * % k% * *x * * * % * %
* %
* %
* %
* %
I 561.......561.......571. ... ...581.......591.
position
P978665 435 ACTACAACTC CCAGCCCGAG GGAGGTctct gcgcctgecgg cctgacgccc
P978667 416 ACTACAACTC CCAGCATGCA AGAGGTTCTT ACCCACACtc ccgGGCTCCT
P978669 350 ACTACAACTC CCAGCGTGCA AGAGGTTCTT ACCCACACgc cccGGCTCCT
* % % * ¥ % % * % % * % % % % ¥ * *x *x * * *¥ % ¥ * % ¥ * *x * * % % * *¥ % % % * % % * % % *
* % % *¥ ¥ % k¥ * % % * % % % % ¥ * *¥ *x % * *¥ % ¥ * % ¥ * *x * * % % * *¥ % % % * % % * * % *
* % % *¥ ¥ % *¥ * % % * % ¥ * ¥ ¥ % * % % * *¥ % ¥ * ¥ ¥ * % * * % % % * *x % % * % % * % % *
* *k % k% * % k% * *x * * % % % * % * *x * * * * *k % * % k% * *x * * % % % * % % % * % % * % % *
* k % k% * % * * % * * % % % * % * *x % * * * %k % * * % * *x * * k% % * * % % %
* k% % % * %k k% * % * * % % * * % * *x *x * * * % * * %
alignment
position 601....... 62121.......621.......631....... 641.
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P978665 485t ACGCCTAC
P978667 466 GACGCGT AC

CGC
CGC

P978669 400 GGTGCGTTC CGC
* k¥ * * ¥ * k¥ *x *x % * * *k * * * * * * % * k * k¥ * * * * * * * % * * * * * % * * * * * ¥ * * % *
* k¥ * k¥ ¥ * *¥ *x % % * * * % * *¥ * * * % * k * k * * *¥ * * * * * ¥ * * * * % * * * ¥ * * * * % %
* k¥ * k¥ ¥ * * * % % * * k¥ k% * *¥ * ¥ * % * k * k *¥ *¥ * * * * * * * * * * *x % % * * ¥ * * * * % %
* * % * ¥ % *x * k% % * % k% *x %k *k * % *x % * * % x * % x * %k % * * % % * * * * k¥ % * % % * %
* % % x % *k *x k% % * * ¥ % x % %k * * % * * % x * % x * %k % * kx % * k* % *x * % % * %
* k¥ * * *¥ * * *x % * k * k¥ * * * * * * * *k % * % ¥ % * % % % %
* x * x * % * % % * k * k * * * * * * * *k %
alignment
position 651.. .. ... 661. .. 671. ... 681.. ... 691. .. ...
P978665 533 TGC GCgtttc-TC TCTTCCCAC GC
P978667 516 GGC GCCAGTAGTC TCTTTTCAT G C
P978669 448 GGC ATCACTAGTC TCTT- - - AC GC
* * % *x * % *x * k% % * * ¥ % x k¥ %k * % % * % % x * % x * %k % * x % * k¥ % % * * % * % % x % *k *x % *k *
* k¥ k% k¥ *¥ * * * *x % * % % * % * % % % % * k * * * * * * * * * % ¥ k% *¥ * k% * *x % * * * k¥ * * * * * *
* k¥ * k¥ * * k¥ *x *x % * * * % * k * k¥ * * * * * * * * ¥ * ¥ * * *x % % * * k¥ k¥ * *¥ * * * *
* *x % * % * * % % * *x % * * ¥ * ¥ * * * % % * * k¥ k¥ * *¥ * *¥ * *
* *x % * % * * *x % * % % * * ¥ * * * * * % % * % % * % %k *x * %k *
* % % * *x % * * % % * % % * * % * % % x * *k *x % %k *
* * * % % k¥ % % * * % * * * * * * * * * *
* * % ¥ k% *¥ * * * *x % * * * k¥ * * * * * *
* * * ¥ * ¥ * * * % % * * k¥ k¥ * *¥ * * * *
* * * ¥ * * * * * % % * * k¥ k¥ * *¥ k% * * *
alignment
position 701. . .. ... 711. .. 721. ... 731.. ... 741. .. ...
P978665 582 C CAGCAGTGTC CGGGCTCTCC CGGCAGGTg a
PO978667 566 C CTGCAGCGTC CGGACTGTCT CGACAGGTAC
P978669 495 C CAGCAACATC CGTGCTGTCC CGACAGGTAC
* k¥ * * * * * *x *x % * * *k * * *¥ * * * * * kx * k¥ * * * * * * * * ¥ % * * * * %k % * * * k¥ * * * * * *
* k¥ * k¥ * * *¥ *x *x % * * * * * *¥ * * * * * k * k¥ * * * * * * * * ¥ * ¥ * * * % % * * k¥ k¥ * *¥ * * * *
* x * k¥ ¥ * * * % % * * * % * *¥ * ¥ * % * k * k * k¥ k¥ * * * * kx ¥ * * * * * % % * * * k¥ * *¥ * %
* k¥ * k¥ ¥ * * * % % * * ¥ * * k¥ * * * * k * k * * * * * % * * % % * % % * * % * * % * * % *x
* * % * ¥ % *x *x % % * % ¥ % *x % % % * * %k % x * % x * %k % * * % % k¥ % % * * % * * % x k% %k %
* * % *x * % *x *x k% % * * X % *x % % %
* k¥ * * * * * * *x % * * * * * * %
* k * k* * * *¥ *x *x % * * * * *
* * * *k * % * *x % * * * * %
* * *x *x % %
alignment
position 751. ... ... 761 771. ... 781. . ... 791. .. ...
P978665 632 gagaaaggtg gtcctgagag cca CT GGGATGACCC
P978667 616 AAGCT G- - - - - - - - - - - - - - - - - CC AGGGTTGCGC
P978669 545 AAGCT GEEEE CT GGGGTTCCCC
* * *x * *x % * * * * * * * * * ¥ * * * * * %k % * * * k¥ * *¥ * * * *
* * * k¥ % % * * * % % * * * ¥ * ¥ * * * % % * * * k¥ * *¥ k% * * *
* * * % % * * * ¥ * * * * * % % * * k¥ k¥ *¥ ¥ * * k¥ *
* * % % * * * % % * % *x * * % * % % x % k% *x * %k *
alignment
position 801.. .. ... 811 821. ... 831.. ... 841. .. ...
P978665 682 GT ACCaaacc tcgagcac CA GGGTGCGATG CTTCGGCTGG GGaagtctagag
P978667 649 GTCCCCGGCT CCCAt CG- CC GCGTGTGAGG CCGTGGCTGA GGGGTCAGGC
P978669 578 GTCCCCGACT CCCAgCG- CT GCGTGTGAGG CTGTGGCTGA GGGGTCAAGC
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* * k% % * % k* % * % * % ¥ % * % % *x *% * * *k *k *¥ % % * % % * % k% *x k% *k *x k% %k *

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

* X *
*

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

* X X X
* X X X
* X X X
* X X X
* X X X

alignment
position
P978665
P978667
P978669

851. . 861. .. 871. 881.. 891.

732
698
627

- CA
CCA
CCA

* * %

AGGTTATGGG
GGGTCGTGGG
GGGTCGTGGG

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

ACCT GGCGAG
GCCCGGCGAC
GCCCGGCCAT

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

cagtctt
AGCCCgc
CGCCCa-

* * k% % %

TGggagcgac tcagga

* k k% % % * k % * k * % k * %k * % % * * % kx *x * %
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alignment
position
P978665
P978667
P978669

alignment
position
P978665
P978667
P978669

alignment
position
P978665
P978667
P978669

alignment
position
P978665
P978667
P978669

alignment
position
P978665
P978667
P978669

781
730
658

831
749
677

881
766
695

931
774
703

* * k% % %

901. .

ccagcagt

951. .

cgtgccgtaa
CCGCGTTTCG
TCGCGTTTTT

* k % %k *¥ k% % * % %

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

1001.

ctgaggggcg

1051.

GGCATGGACT
GGCACGGATT
GGCACGAATT

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

* * % % k¥ % * * % %

ccttgg
TCCCC-
TCCCCc

* % * % % * %

cgtc

* % * * %

1011..

caggagaggg

1061. .

agcccccaaa
TCTCTGTCTT
GCGCTATCTT

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

* % ¥ % * % % * % %

824 GGAGCAGCTG GCAAGGGCAT
753 TGAGCAGCTG GCAAAAGCAT

921.

tgcctacggg

1021. ..

ggtctgccect

1071. ..

tcagctt - - -

GACCTTGACA
GACCTTGACA

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

* ¥ % * % % *x * %k *x

GGGAGAGAGc
GGGAGAGAGa

gagcac

931..

gCAGTAGGCG
CAGGCAGCG
CAGGAAGCG

* * % *x * % *x * %

* * % kx * % kx * %

981. .

agcccctgga

1031.

tcgctgaatt

tccaggactec
tccaagagtec

acTGGGGAGA
at TGGGGAAA

941.

CGGGGCTGc g
TGGGGCGGAT
TGGGGCTGAT

* % ¥ *k *x ¥ % *x % %

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

991.

agctgctagc

1041. .

c cGGGGAAGC
- - GGGGAGTC
- - GGGGAGTC

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

*
* * * % *
*

* X X
* X X
* X X

* * % %

acTGCATAGC
gaTGCATAGC

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

* ¥ % * k% * *x *

GTACATGCCT
GCACACGTCT1
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alignment
position
P978665 963
PO78667 874
P978669 803

alignment
position
P9786651013
P978667 921
P978669 853

alignment
position
P9786651063
P978667 971
P978669 903

alignment
position
P9786651110
P9786671018
P978669 945

alignment
position
P9786651160
P9786671068
P978669 980

alignment
position
P9786651210
P9786671118
P9786691005
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* k% %k * k% %k *x % %
* Kk k *k * %k Kk % *

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

1151. .. ...

* k % *k k¥ k% % * k% %

* k% k x k¥ Kk k * *x %

1201. .. ...

TATTTGTAAA
TGTTGGAAAA
TGTTCGTAAA

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

* * * % *

1251. .. ...

tttaaat gag
ACgt CTCC- -
AGc =« CTE@Te =

* * * *k * %

1301. .. ...

tttgaaccca
CAGGCCAAGT
CGGGCCAAGT

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

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

1351. .. ...

tgtttgtgecet
gggTCATCTG
---TCATCTG

* * % * * % %

1401. .. ...

ggcatcttag
tgcaccat a-

1211.. .. ..
ACACAT CA
GCGCAT ccC
GCGCAT CA
* * * % x % %k * % %
* k * % k * %k * * %
* x * % x *x % * % %
* % % * ¥ * * % * %

1261.. .. ..

TCTTTGGCTG
CCTTTGGCTG
TCTTTGGCTG

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

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

1311.. .. ..

cggaatcacc
CCAGCAGAAC
CCAGCAGAAA

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

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

1361.. .. ..

gcatctcacec
CCATGATAAT
CCCTGATGAT

* % ¥ % * ¥ % * % %

1411.. .. ..

GTAATTTTTT
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* % % % * % * %
* * k Kk kx * K %

* *k * % *x % % %

1171... ...

CAGAGATCAC
- AGGGCTGCC
CAGGGCTAGC

* ¥ % * k% %k *x * %k *x

1221. .. ...

CA
TG
TG

* X X

* % *

* % X X
* % F Xk
E o T T
* % X X
* % F ok
* % X X
* % F %k
* % X X

1271. .. ...

CAGTCAGT
G- CAGCTGGT
G- CAGCCAGT

* * * % k * % *x %

ct

* * % k * % *x %

1321. .. ...

cagaagatcg
CTGGAATTGG
CTGGAATTGG

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

1371. .. ...

ttt

cg
t - -

at ggtagec
TTTgtat
TTTaatt

* * %

Q

1421. .. ...

CATAAgcat t
CAGAATTATT
CATAATTTTT

* % % % * % * %

* * k Kk k * *x %

1181. ... ..

Ttact agt aa
TGCTGCTTag
TGCTGCTTagg

* * *k *k k* % % %

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

1281. ... ..

AAGTGGTAGA
GAGTGATGgc
AAGTGGTGAG

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

* k k% *k * % % %

1331. ... ..

agtttgaaaa
GTGGaaaaaa
GTGGa

* * % %

* * k% %
* % *x %

* k x %

1381. ... ..

acatatcatg
cagccgtcat

ACT AAGGCGT
ATCAAGGCCT

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

* Kk x k¥ Kk *k Kk *x k *

1191.. .. ..

tgct aagGAA
gatt - TTGAC
cagt aTTGAC

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

*

* * k% %

1241......

ggccgaaaag
g AAGGGCTA#
a AAGGGTTAZA

* k % *k * % % * %

1291.. .. ..

A---TTGaga
gagc  TTGCAA
A---TTGCAA

* * * % % * *

* * %
* * %
* * %

E I T T
* % * *
E I T B

1391......

acccct
ggtttt

1441. ... ..

- --AAAAAGT
TAGAAAGETT
GAGAAAGCTT
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alignment
position
P9786651247
P9786671157
P9786691045

alignment
position
P9786651297
P9786671207
P9786691090

alignment
position
P9786651346
P9786671249
P9786691131

alignment
position
P9786651396
P9786671260
P9786691142

alignment
position
P9786651441
P978667 1305
P9786691180

alignment
position
P9786651489
P978667 1355
P9786691230

1451.

CTTAATCCTC
TTTAACCCTC
TTTAACCCTC

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

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

1501.

tt gaaggt
TAGTATAL
GAGTATA -

* * % *x * * %

ga
GA
GA

* *

* *

1551.

AACTGt gt at
AACTGQgATTC

AAt ggcATTC
* k k% % % * k* % %
* * * * k% %
* * % %
* * k% %

1601.

aactaAGGCT
AGGCT

1651.

-- AATTCATC
TCAAGAGATC
TGAAAAGATC

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

* * *k *k * % % %

1701.

ctgttgca- -
TTCCTTGAAT
TTACTCGAAT

* % ¥ % * % %k * % %

1461.

ACAAGCAGTT
ATAGCCAGTT
ATAGCCAGTT

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

* * % * ¥ % * % %

1511

cctgtgat CT
-------- CT
-------- CA

* *
* *

* *

1561.

tccagctctg

1611.

TCTtgtcaga
GCTCCAGTGA
TCTCCAGTGA

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

* * % % * % %k *x %

1661.

TTTATTTTCA
TTTGGTCTTA
TTTGGTGTTT

* * ¥ % * ¥ % * % %
* % ¥ % * % % * % %

* % % % * % % * % %

TAAGACTGGA
CAAGGCTGGC
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* ¥ % * % %k *x * %k *x

1471. ..

TTGATAAAAC
CCAATCGAGT
CTAGTCGAGT

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

* ¥ % * k% % * % % *x

1521. ..

GT GACCTGTG
GT GACCTGTG
GT GACCTGTG

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

* * % x % % * % % *

1571. ..

tcttttgatg

1621. ..

tcaaactctg
CAGACACAGT
CAGACTCAGT

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

*

* k * k * * *x * %

1671. ..

GATAGCATTT
GATAGCATTT
GATATCACTT

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

* ¥ % * k% %k *x * % *x

CTCatttcAT
CTCctcttAT

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

1481.

ACGTTCCAt a
ACATTCTAGQgt
ACAcc

* * k% *k * % % %

* * %
* * %
*

* %

1531.

CGCTTGCA- G
CCCTCGCAAA
CCCTTGAGAG

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

* * % * * % % %

1581.

ggcaggat ag

1631.

cggcagtact
GCCTGaagcc
GCCTG- - - - -

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

* * * % %

1681.

GCATTCCgag
CAGTTCCTAA
CAATTCCTTA

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

* * * * % %

GTTCATTAAA
GTTCATTAAA

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

*
* *
* %

*

*

1491. .

gctggagtat
CTAGAGAGAC
CTAGAGATGC

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

1541. .

GTGATTTTTA
ACGCTTTTTA
GTGCTTTTTA

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

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

1591..

tgtctctcag

t gGT GCTGT 2
- - GTGCTAT 2

* ¥ % x k% * *x *

* ¥ % * k% * * *

1691. .

gagggtacgt
GCAAGTAGGT
GCACATAGGT

* % % x % % *x % % *

* % % x % % *x % % *

1741 ..

GATCTGCTC-#A
GTTTTTCTCA
GTTTTTCCCP#
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alignment
position
P9786651510
P978667 1405
P9786691280

alignment
position
P9786651543
P978667 1454
P9786691330

alignment
position
P9786651571
P978667 1495
P9786691380

alignment
position
P9786651588
P9786671503
P9786691430

alignment
position
P9786651588
P9786671503
P9786691480

* k % *k k¥ k% %k *x k% %

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

1751.

AGGGTCTGTT
AAGGT GATGT
AAGGT GATag

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

* * % k * % *x %

TGTGATAAAG
TGTGATAAAG

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

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

1851.

GAAGTTAGTG
GAAGTTAG- -
GAAGCTAGCA

* * % % k¥ % * * % %

* * % % *¥ % % *

at aaggagca

Pairwise similarities:

* % ¥ % * % % * % %

* * ¥ % x %k % * % %

1761. .

- AATAGAAAC
- AATAT AAAT
aAATATAAAT

* k % % *¥ % % *x %

* * % * ¥ % *x *x %

1811..

- --TAAA- - -
CTCTTAA- - -
CTCTTgactt

* % *x % * % *

* % * % %

1861. .

TTTTtct- - -

TTTTct tt

* % * %

gttcccagtec

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

* * %

*
* * % * %
*

1771. ..

gccaaaatt:t
CCTCCGCTTT
CCTCCACTTT

* ¥ % * % %k *x * %k *x

* % % x * % x * %k %

1821
------ TATT
------ TTAT
tttttt TTTT
* % % *
* % % %
1871

gggt gactect

1971

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

* k k% *x ¥ % *x * * %

1781.

tggt------
CATAAAGCAT

GCTAAAGCAT
* Kk Kk Kk kK K kK k Kk %

* * % * * % *x * % %

1831.

TTTGAAACAT
TTTGAAAAAT
TTTTTTAAAT

* k *k *k *¥ % % * % %

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

caatagggaa

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

* % ¥ *k *x ¥ % * % %

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

1791
Tcttcc CAAA
Tttcct CAAA
* * * % *
* * % % %
1841 . .

GCACTCCTTC
TCCACTTTGC
TCAATTTTGEA

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

* % ¥ % *x *¥ % * % %

cagttgaaag

tgtataggt a

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.

P978667 [P978669
(1502 bp) [(1501 bp)
P978665 0.150 0.152
(1587 bp) 31% 31%
P978667 1.000
(1502 bp) 67 %
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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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L ogout Personal Messages
Genomatix-L ogo L ogout Personal M essages GEMS-Logo

Genomatix MainGEMSEIDoradoGene2Promoter BiblioSphere
Freqguently asked gquestionsY our ResultsY our SequencesY 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 Jun 3 22:12:33 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: . . .
9 P # 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)

o ALL user_defined.lib (0.75/Optimized)

Selected groups « ALL vertebrates.lib (0.75/Optimized)

(core/matrix sim):

Aligned Sequences:

Sequence

No.
° Name

Sequence Description Length

sym=ATP5S|loc=L 0c27109|taxi d=9606|spec=Homo sapiens|chr=14|
1/P973053  |ctg=NT_026437|str=(+)|start=31778252|end=31779652|len=1401| tss=601] comm=ATP synthase, |1401 bp
H+ transporting, mitochondrial FO complex, subunit s (factor B); (NM_015684/501/silver;)

sym=Atp5s|loc=L 0c68055|taxid=10090|spec=Mus musculus|chr=12|
ctg=NT_039551|str=(+)|start=14615676|end=14617088|len=1413| tss=601,613] comm=ATP
synthase, H+ transporting, mitochondrial FO complex, subunit s;
(AK009141/501/gold;NM_026536/513/silver;)

sym=nalloc=L 0c362749|taxid=10116|spec=Rattus norvegicus|
3|P973058  [chr=6|ctg=NW_047760|str=(+)|start=38712374|end=38713774| len=1401|] comm=similar to 1401 bp
mitochondrial ATP synthase regulatory component factor B; (CompGen promoter)

2 |P973055 1413 bp

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.
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dignment T, A 2B a
position

PO73053 1 gagCta- -- - - oo oo
PO73055 1t Q- - - - -« c e e oo e

P973058 lgaggcagtgg tgatacacac ctttaatccc agcaaggtggagacaagaca

el 51 .. B T8l 9.
position

PO73053 7 -« - - s me o e f e f e oo o oo
PO73055 B« - - - s o s o s o e o oo oo

P973058 b5l1caggaaaatc tttgagttca aggccagcct ggtt gacaagacagccagga

dignment 101. ... ... 111 .. ... .. 121. .. ....131.......141.......
pOSItIOﬂ

PO73053 7 = - = = = - s m e e e e e e e e e oo oo
PO73055 B - - - - = o s m e e e m oo e oo

P973058 101tacaaagaga ggccctatgt ggaaagacag tcagaaacaggcatgaagagg

alignment

! 151. ... ... 161.. ... .. 171, .. ....181.......191.......
position

PYTENES T o - - m - co e ceeme o o o
PYTIMEE B --c-cc-coc focacccocn oo oo oo -

P973058 151 gaagggaaaa agggaggaag atggagaagg gaggggaggggaggggaggg

alignment

nr 201. ... ... 211....... 221, .. ....231.......241.......
position

PO7E0E8 Teomcmocoeo e cmsoaccens ceon oo s
PO7RUEE S coc-ocmco o cmconccons meoaoo .

P973058 201 ggagaggaag attgggagag gtggggtggc atgtgccttt aattccagcg

dignment 251. ... ... 261.. ... .. 271, .. ....281.......291 ... ....
pOSItIOﬂ

PO73053 7 = - = = = - - m e e e e e e e e oo oo
PO73055 3 - - - & = - s s e e e m m e e e e oo

P973058 251 cttggaaagg aggggcaggt tgatcgctt g agacattggagtctgcctga

dignment 301. ... ... 311.......3821. .. ....331.......341.......
position

PO78053 7 - = = = = - s s e e e e e e e ool
PO73055 B - - - - = s s e e e e e e e oo

P973058 301tctacagggc taaat aggga aacctagttt caaaggaaaacaaaccacta

e 351. ... ... 361.......371. .. ....381.......391.......
position

PO73053 7 -« - - s e mm e e e e e e e
PO73055 B -« -« o e mm e e e e e e e oo

P973058 351 ccatttagcatgaccattag actaaaattt gatgtggctt aaacaaaagc

20f 10 4/12/07 3:53 PM



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

alignment
position
P973053 A T
P973055 R T T
P973058 401 aaggcgcccc tctccagagt ctttccacac ctctatctgccactaaatcec

401. ... ... 412.. ... .. 421. .. .... 431.......441. ..

alignment
position
P973053 coc2o2eoocooe oo eaoen2e 222022 53 0
P973055 R
P973058 451 attcgcacag ctcaccttgc ctcaaacaat caaaaacttcccctgtaaag

451. ... ... 462....... 472, .. ... . 481.......491. ..

alignment
position
P973053 f==2c=cccco2= csccoocc2oe 2222022220
P973055 geooooceocoocos neocones0 06 6559 60 000 0
P973058 50l ctttcacaca gaaaactgtatttgccaagg cagcccacggtggtcaactg

5012. ......512.......521.......531.......541...

alignment
position
P973053 feeoooccocoo 0000 cc906 605060500 0
P973055 Jeoooeccoooe cocooecooe o o000 000 0
P973058 551 agttgcttct cat gaggaca actctaatgt gtgcaaggaacttgacccac

561. ... ...562....... 68571, .. ....581.......591. ..

alignment
position
P973053 fccoccco0o0055 c00 o000 00 590000 063 0
P973055 Goccocscscooooo soo oo o000 00 550000 065 0
PO973058 60ltgaagccaag ttctggattt tccaagcaac acgggatgct agctaagaaa

601. ...... 6121.......621.......631.......641...

alignment

position 651 661 671 681 691

P973053 A T

P973055 K T T I R AC

P973058 651 cagcatactt atatttgcagtatgctgggt ctttttaaccttaaaaccAC
* %
* *
* %
* %
* *
* *

ChErLEL 701. ... ... 711 .. ... .. 721.......731.......741...

position

PO73053 7 - - == - cs - - s eo o oo i oo
P973055 5 CACCTAGGGG CCAGACTAGG ATCCTAGTCA CCAGTCACccttt agAGT GG

P973058 701 CACCTAGCGG CCAGACTAGG ATCCTATTCA CCACTCACcc ac---AGTGG
* x * * * % *x * % * * * % kx *k % kx *¥ * % * k *k *k k * %k kx % * * k k k *k k k& % * *k % * %
* x ¥ * * ¥ * * % * * * % * ¥ % *x ¥ % % * * ¥ * * ¥ * *x % * * *k k ¥ * * ¥ % * * % * %
* * % % * % *x * % * * % % * *¥ % *x ¥ % % * % ¥ k% * % % * % * * k% ¥ *k * * %
* x k* *k * %k %k * % * * * % % k* % % * k% % * k% %k % * % % * % *x * k% k k * %k %k %
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* * % %k * % %k * % * * * % % * % % * % % * % k¥ % * % % * % *x * % k% ¥ *k * * %

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

alignment
position
P973053 A T I R CTCCCGA
P973055 55 TTAAGAAATG GAGagg-- AGTTGTGTATTC GGAGCCAGAT TAGCTCCGGA
P973058 748 TT AAGAAATA GAGgagat AG ATATGTATTC GGAGCCAGAT TGGCTCCT GA

* *

* *

* %

* *

751. ...... 7621....... 771. .. .... 781.......791. ..

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

* * % %k * % %k * % * * * % * k% % % * % % * % *x * k k kK k¥ k k kK k ¥ * k¥ *¥ * *¥ ¥ * *x *x %
* * %k % * % % * % % * k k k Kk k k kk k¥ Kk *x k¥ *k k k¥ *k k * %
* *

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

alignment
position
P973053 14 CCTCTACTCt at ACACTGCC TTTCCTCCGG CCCGTAAATACAACGAATGA
P973055 103 CCTCAACTCA --ACACTGCC TTTCCTATGG CGCACAAACGCAGTGGACGA
P973058 798 CTTCCACTCA --ACACTGCC TTTCCTATGT CCCACAAACACTGTGGACGA

g021. ......812.......822. .. ... . 831.......841. ..

* % % % % % % *x % * * % * % % % * % * % % % * % * % *x * * k k¥ k% % k kX *¥ k¥ ¥ * *k ¥k * * *x k¥ *x *x %
* % * % * % * % * * * % % * % * % * % * % * % * % % * * k % k% k¥ k¥ %k k¥ ¥ ¥ * % * % * *¥ *x * *x *
* % * % * % * % * * % * % * % * % * % * % * % * % % * * k k¥ k¥ k¥ k¥ k¥ k¥ ¥ ¥ % * % * % * % *x * *
* % * % * % * % * * % * % % % * % * % % % % % * % *x * * k% k¥ k¥ k¥ k¥ k¥ ¥ ¥ ¥ % * ¥ * % * * *x * *
* % * % * * % * % * % * % * % * % % % % % *x * * %k *k k¥ k¥ k¥ k¥ ¥ ¥ ¥ % * ¥ * % *¥ * *x * *
* % * % % % * * * % % % % % * % *x * * k% *k k¥ k¥ k¥ k¥ ¥ ¥ ¥ % * % * %k *¥ * *x * *
* % * % % % * % * % % % * % * % *x * * k% *k k % k kX k¥ k¥ ¥ * *k ¥ * * k¥ * *x *x %
* % *
cllairers 851. ... ... 861.......871. .. ....881.......891...
position
P973053 64 A- CCTGCAGG TTGGTAGCTC CTGGGATCCG AGGTTGGAGt gccacaggac
P973055 151 ACCCTGCGGG TCAGCAGCTC CTGGGATTCG AGGCTGGAC CACAGAATCAG
P973058 846 ACCCTGCAGG TCAGCAGCTT CTGGAATTCG AGGCTGGAGC ACAGAATCAA
* % % % * % % * % * * % * % *¥ % % % * % * % % % * % * % *x * * k k kX k k k¥ k x¥ k¥ * k% *¥ *x k¥ *¥ *x *k * %
* % k% % % % * *x % * * k% % % * % k% *x * % * % % * % % * % * * * k% k% k% k¥ k¥ %k k¥ k¥ ¥ * % *¥ % * ¥ *x * *x *
* % * % % % % * % * * % % * *¥ % % % * % * % * % * % * % % * * k k¥ ¥ k% k¥ k¥ ¥ ¥ ¥ % * % * % * % *x * %
* % % % * % *x * % * * % % * * % % % * % * % % % * % * % *x * * k% % * % % %x % * * % * % % % * % * *
* % % % % % % * % * * % * % *¥ % % % * % * % % % % % * % *x * * k% % ¥ % % % % * % % *¥ % % % * % * *
* % % % % % % * % * * % * % *¥ % % % * * * % * % % % * % *x * * k% *¥ *¥ % % %
* * % % % % % % * * % * % *¥ % % % * * * % % % % % * % *x * * k% % * % % %
* * % % % % % *x * * k% % % * % k% *x * % * * % * % % % % * * * % % % % % %
* % % * * * * * * % * * *¥ * % % * % * % * % * % * % % * * k% % ¥ % % %
* % % * * *x * * * % % * * % % % * % * % % % * % * % *x * * k% % ¥ % % %
dignment 901. ... ... 921.. ... ..921. .. ....931.......941...
position
P973053 113 cccaacctgc tctcacCCCG GGACAGGGAA ATacgaacAGGGGC- - - - - A
P973055 201 GACTTCCTCG - - - - - - CCGG GGACAGAGAC ATCGAgtcgggggacacagA
P973058 896 GACTTCGTCG - - - - - - CTGT GGACAGAGAC ATCGAgg- AGGGAC- - - - - A
* % % % * % *x * % * * % * % * % % % * % * % *x * * k% % % % * % * * * * *
* % * % * % *x * % * * % * % * % * % * % * % % * * % % % * *
* % * % * % % * % * * % * % * % * % * % * % % * * % % * % *
* % % % % % % * % * * % * % * % % % % % * % *x * * % % % *
* % % % % % % * % * * % * % * % * % % % * % *x * * % % % %
dignment 951. ... ... 961.......971. .. ....981.......991...
pOSItIOﬂ

P973053 158 CAGGTCCACC ACCAGGTGCC TCCGCGAGGG GCAgc-AGCGCAGGCGGCGG
P973055 245 CAGGTTCAGT TGGAGAtcc- - CTGAGCGGA ACAGCaAGTGCAGGCCGCCG
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P973058 934 CAGGTTCAGT TGGAGACACC TCTGAGGGGA GCAGCgAGTGCAGGCCGCCG

* % % % % % % % % * * % * % *¥ % % % * * * % % % % % * % *x * * % % * % * % % *¥ % % % % % * % *x * %
* % % % % % *x * % * * % * % * * * % % ¥ % % %k * %k * * *x * *
* % * % * % % * % * * * * * * * * % % ¥ % * % * % * % *x * *
* % % * % k% % * % * % *x * *
* % % ¥ % % % % % * % *x * %
* % % *¥ % % % % % *¥ % *x * %
?égﬂ?oe:t 1001......1011. ... .. 1021.. ... . 1031..... L1041, .

P973053 207 ggaggaccag cggcCACTCA CCTGGTGCTG GCGCT---GCGGCTACCTCC
P973055 293 CCTCT- - - - - ----CACTTA CCTGGTGCTG GAGCTtct GCGGCCACCCCC

P973058 984 CCTCT- - - - - ----CACCTA CCTGGTACTG GAGCT---GCGACCACCCCT
* * % % * * % %k * % % * % * % * * % % % * * k x kx % * k¥ * k% * * * * *x *x *x %
* * % % * * * % *x % % * % % * * * *x *x % * * k k x % * k¥ * *x * * k* * *x *x %k %
* * % % * * * * * % % * % % ¥ * * * * * % * k k x % * ¥ * * * * * * * * %k %
* * % % * * * * * * % * % % ¥ * * * * * * * k k x % * ¥ % * * *x * *¥ * * *x %
* % % % * * * % * % % * % % ¥ * * % % % * * %k %k % % * k¥ % * * * * * * *x *x %
* % % % * * % % % % % * % % % % * % %k % *x * % %k % % * % % k% *¥ * * * * *x *x %
* * % % % % * % % % % * *x % % * * k x x % * k¥ * * * * * * *x *x *x %
* * % * % % * % % * * * % *x % % * k k x %
* * % % % % * % % ¥ * * * * * * * k k x %
alignment
position 10512...... 1061. ... .. 12071.. ... . 1081..... . 1091..

P973053 254 ACACAGCGGT CTTGGCCTCC CAGACGCGAA CCCGCACGCCCCAGGGGAGC
P973055 334 GCACAGTAGC CCGGGCACCC CGGACGCCGG TCCACTTGCGCGGAGGAAGC
P973058 1022 GCAGAGTAGC CCGAGCACCC CGGACACCGG CCCGCTAGCGCGGAGGAAGC

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

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

ic')gint?‘oe:t 1101... ... 1111. ... .. 1121.. ... . 1131..... 1141, .

P973053 304 CACCGGCGAa aagcccgCGG GCCCGTCCGC AGGCACCAACCAAATAACGC
P973055 384 CCCCAGCCAC GCagt acCGG GCCAGTCCGC AGACACCGCC TACGTAGCGC
P973058 1072 CCCCAGCAAC GCt gcaccca at CCGTCCGC AGACACCTCCCACATAACGC

* % * % * % % * % * * % * % * * % % % % * % % % *x * k kK k¥ k¥ k kK k¥ k¥ ¥ % * % * % *¥ k% * * %
* % * % * % % * % * * % * % * * % * % * % * % % * * k% % k% % %k %k k¥ k¥ ¥ * % *¥ % * ¥ *x * *x *
* % % % % % % * % * * % * % * % * % % * * k 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¥ *x * *x *
* % * % % * * k % k% k¥ %k k¥ k¥ k¥ ¥ * % *¥ % * ¥ *x * *x *
ClE 1151 1161 1171 1181 1191
i .. 1181. .. .. . o

P973053 354 AGCGct GGCA CCATCCCCTA CGCACGCTCC CCTCCCTCAGCgctcagaag
P973055 434 AGGGTCGGCC ACATGGCCTG CGCCACCTCC CCTCCCTCCACCCCAGCACc
P973058 1122 AGAGTCGGCC ACATGGTCTA CACCGCCTCC TCTTCCTCAACCTTAGCAGt

* x % k% % % %k * % * * * % % *¥ % *x ¥ % % * % ¥ *k * % % * % * * k% k k k kK k kx k k¥ * % *x * ¥ *x * % *
* x %X % *x %k *x * % % * * % *x * % *x * % % * k% %k % * % % * % *x * k %k k¥ k k k& x ¥ * *x

* x * *x *x % *x * % % * * % kx k¥ % *x * % % * * %k % * % % * % % * k k¥ k * %k k %
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* % % * % * * *x % * * % * %
* % % % * % % * * * k% %
* % * % * % *
* *
* *
dignment 1201... ... 1211. .....1221.. ....1231..... L1241, .
position
P973053 404 aagccacttg acc-- CTCCA CGGCCGAGGA CCCGCGCTC CGC
P973055 484 c GCAACCTGA ACGGACTCTA AGGGTGAAGC GCGCCGCTC CCGC
P973058 1172 gGCAGCCTGA ACGGACTCTA AGGGTGCAGC GCGCCGCTC CCGC
* % % % * % * % * * % % * *¥ % % % * % * % * % * % * % *x * * k k¥ *¥ k¥ k¥ k¥ ¥ ¥ *¥ % * % * % * % *x * *
* % * % % % * % * * % * % * % % % * % * % % % % % * % *x * * k k¥ ¥ k¥ k¥ k¥ ¥ ¥ ¥ % * % * % * * *x * *
* % * % *¥ % * % * * % * % *¥ % % % * % * % % % % % *x % *x * * k% k¥ k¥ k¥ k¥ k¥ ¥ ¥ ¥ % * ¥ * % *¥ * *x * *
* % % % % % * % * * % % % *¥ % % % * * * % % % % % * % *x * * k% % ¥ % % % *¥ % % * % % % * % * *x %
* * %k % * % % *x * * k% % k% *¥ %k k% * *x % * *k k¥ * * % * % * * * k% kX *¥ k k¥ * ¥ x % * * % % * * % * %
* *k % k% * % * *x * * k% k% k% * %k k% * *x % * *k % * * % * *x % * * k% k¥ *¥ k k¥ * ¥ x % * * % % * % % * %
* % * *x * * % % % * % * % *x * * k% k¥ *¥ % % % * % % * % % % * % * *x *
* % % * % %
dignment 1251... ... 1261. ..... 1271.. .... 1281..... . 1291. .
position
P973053 452 CCCt CACGCG g CGCG CCTTCGCCCCATGTGGGA GA
P973055 534 CCC- CAGACG . CGCG CGTTTGCCTGACGTGGGCGT
P973058 1222 CCC- CAAGCG . - GTG CTTTGGCACAACGTGGGCGT
* * * * * % * *x * * k% % k% *¥ %k k% *x *x % * % k% * % * *x % * * k k *k k k¥ k¥ k¥ ¥ * k% *¥ *x k¥ *¥ *x *k * *x
* % * * % * % * * * % % % * % * % * % * % * % * * % * % * % * % * %
* * % * % * % * * * % % % *¥ % % % * % * % * % * * % * % * % * % * *
* * * * % * % * * * % % % *¥ % % % * % * % * % * * % * % % % * % *x %
* * % * % * % * % * % % % *¥ % % % * % * % * % * * % * % % % % % *x %
* * % * *k *k k% * % k% *x * %
* * *
sz 1301... ... 1311...... 1321...... 1331..... 1341, .
position
P973053 502 GG- CTGCG [ GAGGGC
P973055 582 GGTCTCCG ggaaggaaaagaccGAGGGC
P973058 1269 GGCCTCCG [c S GA GGGA
* % % * % * % *x % * * * % k% * %k k% * * % * % % % % % * % *x * * * % % * * %
* % k% % % % * *x % * * k% k% k% * %k k% * *x % * *k %k * * k% * *x k% * * * % k% * * %
* % % % % % * *x % * * k% % k% * % k% * *x % * *k %k * * % * *x % * * * % % * * *
* % % * % * * *x * * * % * * *¥ % % % * % * % * % * % * * % * % * %
* % % * % * * * % * * % * % *¥ % % % * % * % % % * % * * * % * * %
* * % * % % % * % * * % % % *¥ % % % * % * % * % % % *
* % % % * % * * *k % k% * %k k% * * % * % % % * % *
* % % * % % * * k% % k% * *x k% * *x % * % % * % % *
* % * % * % * * k% % k% * %k k% * *x % * % % * % % *
gz 1351... ... 1361. ..... 1371...... 1381..... . 1391. .
position
P973053 538 GAAGGGCCGG CCAGGgtgcc gca- - - GACG CGGGGACGCt ggctcgct cc
P973055 632 GAAGGGCCGG CCAGG- - - - - - === « - - - CG CAGGGACGCA GC- - - - - - - -
P973058 1306 AAAGGt agag ggcgacgggc cggctc GACG CAGGGACGCC GC- - - - - - - -
* % % * % * * *x % * * % * % * * % * * * k% k¥ ¥ % k¥ ¥ ¥ ¥ *¥ * *
* % k% * % % * *x % * * * % % % * * * k% X *k k k¥ k ¥ *¥ *x * *
* % % * % % * *x % * * * % * % * * * k k¥ *k k k¥ * ¥ x¥ *x * *
* % * % * * % * k% k¥ ¥ % k¥ *¥ ¥ ¥ *¥ * *
* * % * *
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alignment
position
P973053 585
P973055 661
P973058 1348

alignment
position
P973053 634
P973055 694
P973058 1380

alignment
position
P973053 684
P973055 737
P973058 1402

alignment
position
P973053 734
P973055 787
P973058 1402

alignment
position
P973053 784
P973055 804
P973058 1402

alignment
position
P973053 834
P973055 819
P973058 1402

alignment
position
P973053 884
P973055 869
P973058 1402

1401. ..

ctccctccect

1451. ..

GGGcgg
G

* X X X X
*  * X X X
* OF X X

G
*
*
*
*
*
*

ECE R R

E I T N

1501. ..

TGGGCTGACT
AGGCTTGACT

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

1551. ..

cgccatgcgg
ggggtgaccc

1601. ..

aaaattcttg

1651. ..

cGGCccceagece
CGGCCACGCC

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

1701. ..

cggccccgca
ct aagccacec

1411.

ccctccgACG
ACG

146 1.

* % *k *k k% *x *¥ % %

* * k% % % k% % % %

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

* x * % %k * % %k %

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

* x * *k *x k* % % %
1511.

GAAAACCt gg ¢

GGACGCCgagc

1561.

acatggggcec
ctggctc- - -

1611.

tttgggcgagag

1661.

CCCgccccgec
TCCtggtcagg

1711.

cgcggcccge
tcctgc-- - -

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

1421 ..

CTGTGAGTA-
CCGTGAGTAa

* % % * % * % %k %
* % % * * * % %k %
* % * ¥ * * % % %
* % % ¥ * *¥ % % %
1471
tCTG
-CTC
t - - -
* * % * % * * *
* * * * %
* % % % %
* % % % %
* % % % %
* %
1521
cctttgggt
gctgttccgce
1571. .

gtgggagaaa

1621. .

ccctgcgget

1671. .

ccccgctcca
ttggcgacgc

1721. .

ggtagacgga

1431..... .

1441. .

GAGAAGCTAGGCCCCGAGCC
GAGGAGCTAG GGCGAAGGCG
GAGGAACGAG GGCGGAGGCA

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

*

* k k k¥ k * k kx %

1481. .. .. .

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

*
*
*
*
*

* % F X

* % o

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

1491. .

CCCTCGCCCGTCGCCAACGC
TCCGGGACCT CCGCCCGCAC

* k k k¥ * k¥ k¥ x ¥ %

1531..... .

cgcgcgtecett
cagagaaggc

1581..... .

ctct gggcgg

1631. .. .. .

* % % % * ¥ % * % %

cgacctt
t gggcat

cac

gat t

1641. .

tcttt CTTCCGGCTCGCCCT
-----CTGCGGCCTCTCCTT

* % k % %

1681..... .

gctccagccg
tgtggcccgg

1731..... .

gggcctgggce

* k % %k k *¥ %k * * %

1691. .

ggtcctcgect
gagctgggga

1741. .

acc
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E I 1751......1761. ... .. 1771...... 1781..... L1791, ... ..
position

P973053 934tccatcccgg ccccagcccagtcgagcgt c cact agaagggCGCTCCCTG
PO973055 885 - - - - - - - - - - - oo - oo o oo oo oo oo oo oo i CGCTCCCTG

POYEDEE ATR = = == e = =52 co=oncco o= cconooees .

* % % x ¥ % * % %

alignment

position i1801... ... 1811. ... .. 1821.. ... . 1831..... . 1841.. .. ..

P973053 984 TCcggccctaatcctcgctc ctcacggagg ctctttgtcacagcgaagaCc

P973055 894 TCactaccct g--------- - --------- meoooeonss o ossos oo o

P973058 1402 - - - - - - - - - - - - - - - - - - oo oo oo
* % *

alignment 1851 1861 1871 1881 1891

position .. ... . 1881..... .

P973053 1034 TGACAGCCCG CAGTCTTCTG GACt t CTTTT ATGGGGCTCC TGGecggtgcet
P973055 906 TGATTGCCCG CAGGTTTCTG GGC- - CCTTC ATGGGGCTCCTGGttggt tg
PEOYEH0BE IR « o ca v oo oo oo aaccaaa Beoaaana -

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

alignment
position
P973053 1084 aTTCATTCAG TCATTGATTC GTCTTGTAAA TATGGAGCGCctgctctgta
P973055 954 - TTCATTCAA CCACTGACTC AGCTTGTAAA TATCGGGCGCt gagct aggc
P973058 1402 - - - - - - - - - - - - - - - .- - - - - -

* * % % * % % * % * * % * ¥ % % %

i901......1911. ... .. 1921.. ... . 1931..... . 1941. . .. ..

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

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

E I 1951......1961...... 1971...... 1981..... L1991, . .. ..
position

P973053 1134 ct cgacccgg cactgggt ac cggaagaacc AGACAGCTCGGTTTTTGCCA
P973055 1003 gctggat gaa agt - - ----- - - - - - - - - - - AGACGGCTCGGTCTCTGTCG

POYEDEE AGR = > == e = =52 co=on-co o= cconooees .

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

alignment
position
P973053 1184 CCATTTAtaa gtctgtgtc- - ---------
P973055 1036 TCATTTAQt g tggtttttcc ggtttctatt attgacttgt atatgtgcct
P973058 1402 - - - - - - - - - - - - - - - - - - oo oo oo -

2002... ... 20112. ..... 2021.. ... . 2031..... . 20412.. .. ..

alignment
position
P973053 1203 - - - - - - - - - - - - - - - - - - oo oo oo
P973055 1086 at gcgagctt att gcaacag gtat gt gcag gagtttgtgagaccagaaag
P973058 1402 - - - - - - - - - - - - - - - - oo oo oo oo

2051... ... 20612...... 2071.. ... . 2081..... . 2091.. .. ..

alignment
position
PO7S088 12l == cccoc=222c ccccoosoece 2200022000
P973055 1136 gggagtacag gat cgcct gg aact ggaaat tctgagctgccatgtgggtg

2101. .. ... 2112. ..... 2121.. ... . 2131..... . 2141, . .. ..
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POYEHEE ATR = > == o= =52 ce=5°-°c°-2° ccc-2°5¢c¢c-=-¢

alignment
position
P973053 1203 - - - - - - - - - - - - - - - - - - - - - oo oo oo
P973055 1186 ct gggaatct aggccctcag gtaagaccag ttaacagtcttaaccataga
P973058 1402 - - - - - - - - - - - - - - - - - - - - oo oo oo

215%51...... 2162. ..... 2171.. ... . 2181..... . 2191.. .. ..

alignment
position
P973053 1203 - - - - - - - - - - - - - - - - - - - CTTTTCTTGA GTACTGAACc gagatacagt
P973055 1236 gccatct ctc tagccccaaa CTTTTCTTTA TTAATTTACa - - - - -- - - - -
P973058 1402 - - - - - - - - - - - - - - - .- - oo oo oo

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

2201... ... 2211. ... .. 2221.. ... . 2231..... . 2241, . .. ..

alignment
position 2251... ... 2261...... 2271.. ... . 2281..... . 2291. ... ..
P973053 1233 tttaaat gt g ctgtgcggtc tctgagcagc gactcacctgtgcaggTCAC
PO7S0BE 12§ == == c=2=2 =222 2c2c=2 2222202 2 ccccccecoc 22220 222 23 TCTC

FOYEHEE AT2 = o == e = =52 e oacco o= ccoaooe s

alignment
position
P973053 1283 TTCACCTGAT TCCCTTT- - - - --- -« - - - - I
P973055 1280 TGCCCCAGCT TCCCCTTcct tctctcaggc cttcctgact aagccagctec
PO973058 1402 - - - - - - - - = = - - - - - - .- oo oo oo

2302... ... 2311...... 2321.. ... . 2331..... . 2341.. .. ..

alignment
position 2351... ... 2361...... 2371.. ... . 2381..... . 2391.. .. ..
R973053  13008-"-F -8 i ----ATGTAA AAATgagggc gat gggct gt

P973055 1330 agt caacagg ttctccaggg aggg AT GAAA AAATtgaaaa gaaaaagaca
P973058 1402 - - - - - - - - - - - - - - - .- - oo oo oo -

* x * % % * * kx % %

alignment
position 2401... ... 24112. ... .. 2421.. ... . 2431..... . 2441, . .. ..
P973053 1326 gt aatct ct a aaggaccttc taactcttta aaattgtcactgtgccggtyg
P973055 1380 at t agacagt act attaacataaccctagc ccgt -------------- --

FOYEOEE AT2 = o == e = =52 o= oacco oo ccoa oo ec -

alignment
position
P973053 1376 tt gctaacac tcattctgtatgcttg
P973055 1414 - - - - - - - - - - - - - - - .- - oo oo oo -
P973058 1402 - - - - - - - - - - - - - - - - - - oo oo oo -

2451. .. ... 2461. ..... 2471..

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.
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P973055 [P973058
(1413 bp) (1401 bp)

P973053 0.283 0.198
(1401 bp) 35% 23%
P973055 1.000
(1413 bp) 41 %

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 ’diangLseq

Extract aligned sequences

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

© Genpma'ux Software GmbH 1998-2005 License Agreement GEMS Launcher 4.1.1
- All rights reserved.
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L ogout Personal Messages
Genomatix-L ogo L ogout Personal M essages GEMS-Logo

Genomatix MainGEMSEIDorado Gene2PromoterBiblioSphere
Freguently asked gquestionsY our ResultsY our SequencesY our Protocol Help

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 Jun 2 01:38:57 2005

Solution parameters:

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

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

complete alignment is shown

Alignment output: L .
'9 utpu # 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)

o ALL user_defined.lib (0.75/Optimized)

Selected groups . —
e ALL vertebrates.lib (0.75/Optimized)

(core/matrix sim):

Aligned Sequences:

Sequence

No. Name

Sequence Description L ength

sym=ATPAF2|loc=L0c91647|taxid=9606|spec=Homo sapiens|chr=17|
1/P870080 ctg=NT_010718|str=(-)|start=17539329|end=17540329|len=1001| tss=501| comm=ATP synthase |1001 bp
mitochondrial F1 complex assembly factor 2; (NM_145691/511/silver;)

sym=Atpaf2|loc=L 0c246782|taxid=10090|spec=Mus musculus|
chr=11|ctg=NT_096135|str=(-)|start=25500075|end=25501113| len=1039|tss=501,539|
comm=ATP synthase mitochondrial F1 complex assembly factor 2;
(AK078500/501/gold;NM _145427/539/silver;)

sym=nalloc=L 0c303190|taxid=10116|spec=Rattus norvegicus|
3 |P870084  [chr=10|ctg=NW_047334|str=(-)|start=33521135|end=33522135| len=1001|tss=501| comm=similar {1001 bp
to ATP synthase mitochondrial F1 complex assembly factor 2; (XM_220522/525/silver;)

2 |P870082 1039 bp

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.

4/12/07 3:56 PM
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V$COMP V$HOXC VS$INSM V$BRAC

2B 11. .

position

P870080 1ccgccgccgc gcgggagccg

P870082 1cCc-- ------- - - ------- -

P870084 1t - - --- - - - - - - - - - - -

g = 51. 61 . .

position

P870080 51cgcgcacgcg cggggtgggg

P870082 2 - - - - - - - - - - oo oo -

P870084 2 - - - - - - - - - - -4 oo oo - -

g 101. .. 111,

position

P870080101 GCGGAGCAAG CGCTCcggcC

P870082 25 CCAGACCAAG CGCTCgt gt t

P870084 2 - - - - - - - - - - - - - - - - - C
* % * * * * * * *x % * % % % % *
* * * k¥ * * * * *x % * * % % % *

*

E =R 151. .. 161.

position

P870080151 GAGCTGG

P870082 75 GAGCTGG

P870084 33 GAGCTGG
* * ¥ k¥ * *¥ * * *x % * % % % * * * *x % *
* ¥ ¥ k¥ * *¥ *x *x *x % * % * * * * * % % *
* * ¥ * *¥ * * * * % * % * ¥ * * * *x % %
* * % *k * * %k * * * * k% ¥ * * * *x % %
* k % k k % %k *x % * x % % *x %k *x *x k% %
* * * k¥ * k¥ % *x % * % k% % % * * *x *x %
* * * k¥ * * % % % * % % % * * * *x % %
* ¥ ¥ * * * % % %
* * * * * * *x * %

SETE s gq 211.

position

P870080196 - CACACATAC ACACACACAG

P870082125 ACACACACAC ACACACACAC
P870084 83 ACACATACAC ACACACACAC

* k % * k % *x * % %

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

* % Kk % % * Kk *

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

VSRREB V$AREB V$IRFF

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

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

21.

aggagggtagg

71.

gcgggagGGG
GGG

* k %

* * %

121..

GCCACCGGGA
GCCACCTGGA
GCCACCTGGA

* * % kx * %k kx * % %

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

* % ok kX F kX
* 0% X X X X X
* % F kX X F
E I B S T
* % F kX X %
* 0% X X X X X
E I R D
* % F kX X F
E I I D T

171..

GTCCCCCTCC
GTCTCCCTTC
GCTCCCCTTC

* * % kx * %k kx * % %

L A
* X X X X *
* O0F X X X *
L
* X F X X F
L A
* O0F X X X X
* 0F X X X *
L
* O0F X X X *

221. .

ACACTCA- - -
ACACACA- - -
GCACACAt
* * % *x *¥ % %
* % * * *¥ % %
* % * % % % %
* * % k %

* %

31..

cggggaggga

81..

CGACCACCCG
GAACCACCCG

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

* k % * * *¥ % * % *

131.

CCCAGGGACC
CCCGGAGACC
CCCCGAGACC

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

* k % * k * %k * % *

E I B D
* % F kX X F
* 0% X X X X X
E I I I .
* % X kX X F
E I I D
* % X kX X F
* 0% X X X X X
L I I .
E I R T S

181.

CGACTTGCCC
CCACTTGCCC
CCACTTGCCC

* * % %

* X X X X *
L I A
* X X X X X
* X X X X X
L
* X X X X F
L A

* X X X

* X X X

* X X X

231.

CAGACACAC
CACACACAC
a CACACACAC

* * * %

* * % % *

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

41 . ..

gaggccgggg

91. ..

CCCGCTGCCT
CCCGCTGAGG

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

* % *k x ¥ *k *x k% % %

141..

TGCGAG
TGCAAG
TGCAAG

* % % % ¥ % * *x % *
* * % % *¥ * % * *x %
* * % ¥ ¥ * % k% *x %
* x * % * k% % *x % %
* % % % % % * *x *x %
* % % % % % * *x % *
* % % % ¥ % * *x % *
* * % ¥ *¥ * % * *x %
* *¥ % ¥ ¥ * % % *x %
191

TEEEes = = =
TCECEEBH aC

TCGCGGGct C

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

* * k% k% %

* k *k % %

* x k% % %

* k * % %

241

A- - - = - - - - -

ACGCACGCAC
GCGCACACAC
* % *k x ¥ *k *x k% % %

* % ¥ * *x *¥ % % %

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

alignment
position
P870080232
P870082171 GCACACACAC
P870084133 TCACTCATAC

* k % * ¥ % *x *¥ % %

251 . ..

* * % % * % % * % %

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

alignment
position
P870080232
P870082221 TCACACACAC
P870084175 ACACACACAC

* k % * ¥ * % *¥ % %

301. ..

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

alignment
position

P870080244 ACACAGACAC
P870082249 ACACAAACAC
P870084225 ACACAAACAC

* *k % % * * % *%

351. ..

* *

* %

L I T
* % F kX X F
E RN B D T T
* % F kX X F
* 0% X X X X X
E I I D
* % F kX X F
E I I D T
* %k kX F

E I I R A

alignment
position

P870080294 GGg GGC GG GA
P870082299 AGAGGCGGGA
P870084275 AGAGGC GGGA

* k % k k % *k kx %

401. ..

* k * %
* *k % %

*

E I T D S R I I
* %k kX F kX
E R B D S I R
* %k kX F kX
E I R D S I B N

* % F % X

alignment
position

3of 7

451. .. .. ..
P870080344
P870082349

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

26 1.

ACACACGCGC
ACACACGCGC

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

* k k x *x k *x *k *x *

ACGCGCgcgc
TCGCGCacac

* *x * % % *

* * % % % *

361.

ACACACACCC
ACACACACTC
ACACACACTC

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

* *

* 0% X X X X X
L I T T
* % F kX X F
E I B S T
* % F kX F *
* 0% X X X X X
L R . T
* % F kX X F
*  F X X
I

411.

GCAGGCTCA
GCAAGCTCA
GCAAGCTCA

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

* 0% X X X X X X
* 0% X X X X X *
* %k kX X kX
E R B R I R
* % X kX F kX
* 0% X X X X X X
E I T D . R I I
L T . A
E R I D S R I B
* %k kX X X X *

46 1.

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

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

271 . . 281.

atacacact C ACTCACTCAT
C ACACACACAT

* % * % * * % % * % *

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

act cacacac atacacacAC

*

291. .

ACACACGCGC
ACACACACAC

* % k% * ¥ *k *x k% % %

* % *k x ¥ *k *x k% % %

341. . ..

ACACAAACAC
---CACACAC
ACACACACAC

* * * % k% x ¥ *k *x k% % %
* % * % k% * ¥ *k * k% k% %
* k x k Kk k %
* k k *x *x *x %
* x % %k k k% %
* x % *k *k % %
* *k % %
* % % %
371. . 381. 391. .
CGCCC GGCGAGCCTG
TGCA G GGCGCGCTGG
TACT G GACCCGCCGG
* * % k ¥ % *x *¥ % % * k % *x k * %k * % % * % k% x ¥ *k *x k% % %
* %k % * ¥ %k *x *¥ % % * % % * * % % * % * * % k% * ¥ *k *x k% % %
* % % * ¥ %k *x ¥ % % * * % *k * % %k * % * * %k *k * ¥ *k *x k% % %
* k ¥ k* k Kk *x *¥ * *k *x *x k *x * *x
* k x * Kk k x *¥ *k k& *x *x ¥ *k * *x
* * % k * %k kx * k% % * *k %

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

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

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

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

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

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

491. .

e . .. 472, ... .. 481. .. ....
GGT G TAGtctcctc
GA GTAGTTTTCTT
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P870084325 NGICNCIGIICSE FEEC - T HEEN ENNSEERNN SIEEENE G A cTTTTCTT
* % * * k k k *k k x k% k% %

* ¥ ¥ k¥ *¥ *¥ * * % % * % % * % * % % * k ¥ * * * *¥ * * % * * ¥ % *x *¥ % % %
* k x *x *k k¥ k x k% % * kK k k kK k kx k *k k Kk k kx *k *k *k *x *k k% % * * k% % k % %k * % % * k * k% * k% % *x % %
* * % %k * % *x * % % * x *k k% k *k *x *k k% % * %k % kx * %k kx * % % * k k% k k %k %k k % % * % k% k % %k * % *x %
* % * * * * * * *x % * % * * * * * *x % * * k ¥ * * * * * * * * % ¥ ¥ * * *x * * % * *k k k¥ * * * * * *
* * * * * * % * % * * * * * *x % % * k ¥ * *¥ * * *¥ * % * * k¥ ¥ * * * * * * * * *
* * ¥ * * * * * % * ¥ * * * *x % * * * ¥ * *¥ * * *¥ * % * % ¥ ¥ * ¥ * * * % * * *
* * ¥ * * * % * *x % % * k ¥ k¥ *¥ * *¥ * * % * * % % *x % *x * % *x * % *
* *k *k k x k% % * * % * % * % *x *¥ %k *x *¥ % % * * %k % k % %k * % % * % %
* % % *x * % % * *k k% % * %k % x * %k kx * % % * % % * * * * * *x % * % %
alignment
position 501....... 511. 521 531. 541
P870080394 g CCGAGGCGC GG Ggt gCGTTT GTG
P870082399 CCCGTGGCGC GG GCA-CGTTT ATG
P870084375CCCGTa GCGC GG GCA-CGCTT GTG
* ¥ ¥ k¥ *¥ ¥ * * % % * % * ¥ * * * *x % % * k ¥ k *¥ * * * * % * % % % * * * * % * *k * k¥ *¥ * ¥ * * %
* k x *x *k *k *k x % % * k k k kK k x k *k k Kk k x *k *k *k *x *x k% % * k kx % * k x *x % * k k k k& k x k% k% %
* * % % % * *x * % * k *k k k k& k k k¥ *x *x *k %k *x *¥ %k x *¥ * % * % k% % * *k % % * * x * % x % % *x k% %
* * * % % * % % % * % * * * * * *x % * * k ¥ * * * * * * % * % * % * * * % % % % % * % % %
* * * *x * * k X% * % * * * * * % % * * k ¥ k *¥ * * * * % * % * * * % * * k* * *¥ * * * * *
* * * % * * * % * % * ¥ * * * *x % * * k ¥ * *¥ * * * * % * *
alignment
position 561.......5621.......5712.......581....... 591..
P870080444 I TGACT GGGG gt gt g- - - - - - CGCAG- GAG GCGCGCGGCG GCGACGGCGC

P870082448 NI TGACGGGGG CGGGAGT GGC GCGCAGec GGG GCGCACGGCT GCGACGGCGC
P870084424 ITGACGGGGG CGGGGGCGGT ACGCAG- GGG GCGCGTGGCT GTGACGGCGT

* % % % % % * % * % * % * % * % *x % % * * * * % * * * % * * % * % * % * % *x * * % * % % % % % % *x
* % % % % % * % * % * % * % % % * % % * * % * % * * * % * * % % % * % * % *x * * % % % % * * % % %
* % % % % % * % * % * % % % % % *x % *x * * % * % * * * % * * % * % % % * % *x * * % % % % % % *x % %
* % % % % % % % * % * % * % * * % * * % * % % % * % *x * * * *k % *¥ *x % * *x %
* *k *k k% * * k% * *x % * % k% * * * *x % * *k kX * * %k k% *x % * * % k% % % % * *x % *
* * *k *k * % % * *x * * * % * % % % % * % *x
* % % % % % % * % *x * * % % % % % % % % *
* % % % % % % * % *x * * % % % % * * % % *
EIE A 601 611 631 641
- . L

P870080487 GCCGTAGGTG T
P870082498 GCCGTAGGTG T
P870084473 GCCGTAGGTG T

TCCAAGGGAG GTTGAGGGCT
TGCTGAGGAG GCTGAGGGCT
TGCTGAGGAG GCTGAGGGCT

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

CHIETS 651 661 671 681 691

ke

P870080537 CTGAggaggc gt TGAGAGGT TTCCGTACAG CCCGACCGTG CGGCTTT GGG
P870082548 ATGAACCCTT GGTGAGAGGT TTCCGTACAG AACCAGCGAG Ggg-- TGTGG
P870084523 TTGAACCCTT GGTGAGAGGT TTCCGTACGG AACCAGCGAG GCGTTTGGGG
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50f 7

* Ok Xk
* 0% F X X X X F
E I T I S T S
*  * F X X X X X
EE B 3
* X X X
* X X X
EE T
* X X X
* X X X

alignment
position
P870080587 GA- TCCCATC
P870082596 GGT TCTCTTC
P870084573 GACTCTCTTC

* * % % * % % * % %

701. ..

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

* *

alignment
position
P870080636 CCCAGACCCT
P870082643 CCCAGGTCCT
P870084618 CCCAAACCCT

* k % % * % *x *¥ % %

751. ..

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

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

alignment
position
P870080686 GGGACGCCGT
P870082693 GTGGCGCGGT
P870084668 GTGGCGCGGT

* k % *k k¥ * *x * % %

801. ..

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

alignment 851

position

P870080736 GTCCGGGGCC
P870082743 GGCCGGGGCC
P870084718 GGCCGGGGCC

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

* k % % *¥ % *x *¥ % %

alignment
position

P870080786 GGT AAGACCa

901. ..

* * % % % * *¥ % % *
* % % % % * * % % *x
* % % % % *x * %k % *
* % * *x * * * % % *
* * %k *x * % % *
* * %k %k * % % %
711.
GCTCTgt gTT
GCTCT---TT
GCTCT---AT
* * * % % * *
* * % % * * %

76 1.

CGGGCGCGAT
TGGGCAGGAT
TGGGCATGAT

* * % k% % % * * % *

* * % %k * % *x * % *x
* x * % % % * % *
* k %
* *k *
* % %
811.

CTCCTGAATC
CTCTTGGACC
CTCTTGGACC

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

* * % * *x k% %

* * *x %

* X X X X
L I R
* 0F X X X
* X X X

*
*
*
*

* * *
* X X X
* X *
* X X
*  *  F

86 1.

Aaccatcccg
AGCTCCGCAG
AGCTCTGAGG

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

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

911.

tgacatgttc

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

* %k kX F
E R T B I
E N T I
* 0% X X X X
E I T I A
* %k kX F
E I T B N
E N I N
E I B B S
E N T R A

721. .

TCCTGCTCCA
TCCTGTACTC
TCCTGTACT-

* ¥ % * ¥ %k *x % % %

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

77T1. .

GTGGAGGAGC
GTGGCGAATC
GTGGCGAATC

* % % * ¥ %k *x ¥ % %

* *

* %k %k X
* 0% X X X
L I I
* 0% X X X
* 0% X X X
R
* 0% X X X
L I A
* 0F X X

E I T B

8§21..

GGCCggcgGG
GGCGTCTCAG
GGCCTCTCGG

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

* *
* * %
* *

* %k % %
* X X X X
L I I

871..

t CTCCAGCCC
CCTCCGGCCC
CCTCCAGCCC

* k k¥ %k kx * %k *x * %

* * * k * %k kx * % %
* * % k ¥ %k *x *¥ % %
* * % % *x % * % *%
* * % %k % % %k *x %
* % % % % * * % %
921

* 0% X X X
* %k kX
* 0% X X X
* % X X X
* 0% X X X
* 0% X X X
* %k kX
* 0% X X X
E I T I
* 0% X X X

731.

GGTTTCgcgt
TGTTTCCACG
- GTTTTCACG

* % % * * % % * % *

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

781.

TGCCt CCGGC
TACCCCCGGC
TACCCCCGGC

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

* % %

* 0 F X X
* X X X
* X X X
E R T I A

*
*
*
*

E B B B
* %k 3k
E I T B
E I T
E T I B

831.

TGGCCCCAGC
TGACCCCACC
TGACCCCACC

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

* x * % *x *

* k k* %

881.

GGGCTTACGC
GGGCCTATGT
GGGCCTACGT

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

*
*
*

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

931.

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

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

* k k* k% %

* 0% X X X

741. .

ctcgcaTCTT
CATGT GT CCA
TATGGGTCCA

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

* Kk % %

791. .

TGCGGGACGG
TGAGGGACCG
TGAGGGACCG

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

* *x * k% %

E I T B S
E N T I A
* %k kX F
E I T B I
E N T R .
* 0% X X X
* 0% X X X
* % X F X
* 0% X X X
* % X X X

841. .

GCTTCTATGA
GTCTCAGTAT
GTTTCATTGT

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

* x * * * k% % % % %

* x * % % * *
* * * % % * *
* x * % % *
891..

CCCGCICGACA
CCCGCCAACA
CCCGCICAACA

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

* k * *k k * %k kx %

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

941. .

TTTTG GGTTGGGGCC GAGCTGGGGT
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60f 7

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

P870082793 GGT GAGGCCC GGACat aaTG TGACTTTTTG GTCAGGAGCC AAGTCGGGCT
P870084768 GGT GAGGCCC GGACttc-TGTTACTTTTTG TTCAGGAGCC AAGTCGGGCT

alignment
position

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

* *

EE B
* X X X
* X X X

*
* %
*
*

* X X X

*
*

P870080831 AAGGTGGgct
P870082843 CACCTGGa GG
P870084817 CACCTGGc GG

alignment
position

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

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

* * % % *

1001. .

P870080881 TTCAGGCT CA
P870082890 TTCAGGCCTA
P870084866 TTCAGGCCCA

alignment
position

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

P B
* X X X X
EE B
* X X X
* X X X
* X X X
* X X X

1051. .

P870080931 AAGTGAAGCC
P870082940 AAATGACATC
P870084916 AAATGACATC

alignment
position

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

* x k¥ % * * % % *%

1101. .

P870080979 ACGCACgat a
P870082990 CAGGACACGA
P870084966 CAGGGT AGGA

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

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

* k % * k¥ % *x *¥ % %

Pairwise similarities:

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

* %
96 1.

tcgGGCTTCG

AA-GGTTTCT
AA-GGTTTCC
* % * k% * % *x * %
* % * % % * *x * *
* % * % % * *x % *
1011. ..

TGAGGTTATG
TGCGAATATT
TGAGAATATT

* * % % *x % * * % *

* * % k% % % *k * % *
* % % ¥ % * *¥ %k % *
* x %k % * % *x * % %
* k %k *x k %k kx * % %
1061. ..

CAGACAAGGG
CAAACAAGTG
CAAACCAGTG

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

1111. ..

cagt aat t
GATATt t
GATATt t

* x * % %

ga
ggc
ggc

* k k% k %

* * k% % *

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

* %

* x * %k kx * %k %

971. .

GCT GT GCAAA
GACGT GCAAT
GACGT GCAGT

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

* * * k ¥ %k kx * % %

1021.

CAGgccagtc
TAGAGCAACA
CAGAGTAATA
* * ¥ * *¥ * *¥ * * %
* k ¥ k * * *¥ *¥ * %

* % % % * % %

* * *

* *
* %
* %

1071.

CAGac - - GAC
CGagg GTGAC
CGGga GTGAC

* % % * % % *x %

* * * * * % %
* * * * * * X%
* *

1121.

L
tct TGAGGCT

---TGAGGCT

* x * %k k * %

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

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

981.

GCGAAGTAAC
GCGGGGTGAC
GCGGGGTGAC

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

1031. .

agGTCTTTTT
GAGTTCTGTT
GAac TCTGTT

* % % * * % % k% % *

* * * * k% % % *

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

1081. .

CCGAGAGGGA
TTTAGGGGAC
TTTAGGGGAC

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

* x * * k % %k k % %

TTTCTCAat t
TCTCTCAgt -

* *k % kx * % %

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

* k %k * k * %k kx %

991..

TGAGGCAGGG
-- AGGCAGGG
TGAGGCAGGG

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

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

* x * *k x k% *k *x k% %
* ¥ % * ¥ % % %
* % % *x ¥ % % %
* % %k % *¥ %k *x %
1041.

ACAGATGAGA
TCAATTT GAA
TCAGTTT GAA

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

1091.

ACAGCGAGTC
ACAGCGT GCC
ACAGCGTTTC

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

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

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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P870082 [P870084
(1039 bp) (1001 bp)

P870080 0.452 0.447
(1001 bp) 59 % 55 %
P870082 1.000
(1039 bp) 85 %

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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L ogout Personal Messages
Genomatix-L ogo L ogout Personal M essages GEMS-Logo

Genomatix MainGEMSEIDoradoGene2Promoter BiblioSphere
Freqguently asked gquestionsY our ResultsY our SequencesY 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 Jun 3 23:28:12 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: . . .
9 P # 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)

o ALL user_defined.lib (0.75/Optimized)

Selected groups « ALL vertebrates.lib (0.75/Optimized)

(core/matrix sim):

Aligned Sequences:

Sequence o
No. Name Sequence Description Length
sym=ATPIF1|loc=L0c93974|taxid=9606|spec=Homo sapiens|chr=1|
1 |P882240 ctg=NT_037485|str=(+)|start=2673320|end=2674374|len=1055| tss=501,555] comm=ATPase 1055 bp

inhibitory factor 1; (AK000934/555/gold;NM_016311/501/bronze;
NM_178190/501/bronze;NM _178191/501/bronze;)
sym=Atpi|loc=L 0c11983|taxid=10090|spec=Mus musculus|chr=4|
2 |P882241  [ctg=NT_078437|str=(+)|start=34008|end=35058|len=1051| tss=501,551| comm=ATPase inhibitor; |1051 bp
(AK011886/551/gold; AK008346/551/gold;NM _007512/501/silver;)
sym=nalloc=L 0c362620|taxid=10116|spec=Rattus norvegicus|
3|P882242  [chr=5|ctg=NW_047724|str=(+)|start=2519787|end=2520787| 1en=1001|tss=501] comm=similar to |1001 bp
ATPase inhibitor, mitochondrial precursor; (XM_216338/513/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.
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VeMAZF USEGRE vszFiA WSNRSE WSBIVIE \/ SETSF USNRE2 vSHNF4 USSHIE

alignment
position
P882240
P882241
P882242

alignment
position
P882240
P882241
P882242

alignment
position
P882240
P882241
P882242

alignment
position
P882240
P882241
P882242

alignment
position
P882240
P882241
P882242

20f 7

51
11
51

52
61
101

80
111
149

130
156
194

1..

aaagtgttagg

aagcaggata

AGGGTTTCTC
AGGGTTTCTC

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

* k kx % * * * %

GCAATATAAC
GCAATATAAC

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

151. .

t gt at atcta
ATATGTAT Aa
ATATGTATAg

* * %k *x ¥ %k * % %

* * k kx * %k *x % %

201 . .

TCCTGGACAC
TCCTAGGCAT
TCCTAAGCACc

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

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

*

* *
* * % %
* kx * %

11..

gatt acaggc

aaaaaattgec

TGAGAAAGTG
TGAGAAAGTG

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

* * k% %

*  F X X

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

* k k% %

CAAAGAACAA
CAAAGAACAA

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

* * k¥ k¥ * *¥ * * * *

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

161.

agcc
acag
aggt

ag
ag
at

ggca
G- - -

G- - -

211.

AGCT-- CCCA
GGCTACCACA
aaCTACCACA

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

* *

21. ..

gt gagccacc

tgacgacagg

ACATTTAAGG
ACATTTAAGG

* * % * k¥ % *x * % %

* * % * * % %

*  * X X
* X X X

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

121..

--ACTTCTCA
GAACACCTCT
GAACACCTC-

* * % *k *¥ % % * % %

* * % % ¥ % *x * %

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

* X X

171. .

TTGGACGT
TTT GAGGT
TTGGAGGT

* k x x * %

ca

* *

* * * *

*
* * % * *
* * %

*
*
* * %
*

* %k %

* %

221. .

AACCCCGAAT
AACTTTGTGT
AACCTTTATT

* k % * k¥ % *x * % %

31.

gcgcccagcc

atgact agga

t gagagaagg
t gagaggata

131. ..

TAACAAAT GA
TAAGAGATAA
- AAGAGAT GA

* % ¥ % * % % * % %

* * % % ¥ % *x *x %

181. ..

CGGTATCCTG
CGATATCCAG
CGATAACCAG

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

* k * %k k * %k * % %
* * * % x * % * % %
* * ¥ % * ¥ % * % %
* % ¥ % * % % * % %
231. ..

TCCCCCATTT
TTCCCCAATC
TCCCCAATaa

* * * %k x * % * % %

agaacactga
AGGTCAAAGA
AGGTCAAAGA

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

* k *k k %

* % X X
E I T B

*
* * k% k % %
*

E I .
* % *

* * *k * %

CACTGCAGT
gACTGCAGT
* x k k *k k *x %
* * k% k % % *
*
*
*

* * *k k* %

L I R

*
* k kK k k %
*

* * % k %

141.. ..

ACGCGATTT a
ACACGATTTC
CTACGATTTC

* k *k x k¥ x ¥ % * %

* k k% x k& x ¥ % * *

191. ...

GACATCAGCA
GCTGTCGGCA
ACTGTCGGCA

* k k% k k kx k¥ %k * %

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

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

* *x k k k *x % %

241. ...

TATTGAT Ge t
TATTCATGTC
OI .

* k * k *k k *k %k * %
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alignment
position
P882240
P882241
P882242

alignment
position
P882240
P882241
P882242

alignment
position
P882240
P882241
P882242

alignment
position
P882240
P882241
P882242

alignment
position
P882240
P882241
P882242

alignment
position
P882240
P882241
P882242

178
206
239

228
247
280

278
297
330

328
335
358

378
385
387

428
424
422

251 ..

agcaggccag
CATAGGGCTT
CAT AGGGATT

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

301. .

TTAGAATT GA
TTT GGACGGA
TTAAGACAAA

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

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

351. .

GGT CCAAGAG
AGACCAAAAG
AGACCAAAAa

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

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

401 . .

TAAACTCCTC
TAGACTCCTG

* k¥ k% *x ¥ % * ¥ * %

451 . .

tagcggttgg

501. .

ctccgggaag
Tat - CATAA-
TtagCATAA-

* * * % *x *

261.

ggaagggaaa
GCCATCgt GT
GCCACCacGT

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

* %

311.

AATCGT GGGC
AATTGT GCa G
AATTGT GCGG

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

361.

CCGAaatttc
CCAAgattc
tctcacgggt

* * % %

Q

* * k% %

411.

CATCATTcct
GGTCAT Gat g

* ¥ % * k% * * *

* ¥ % * k% % * *

511.

cccGCCT- - -
-GCCCcgc
-GCCC- - -

* *k * %

AAGAAGAA
AGGGATAA
AT GCATAA

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

271. .

acttcctttyg

321..

TGGAGGT GGA
TGGGAGT GAA
TGGAAAT GAA

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

371..

ggcttctggc

tgggatga- -

421. .

ctttccagtc
cCGTTAGAGCC
-GTCAGAGCC

* % % * % * * % %

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

471. .

ACCCGTCTCT
ATCCGCCTCC
Accaga- - - -

* * % * k¥ % * * % %

*

521..

CCGCTCTCCC
CCCCTCCCTC
CGCCTCCCTT
* * % * * % *x *x k% %
* * * * * % % %
* * % %k * % % %

* * *k *k * % % %

TTTGAAT
TTTTAAT
TTTTAAT

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

* * % * % %

331. ..

CGCCACGCCT
CGAAATGCCT
CAAAATGCCT

* k % % k * % * % %

* k % * k % *x *x %

E I I B

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

381. ..

acTCTCCTCA

* % % * k% * * %

431. ..

ctttggccect

TTGTTTATTA
CTGTTTATTA

* * ¥ % * % % * % %

* % ¥ % * % % * % %

481. ..

TGCTCGGGAT

CTCTCAACAA
CTCTCAACAA

* * ¥ % * ¥ % * % %

531. ..

GTGATTCGCT

CTGATTCGCG

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

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

TCTTTTGA

291. ...

AATAACGACT
AAAATCGACC
AAAATCGACC

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

* k k¥ k k k *x % %

341. ...

CATTCTGATG
CATTCTAAAG
CATTTGAACG

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

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

* k k k k *x % %

* *
* * k% * k& x ¥ % * %
* %

* %

391.. ..

CTCAGCTCTC
CTTCGCTCTG

* * * * & x ¥ % * %

441. ...

aagcccttge
ACTGTTAACT
GCTGTTTCCT

* * * x & x ¥ % * *%

* k k x k& x ¥ * *x *

491. ...

TCGCTGt gag
ACGCTGCAGA
TCGCTACGGA

* k * kx k¥ k *x * * %

541. ...

ACTCCTGTGT
GTTTCCGTGC
GTTTCCCTGC
* Kk kK Kk ok ok Kk Kk K K
* Kk kK Kk ok kK Kk Kk Kk K
* Kk Kk Kk ok k kK Kk kK %

* k k k¥ k¥ k¥ k¥ * * *
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alignment
position
P882240 475
P882241 469
P882242 465

alignment
position
P882240 523
P882241 518
P882242 515

alignment
position
P882240 573
P882241 566
P882242 563

alignment
position
P882240 623
P882241 616
P882242 613

alignment
position

TCATCCGCCC
TCGTCCCACC
TCGTCCCgCC

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

* * k kx % k% % * *
* * k *x % k% % * %
* k¥ k% *x % k% %
601. . ...

TTAGCGCGTA
TTAGCGCGCT
TTAGCGCGCT

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

* *

* *

*

*

* *x %
* k%
*

* X X X
I
EE B
* X X X
* X X X

* %

GCT CCAGCAG
ACGCCGAAGA
ACGCCGAAGA

* * k% *x *k %k * %k % %
* * k k * %k k %k % %
* * *k *x * %k * % * %
* k¥ k% *x ¥ % * % * %
* * k% *x ¥ % *x % * %
701. . ...

CGT GT GGGGC
TGT CT GGGGT
TGTCTGGGGT

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

*
*
* * %
*

* X *

* % ok kX

* %

* 0% X X X
L I A
EBEE I B
* 0% X X X
* %k kX

751 . .

- CTCCGTCGA
TCCCCGGCGT
TCCCCGCCGT

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

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

611.

ACGAGAGACt
AGGAGAGAAG
AGGAGAGAAG

* % % x % % *x % % *

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

* X F X

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

661.

CAATGGCAGT
CAATGGCAGG
TAATGGCAGG

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

* k * *k * % % * *

* % * 3k
E I T B
L I T
*  F  F *
E I
*  * ok X
E I T B
E T
*  F  F X
E S

711.

GTGAGGACCA
ATGAAGGTCC
ATGAGGGTCC

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

* % % * % % * *

* %k kX o}
E I B B T
* 0% X X X
* 0% X X X
E I I .
* % X * X
* 0% X X X
L T I
* 0% X X X
* % X X X

761.

P882240 673 TACGCTGCGG CAgt gt ccgc
P882241 666 TAGGT GGCGG CACGGCCCAG
P882242 663 TAGGT GGCGG CACGACCTAC

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

571..

CCAGATT GGG
CTAGATTGGC
CTAGATTGGC

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

* k * *k * % % %

621..
gcttgct gCG
CAgCCA- - CG
CAaCCA- - CG
* % * % % * *
* % * * % * *
* % * % % * *
* % * % % * *
* * * * % * *
671

* * % % * %k k% * % *
* k %k % * %k k% *x % %
* % % % ¥ % % * % %
* % % *¥ ¥ % k¥ * % %
* % % *¥ ¥ % % * % %
* % % % *¥ * * *x % %
721. .

TGCAAGCCCG
TGCAAACCCG
TGCAAACCCG

* k¥ % % ¥ % *x * % %

* % % * % * * % %

P R T T N
* % % ok ok *
* % % ok ok *
* % o ok ok *
* % % ok ok *
* %k ok ok ok *
* %k ok ok *
* %k % ok ok *
* %k ok ok *
* % % ok ok *

771. .

tgct

TGCT-TGGCC
AGTT- CAGCC
GGTTcCAGCC

* *x * % * % * % %
* k k* % * *k * % %
* *x * % * *k * % %
* % % *x %
* % * % %
* % * % %
631. ..

GCAGAGACGC
CCCGCAACGC
CCCGCAACGC

* % ¥ % * % % * % %

* % ¥ % * ¥ %k * % %
* * ¥ % x ¥ % * % %
* x * % k % %k * % %
* k * %k k %k %k * * %
681

G GA

GGG

GGG
* * ¥ % x %k % * % %
* k * % k * %k * % %
* x * %k k * % * % %
* % % *x * * * % * %
* % % % * % % * % %
* % ¥ % * % % * % %
731. ..

AGGCTTCGGC
AGGCTTCGTC
AGGCTTCGGC

* % % * * * * % * %

* % * % %

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

781. ..

591....

GTCCCTGCCA
GCCCTCGCAG
GCCCTCGCAG

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

* k *k k %

E I T T
* %k k%
* % x 3k

E I T B

*
* *k *k * ¥ %
*

* * k k%

641. ...

CAGAGGT GCA
GAGCTGAGCA
GAGCTGAGCA

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

* k *k k %

691....

CGTGGCTTGG
CTCGGTTCGG
CTCGGCT CGG

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

*

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

E T B
*  * ok X
E I T B

* kx k k%

741. ...

TCGGATCAGG
TCGGACT CGG
TCGGACT CGG

* k * x k¥ k¥ % * %
* % k k k¥ k *x k* %
* k kK x k& Kk k X
* k k k k *x % %
* k k k k k % %
* * %

* *

E I I I B

* 0% X X X X

* %

791. ...

CCAGCC CCGCGGGCGG ATC--Cc at ¢

CGC-CCATCG CGGGGecgcag gttctCTCTC
CGC-CCATCG CGGGGTGCGG GTC--CTCTT
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* k k k kK k *x k *x k% Kk k *x *k *k *x x * * k* % * k *x K* k* % * k x *k k k *k %k *x % * Kk % * k k *x %
* * ¥ % *x %k % % * % % x k% k *x % %k * * *x % * *k * % % % * *x * % % * x * *x *
* % % % % % % % * * * * * * * * * * * % % * % % % % % * % % * %
* * % % % % *x * % * * * k¥ * * * * * * * % % * * * * * * * * * * *
* ¥k * ¥ * * * %k %
alignment
position 801 .. ..... 8212.......821.......831.......841....
P882240 721ttt gctt--- CCGTACCTTT ACCAGTGTCC CTGTCTCTCT GCAGTCCGAG
P882241 715 CCTTGTTGTG CCTTTTCTTT TCACGTCCAC GACTCTCTTT GCAGTCGGAT
P882242 710 CCTTGTTGTG CCTTTTTTTT aat- GTCCAC GACTCTCTCT GCAGTCGGAG
* k k * *¥ * k¥ *x % % * * * * * * * * * * * k¥ k% % * * * * % % * % % % % * % % *x % * k * *¥ k¥ k¥ ¥ * * *
* k*x kx * ¥ * * *x %k % * * * k¥ * *¥ * * * * * % % % % % * * *k * * *¥ * * * * * k * k¥ k¥ k¥ x * * *
* * * * * * * * ¥ % *¥ ¥ * * * % * k k¥ k¥ ¥k kx kx * * %
* * * * * * * * k¥ * *¥ ¥ * *¥ * * * k k¥ k k¥ k k * * %
* kK k *k *k *x % * k kK kK kK k k *x %
alignment
position 851....... 862. .. ....8721.......881....... 891....
P882240 768 Aat gt cgacc gGGGCGCG G GGGCCTT CGG
P882241 765 AGCATGGATa CGGGCGCT G GAGCCTT CGG
P882242 759 AGCATGGATt CGGGCGCT G GGGCCTT CGG
* k¥ k * * * * * * * * * k¥ * *¥ * * * * * k¥ * k¥ ¥ * * * *x % * * k¥ k% * *¥ * *¥ * * * k k k¥ k¥ k¥ k¥ * * %
* * x * * * *x *x * * * k¥ k¥ * *¥ * * k¥ * * ¥ % % ¥ % *x * % % * * % *x ¥ % *x *x % * * k% x k¥ x ¥ % * %
* k k kx x *k %k * % * %k k k *k *k k* *x *x % * * % *x k % *x *x k% % * * ¥ % x % %k * * % * *k k% k * k *k %k * *%
* * %k *x * %k * % % * % % x * k *x % %k * * * % *x * % *x *x % % * % % * % * % % *x % * k k k¥ k¥ k¥ ¥ * * *
* * * *¥ * * * * * * * k¥ * k¥ * * * *x *x % * * *k * * *¥ * * * * * k * k¥ k¥ k¥ ¥ * * %
* * ¥ * * * * % * * k¥ * k¥ ¥ * * * % % * * *k * *¥ *¥ * *¥ * * * k k¥ k k¥ kx kx * * %
* * ¥ * * * * % *%* * k¥ * k¥ ¥ * * * % % * k* k¥ *¥ *¥ *¥ * *¥ * * * k k k¥ k¥ k k * * %
* * k% *k * % % * % * kK x x k k k % % % * *x x *k k k *k %k *x % * kK kK kK k k k *k % %
* kK k *x k Kk k *x % * * % * k % *x *x % % * * X % x % % * % % * * k k k k k * %
* * % % * % % * % * k % k k % *x *x % % * % % * % * % % % % * * k k kx kx %k % %
alignment
position 901.. ... .. 911. .. .... 921.. 931 941. ...
P882240 818 AAAGAGAGAG CAGGCT GAAG AGGA GCTCACCGG
P882241 815 AAAACGAGAA AAGGCT GAAG AGGA GCCCACCT G
P882242 809 g AAACGAGAG AAGGCT GAAG AGGA GCCCACCT G
* *x k * ¥ * * * *x % * * k¥ k¥ *¥ *¥ * * k¥ * * * % % * % *x * % % * % ¥ % * ¥ % * % % * k * k¥ k¥ k k * * %
* k Kk x x *k kK k *x k *x k% Kk k *x *k *k *x x * * k k x k k*k k %k % % * k k *k k*k k *k %k * % * k kK kK k k k *x % %
* * %k x ¥ %k * % % % * % % x k% k *x % %k % * k % *x * % *x *x % % * k * %k x k¥ %k * * % * *k k% kx * kx k¥ % * %
* k * *k * * * * * * * * * * * * * * * * k¥ * * ¥ * *¥ *x *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 kx kx * * *
* k * k¥ * * *¥ * % * * k¥ k¥ *¥ *¥ * * k¥ * * * % % * % *x * k% % * % ¥ % * ¥ *x *x % % * k k¥ k¥ k¥ k x * * %
* kK k k k *x Kk Kk k *x *k k*k *x x * * k x k k k* k %k % % * k k x k k*k * *x % * k% * k k * * %
* x %k % % * % % x * k% *x % %k % * k % *x *k % *x *x % % * k % *x ¥ % *x *x % * * % * *k k *x k% %
* k¥ * * *¥ * * *x % * *x *
alignment
position 951....... 962. .. ....9721. ... ... 981....... 991....
P882240 868 GTCCC TCTCCCaatg gccttccaat ccttaaactgg
P882241 865 GTCCC TCGTCCTCCC TGTCCTTTCT ACGCTCTCTG
P882242 859 GTCCC TCGCCCTCCC TGTCCTTTCT ACGCTCTCTG
* * k% *x k¥ %k * %k % *% * % % x * k% *x % %k * * k kx k k k*k k *x % % * *x x *k k k *x *k % % * k kK kK k k k *x % %
* k k k% *¥ * * *x *x % * * % kx * k% *x % %k % * k % k * % % *x k% % * * * % x %k %k * % % * * k% kx * kx k¥ % *x %
* k¥ k * ¥ * * *x %k % * * * ¥ * * * * * * * k¥ * k¥ * * * * % % * % % * % * % % *x % * k k *¥ k¥ k¥ ¥ * * *
* *x k * ¥ * * * % % * * * k¥ * *¥ * * * * * k¥ * k¥ ¥ * * *x *x % * * *k * * *¥ * * * * * k * k¥ k¥ kx x * * *
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* % * % % % * % *x % * % % % % * % *x * * * % % % * * * k% % % * % * *x % * % * % % ¥ ¥ *x * *
* * k% k% * % k% * *x * * * * % * * * * *x * * * % * % *
* % % % * % * % *x * * % % % * %
* % % % * % * % *x % * % % % * %
* % % % % % % % *x % * % % % * %
g =i 1001. ..... 1011.. ... L1021, .. ... 1031...... 1041...
position
P882240 918 cca a C TACCTGGTGC CTTGGGCGCC CCATccccca
P882241 915 - - - - T TACCTGGTCC CTTGGGGCGC CCATCTTCTG
P882242 909 - - - - T TACCTGGTCC CCTGGGGCGC CCATCTTCTG
* % % % * % * % % * % * % % * * * % % % *¥ % % % * % * % * % % % % % % * * % % % % % ¥ % * *
* % % % * % * % % % % % % % * *x * % % % *¥ % % % * % * % % % % % % % *x * * % * % % % ¥ % * *
* % % % * % * % % % % % % *x * * * % % % *¥ % % % % * * % % * % * % *x * % * % * % % ¥ ¥ % * *
* * % % * % * % % % % *¥ % % * * * % % % *¥ % % % *x % * % % % % % * % *x * * % % % ¥ ¥ ¥ * * *
* * % * * % * * * % * * % * *x * * % % % % % * % * % * % % % % % * k% *x * * % * %
* * * k% * % * % % * % * * % * * * % % % *¥ % * % * % * % * % * % * % *x * * % * %
* % % % * % * % % * % * % % * *x * % % % *¥ % * % * % * % * % % % % % *x * * % * *
* % % % * % * % % % % % * % * *x * % * % *
dignment 1051. ... .. 1061.. ... 1071, .. ... 1081...... 1091...
position

P882240 968 aCAGAACTCC CGGGCcccaatccagtatac cctaaccctt gatgtcccga
P882241 961 GCAGAATTCC AAGGCt GATG AAGCCATCGG - - - - - - - - - - - - =----- - - -
P882242 955 GCT GAATTCC AAGGCc GGTG AAGCCTTCCT - - - - - - == == == ----- - - -

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

* *

* k¥ k% *x ¥ %k * % * % * * %

alignment
position
P8822401018 ccGTT GCCAC GTATAGGGCA CTCCCAGTta cctgcaca-- ----------
P882241 991 - -GTCGCCTC GTAGTCGAGA CTGCTAGTat cgcactgctg gcctcccagc
P882242 985 - -GTTTCCAC GTAATCGAG- - - - - = - = = == = == o oo oo o e o mmm e oo -

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

1101. ... .. 1111.. ... 1121, 0.0 .. 1131.. .. .. 1141. ..

glc')gi”trinoe:t 1151. ... .. 1161
P8822401056 - - - - - - - - - - °ac
P8822411039 cagccttaag cct
P8822421002 - - - - - - - - - - 5o«

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.

P882241 |P882242
(1051 bp) (1001 bp)

P882240 0.225 0.219
(1055 bp) 44 % 43 %
P882241 1.000
(1051 bp) 81 %
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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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L ogout Personal Messages
Genomatix-L ogo L ogout Personal M essages GEMS-Logo

Genomatix MainGEMSEIDoradoGene2Promoter BiblioSphere
Freqguently asked gquestionsY our ResultsY our SequencesY 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 Thu Jun 2 01:09:42 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: . . .
9 P # 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)

o ALL user_defined.lib (0.75/Optimized)

Selected groups « ALL vertebrates.lib (0.75/Optimized)

(core/matrix sim):

Aligned Sequences:

Sequence

No.
° Name

Sequence Description Length

sym=ATPAF1|loc=L oc64756|taxid=9606|spec=Homo sapiens|chr=1|
1/P889644  |ctg=NT_032977|str=(-)|start=952928|end=953928|len=1001| tss=501| comm=ATP synthase 1001 bp
mitochondrial F1 complex assembly factor 1; (AK026004/527/gold;NM_022745/527/silver;)

sym=Atpaf 1|loc=L 0c230649|taxid=10090|spec=Mus musculus|
chr=4|ctg=NT_039264|str=(+)|start=15907741|end=15908968| len=1228|tss=501,728| comm=ATP
synthase mitochondrial F1 complex assembly factor 1;
(AK032020/733/gold;NM_181040/506/silver;)

sym=naloc=L0c313510jtaxid=10116|spec=Rattus norvegicus|
3|P889646  [chr=5|ctg=NW_047718|str=(+)|start=7486974|end=7487974| 1en=1001|tss=501| comm=similar to |1001 bp
ATP synthase mitochondrial F1 complex assembly factor 1; (XM _233402/501/silver;)

2 P889645 1228 bp

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.
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20f 8

VSIRFF VEZFSE R DENRES USINOR vsneur IR v 576PF
VSCDEF V$IKRS VSAREB

S IEJMIET 1o 11. 21. . ... 31. .. ... 41. . ... ..
position
P889644 lattactctcg - - - - - - - - - - - - - - - - - - - - - oo oo oo n oo
P889645 1---GCATTGC GTTTTTAAAA AGCTTAGCTT TTAGGTGGAA CTTACTACTT
P889646 1 gagGCATTGC GTTTTTAAAA GGCTCAGCTC TTAGGTGGAA CTTACTACTT
* * % % * % * * % % % % ¥ * * *x * * *¥ % ¥ * % ¥ * % * * % ¥ * ¥ % * * * % * * % ¥ * ¥ % k% *x *
* * % % * % % * % ¥ % ¥ ¥ % * *x % * * % ¥ * ¥ ¥ * *x * * % ¥ k% ¥ % k% * % % * * % ¥ * ¥ % k% *x *
* * % k% * % * * % % % * % % % * * * * *k k% * * % * *x * * % % % * * * *x * % * * * k* * * * * * *
S IEJMIET 51. .. .. ... 61. ... 71. ..., 81. .. ... 91. . .. ...
position
P889644 11 - - - - - =« ==« - - - - GCCTC AGTTTCCTTA TTTGTTAGAT GAGGAT AAT 2
P889645 48 TAATGGTTCA CAGCCTGTTT AGCTTCTCCA TCTGTAAAAT GAGGTTAAT 2
P889646 51 TAATGGTTCG CAGCCGGCTT AGCTTCTCTG TCTGTAAAAT GAGGTTAAT 2
* % % *¥ ¥ % k¥ * % % * % % % ¥ % * *¥ *x * * *¥ % ¥ * % ¥ * % * * % ¥ k% ¥ % k% * * % * * % ¥ * ¥ % *¥ *x *
* % % *¥ ¥ % % * % % * % ¥ * ¥ ¥ % * *x % * *¥ % ¥ * ¥ ¥ * *x * * % % * ¥ % % * *x % * * ¥ ¥ * ¥ % k% *x *
* % k% % * * * * *x * * % % % * % * % * * * * % k% * % % * * * % % * % k% * * % * * * % * * * * *x *
* % * * % % * % % * * *k ¥ * * % * *x * * * * k% % * *x % * *x *
* k% k¥ * * % * *x * * * * k% ¥ * * % * *x *
* % ¥ * ¥ % * * * * * * % ¥ * ¥ % k% *x *
e gz 101. . .. ... 111. .. 121. ... 131.. ... 141. .. ...
position
P889644 46 - CTGCCACAC AGAGTATGAA GCCgctcagt g- TCCTGCAC ATAGCAACCHt
P889645 98 TCTACTTCAT AGGGTATGAG GCCAATGGAA CCTTCTGCAA ATAGACACTC
P889646 101 TCTACTTCAT AGGGTATGAG GCCAATGGAA CCTTCTTCAA ATAGAAACCC
* * % % * %k k% * % * * % % * * % * *x *x * * * %k % * * % * *x * * k¥ % * * % * *x * * * * k% ¥ * * % * *x *
* k % % * % k% * % * * % % % * % * *x % * * * % *¥ * *x ¥ * *x * * k% ¥ * * % * *x * * * * k% ¥ * * % * *x *
* % % % ¥ % ¥ * % % * * % % * *¥ % k% * % * % % *¥ * ¥ ¥ * *x * * % ¥ * ¥ % * * * * * * % ¥ * ¥ % * *x *
* % % *¥ ¥ % ¥ * % % * % % % % ¥ % * *x *
* % % *¥ ¥ % % * % % * % ¥ * ¥ % % * % %
2 MEJIETE 151. . .. ... 161. .. 171. ... 181.. ... 191. .. ...
pOSItIOﬂ
P889644 94cagTAAAGAG AAGCTTgctg ct gt gattat aGTTGATGAA AAGACCTTCC
P889645 148 A- - TAAAGAG AAGCTTCAGC TAT- - - - - - - -GATGTTCAG ACATCCTTTC
P889646 151 A- - TAAAGAG AAACTTCAGC TAT- - - - - - - -GATGTTCAA ACATCCTTTC
* * * % * * % * * * % % % *¥ % % * % * % % * *¥ % % * * % * % * % % ¥ * ¥ % k% *x *
* * *¥ % % * % * * % * % ¥ * * % * * * % * *¥ % % % * % * % * * % ¥ * ¥ % k% *x *
* * *¥ % % * % % * % * % % * * X% % * * % * *¥ % ¥ * % % * % * * k% * * * * * *x *
* * % k% * % * * % * % %k * % * * * *x % * * % k% * % k% * % * * k% ¥ * * * * *x *
* % %
e g = 201. . .. ... 211 221. ... 231.. ... 241, .. ...
position
P889644 144 AT GCTGAAGG Acggactact acatcgagtgcctggcacTA CAGCGAGTGC
P889645 188 CAGCT AAAGA AACTGT = = = = == == === = o = oo oo TA CAGCTAGTGC
P889646 191 CAGCT AAAGA AACTGT = = = = == == === = o = = oo oo o TA CAGCTAGTGC
* % % * ¥ % *¥ * % % * % % * % % * % * * % ¥ * ¥ % * *x *
* k % k% * %k k% * % * * % k% * % % * % * * k¥ ¥ * * % * *x *
* * % k% * %k k% * % * * % % * % * * * * * k% ¥ * * % * *x *
* k% % % * % k% * % * * % * * % * * % * * k% ¥ * * % * *x *
* % % * % * % * * % ¥ * ¥ % * *x *
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alignment
position
P889644
P889645
P889646

alignment
position
P889644
P889645
P889646

alignment
position
P889644
P889645
P889646

alignment
position
P889644
P889645
P889646

alignment
position
P889644
P889645
P889646
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194
216
219

229
266
269

277
313
319

327
361
367

377
381
387

251. . .. ... 261
CA- - - mm oo o oo EEE
CAAGTAAATT TAGAAAAGGG
CAAGTAAATT TAGAAAAGGG
* % % % *¥ * * *x *x * * % % % % *x % %k *x %
* * % % * %k k% * % * * % % % * % * *x % *
* k% % % * %k k% * % * * * * % * * % k% * %
* % % % ¥ % k% * % % * * % % % *¥ % % * %
* % % *¥ ¥ % k¥ * % % * * % % *¥ ¥ % k% * %
301. . .. ... 311. ..
ggctttagag aacgga
CCAGCTTTCC AGAAG- - - C
CCAGCTTTCC AGAAGaagC
* k% % % * %k k% * *x * * * % % * * %
* % % * ¥ % % * % % * * % * * * %
* % % *¥ ¥ % k¥ * % % * * * * * * %
* % % % * * * *x *x % * % % * % * %
* %
351. . .. ... 361...

TGAATTT GG
TGAATCCTG
TGAATCCGG

aggaagggcgt
GGGGT GGGG- -
GGGGT GGGG- -

* * % * * * * *x % * k * * * * * *x %
* k¥ * ¥ * * * *x % * k¥ * * * * * *x %
* k¥ * k¥ * * * % % * k¥ * k¥ * * * % %
* * * k¥ ¥ * * * % * ¥ * k¥ ¥ * * *x %
* ¥ % * ¥ % *x % * * % * ¥ % *x *x %
* % % % * * * *x %
401. ... ... 411
at acacaggg cggcgagagec
accecet---- - ---------
accca----- =-=-=-»=-=-=---
451. . .. ... 461

cctcctcccc gccccgcecctec
GAACCGGGAG CTGCCAGCCC
GAACCGAGAG CCGCCAGCCC

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

* k k x k& Kk k *k x¥ k& *k *k *¥ * *k *k *x * *x *

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

271. ...

GCAAGCACCG
GCAAGCCCTG
GCAGGCCTGG

* * % x * % x * %k %

*

E I T
* % *
E I T T

*
*
*

* * % x * % x * % %
* ¥ % * % % * % % %
* % % * % %k *x * % *x
* % % *¥ * k *x *x * *
* * % x * % x * %k %
* * % x * % x * %k *
* * % x % % x * % *
* ¥ % x % % *x % % *x
371

L A
L I .
L I A
L T I I
*  *  F X X *
L
L T A
L A
L T T

*
*
*
*
*
*

471. ...

gccgcta-- -
GAAGcgt cgt
TAAGagttgec

* * % %
* * % %

* % * %

CGAGGACATG
TGAGAACCCG
TGAGAACCCG

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

*
*
* * %
*

E I T
* % * *
E I T B
E I T
* % X
E I T
* % * 3k

* %

* * % * * % * * % %
* * % *k * % % * % %
* kK k *k k k k *x * %
* k k x *k * Kk *x *x %
* k k% *k k % *x * * %
* k * *k k k% * k % %
* * % * * % * * % %
* * % %k * % % * % %
381. . ...

* * ¥ * * *x * * %k %
* * ¥ * * * * * % %
* * ¥ * * * * * % %
* k¥ ¥ * * * * * % %
* k k k k kxk k *x * %
* k % *k k % %k k * %
431. . ...
ggggc CAGAG
------ AGAG
----- CAGAG
* * * % %
* *x *x %
* * % %
481. . ...

TGTCCCTTCT
TGTCCCTGCT

* * % *k * % % * % %

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

GAGATCCgc t
AAGATGCAAC
AAGATGCAAC

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

* ¥ % * % * * *

* % * 3k

* * %

*  * X X X
*OF X X F
L I R

*
*
*
*
*
*
*
*

E I T D S T B

CCgtggc
CCACGAC
CCACTAC

* % *k kx k% %k %

* * %

*
* * % %
*

* Ok *

*
*
*

* Kk %

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

CGGcgcgccec
CGGGTGGGCPA
CGGGTGGGCT

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

* %k x k¥ * k *k *x * *

e - T
CCACT
CCACT

* % % % %

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

* %k X X F
E I B I T
* 0% X X X X
LI T
E I I N T

* 0% X X X
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alignment

position 501. . .. ... 511. .. 521. ... 531.. ... 541. .. ...
P889644 410 GCGC GGAACCTCGG TGCCGGAGCG CGGGCGCGGC
P889645 431 GCGC GGAACCTCGG TGGCGGAACG CGGGCCTCGC
P889646 437 ACGC GGAACTTCGG TGGCGGAACT CGGGCCTCGC
* % % % *¥ * * *x % % * % % % % * % % % % * k * k¥ * * * * * * * * ¥ k% * * * *x *x % * * * * * * * * * *
* k¥ k% * * * * *x *x % * % % % % * % % % % * * * k¥ * * * * * * * * ¥ * ¥ * * * %k % * * * k¥ * *¥ * * * *
* k¥ * * * * *¥ *x *x % * * * * *¥ *¥ * * * * * k * k * * * * * * * * ¥ * ¥ * * * % % * * * k¥ *¥ *¥ * * * *
* k¥ * k¥ ¥ * * * % % * % *k * * *¥ * *¥ * * * k * k * * * * * * * * ¥ * * * * * *x % * * k¥ k¥ *¥ *¥ * * * *
* k¥ * k¥ ¥ * * * % % * k*k k¥ * * *¥ * * * * * * % * * % *x * %k *x * * k% % * % % * * % *
* * % * ¥ % *x * % % * % * % % % * *x % * * % x * % x * %k % * * % % * % % * * % *
* * % * * * * *x * * % % % % % * *x % * k * k¥ * * * * * * * %
* * * * * * * *x % * % % % % % EE * * * k¥ * * * * * * * %
alignment
position 551. ... ... 561 571 581.. ... ... 591. .. ...

P889644 460
P889645 481
P889646 487

GCACT CGGAG
GGACcttgcg
GGACTTAGAG

CGAGGCCGAC
CGAGGCTGAC
CGAGGCTGAC

B8cccccaae
GGCCGGGGGC
GGCCGGGGGC

* k x x k Kk k % % % * *x x *k kK k *x %k *x % * *k *k k *k *k k *x *x % * k % *x ¥ %k *x ¥ * x* *x * *k k¥ * *k *x *x *x *
* * * % * * % % * % % * * % x * % x * %k % * k % *k k k% *x * * % * * * *¥ * *¥ * * * *
* * % % * % * % * *x % * k * k¥ * * * * * * * * ¥ * ¥ * * * %k % * * * k¥ * *¥ * * * *
* * *x % * * * * * % % * k * k¥ * * * * * * * k¥ ¥ * ¥ * * * %k % * * * k¥ * *¥ * * * *
* * * * * % % * k * k¥ * *¥ k¥ * * * * * ¥ * * * * * *x % * * k¥ k¥ *¥ *¥ * * k¥ *
* * ¥ * * % % * k * k * ¥ *¥ * * % * * k& % * % % * * % * % % x % *k *x % %k *
* kK k *k *k *x % * k% * k *k *k k *x *x % * k % *x ¥ %k kx ¥ %k x *x * *k k¥ * *k *x * *x *
* * % % * % % * * % x * % x * %k % * k k% *k k % *x k * % * * * * * *¥ * * * *
* % % % * * k * k¥ * * * * * * * * ¥ * ¥ * * * % % * * * k¥ * *¥ * * * *
* * * * * * k * k¥ * * * * * * * * ¥ * * * * * % % * * k¥ k¥ * *¥ * k% * *
alignment
position 601.. .. ... 611. .. 621. ... 631.. ... 641. .. ...
P889644 510 GCGCCt - - - G AGGAGGAGGA GGAGGCGGGG GCGGCCATGG CTGCTGTgagt
P889645 531 GCGcc cGAGG AGGAGGAGGG GGAGTCGCAG GCGGCCATGG CGGCgGTA- -
P889646 537 GCGCCaGAGG AGGAGGAGGG GGAGGCGCAG GAGGCCATGG CGGCTGTA- -

40f 8

* k K% % % * * k% % * * * % x %k % * * % * % % x * % x * %k % * k % * * % % * * % * % % k * *k *x %
* * * % % * * *x % * % % * % *x *x % *x % * k * k¥ * * * * * * * % ¥ k% * *x * * %k % * * * * * * *x %
* * *x %k % * * k % * % % * % * % % % % * k * k * * * * * * * * * * * * * * %k % * * k % * *x k%
* % % * * * * * *¥ *¥ * * * % * k * k¥ * *¥ * * * * * * ¥ * * * * * % % * * * * * *x k%
* * % * * * k¥ k% *¥ ¥ * *¥ * * * k * k* * *¥ k¥ * * % * * ¥ * * * *x * % % * kx *k % * k%
* k% * * x x *k kK k *x *k % % * *k xk k *k *k *k *x *x % * kK k k k k *k x *k *k * k% * % * %
* *k % * * % ¥ % x %k % * % % * * % x * % x * %k % * k k% % k % % * * % * k % % * *
* *x %
* *x %
* *x %
alignment
position 651.. .. ... 661. .. 671. ... 681.. ... 691. .. ...
P889644 557 gGTGGCGGCT GCGGGTGGCG CGGGACCGGC gGT T C
P889645 579 - GTGTCCGCT GCGGGTGGAG CGTGCCCCGC AGT T C
P889646 585 - GTGTCCGCT GCGGGTGGAG CGTGCCCCGC AGT CC
* * * * * * * *x % * % % * % * % % *x % * k * * * * * * * * * % ¥ k% *¥ *x * * *x % * * * ¥ * *¥ * * * *
* * * ¥ * * *x *x % * * * * * *¥ * * * * * k * k¥ * * * * * * * * ¥ * ¥ * * * % % * * * k¥ * *¥ * * * *
* * * k¥ * k¥ * *x % * * * *¥ * *¥ * *¥ * % * k * k¥ * * *¥ * * * * * ¥ * * * * * % % * * k¥ k¥ * *¥ * k% * *
* * k¥ k¥ * * * * % * * k¥ * * ¥ * *¥ * * * k * k * *¥ * * * * * x ¥ k¥ * * * * % % * k k¥ k¥ * *¥ * * * *
* % k x *k *k *x %k % * k x %k kK k *k %k *x % * *k *k k *k *k *k *x *x % * kK k *k k Kk k *x * % * % % x * *k *x % *k *
* % % x * *x *x k% % * % * % x %k %k * % % * * % x * % x * %k % * * % x * %k kx * % * * * *¥ * * * * * *
* * * k¥ * * *x % % * * * k¥ * * * * * *
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alignment
position
P889644 607
P889645 628
P889646 634

alignment
position
P889644 657
P889645 678
P889646 684

alignment
position
P889644 707
P889645 728
P889646 734
alignment
position
P889644 757
P889645 769
P889646 775

50f 8

701. .

TCTACCGGGG CCTGT
TCTACCGAGG CCTGT
TCTACCGAGG CTTGT

* * % % k¥ % *x * % %

* %k % * * %k % % *

E N T I .
* % X * X
* 0% X X X
* % X X X
E . .
E I T I
* % X F X
* 0% X X X
L I I
L

GTGTCACCcG
GTGTCACCgG
GTGTCACCt G

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

* * % * k % %

801.. .. ...

GCCCGAGGGG
GCCCCCCGAG
gt cct CCGGG

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

* * % % %

851. .

AGGCCAACCC
AAGCGAACCC
AAact AACCC

* * % * k¥ % * * % %

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

* * %

* *x *

L T
* % X X X
L
E I I D T
E I I I .
* %k Xk X X F
* X X X X
L T T
E I S D S T S N
* X X X

761. ..

CGCAGCTGCG
CACAGTTGCG
CACAGTTGCG

* * k Kk x * * Kk Kk *x

* ok kX % % ok
O T T T
* ok K Xk % *
R S T T T
T
* ok kX % % ok
P T T R
* ok kX % % ok
FE S T T T
* ok K X % ok ok

8§11. ..

GGCGCCGACA
GGAGCAGACG
GGAACAGACG

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

* % k% *x ¥ * *x *¥ % %

861. ..

TTTCTACGAC
CTTCTACGAC
TTTCTACGAC

* % k% *x *¥ * *x *¥ % %

* * % * *¥ % % * %

* % ok kX F
* X X X X
* % X kX
* 0% X X X
b I I
E I
* 0% X X X
* % X kX
* 0% X X X
b T I
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721. ...

* X X X X X X X X X
L R S T T B I I
L I D T T I T R
0% ok kX F X X F  F
E R R I S T I N N S
b I D S T I T B S
L R S T T B I I
L T D . T I T I N
EE N . T
E o I D S T I N N S

821. ...

GCAGCGGGGT
GCAGTGGGGT
GCGGTGGGGT

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

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

* ¥ % x % % *x % %

731. . ...

* kK k k k Kk k *x * %
* %k x *x * * k *x *x %
* k % *x k % *x * * %
* k * *k k % * * % %
* * % * k¥ % * * % %
* * % %k * % % * % %
* %k x % *¥ * Kk *x *x %
* k k *x *¥ * Kk *x * %
* k % *k k % *x * * %
* k % *k k k% * * % %
781. . ...

GTGCGCCCCG
GTGCGCCGGG
GTGCGCCGGG

* k *x * * * *k * %

* 0% F o X X X F
* F X X X X F
* % X Xk 3k
*OF  F X X X F
E R T 3
* 0% F X X X F
* OF X X X X F
* F X Xk Ok F
*OF  F X X X F
L T

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

E I T D S T B B
E I I D S T
E I T T S I
E I N S R I I
* % Xk X Xk F
E I T D S R
I T N S T
* 0% 2k Sk kX X F
E I I D S T

* % Xk % Xk F

GGGCTC
GGGTTC
GGGTTC

* k %k x * %

L S T T
E B S B I B N B
* 0% X X X X X X X X
L R D R I I B
E I B S R T R R
0% Ok kX F X X *
E I R D T B .
* 0% X X X X X X X
L T T S T
E I R . R T I I N

GCTCGGGCCg
GCTCGGGCCt
GCTCGGGCCt

* Kk k ¥ * %k % % *

* * k %

* ok X % * % ok
* ok kK ok ok
P T S
* ok Kk % *
* %k ok ok *
* ok Kk % ok
* % % ok ok ok *
* ok kX k% *

L T I

gcCGAGCTCC
CGAGCTGC
CGAGCTGC

* * % x k% % *x *

*
*
*
*

* % X
E I T
* % * 3k
E I T B
E I T
* % X
E I T

891.

* % % * k% %k * k% % *
* % % k¥ * *k % *x * %
* k x k¥ * *k Kk *x * *
* k% % x * *k *x % k %
* % % x * %k *x % % %
* % % * % % *x % % *
* % % * % %k *x % % *
* % * * k *k *x * %
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alignment
position
P889644 807
P889645 819
P889646 825

alignment
position
P889644
P889645
P889646

857
862
869

alignment
position
P889644
P889645
P889646

907
910
917

alignment
position
P889644 955
P889645 960
P889646 967

alignment
position
P8896441002
P8896451010
P8896461002

alignment
position

901. .

AGGTGCGGG
AGGTGCGGT
AGGTGCGGT

* * % *x *¥ % % * %

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

E I T I .

* % X * % X

E I T I

I T N

E I T T

I T N

L R

E I T I

L T N .

* 0% kX X X X X

951. .

GGCCCGGGCT
GGGCAGAGCT
GGGCAGAGCT

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

* * % %k *¥ k% % *x k% %

1001.

TGTCCCAGCT
TGGCCCTGCT
TGTCCCcacCT

* * % * k¥ % * *x % %

* ko x k K % * *
* *
* *
1051.
G
G
* ok ok Kk ok ok X Kk Kk %
* ok k k Kk Kk k Kk Kk K
* ok ok ok K Kk k Kk Kk *
* ok kK K Kk k Kk Kk *
* ok ok K K Kk k K Kk *
1101. .. ...
caaaacactc
1151. .. ...

911. ..

CTGGGTTGGC
CTGGTCGGG-
CTGGCCGGGT

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

*

N T I .
EEE T I

GCTGGGCCTT
TCCGGc AT GC
TCCGGAATGC

* % % * ¥ * * % * %
* % * % %

* % * % %

1011..

CTTCAGATGA
ATACCAATAG
ATACCAATAG
* * ¥ % * ¥ % * % %
* % ¥ % * % % * % %
* % ¥ % * *¥ % * % %
*

* * % *x ¥ % *x *x %

1061. .

ATCACACagc
GTCACATCTC
GTCACACCTC

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

* * % %

E I
E I T

*
*
*

E
E .

*
* %
*

1111..
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*

*

921.

TGGAGGCGGG
TGGGGGT GGG
TGGGGGT GGG

* % % * % %k *x * %k *x
* * % x * % x * %k %
* * % x * % x * %k %
*

* * ¥ % k * % *x *%

97 1.

AGGACAGCCC
ACTACTCTCC
GCTACTGTCC

* ¥ % * % % *x % % *

1021. ..

TGTag-- CCA
TTTGTTTCCA
TTTGTTTCCA
* k * k¥ * *¥ * * * *
* k * k* * *¥ * * * *
* k * * * * * * %
*

* *x * % % %

E I T

* *
* %
* *

1071. ..

taattggtagt
TGCAGACTCT
TGCAGAACCT

* * % x * % x * %k %
* * % x * %k x * %k %

* * % x * % x * % *

1171. ..

* * k& *k k k% %k * % %

* * % *x * % *x * % %
931. .

caggaggcgg
GAC NGNS
GACTC- - - - -

* * * k% %
* * %k % *

* k %k % %

981 ..

TGT GAGGTagg
GGGACGGT GG
TGCAT GGT GG

* * % * * % * * % %

1031.

GGCTCCGCGA
AGT TCAGAGA
AGT TCAGAGA
* * % * * % * * % %
* % % * % %k *x % %
* k * k *x * * * %

*
*
*
*
*

* X X

* *x * % *x % %
* *k * % *k % %
* * * % * % *

* X *

1081.

cagagctggg
TTGGgtcttt

* * k% %
* k k% %

* * k% %

1181. ...

* %

* *

941.

g AGGAGGGGC
- ACGACCGGC
- GTGGCGTGC

* * *k *k kx k% % * %
* * % %k * % % * %

* k % *k k % % * %

991.

gcaCTAGTAC
G--CTTGCCC
G--CTGGTAC

* * * ¥ % * % *

* % % % * % *

1041. .

* * k¥ k¥ * *¥ * * * *
* * k¥ k¥ *¥ *¥ * * * *
* % ¥ * *x ¥ % * % %
* * * % % % %
* * * % * *x %
*

1091
agtctct-- -

ccacagtec

1191. .
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PEBOELLI02 = = 22 =2 2= 222 s cccc2c2c2 csc 2200 cce sccceocsce = 2c0oo2ssc
P8896451060 ccctacttag gaagat gaaa at gaagacct tcagcgaagg catttgattt
P8896461002 - - - - - = = = - - = - - - - - - - - .- oo ooo - - - - - s oo oo - - - - - - oo -

alignment
position
P8896441002 - - - - - - - - - - - - - - - - - - oo oo oo --o oo o --- - oo - - -o- oo -
P8896451110 gct caaggtc acatgttgag tcagcagata cctgcctgag agat caagt:'t
PEBYEAGI2 == 22> c=2 222 s cceo22222 s2 22200 cco sccceocsce 20600 ° 2= c

alignment
position
P8896441002 - - - - - - - - - - - - - - - - - - .- - oo o oo oo oo oo oo oo oo -
P8896451160 cacaggctct cccagcttag ggccctgact gcctggacaa ggagactggag
PEBYELABI02 = = 22 = 22222 s ccc=c2c2c2 csc 22200 cco sccceocsce =2c0oo2s=c

alignment
position
P8896441002 - - - - - - - - - - - - - - - - - - -
P8896451210 at t gt ggcaa agactgat a
P8896461002 - - - - - - - - - - - - - - - - - - -

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.

P889645 P889646
(1228 bp) (1001 bp)

P889644 0.340 0.344
(1001 bp) 51 % 58 %
P889645 1.000
(1228 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
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	Text9: 
	Text10: The description of the complete description of TFBS can be found in additional file 3 (in the “Matrix Family Library” Excell sheet).


