This Supplementary Material shows the Core Promoters of Complex II 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 Wed Jun 8 21:31:13 2005

Solution parameters:

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

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

complete alignment is shown

AETIETE GUEE # nucleic acids per line: 50

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

(core/matrix sim):

Aligned Sequences:

’NT). SeNq;?ece ‘ Sequence Description Length
sym=SDHA |loc=L 0c6389|taxid=9606|spec=Homo sapiens|chr=5| 1001

1 |P878032 |ctg=NT_006576|str=(+)|start=207947|end=208947|len=1001| tss=501] comm=succinate b
dehydrogenase complex, subunit A, flavoprotein (Fp); (NM_004168/501/silver;) p

sym=Sdhall oc=L 0c66945|taxi d=10090|spec=Mus musculus|chr=13|
ctg=NT_078713|str=(-)|start=5811894|end=5812912|len=1019| tss=501,502,514,519| 1019
2 |P878035 |comm=succinate dehydrogenase complex, subunit A, flavoprotein (Fp); b
(AK029520/510/gold; AK 010561/522/gol d; AK 050475/522/gol d:; P
AK049590/522/gold;AK075990/527/gold; X M _127445/509/bronze;)

sym=Sdha|loc=L oc157074|taxid=10116|spec=Rattus norvegicus| 1001
3 |P878037 |chr=1|ctg=NW_047549|str=(+)|start=6979031|end=6980031| len=1001|tss=501] comm=succinate b
dehydrogenase complex, subunit A, flavoprotein (Fp); (NM_130428/501/bronze;) P

Alignment (DiAlign format):

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

WSGIIE Y SNRE] BRI VSEGRE \'SPG3F \SINS\ VSEREF USERER VSRORA

alignment position 1. ... ... .. 11........ 22, ... ....31. .. .....4212........
P878032 lcactttaagt ttgttt acat gtgacctcc- ---------- ---ACAAACA
P878035 e C CTCCAGCTTC CCAGCTGCTG - TAACGAAGA
P878037 1 aggat gacaa caggccggt C CCCGAGCTTT CCAGCAGCTG t TAACGAAGA
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alignment position
P878032 37
P878035 31
P878037 51

alignment position
P878032 65
P878035 81
P878037 101
alignment position
P878032 83
P878035 131
P878037 147

alignment position
P878032 133
P878035 158
P878037 171

alignment position
P878032 183
P878035 208
P878037 213

alignment position
P878032 196
P878035 257
P878037 263

alignment position
P878032 212
P878035 304
P878037 313

CACACAATTA
CGAAAGCTTT
TGAAAGCGAT

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

CCAGT GCagc
TCAGTGC- - -

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

* k k k *k kx %

caagaggtcg
TACTCTAGAA
CACAACAGAA

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

CCCCCCTCCG
CCCcccccecee
CcC

* *k k k¥ *k * k& % % %

* %

t gggcgatcc
CTTAT GGAGC
CTTAT GGAGC

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

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

GATCATCCGA
GATCCTCGGG

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

- - CTTTAAAA
CACTT TAAAG
CACTTTAAGG

61....

CAAAAT AGTT
GGATAT AGTT
GGATAT AcTT

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

EE
* F

t AGCTGCTCC
-AGCTGCTCC

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

* * *
ECE
EE

* k * %

161. ..

gaggccccgg
GT CCAGGGCA
GTTCAGGGCG
*k ok ok ok ok Kk Kk Kk K
* ok ok ok ok ok ok kx Kk
*k ok ok ok ok Kk Kk Kk K

211. ..

ACCCCATTCC
CCCCCATTAG
CGCCCATTTC

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

261. ..

cgg-------
TTGCGATCt ¢

TTGCGT TCgc

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

* k k k k %

E I I
E I

* %

311. ..
CCCtct cTGT
CCCggagTGT

* * * %

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

361. .. ..
ATGTTGGTGC
ACATTGGCAC
ACATTGGTAC
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* k k k *k k *x Kk k *x

71. .

Tagttaat - -
TCTAGTTCAG
TCTAGTTCAG
* %k k ¥ k% * *x % *x %
* k k ¥ * * * * % *
* % k %
* k k %

*

* F F
* %k
* F
* * *
EE
* F

* k %

121.

TTGT CCAGCC
TTGT CCAGCC

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

*

E
* % %
E o
* * *
EE
E

* k %

171.
gccgect
GTAt gt
GTAg

* * %
* % %
* * %

221. ..
CTGCGGTCTG

TTGAGATTCa
TTGAGATTCT

* * k x % %k * % % *

cgcccc-AGG
ttccact AGG

* * %
* * %
* * %

TTTGGCAAAC
CTTGGCAAAC

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

371. ..
CCACCACCTC
CTCACTTACC
CTCACTTACC

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

TATCCTGGCT
TATTCTGGAT

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

* %

* F
* * *
EE
* F *
* % %

*
* * %
*

* F
* * *

* %

131..

- - CAAGGGAT
ACCAAGac AT
ACCAAGGGAT

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

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

* ok ok kK *

181 ..
cccacctccg
231.

GGCGTTCAQgg
AGCGCCCAAC
AGCGCCCAAC
* % % % ¥ % *¥ *¥ *x %
* k% %k % * % k% *x %
* % % * % *
* *x %

*
*
*
* * * %
*

* X X X
EE
* F F
* * *
E o I
* X X X

2
ACCCTACTTC
ACCCTACTTT
* *
* %
* *

(o]
[EEY

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

331..

* % %
* * % % * * %

* % %

* * %
381. .

CCCGGAACAG
CCTGGAGCAG
CCTGGAGCAA

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

91. ..

TTTACGTAGC
TCTGCGTAGC

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

* % * %

*
*
*
*

EE

*
* * %
*

* F
* F *

*
* % %
* % * *x %

141. .

gt at aat aaa
CATTCCTACC
CATTCCTACC

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

191. . ..
cggacgagcg

241. .

cccttcggtec
AAAACGGGCT
AAAAT GGGTT

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

* %

* F X X *
EE
* %k
* F
* F *

*
* % %
* % * *x %

391. .

SEC = == o -
AGCCCATCAG

AGCCCATCAG
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* k% k k k k k k k¥ k¥ k k k k k¥ k¥ *x *x *k % * %k %k *¥ k% *¥ * * *¥ * * * *x * * * * % % * * * *x % % *
* k% k¥ k¥ k¥ * k¥ * % % * * % * * ¥ * * * * % ¥ *¥ * *¥ * *x % * * % % * % * * % * * * * * % % *
* k% k k k k k k k¥ k¥ Kk k *k k * * * * % * %k %k *¥ k% *¥ * * *¥ * * * * * * * * % % * * * *x % % *
* k% k¥ k¥ k¥ * k¥ * % % * * % * * ¥ * * * * % ¥ *¥ * *¥ * *x % * * % % * % * * % * * * * * % % *
* %k k k* k¥ k¥ k k¥ k k *x * * * * * % * %k %k *¥ k% *¥ * * *¥ * * * * * * * * % % * * * *x % % *
* * * % ¥ *¥ * *¥ * *x % * * % % * % * * % * * * * * % % *
alignment position 401. . ... .. 411. .. .... 421. .. ... .431.. ... .. 441. . ..
P878032 253 - - - - - - - - CC GCTCTACCTC GGTCGGGgag cgcgggacct cagcgttccc
P878035 354 Cgtt GCTGCC ACCCTACCTC AGACGTGTTG - - - - - === == =« - --
P878037 363 Ct aaGCTGAC AGCCTATCTC ACAGGTAATG - - - - = == = = = = - - o=
* * % % % % % * * % ¥ ¥ ¥ * * % * * % ¥ *¥ % ¥ * *x % *
* * % % % % % * k k% * *¥ ¥ * *x % % * k% ¥ * % k% * % % *
* * % % % % % * * k¥ ¥ ¥ ¥ * * % * * % ¥ *¥ % ¥ * *x % *
* * % % % % % * k k% ¥ * ¥ * % % % * k% ¥ * % k% * % % *
*
*
alignment position 451. . ... .. 461. .. .... 471. .. ... .481.. ... .. 491..
P878032 295ttaacgccaC CGTCCGCGGG TCCG GCCCCcact
P878035 384 - - ------- C CACCGCCGCG TTTa CCACTCAC
P878037 393 - - ------- C CACCGCCGCG TTTG CCACTCAG
* *k k*k * k¥ ¥ *¥ % * *x * * k k¥ * k¥ ¥ * * ¥ * * *x % * % * % % * * k% k¥ *¥ * % k% *x % %
* * kK *¥ ¥ k¥ ¥ % * *x % * % % * % % *¥ *¥ % % k% * * * * * % % * % ¥ ¥ ¥ % % * % %
* k k * k¥ ¥ *¥ % * *x % * % * * k% % % *¥ *x % * *x * * * % % * * k% k¥ *¥ * % k% *x % %
* * kK *¥ ¥ k¥ ¥ % * *x % * % % * % % *¥ *¥ % % k% * * * * * % % * % ¥ ¥ ¥ % % * % %
* k% % * *x * * * % * % * % % * * k% k¥ *¥ * % k% *x % %
* % % * % * * % % * % * * % % * % ¥ ¥ ¥ % % * % %
* k% % * *x * * * % * % * * % * k% k¥ *¥ * % k% *x % %
alignment position 501. . ... .. 5121....... 521....... 531 . 541
P878032 345 cagtacccgc tccgggcecgtg gcat ggtgcg caggcgcgat gtcccccact
P878035 425 GCGAGCCAGG AGG- - - = - = = === = = = = = o o oo o o e mm o m e - e e o e -
P878037 434 GCGAGCCAGG AGGA- - = = = = === = = = = = = =& = = o = o oo o oo e em e e
* k% k¥ k¥ k¥ * k¥ * % % * % *
* k% % k k¥ * k% kx kx % * % %
* k% k¥ k¥ k¥ * k¥ * % % * % *
* k% % k k¥ * * kx *x % * % %
* k% k¥ k¥ k¥ * k¥ * % % * % *
* k% % k k¥ * * kx *x % * % %
* k% k¥ k¥ k¥ * k¥ * % % * % *
alignment position 551. . ... .. 561....... 5712. .. ... .581.......591.......
P878032 395 gcagccccgc tcgact cc GG A TCccccctcec
P878035 438 - - - - - - - - - - e oo - GG A TCTTCCAAGC
P878037 448 - - - - - - - - e - - - - e - - - - G G CCTTCCAAGC
* % * % % * % % * * % ¥ * % * * * % * % ¥ ¥ ¥ % k% * % %
* % * k k¥ ¥ *k *¥ * k¥ ¥ * * *x k¥ * *x * * *x % * k% % ¥ * % k% *x % %
* * k kX ¥ % ¥ *¥ ¥ ¥ *¥ * ¥ ¥ * *x * * * % * % ¥ ¥ ¥ % k% * % %
* k k k *¥ *k *¥ * k¥ ¥ * * *k k¥ * *x * * *x % * k% % ¥ * % k% *x % %
* * k kX ¥ % ¥ *¥ ¥ ¥ *¥ * ¥ ¥ * *x * * * % * % ¥ ¥ ¥ % k% * % %
* * k% ¥ * * k% * *x % * * *k % * % * * *x % * *
* * % ¥ ¥ % ¥ * *x % * * % ¥ * % * * * % * *
* * k% ¥ * *x k% * % % * * *k % * % *
alignment position 601. . ... .. 611... .... 621. 631 .. 641. . ..
P878032 445 cccgccagct cgaccccggt CT G- CGCAGGGA
P878035 470 CCGACACCc G CGCGACT CT GTCGCTGGGG
P878037 479 GCCACACCaG CGCGGCT CT ATCGCTGAGG
* k% k¥ * k¥ * % % * k k * k% ¥ * * * * * * % * % % * * * % * % * * % * k% k¥ ¥ * %k k% *x % %
* % k¥ ¥ ¥ k% % % * % %k % ¥ ¥ ¥ % % * *¥ % % * * % * * % ¥ * % * * * % * *¥ ¥ ¥ ¥ % k% * % %
* k% k¥ * k¥ * % % * k k * k% ¥ * * * * * * % * % % * * * % * % * * * % * k% k¥ ¥ * %k * * % %
* % k¥ ¥ ¥ k% % % * % %k % ¥ ¥ ¥ % % * *¥ % % * * % * * % ¥ * % * * * % * *¥ ¥ ¥ ¥ % k% * % %
* k% k¥ * k¥ * % % * k k * k% ¥ * * * * * * % * % % * * * % * % * * % * k% k¥ ¥ * %k * * % %
* % %k % ¥ ¥ ¥ % % * *¥ % % * ¥ ¥ *¥ * * % * % * * % * * ¥ ¥ ¥ % k% * % %
* * * % * % % * * * % * % * * % *
* *¥ % % * * % * * * % * % * * % *
* * * % * % % * * * % * % * * %
alignment position 651. . . .. .. 661. .. 671 681 691. .
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P878032 494
P878035 516
P878037 525

alignment position
P878032 544
P878035 552
P878037 561

alignment position
P878032 594
P878035 602
P878037 611

alignment position
P878032 644
P878035 630
P878037 639

alignment position
P878032 694
P878035 653
P878037 669

alignment position

P878032 744
P878035 689
P878037 705
alignment position
P878032 794
P878035 689
P878037 705
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CTGGCGGGAc tgcgcggcgg caac aGCAGA CATGT CGGGG GTCCGGGGCC

CTTGCGGGAA
CTTGCGGGAA

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

* k k k *k * %

* k *k k k %k %

TGTCGCGGCT
TTTCGAGGCT
TTTCGAGACT

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

* * k * k¥ % % * %

* k k k k %k % * %

* * k * k¥ % % * %

* k k k k %k % * %

* * k * k¥ % % * %

* k k k k %k % * %

* * k * k¥ % %

CCGTGCCGCG
TAGTGCCACG
TAGTGCCACG

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

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

Gcgggacgagt
GTGCGcca- -

ATGCGt ct aa

* k %k k %

* % % % %

* % k% % %

851.. .....

ccctcTGTCC

----- TGGCC

----- TGAAT
* % % % %
* % k% % %
* % % % %
* % k% % %

901.. ... ..

951.. ... ..
agat aGTCCG
----- GACTG
----- GACAC

G- - === = = = -
G- - === = = = -

* % X X X X X X

711. .

GCTgagcgct
TCTTCGCGGG
TCTTCGCGGG

* *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% %

761.

gaccggggcg
AAATGGCA- -

GTATGGCG- -

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

811. ..

ccccagcggg
CGATT
tcctgCGATC

* % * % %

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

86 1.

CGGGAT CGGG
TGAGTCTGGG
TGGATCTGGG
* ok kK kK k kK Kk Kk %
* ok kK Kk ko k Kk Kk *
* ok kK kK k kK Kk Kk %

* k k k %k %

911.
gcggggcgga

* * k% %

961. .. .. ..
CGTIEECGGGT G
CTTHEC GGCG
CGTHEC GGCG

* * % %

* X X X X X X X
* 0% ok X X X X X
* % X X X X X X
* 0% X X X X X X
* % X X X X X X

721. ..
CGGCGCCTGG
CGGCGCTTGG
CGGCGCTTGG

* * k x % %k * % % *
* k% x * k *x % %k *
* * k x % %k * % % *
* k% x * k *x % %k *
* * k x % %k * % % *
* k% x * k *x % %k *
* * k x % %k * % % *
* k% x * k *x % %k *
* * k x % %k * % % *
* k% x * k *x % %k *
771

gggcaggcgg
821.

tccgagcgga
CCACCCGAGT
CCACCCGAGT

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

871.

AAGGGGCTGA
AAGGTGCAGT
AAGGTGCAGC

* * k x % %k * % % *

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

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

921.
ctcggggacc

971.

AAGGTCACAA
AAGGTCACGA
AAGGTCATGA

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

* % kX X X X X
* % X X X X X X
* 0% X X X X X X
* % X X X X X X
* X X X X X X X
* X X X X X X X
* 0% Ok X X X X X
* % X X X X X X

731.

CGCTGGCCAA
CGTTAACT GG
CTCTAGCT GG

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

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

* %

781 . .
gggccgagge

831.
gcgggcgccg

881.

GAGAGccctg
GGGCCGAAGC
GGGCGGAAGC
* * ¥ * ¥ * *x * *x %
* % ¥ k% * % * * *x %
* * ¥ * * * *x * *x %

* k %k k %

931 .. -
cggggagctec

* k % k %

981.

CCCCGCGGGC
CCCCGAGGTC
CCCCGAGGTC

GCAGA CATGGCCGGG GTTGGCGCAG
GCAAACATGGCCGGGGTTGGCGCAG

* * * k ¥ * * % % %
* k x k% x *x k *k *x %
* * * k ¥ * * % % %
* k x k% x *x k *k *x %
* * * k ¥ * * % % %
* k x k% x *x k *k *x %
* * * k ¥ * * % % %
* k x k% x *x k *k *x %
* * * k ¥ * * % % %
741. ..

GGCGGTGAGT

GGCGGTGAGT
GGCGGTGAGT

* * * *¥ k¥ %k * % % %

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

* k k% k * *k * %
791.
GGCGGTAGGA
GGCGCTAGGA

GGCACCAGGA

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

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

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

891. .
ggccggt

991.

ttgctgggcg
BEEEE 00 | T
GCGGG CAT GG
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* % k% % % * %k k% % k k %k % %k % * % % *¥ % * *x % *x % * k% * % % * * % % * % * % % % *
* k k kx k *x %k k¥ kx kx *x *x *x % % * k kx ¥ * * * * * * * * * % % * * % % * * * * *k % *
* % k% % % * %k k% % k k %k % %k % * % % *¥ % * *x % *x % * k% * % % * * % % * % * % % % *
* k k kx k *x %k k¥ kx kx *x *x *x % % * k kx ¥ * * * * * * * * * % % * * % % * * * * *k % *
* % k% % % * %k k% % k k %k % %k % * % % *¥ % * *x % *x % * k% * % % * * % % * % * % % % *
* k k kx k *x %k k¥ kx kx *x *x *x % % * k kx ¥ * * * * * * * * * % % * * % % * * * * *k % *
* % % k¥ k¥ % % % % * % % *¥ % * *x % *x % * k% * % % * * % % * % * % % % *
* * * % %
* *
alignment position 1001. ... .. i022...... 1021.. ... . 1031. ... .. 1041......
P878032 844 tcc----CCT CCGCCGCCTT GGTCcgggcctggggtcctg ggaccccgcg
P878035 734 AGTCTGGCCT TCCCCGTCTT GGTC- TAGCG AAGTTCTCCA AGGTTAAAGG
P878037 750 AGTCTGGCCT TCCCTGTCTT GGTCt TAGCA AAGTTCTCCA AGGTTAACGG
* %k k k¥ k¥ k¥ k k¥ ¥k k¥ *k k k k¥ k¥ *¥ *x *x *k % * * k % * * * % * * % ¥ k% *¥ *x * * *x % * k * ¥ *¥ * * *x *x %
* k k kx kx ¥ kx kx kx kx %k *k ¥ kx k¥ kx % *x % % * * k % * * * * * * k¥ ¥ * ¥ * *x * *x % * k ¥ k¥ k¥ * k¥ * % %
* %k k k¥ k¥ k¥ k k¥ ¥k k¥ *k k k k¥ k¥ *¥ *x *x *k % * * k % * * * % * * % ¥ k% *¥ *x * * *x % * k * ¥ *¥ * * *x *x %
* k k kx k ¥ kx kx kx kx %k %k ¥ kx k¥ *x *x *x % % * * k % * * * * * * k¥ ¥ * ¥ * *x * *x % * k ¥ k¥ k¥ * k¥ * % %
* %k k k¥ k¥ k¥ k k¥ ¥k k¥ *k k k k¥ k¥ *¥ *x *x *k % * * k % * * * % * * % ¥ k% *¥ *x * * *x % * k * ¥ *¥ * * *x *x %
* k kx kx kx ¥ kx kx kx kx %k *k ¥ kx k¥ *x *x *x % % * * k % * * * * * * k¥ ¥ * ¥ * *x * *x % * k ¥ k¥ k¥ * k¥ * % %
* %k k k¥ k¥ k¥ k k¥ ¥k k¥ *k k k k¥ k¥ *¥ *x *x *k % * * k %
alignment position 1051. ... .. i0621...... 10721.. ... . 1081. ... .. 1091.
P878032 890 ggctgaggta gcccct cgcc tcagt gCCTG GCAGGTGGAC TCGGGGAGGA
P878035 783 GAGGGA- - - - - - ---- - - - - ---- - - CCGGCCTGTTGCAT TCTGGATGCG
P878037 800 GAGGGA- - - - ------ - - - - ---- - - CCAGCCTGTQgGCAC TCTGGATGTG
* k k * * % * % % % * k¥ ¥ * * * x * *x % * k * ¥ k¥ *x * *x % %
* k k * * % * *x % % * * *x % % * *x % % * k * k¥ k¥ * *k *x % %
* k k * * % * % % % * % * %k %
* k k * * % * *x % % * * *x % %
* k k * * % * % % % * % * %k %
* k k * * % * *x % % * * *x % %
alignment position 1101. ... .. 1111...... 1121.. 1131. ... .. 1141. .
P878032 940 GTCGTGTCTG Cccaaggtca cccgggcggatagcggccgg tggccgccct
P878035 813 GACGGGTCTG CGAgt a ATCC GTTGGTAGTC TGGGT GTCGA CACTAAgact
P878037 830 GGCAGATCCG CGA--- ATCC GTTGGTAGCC TGGGT GTGGA CACTAA- - - -
* k% % k k¥ * k% * kx % * % % * % % % * % % *¥ % * *x % *x % * % % % k% * * *x *x % * * * * * *
* k k kx kx k¥ kx x x *x *x % % * % % % * k k ¥ * * * * *x * * * ¥ *¥ ¥ * *x *x *x % * k * ¥ * %

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

* % % % * k k ¥ * * * * *x * * * ¥ *¥ ¥ * *x *x *x % * k * ¥ * %
alignment position 1151. ... .. 11621...... 1171.. ... .1181. ... .. 1191. .. ...
P878032 990 ggctgggct g gg---- - - - - --- - - - - - - - - oo oo oo oo oo oo oo oo
P878035 863 t at aagtgat gagctt acaG GTTTTGTGTA GTGGCCTTAG CTACTGTTTT
P878037 873 - - - - - - - - - - - e - - - - GGTTTTGTGTA GTAGTCTTAG CTACTGTTTT

* * k k ¥ * * * *x *x % * * ¥ * ¥ * *x * *x % * k¥ ¥ k¥ ¥ * k¥ *x % %
* * %k k ¥ k% * *x % *x % * % *¥ % *¥ % * * *x % * % % * k¥ *x * *x *x %
* * k k ¥ * * * *x * % * * ¥ * * * kx * *x % * k¥ ¥ k¥ ¥ * k¥ *x % %
* * k k ¥ k% * *x % *x % * % *¥ % *¥ % * * *x % * % % * k¥ *x * *x *x %
* * k k ¥ * * * *x * % * * ¥ * * * kx * *x % * k¥ ¥ k¥ ¥ * k¥ *x % %
* * k k ¥ k% * *x % *x % * % *¥ % *¥ % * * *x % * % % * k¥ *x * *x *x %
* * k k ¥ * * * *x * % * * ¥ * * * kx * *x % * k¥ ¥ k¥ ¥ * k¥ *x % %
alignment position 1201. ... .. 1211.. .... 1221. . ... . 1231. ... .. 1241. ..
P878032 00 T e
P878035 913 TAAATATCAa AGAGATATTT GAAGATACCA GGTGAGACTT CTGCACc GTG
P878037 904 TAAATATCAg AGAGAGATTT GAAAATATCA GGTGAGACTT CTGCACt GTG
* k k k k¥ *¥ k¥ * % * k k k k¥ * * * % * k k ¥ * * % *x % % * * ¥ * * * *¥ *x *x % * k * * * % * % %
* k k k k * k * % * k k k k¥ k¥ * * *x % * k k ¥ * * % * % * * k¥ ¥ * * * x * *x % * k * * * % * % %
* k k k k¥ *¥ k¥ * % * k k k k¥ * * * % * k k ¥ * * * *x % % * * ¥ * * * *¥ *x *x % * k * * * %
* k k k k * k * % * k k k k¥ k¥ * * *x % * k k ¥ * * % *x % * * k¥ ¥ * * * x * *x % * k * * * %
* k k k k¥ *¥ k¥ * % * k k k k¥ k¥ * * * % * k k ¥ * * * *x % % * * ¥ * * * *¥ *x *x % * k * * * %

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

alignment position 1251. ... .. 1261.. .... 1271.. ... .1281. ... .. 1291.

BEFEEEZ 02 - - -coccoon moocac acaa memn eSS oc oo oo oo ano S0 Soann oo
P878035 963 TTCAT CCAGT CTTGCGACTT CT-TTTTGCA TTTGAAGAGG TACACAGt ga
P878037 954 TTCAT CCAAT TTTGCGGCTT CTgTTTTGCA TTGGAAGAGA GTCACAGa- -
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* kK k k k k kK k kK k k k k kK k k % *x k¥ % * % * % k¥ %k kx ¥ *x %k * *k *x ¥ %k *x *x *x % * * %k x % % %
* k k k k ¥ kx kx kxk *x %k k¥ kx kx *k *x *x %k % * %
alignment position 1301. . . .

P878032 1002 - - - - - - - -
P878035 1012 ct cagggt
P878037 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.

P878035 |P878037
(1019 bp) /(1001 bp)

P878032 [ 0.086] 0.075
(1001 bp) 29%| 28%

P878035 1,000
(1019 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 rights reserved. License Agreement GEMS Launcher 4.1.1
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L ogout Personal M essages
Genomatix-L ogo L ogout Personal Messages GEMS-Logo

Genomatix_MainGEMSEIDoradoGene2PromoterBiblioSphere
Frequently asked questionsYour ResultsYour SeguencesY our ProtocolHelp

GEMS Launcher Task: DiAlign TF: Multiple alignment plus TF sites
working on promoters 2.seq (3 seq.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1 December 2004 Wed Jun 8 21:35:28 2005

Solution parameters:

Sequence file: promoters 2.seq (3 seq.)
Type of sequences: nucleotide sequences
Threshold T: 0.00

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

complete alignment is shown

AETIETE GUEE # nucleic acids per line: 50

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

(core/matrix sim):

Aligned Sequences:

’NT). Seﬂ;?ece ‘ Sequence Description Length
sym=SDHB |loc=L 0c6390|taxi d=9606|spec=Homo sapiens|chr=1| 1001
1|P876195 |[ctg=NT_004610|str=(-)|start=204488|end=205488|len=1001| tss=501| comm=succinate b
dehydrogenase complex, subunit B, iron sulfur (Ip); (NM_003000/501/bronze;) p
sym=Sdhb|loc=L 0c67680|taxid=10090|spec=Mus musculus|chr=4|
2 pg76196 Ct9=NT_039267|str=(+)|start=8395078|end=8396196|len=1119| tss=501,608,609,619) 1119
comm=succinate dehydrogenase complex, subunit B, iron sulfur (Ip); bp

(AK003052/608/gold; AK009660/609/gold; AK003533/619/gold; NM_023374/501/bronze;)

sym=nalloc=L 0c298596|taxid=10116|spec=Rattus norvegicus| 1001
3 |P876197 |chr=5|ctg=NW_047726|str=(+)|start=3781027|end=3782027| len=1001|tss=501| comm=similar to b
succinate dehydrogenase Ip subunit; (XM_216558/533/bronze;) p

Alignment (DiAlign format):

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

ST Vo MO ey Vi vt
V$RORA

alignment

pogition T. o AL 20 B AL
P876195 lgtaattccag cactttggga ggccaaggtg ggcggatcac gaggt cagga
P876196 lctggcaccag ccacatact a ggt acccttt ctggctgctt tggttttggt
P876197 1 BN NSNS SR Sl e Ol S S S S e R G S SRS

lof 6 4/11/07 10:23 AM
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alignment
position

P876195
P876196
P876197

alignment
position

P876195
P876196
P876197

alignment
position

P876195
P876196
P876197

alignment
position

P876195
P876196
P876197

alignment
position

P876195
P876196
P876197

alignment
position

P876195
P876196
P876197

alignment
position

P876195
P876196
P876197

alignment
position

P876195
P876196
P876197

alignment
position

51
51

101
62

151
62

201
89
19

251
94
24

274
144
74

285
173
124

285
202
174

51..

gt tcaagacc
tttgtgtgtt

101.

acaaaaaatt

201.

tgagccaaga

251.

CCATCTCAaa
CGACCTCATT
CCACCTCACT

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

301.

AT GCCg- -
AT GCCaat tt

* x * % %
* *x * % %

351.

taaatgaatg

401.

cttaa-CAAG
gctcgcCAAC

* * K %
* k Kk %

451.

61. ..

agtct ggcca
t- -

111..
agccgggtgt
161..
GGCAGGaga a
GGCAGGgt CT
2o ceoe o= QT
* x k% %k * % * %
* *
* %

211..

tcgcgccat t

26 1. .

caaac aaac a
AAGTAGCggA
AAGTAGCcaA

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

* k k k k * %

311..

ggg ATTCC

* k k * %

agcgacacct

411. .

TGTCCCAATC
TGTCT CGCTC

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

46 1. .

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

71

agatgatgaa

121. .

171 ..

tcgcgtgaac
CAAGTATCCC
CAAGTATCCC

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

221 ..

gcactccagc

GGGTGAGCTT
GGATGAGCTT

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

321. .

AGGAAT- - - -
- GGCATGCAA
AGGCATGCAA

* k k¥ *k x * k *x k% %

-TGACGTTCA
t TGACATTCA

* k k k k %k k * %

421 ..

AGGTAGGGAC
AGA GAGGGAC
* kK k k ok k k Kk Kk %
* Kk Kk ok K kK Kk K %

471 . .

131. .

181 . .

AGAT -

231 ..

GGTTCTCCTA
GATTCTCCTA

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

CTTCTGTACc
CTTACGTACa

* k% k ¥ * %k *x %

TCTTTtgatc
TTTTTgtgac

* k * *x %

431 . .

TGACAGGTTC
TGACGGGTCC

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

141 ..

191 ..

241 . . ... ..
gt gcg AGACT
----- GGACT
----- AGCCT

CTGTCTCCAT
CTGCCTCCAC

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

gacg------

acttcagtca
cgcct caatec

TCTAGattta
TCTAG- - - - -

* % % * %
* % *k * %
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P876195
P876196
P876197

alignment
position

P876195
P876196
P876197

alignment
position

P876195
P876196
P876197

alignment
position

P876195
P876196
P876197

alignment
position

P876195
P876196
P876197

alignment
position

P876195
P876196
P876197

alignment
position

P876195
P876196
P876197

285
251
219

285
301
268

328
351
317

367
397
365

417
444
412

467
493
461

516
531
498

gCACAAAGCT
- CACAAAACT

* * % % k k x % %

AAGT AGAGAa
AAGT AGAGA-

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

551. . ... ..
G-
Bo
gc
*

CCCcat ct
CCCTCCTG
CCCTCCTG

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

601. .... ..

CTGCCTCTCA
CCGCCCCTCA
CCGCTGCT CC

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

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

* % 3k Sk ok F
* % X X X X
* % 3k 3k ok F
E I B R

* * k k k% %

701. . ... ..

ccctc

gcctt
G E
TT T -

* % %

* * %

751. ..., ..

GCTCGTACGC
GCGCTTAGGC
GCTCTTAGGC

GACCAGACAA
GATCAGACAA

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

511.. .....

GAGGT TGAAA
GGGTT AAAAA
GG GAT TAAAA

* k% *k k *k *k k¥ k * %

* k kX k k % k *k kx %

611.. .....

GACTCCtccc
GACTCCAGAG
GACTCCAGAG

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

661.. .....

* % * * %

* k% * *

* %
* k%

711.. ... ..

ACCCG
GCTCG
ACTCG

* % k * %

cgccc

* * k * %
* % k * %

761.. ... ..

GGctagtgGG
GGCTAGC- GG
TGCTAGC- GG

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

GAGTCACAGG
GAGTCACAGG

* * *k k *¥ %k * % % %
* %
* %
* %

* * %
* * *
* % ok
* %
* ok Xk
* % ok
* % ok
* * Xk

TCGGGGCAGG
TCACAGCCAC
TCACAGCCTT

* ¥ % * ¥ %k * % % %

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

ctttctgaga
GTCACCTTAG
GTCACCTTAG

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

CTATTGCGC
GCT GCTGC
GCTACGGC

* ¥ k% * ¥ %k * % % %

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

* *
* %
* *
* %
* *

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

TCCTCAGt gg
TCCTCAGGGT
ACCTCAAGGG

TGATT GACAG
TGATT GACAG

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

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

GACCCGGATA
CAGCAGAATA
CAGCAAACTA

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

aggtcacggg
GAACATA- - -

GAACATA- - -

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

ACGCTCGCTG
ACACACGCAC
ACACT CGCAC

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

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

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

* % %

atgta---GG
GAGAGGCCGG
GAGAGGCCGG

ACACCACTGC
ACACGACTGC

* % * * *¥ %k * % % %
* * %
* k% %

*

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

* %

GGATGGCTCC
GGAAAGCCCC
GGAAAGACCC

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

TTCC- CTCTC
TCCCt CTTTC

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

GGAAGCC
GGAAGCC
GGAAGCC

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

E L I
EE

L I

* % ok ok ok
ENE
L I A

*
* k% %
*

* % %

* %

TGCTTGCCCc
TTCCTGTACA
TTCCTGTCCG

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

CCACTTGGTT
CCACTCGTTG
CCACTCGTTG

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

*
*
* k% %
*

* * F *
E L I
E I
* F F *
E I I I
E I
* F F *

* %

CTGGGCGCCG
CTTCCCACCG
CTTCCCACCG

4/11/07 10:23 AM



Genomatix: Multiple Alignment

4 0f 6

alignment
position

P876195
P876196
P876197

alignment
position

P876195
P876196
P876197

alignment
position

P876195
P876196
P876197

alignment
position

P876195
P876196
P876197

alignment
position

P876195
P876196
P876197

563
580
547

613
615
582

663
665
632

713
715
682

762
765
732

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

* %

801.

CGAT GTTCGA
CGGT GTTCGA
CGGT GTTCGA

* k k *k k k k k * %
* % *k xk k% %k k¥ *x % %
* k k *k k k k k * %
* % *k * k% %k k¥ *x % %
* k k *k k k k k % %
* % *k * k% %k k¥ *x % %
851

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

CGCCGGTT GC
CGCGGCTTCC
CGCGGCTTTT

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

951.

TGGAGCCt ca
GGGAGCCGTG
CGGAGCCGTA

* % *k x k% %k k¥ *x % %

* k k %k k k k k % %
* % %k kx k% % %
* *k %k % *k %
* * % % % %
1001. ...

gctgat GGGG
TAGA- - GAGG
TGGA- - GAGT

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

811..
CGGGACACCG

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

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

821 ..

GCGGagagcg

CGGGATGCC
CGGGATGCC
* %

* kx % * % k x % * * k * %
* k% *k k *k *k *k k * % * % *x * %
* k * k k %k k k kx *x % * *
* %k *k * k * k *x ¥ % % * %
* k * k k %k k k kx *x % *
* % *k * k * k¥ x ¥ % % *
861.. 871.. .....
G
a
G
* * k *k k ¥ % % * * %k k % % %
* * *k k x ¥ % % * % % *x * % *
* * k *k k ¥ % % * * %k k % % %
* * *k k x ¥ % % * % % *x * % *
* * k *k k ¥ % % * % % kx * %
* * *k k x ¥ % % * % % % % %
* * k *k k ¥ % % * % % *x * %
* * *k k x ¥ % % * % % % % %
* * k *k k ¥ % % * % % *x * %
* * *k k x ¥ % % * % % % % %
911.. 921.. ... ..

CGGCCACaac
CGGCT GCCGT
CGGCT ACGGC

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

*
*
*
* % % %

96 1..

gagagggaaa
GT TCAGTGGG
GT TCAGTGGG

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

1011

CT GCGGAGAG
CCGCGGAGAG
CCGCGGAGAA

cCTTGGCGGA
TCT CGGCAGA
TCT CGGCAGA

* * %k *x *¥ %k kx % % %

* x *k Kk k *x kx * * *x
* * %k *x % %k kx % % %
* k k k *x Kk %k %k %
* k *k *k * %k % * %
* k k k *x Kk %k %k %
971 .. ... ..

agt caggaaa
GAGCCGTGCC
GAACCGTGCC

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

ACT GAGGAAG
GCGGAAGGAG
GCGGAAAGAG

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

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

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

* * % * % * * % ¥ % * % % %

* * * % % % * * % %

* * * % ¥ % % % % %

831.. ..... 841 .. ... ..
acct GGG
GGG
GGG

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

* * ¥ % *¥ % % * % %

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

* * ¥ % *¥ % % * % %

* % k% * % % * % %

* * % ¥ % *¥ % % %

* % k% * % % * % %

* *¥ % ¥ % *¥ % % %

* % k% * % % * % %

* *¥ % ¥ % *¥ % % %

881.. ..... 891.. ... ..

TGGTCGCCCT CTCCTTGAGG

cGGTCGGGGT
TGGTCGGGGT

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

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

981 . .

gc- CACAGAG ACTGCCTGGa
cGT CACCGAG GCTGCCTGGG
gGT CACCGAG GCTGCCTGGG

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

CATAGGGCAA GGCCT CAGgg
CCCGGGTCCA GGCCT CGGGG
CCCGGGTCCA GGCCT CAGGA

4/11/07 10:23 AM



Genomatix: Multiple Alignment

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

* * * * % % k% % % * k% % % % %k % % % * % % % * % %k % % % * * * % % % %
* * * * * % % * % * * x * ¥ * k¥ * * % * k *x * *x * * * % % * * * * * % %
* * * * % % % % * k% % % % %k % % % * % % % * % %k % % % * * * % % % %
* * % * k% % * * x * ¥ * k¥ * * % * k *x * *x * * * % % * * * % % %
S‘ci)gi”t’i"oer']“ 1051. ... 1061. 1071. ... .. 1081. ... .. 1091. .....
P876195 812 agat ggagga cctcctcccc ctggt gcagt gctttggttt ggctt cGAGC
P876196 813 GAGGACTTAa cccggcatcc tgctct T--- ----- ----- --- - - - GAGC
P876197 780 GAGGACTTAc cagctccctgcccc--T--- =--- - - --=- - - - - GAGC
* % % * % %k %k *x % * * % % %
* % % % % %k *x * * * * % % %
* % % * % %k *x *x % * * % % %
g‘(i)gi”t?"oer?t 1101. ... 1111. RN 1131. ... .. 1141, ... ..
P876195 862 ATCCctgtca agttatcttt CTGCGCCTCG CAGCAGCTT- --- GTGAGTT
P876196 844 ATCCTTTCAG ACAGCCATT- CCGCGCTTCT CCatcaccgg aga GAGAGGC
P876197 809 ATCCTTTCAG AT AGCCAAC- CCGCGCTTCT CCCAAGCTG- --- GAGAGTC
* % % %k % %k k *x % % * % % * % % *x * % * k *k * x¥ * k¥ * *x % * k x %k * % % % % * *k * k *x * %
* % * *x % k *x *x % % * % % * %k % % *x % * * x k *¥ * kx * *x % * % * * * k *x *x %
* % % %k % %k k *x % % * % % * % % *x * % * k¥ * ¥ * k¥ * * % * %
g‘ci)gi”t';“oegt 1151. ... 1161. 1171, ... .. 1181. ... .. 1191. ... ..
P876195 908 AGGGCACGGg caatttttta cagct aaggg tgcggggggg ggggacGTTC
P876196 893 GCGGCCGGGA GGAGGTTGGA AgAGAGAACA GAAAGACAGA -- - - - - GGTC
P876197 854 GCGGCCGGGA GGAGGTTGGA AaAGATAACG GAAAGGCAGA -- - - - - GGTC
* % * *x % *k k *x % % %k % k% %k %k %k *x % * * * ¥ * * * * % * k *x * *x * *x % % % * % % %
* % % % % %k k * * % * k% % k¥ %k % k k *x *x % * % % % * * % % * %k % % * % %k % % % * % % %
g‘égﬂ?oer?t 1201. ... 1211. 1221. ... .. 1231. ... .. 1241, .....
P876195 958 AGAAAGGG-G ACTTG TG CTCAAGGTCA CAT GGCAAGC GAatg- - - - -
P876196 937 TGGGAGGAgG ACAGG G GTCAAGGTCA TAGGATGAGC GACCTGTGGT
P876197 898 AGGGAGGA-C AAGCG TG GTCAAGGTCA TAT GATGGGC GACCTGTTGT
* % % * % % % % * kK% %k k K%k %k *k %k % * * k¥ * k¥ ¥ * *¥ * * % * k k * *k * k k¥ ¥ k¥ *k *k *x *k *x %k *k *x % %
* % % % % %k %k % * k k* x * *¥ * * * *x % * k% k k * k k¥ k¥ k¥ *k k *x *k *x %k *k %k %k %
* * k¥ *k * *¥ * *¥ * * % * k k * *x * k k¥ ¥ k¥ *k *k *x *k *x %k *k *x % %
alignment
position 1251. ... 1261. 1271. ... .. 1281. ... .. 1291. ... ..
P876195 1002 - - - - - - - - - - - - - - oo - oo oo oo oo o oo o oo oo oo
P876196 987 CGGGACCCAG AATCAAATCC TGCTAGTTGT ACTCCGCCAGGCTTGTGTga
P876197 947 TGGAACCCAG AATCAAATCC TGATATTTGC ACTCGACCAACCTTGTGTaa
* * * %k % *k kx *x % % * %k % k% %k %k %k % * * * x k *¥ * *x * k % * k k * x % k x * k¥ *k k *x *x *x *x %k %
* % * * % %k k *x % % * % % k% % %k %k % % * k k *k *¥ * * *x * % * %k %k % % * * *¥ * * *x %k *x *x * *x % %
* % k% % % %k %k *x *
alignment
position 1301. ... 1311. 1321. ... .. 1331. ... .. 1341. ... ..
P876195 1002 - - - = - - - - s - s e e e e e o e oo oo oo n - - oo oo oo oo
P876196 1037 aagggaggcc tgcggggtgt ctggggtggg acccgggagg ccaggtcgca
P876197 997 aaggg--- -- S cco cooo s 2oocccoocs S22 09 9905 ©992 22 22209
alignment
position 1351. ... 1361. 1371. ... .. 1381
P876195 1002 - - - = - - - - s - - e e e e e o e oo oo
P876196 1087 cctccaggtt aggct ggtct ggatcggtca ggt
P876197 1002 - - - = - - - m e - - e e e e o e o e oo

Pairwise similarities:

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

P876196 |P876197
(1119 bp) |(1001 bp)

P876195 0.200[ 0.209
(1001 bp) 34 % 38 %
P876196 1.000
(1119 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 rights reserved. License Agreement GEMS Launcher 4.1.1
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L ogout Personal M essages
Genomatix-L ogo L ogout Personal Messages GEMS-Logo

Genomatix MainGEMSEIDoradoGene2PromoterBiblioSphere
Frequently asked questionsYour ResultsYour SeguencesY our ProtocolHelp

GEMS Launcher Task: DiAlign TF: Multiple alignment plus TF sites
working on promoters 2.seq (3 seq.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1 December 2004 Wed Jun 8 21:41:39 2005

Solution parameters:

Sequence file: promoters 2.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

AETIETE GUEE # nucleic acids per line: 50

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

(core/matrix sim):

Aligned Sequences:

’NT). Seﬂ;?ece ‘ Sequence Description Length
sym=SDHC|loc=L0c6391|taxid=9606|spec=Homo sapiens|chr=1|

1 P876246 ctg=NT_004487|str=(+)|start=11774025|end=11775026|len=1002| tss=501,502] comm=succinate 1002

dehydrogenase complex, subunit C, integral membrane protein, 15kDa; bp

(AK131051/502/gold;NM_003001/501/bronze;)

sym=Sdhc|loc=L 0c66052|taxid=10090|spec=Mus musculus|chr=1|

2 P876247 ctg=NT_039185|str=(-)|start=15061885|end=15062886|len=1002| tss=501,502] comm=succinate 1002
dehydrogenase complex, subunit C, integral membrane protein; bp
(AK032458/501/gold;AK012818/501/gold;NM_025321/502/bronze;)

sym=na|loc=L 0c289217|taxid=10116|spec=Rattus norvegicus| 1001
3 |P876248 |chr=13|ctg=NW_047399|str=(-)|start=4499141|end=4500141| len=1001|tss=501| comm=similar to b
integral membrane protein ClI-3; (XM_213936/501/bronze;) P

Alignment (DiAlign format):

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

alignment position 1. .. ... ... 11. .. ... .. 21.. ... ... 31, ... ... 41 0000
P876246 ltctcgaggcc cctctacacactccccaact t aggtcacaa tTTATGTATC
P876247 1-----GCTTGCC- - --=-=- == -=-=-- oo o mm o m e e oo - -TAAcacg- -
P876248 Taciag it GEMNGICEC- = - = —F-f - oh - i Sl S -TAATATCTC

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

4/11/07 10:25 AM
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alignment position
P876246 51
P876247 15
P876248 22

alignment position

P876246 93
P876247 44
P876248 72

alignment position
P876246 141
P876247 93
P876248 121

alignment position
P876246 191
P876247 142
P876248 170

alignment position

P876246 237
P876247 188
P876248 216

alignment position
P876246 287
P876247 235
P876248 261

alignment position
P876246 333
P876247 283
P876248 305

alignment position

P876246 353
P876247 333
P876248 327

51.
TGTCTGGTTA

TATAGGGCTG

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

101.

GTATC-TTTT
CTAGCaTTTT
GGAGC-TTTT

* k * k % * k k% %
* * * * % * * % %
* k * k % * k k% %
* * % %
* k k% %
* * % %
151.
GCCGACCTGG

GACAACT TGG
GACAACT TGG

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

201.

AGAA- -- -TC
ATAAat a aGC
ATAA- - - - GC

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

251.

AATGAATATG
AATAAACACT
AATAAACACG

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

301.

cgTT TCT GCC
--TTTTGGCC
--TTTTTGTC

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

351.

gaggcggagg
AGAG GAA AAC
AGAG GAA AAC

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

401.
AAAA AAA ACC
AAACAAAATC

AAGCTTCGTa

AAGAATCGTg

* %k % x k¥ % * % %

CTCTTCGGGG
TCCTTGGGTG
TCCTTGGGTG

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

* %

*
*

* % %
* * %
*

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

* % * *

GAGGCAGGGG
AAGGAGGGGG
AA GGAGGGGC

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

taaacaagtc
CGGAGAAGt g
CGGCGAAGcc

* % %k * * % * %

TACGCAGGTg
CGGGCAGGTA
CAGGCAGGTA

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

GAAATCCT GG
AAAACTTT GA
AAAACTTAGA

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

aggagact aa
CGAAGAACTG
CGAAGAGCCG

* % % * k¥ * * % * %
* *
* *
* *

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

AAAAAGAACC
AAAGGAACAA

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

71.. . ..

ttagaaagg-
- GGAGGCACC
aGGAGGCCCC

* kK k ¥ * k % % %
* k k ¥ * x % % %

121.

TCTCAACCGG
TCTCAGCCAG
TCTCAGCCAG

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

*
* k % * * % *
*

ECE

* %

* k % *

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

E I I

* k% % %

171. . ..

Gaacgcaac
GTGAAGT G-
t TGAAGT G-

* *k k k * % x %

* %

* k* % * %

* *

*X’*X’>>>'

*
* k% % *x
*

E o

* k* %

221. . .. .
cgccgtttyg
gctgc-- - -
aactgct at

* %

*X—*Ooo'

271. . ..

gaacgtagac
AACGCACTAA
AATGCACTAA

* k k k *k k * k * %

321. . ..

CAAATTCC- -
CAAACGACgc
CAAACGAC- -

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

371. . ..

* *
* *
* *
* *

421.

-AAAACCAGA
CAAAACAAAA
GCAAACAAAA

GAG

AAGTTCAGAA
GAGTTCAGAG

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

* k%

131.

CCAACCACca
CTAACTAGQg
CTAACTcagg

*

*
*
*

*

*
*
*

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

181.

GACTGCGAAG
GCCTCT GAAA
GCCTCT GAAA

*
*
*
*
2
*

*
*

*

*
*
*

* % %k * * %k *x %

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

31. .

TGTTTGGGAG
TGGCAGAGCG
TGGTAGAGCG

*
*
*

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

*

* *
* %
* *
* %

281. ..

tgc
Cog
C- -

*

agatttt
TAACCAC
TAATCAC
* Kk ok ok Kk Kk K
* ok ok kK Kk K
* ok ok ok Kk Kk K
* ok ok kK Kk K

31.

GGTAGAAg

aGCTAGAAA

GCTAGAAA
* ok ok kK Kk Kk Kk K%

* * % x * %k % %

* * *k %k k* * %

*
* * % x * %k % %

431.

AAACAACCAG
AAAGTACCAT
AGAGGAACCcg

91.

GGAACCCAAA
GAAGGCCAAA
GAAAGCCAAA

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

141 .
cg-

ga-
att

TTTTTAG
TTTTTAA
TTTTTAG
* ok ok ok Kk Kk K
* ok ok ok Kk Kk %
* ok ok ok Kk Kk K

191.

TCCTTAAGGA
TCCTCAGGGA
TCCTCCGGGA

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

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

241 .. . .. ..
TGCGAT ACAA
AGCCCT ACAA
AGCCCTACAA

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

291. .. ...
gagccagcgg
TCGGCGA- - -
TCGGCGA- - -

* *k % kx * %k %

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

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

341 .

tcggct gcag
CTGGCGCGT G
CTGGAGCGAG

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

* * k kx % %

391 ...

aactaaaacc

* * k% %

441 .

CAAACCAGCT
CCACCAAGCC
tct acaaaca
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* k kK k *x k k x k* %

alignment position 451. .

P876246 382 AGGCAgagct
P876247 383 CGGA Acacaa
P876248 377 gcgaact gaa

* k * k %

alignment position 501 .

P876246 432 ACAT GACACC
P876247 425 ATAT GAT AGT
P876248 427 ACAT GACAgc

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

alignment position 551. . .. ...
P876246 480

P876247 454 GCTCCGCC- C
P876248 454 GCTCCGCCgC

* k k k % *x * % *

alignment position 601. . .. ...

P876246 502

P876247 501

P876248 501
* k k * % * kx *x %
* k% % * % * *x % %
* k k * % * kx *x %
* k% % * % * *x % %
* k kx kx * k¥ kx % *x %
* k% % * % * *x % %
* k k * % * kx *x %
* k% % * % * *x % %
* k k * % * kx *x %

alignment position 651. . .. ...

P876246 552 -- TGG

P876247 551 A GCC TGG

P876248 551 A GCCTGG
* k kx kx *x * k %k %k %
* k kx k¥ * * x % % %
* k kx kx *x * k %k %k %
* %k kx k¥ * k¥ x % % %
* k k * % * % %
* k k * %
* k k * %
* k k * %

alignment position 701.

P876246 599 CTGGCCC CTC
P876247 601 TTAGTCCCTG
P876248 600 TTGGTCCCTC

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

30f5
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* k x Kk k x *k Kk * %

* k kK k x¥ kK k *x k* %

* k k Kk k k¥ k k kK xk k ok k Kk *x k Kk *x *x *

46 1. .. .. . 471. ... . .. 481. .. . 491.. . ...
gagcggagaa gctccagagc cttttaaaga gactct cGTC
-------- AG GAGGTTCCAG CCTAAAAATT CTGAGGTGTC
taaccaag AG GAGGTTCCAG CCTAGAAATT CTAAGGTGTC
* k% k *k k k¥ * k¥ ¥ * *x * * % % % * % * % * % * k k¥ * * * * % % *
* % *k k¥ k¥ k¥ *¥ ¥ ¥ * *x % * * ¥ % % ¥ % k% * % * % ¥ *¥ ¥ ¥ * *x % *
* k k k¥ k k¥ * *k ¥ * % * * % % % * % * % * % * k k¥ * * * * % % *
* % *k k¥ ¥ k¥ *¥ ¥ ¥ * *x % * * ¥ % % ¥ % k% * % * % ¥ *¥ ¥ ¥ * *x % *
511... .. 521. . .. ... 531. 541 ... ...
CCCaaccccg acccccagcc ggc gCGCCTC CGCCCt-
CCC- - - - - e o e - - ----CGCCTC cGCccceceaecea
(eSS (G (S (s]NGENSIEISSNSRS S GRE G S S c clae S oG e --CcccacGaecece
* % % * *¥ % % * % * k¥ % * ¥ ¥ * * % *
561. .. .. 571. . .. ... 581 591 ... . ..
CCAAAGGCAG GGCCACA
CCAAAGGGAGGGTTAC
* %k k% % k¥ k¥ ¥ ¥ k¥ *¥ * k¥ k¥ x¥ k¥ ¥ *¥ *x * * * * *¥ % % * % % * * * * % % *
* * * % % *
* * * % % *
* * * % % *
* * % % *
* * % % *
* * % % *
* * % % *
* % %
611. .. .. . 621. ... ... 631....... 641... ...
CTG
t TC
CTC
* * % k¥ ¥ ¥ ¥ k¥ k¥ k% k¥ ¥ k¥ ¥ ¥ ¥ * *x % * * % % *¥ ¥ % k% * % * % ¥ *¥ % ¥ * *x % *
* * % k% * % % % * k % * % % * * % * % % % * % * % * % * k k¥ * * * * % % *
* *¥ % % *¥ % % % * % ¥ *¥ % % * % % * * % % *¥ ¥ % k% * % * % ¥ *¥ ¥ ¥ * *x % *
* * % k% * % % % * k % * % % * * % * % % * * % % % % * k k¥ * * * * % % *
* *¥ % % *¥ % % % * % ¥ *¥ % % * % % * * % * * * * * % * % ¥ *¥ ¥ ¥ * *x % *
* * % k% * % % % * k % * % % * * % * % % * * % % % % * k k¥ * * * * % % *
* *¥ % % *¥ % % % * % ¥ *¥ % % * % % * * % * * * * * % * % ¥ *¥ ¥ ¥ * *x % *
* * % k% * % % % * k % * % % * * % * % % * * *x % * k k¥ * * * * % % *
* * % % * % % * % ¥ * % * % % * * % *
* k % % * * * % * % % *
661. .. .. 671. ... ... 681. 691... ...
GACTGGGAGT TGGTGCCTGC GGCCCT CCGG AGATC- TGAA
GGCTAGGAGT CCACGCCCGC GACCGTTGGG GGAACCTGAA

GGCTGGGAGT

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

tactctt- GG

* * * % k * % kx % %

GGAGCCTGAA

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

TCGTTCCcagt

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

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

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

* k *x k¥ * * *¥ * % %

* k kx * *¥ * * kx *x %

711. .. .. L. 7210 0 0. 731. T A

Acgttttgct gataact gt t tatccthGC CTGGGCA

AGGGGGTGAC AGCGGt GTGT GCCT- - - TGC GGGGACA

AGTGGGTAAC AGTGGgGTGT GCCC- - - TGC GGGAACA

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

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

* * * % % * % * % * k% * k% kx k¥ * * % *x *
* *x % * k kx * kx * * *x % *
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alignment
P876246
P876247
P876248

alignment
P876246
P876247
P876248

alignment
P876246
P876247
P876248

alignment
P876246
P876247
P876248

alignment
P876246
P876247
P876248

alignment
P876246
P876247
P876248

alignment
P876246
P876247
P876248

alignment
P876246

position
649
648
647

position
699
697
695

position
748
736
733

position
798
785
780

position
848
831
826

position
898
869
851

position
947
913
901

position
997

751.

* k * k % * k k %
* *k k k * k xk K% % %
* k * k % * k k %
* *k k k * k *k Kk % %
* k * k % * k k %
801.

TTTT C- CCgt
TCTT Ct CCCC
TCTT C- CCCC

* %k * k% * k% %

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

TCACTga ctt
TCACACTgtg
TCACTCTgtg

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

901.

CCACCTCctc
CCACCTCTAA
CCACGTCTAA

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

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

951. .
AGCCGAGCtc
ctgctg- ---

GTCCGAGCct
* ok ok ok Kk ok ok ok
* ok ok ok ok Kk kK

1001 . ..

GATT TCGAGA
AGTT TTG GGG
AATT TTG GGG

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

1051 . ..

TGTATTT TGC
AGCA CCT Act
AGCA CCT AGT

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

1101. .. ...
tgagtg- ---

* k% %

811

cccccccagc
CGGCGGAGAG
CGGCAGAGAG

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

gtatcgagg
tgt g GCCGAG
ta-- GCCGAG

* * * * * %
* % % % % %
* * * * * %
* % % % % %
* * * * * %
911. .. ..
tagtacttct
AGCCTCTT - -
AGCCTCTT - -

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

961. .. ..
tgagaaaaTA
-------- TA
caat------
* %
1011. ... ..
GCGt attt ag
Ggac---- --

GAGggggg at

1061.

CTTTGCTT CG
gggtgc-TTT
CTGTGCTTTT

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

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

771. .

GGCCaagcgC
GGCCGCGC- C
GGCCGGGT- C

* k% k¥ * ¥ * *x * *
* % ¥ *¥ ¥ * *¥ * *
* k% k¥ * ¥ * *x * *
* % ¥ *¥ ¥ * *¥ * *
* % k% %
* % k% %
821 ..
cgctccggtg
871. ... ...
ggcc CTCGGC
TGG- CGC GGC
TGG- CGCGGC
* % % * % ¥ * % %
* % % * *k ¥ * % *
* % % * % ¥ * % %
* % % * *k ¥ * % *
* % % * % ¥ * % %
921. . Co
aaCGCAAATT
- - CGAAAACT
--CGCAAACT
* * % ¥ *¥ % % %
* * * % * % % %
* * % ¥ *¥ % % %
* * * % * % % %
* * % ¥ *¥ % % %
971. . ..

ACTTCAAGGT
ACTTCGA GAT

* *k %k k % x k¥ %k * %

1021. ..

acatttagct
TTAGGGATTG
TTAGCGATTG

* k k k * * k¥ *k * %
* k % % * *

*
* k k k % % %
*

* F

* *
* *
* k % % * *

1071. ..

AAtgcct tca
AACTCCT GGC
AACTCCT GGC

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

* *

* k%

781.

TCGGGGATCC
CCTGGGATCT
CCTGGGATCT

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

(0]

31.

c GCTCCGT AG
- GCTCGGAAG
- CCTCGGAAA

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

881. .

TCTCGCCCCT
TGTCATTGTT
TGTCATTGTT

* % ¥ % * ¥ % *x % %
* k * % k * %k kx * %
* % k¥ % * ¥ % *x % %
* k * % k * %k kx * %
* % k¥ % * ¥ % *x % %
931.

GCTCTCGGGC
GCTCTTGT GG
GCTCTTGT GG

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

CAGCCACCCA
CAGCGGGCCC

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

1031..

t ¢c- GGAGAGA
TAGAGGGAGG
TAGGGGGA GG

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

* F
* * *

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

1081.. .. ..
gacact agct
Aa- --TCCTG
AgctcTACGG

* * *k k* k% %

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

791 .

TAGAGACCCC
TAGCACCCCC
TAGCACCCTC

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

841 .

GGCTTCGGGG
GGCTTAGAGG
GGCTTAGAGG

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

891 . .
TCTGTTTTCC

TCTGCCTCGC
TCTGTCTCGC

* * % * k% * * % % *

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

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

* % *k *x % * * %

*
* * k kx % % * * %
*

E I

* * %

941 . .
CTGCACCCAG

CCCCAaaaag
CCCCACCCAG

* k¥ k *x k% k * % %k *

* * * * %

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

* % k *x %

* * * *x %

* * %

991.

TGGGTCCTAC
CTAGGCCTGC
CTAGGCCTAC

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

104 1. . .
GAGATCTTCG

GGCTCCTTGG
GGCTCCTTGG

* k% * k% * * % % *

* %

* * * *x %

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

1091. .

gct cccaccg
CTAGCAACCG
CTGGCAGCCT

* k% kx *k k * % % %

* %
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P876247 959 GTGGAAACTG TCgGGCATCC TAATGCATCC CTCCCAAGCC AAGG- - - - - -
P876248 951 GTGGAGACTG TCaGGCTTCC TAATGCATCC CTCCCATGCC AAGGt caaga

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

alignment position 1151

P876246 1003 -
P876247 1003 -
P876248 1001 a

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.

P876247 |P876248
(1002 bp) (1001 bp)

P876246 | 0.164| 0.186
(1002 bp) Bw| 4%

P876247 1,000
(1002 bp) 73 %

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

50f 5 4/11/07 10:25 AM
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lof 5

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

Genomatix MainGEMSEIDoradoGene2PromoterBiblioSphere
Frequently asked questionsYour ResultsYour SeguencesY our ProtocolHelp

GEMS Launcher Task: DiAlign TF: Multiple alignment plus TF sites
working on promoters 2.seq (3 seq.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1 December 2004 Wed Jun 8 21:46:18 2005

Solution parameters:

Sequence file: promoters 2.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

AETIETE GUEE # nucleic acids per line: 50

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

(core/matrix sim):

Aligned Sequences:

’NT). Seﬂ;?ece ‘ Sequence Description Length
sym=SDHD|loc=L 0c6392|taxid=9606|spec=Homo sapiens|chr=11|

1 P876742 ctg=NT_033899|str=(+)|start=15519538|end=15520538|len=1001| tss=501| comm=succinate 1001

dehydrogenase complex, subunit D, integral membrane protein; bp

(AKQ075360/520/gold;NM _003002/520/bronze;)

sym=Sdhd|loc=L 0c66925|taxid=10090|spec=Mus musculus|chr=9|

2 P876743 ctg=NT_039473|str=(-)|start=10108845|end=10109850|len=1006| tss=501,506] comm=succinate 1006
dehydrogenase complex, subunit D, integral membrane protein; bp
(AK013503/507/gold;AK013962/502/gold;NM_025848/502/bronze;)

sym=Sdhd|loc=L 0c363061|taxid=10116|spec=Rattus norvegicus| 1001
3 |P876744 |chr=8|ctg=NW_047799|str=(-)|start=23593559|end=23594559| len=1001|tss=501] comm=succinate b
dehydrogenase complex, subunit D, integral membrane protein; (XM_343388/519/bronze;) P

Alignment (DiAlign format):

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

\'$ARER MBI VSETSF USNRE? Y SRORA VSEREE V5 NF4 USERER V'S5 1 VSYYIE VSFKHD

alignment position 1. ... .. ... 11. .. .. ... 21. .. .....31. .. .....41. ... ....
P876742 1 gC- - - - - - - - - - oo oo o e oo oo o oo o
P876743 lcctgt GCTCC AAGGT CGGAA CCCAGAGATT CCGAGTGCCA TTcccgACCA
P876744 1----- GCTCC AAGGT CAGAA CCCAGAGATC CCGATTGCTA TTt cga ACCA

4/11/07 10:26 AM
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alignment position
P876742 3
P876743 51

P876744 46

alignment position

P876742 24
P876743 99
P876744 96

alignment position

P876742 74
P876743 148
P876744 146

alignment position
P876742 124
P876743 173
P876744 157

alignment position

P876742 172
P876743 214
P876744 198

alignment position

P876742 222
P876743 258
P876744 242

alignment position
P876742 272
P876743 308
P876744 288

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

GCGACCAGCT
GCGACCGGCT

* k k k k k * % %k %

101. .

TTacaccttt
TTTTCgAACC
CTTTCc AACC

* k *k k % * k k %

* k* k k % * * k %
* k *k k % * k k %
151.

ACTACCGGTC
ACTGT AGATC

* k k k k *x *¥ % % %

201. .
gaatggg at G
--------- G
--------- G
*
*
*
*
251. .

ACCTCCGAGC
AGCTCCGTGA
GGCTCTGTGA

* *k k k k *k k* Kk % %
* k k k k k * k% kx %
* *k k k k *k k* Kk % %
* k k k k k * k% kx %
* *k k k k *k k* Kk % %
301.

TCACCCT CCC
GTTCCTTCCT
GTTCt - - --T

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

*

351. .
CGG
CGG
CGG

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

61
AAT- - AACCG
AATat AACCG
* * % * * K% % %
* * % % %
* k k% % %
111.

tcttttctCC
CTTTCCTCCC
CTTTGATCCC

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

161.

ACCAGGGaca
ACTGGGGCGG
----GGGTGG

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

211.

CAGCCGGGAT
CAGCCCGGAT
CAGCCGGGAT

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

261. .

GTGCCCAGGA
GTGCCCGGGA
GTGCCCGGGA
* % %k * *¥ %k * * % %
* %
* *
* %

E I

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

E I I
* ok * *

*
*
*
* *x %

311. . ...

CGTCCCCGCA
CATCCTCGTA
CATCCTCGTA
* * % x k¥ %k * * % %
* * * %
* * * %
* * * %
* %

E N I
L I
* X X X X
* X X X X
EE
* % X X *

* %

361. . C
GC
GT
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* k kX k x % %k k¥ % %
* %k * k¥ k¥ % k¥ *k % %
* k kX k x % %k k¥ % %

71. ..

CATGCTCCTG
CATGCTTCTG

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

121.

ACGCT ACGCT
ACGCAGCGCT
ACACAGCGCT

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

171. .

ggagagccat
GAGGC- - - - -

221.

CGAGc accag
CGAGT GGGGC
CGGGT GGGCC

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

271. .

CCaccaagga
TCTGCGcCTC
TCTGCGtCTC
* % *k * % * * % %
* % * k %

* %

E

* * %
* * %
* % * * %

321. .

CCTGTGCAGT
CCTGCGCAGT
CCTGCGCAGT

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

* %
* % * %
* % * %

* % * %

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

* % * %

371.

AACTCCGCTT
AACTCCGCTT
AACTCCGCTT

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

81.

TCGCCCAAAT
TGGCCCAAAC
TTGCCCAAAT

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

131.

TATATACCTG
TGCCTCCCGG
TGCCT CACGG

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

181 .
aactttgtct

231. .

tgagc--CGC
CGCTGTGCc G
CGCTCTGCTG

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

* *

281 ..

aggtgaaact
ACCC- - - - - -
ACCC- - - - - -

* * K* %
* k k% %

331.

AAACT GCGCC
GAATTGCGCC
GAACTGTGCC

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

* * %
* * %
* * %
* %

* F X X X X
EE I
* %k ok ok ok X X X F
* 0% X X X X X X X
* 0% ok X X X X X *

381.

CATCGGCTTC
CGTCCGCTTC
CGTCCGCTTC

* % * k * %
* *
* %

91.

CTTCCCTGTT
CTTTCCGCTG
CTTTCTGCTG

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

141... ... .
GCACcTGAGC
GCAC- T GAGC
GCggtcgct a

* * % % * * % k %

* * % %

* %
* %

191 .. .
ttcgtgaggg

241 .

CAGTGT ACAG
CAGTGT CCAG
CAGTGT CCAG

* *k k¥ *k *k k% % k% % *x
* k * k *k * *x k% %k %
* *k k¥ *k *k k% % k% % *x
* k * k *k * *x * k %
* *k k¥ *k *k k% % k% % *x
291 ...

TCCTTTCCCT
TCCTTCCCCT
TCCTTTCCCT
* ok ok Kk k Kk k kX
ok ok Kk kK Kk kK %
* ok ok Kk k K k ok X

341.

TTCTGCTGCT
TTCTGCTGT T
TTCTGCTGT T

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

391.

GCCCAGCTCC
ACCAAGCTCG
ACCAAGCTCG

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

* ok ok ok ok X X X F
* ok ok ok ok X X X F
* % ok F X X X X F
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alignment position

P876742 322
P876743 358
P876744 338

alignment position

P876742 372
P876743 396
P876744 376

alignment position

P876742 422
P876743 446
P876744 426

alignment position

P876742 472
P876743 490
P876744 471

alignment position
P876742 522
P876743 540
P876744 521

alignment position

30f5

* k kK k k& Kk *k * k* %
* k k k k *k k % %k %
* k kK k k& Kk *k x k* %
* k k k k *k k % %k %
* k kK k k& Kk *k x k* %
* k k k k *k k % %k %
* k kK k k& Kk *k x k* %
* k k k k *k k % %k %
* k kK k k& Kk *k x k* %
* k k k k *k k % %k %
401. .

GCCATTGTTC
GCCATTGTCG
GCCAT GGTCA

* k k k k *x *¥ % % %

* k k k k k * % %k %
* k k k k *x *¥ % % %
* k k k k k * % %k %
* * k * k *x % %
* k k k k k % %
451. .

GCGCGAC GGG
GCGCGGT GGC
GCGCGGT GGC

* k k k k k * k% kx %
* *k k k k *k k* Kk % %
* k k k k k * % kx %
* *k k k & *k k* Kk % %
* k k k k k * % kx %
501. .

tcttccctgt
CCTCACCGTT
CTTCGCCGTT

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

551..

* %

* k% ¥ * * * % *
* k% ¥ *¥ ¥ * % *
* k% ¥ * * * % *
601. . .
CTggaggctg
CTTAAAGCTG
CTTAAAGCTG
* % *k ¥ ¥ * k¥ % * %
* k% k¥ k¥ ¥ * *x * % %
* % *k ¥ ¥ * k¥ % * %
* k% k¥ k¥ ¥ * *x * % %
* % *k ¥ ¥ * k¥ % * %
* *

* %

* *

* %

651. .

* * % x k¥ % x * % %
* * ¥ k¥ ¥ * * % %k %
* * % x k¥ % x * % %
* * ¥ k¥ ¥ * * % %k %
* * % x k¥ % x * % %
* * ¥ k¥ ¥ * * % %k %
* * % x k¥ % x * % %
* * ¥ k¥ ¥ * * % %k %
* * % * %k % * % %
* k ¥ k¥ k¥ * * * %
411. . .
GCCTCAGGCT
GAGTCAggcg
GCGTCAATCT

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

461. .

TGTGCACCGC
AGCGCACCGT
AGAGCACCAC

* k % k ¥ %k k * % %
* %
* %
* %

L I
* %k ok F

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

E N I
* %k ok F

*
*
*
*

* %

511.. .. ...
tttctttcagt
CTTTTACgC-
CTTTTAC- - -

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

561. .

TGACC
GTGACC
GTGACC

* k% %k % % %

* %

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

* %

*
*
*
*

* %
* %
* %
* %

* % 3k ok ok F F
* % X F X F F

* %

* *k * kx ¥ %k k * k% %
* % % * ¥ %k *x % * %
* *k * kx ¥ %k k * k% %
* % % * ¥ %k *x % * %
*
*
*
661. .
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EEE I I T T B R R
EE
L I

421

CGCCACct tc
cttcgCTGGG
GTTCACTGGA

L I T I T R
F Ok ok Ok X X X X X X

* %k ok ok F F X X

* % X X X X X X

* %k * * ¥ %k % *k % %

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

521

cg TCGTGGGT
GGGGC

--TCGGGGGC

* * %k kx %

*

* %

* *

* X X X *

* % %

* k k *x kx k % %

571

TTGAGCC
TTGAGCC
TTGAGCC

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

* % X F X F F
* % F X X X F
* % 3k Ok X F
* % F F F F F

* %

621

GCGGT GCCCT
GCAGT GGCCA
GCAGT GGCCA

*

*

* % * % %

* % *k * %

* % %
* %
* %
* %
* %

* X X X F
* F X X X
EE I

* %

*

*

671. .

*
*

*

* %
* %
* %

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

* %
* %
* %

* k k *x %

* k *k %k %

*

L I

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

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

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

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

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

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

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

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

* % * % % *

* % % * %

431....... 441... . ...

cgacagctgt gtttgcgcat

GTGCGCAC- - -- - == - - -~ -

GTACGCAC- - --=- -- - - -- -

* % % % % % % %

* k% % * * % % %

* % % % % % % %

481 ... 491 ... ...
Cc cagcatttcc
CGCTTCAGGTTG
CT CTTGAGGTTG

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

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

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

* % % * % * % %

* * % * % * % %

* % % * % * % %

531.......541.......

GGGAATTGT C GCC

GGGACTTACT ACA

GGGACTTACG ACA

* % % % k% % * * *¥ * *x %k %

* % ¥ * k¥ %k *¥ k¥ ¥ * * ¥k *

* % % % k% % * * *¥ * *x %k %

* % ¥ * k¥ %k *¥ k¥ ¥ * * ¥k *

581. 591... ..

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

* % %
631.......6421.......
AGGAGGCCGA GGT GAGGGGT
AGGAGCTCGA GGT GAGGTGT
AGGAGCTCGA GGT GAGGTGT
* k k& k k¥ k k k¥ k *¥ * k k k*k *k *¥ * %k xk %
* 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 %
* 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 * Kk *k *¥ % %k x %
* k % k k %k k k¥ *k *x * k k k*k Kk *k % k *x %
* k k& k k¥ * k k¥ k * * k * Kk *k *¥ % %k x %
* k % k k %k k k¥ *k *x * k k k*k Kk *k % k *x %
681...... 691.......
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P876742
P876743
P876744

alignment
P876742
P876743
P876744

alignment
P876742
P876743
P876744

alignment
P876742
P876743
P876744

alignment
P876742
P876743
P876744

alignment
P876742
P876743
P876744

alignment
P876742
P876743
P876744

alignment
P876742
P876743
P876744

alignment

572
590
571

position
622
639
620

position
671
688
669

position
695
738
716

position
736
788
765

position
736
838
815

position
736
888
864

position
780
902
880

position

CTTcccaccc
CTTGGCCATC
CTTGGCCATC

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

701. . .. ...
aAGTGAGGAC
- AGTT AGAGC
- AGTGAGGGC

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

751. .

ACCgaaat- -
TGCTCTTGTG
TCCTCTGGTG

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

801. .

GTAGT CT AGG
ATAGCCT AAA
GTAGC CCAG-

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

851. .

ACTTT CCGCT
ACTTT TCGCT

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

ACTCCTATtt
ACTCCTATcc

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

951. . ..
----CTTGCT
GTGGCTT GCT
GTGGCTT GCT
* *k k k k *x *¥ % % %

1001.
tccct ct gga

t gAGGTGCTT
AAAGGTTCTT
AAAGGTTCTT

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

711. .

TCATCTGCCG
TCGCCCGCTG
TCGACTGCCG

* % % * ¥ % *x % * %

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

* % % * ¥ % *x % * %

gaggc
9999-

* k K% % %
* * * % %

TCTGCACTGT
TCTGGACTGT

* * % k * %k k * % %

* * % * ¥ % *x % * %

* * % k * %k k * % %

* %

gaGTGTGGAT
gt GTGTGGAT

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

961. . ..
G- -TGagctg
G--TGT- - - -
ataTGT- - - -
* * *x %
1011.
agtcgcagtc

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

AGCGT AGCCT
GCTGCAGGCT
GCTGCAGCCT

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

721. . ..
GGTGG- GAGA
GGTGGTGGGA
GGTaGTGGGA

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

* % k %
771

ac CACCTATG
-- CACCTCTG

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

821..

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

GGTTGTGACC
GGTTGTGACA

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

921. .

GGAAGGAGTC
GGAAGGAATC

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

* % k% k % %

971. . .
acgagttgag

1021.

CCAGCCAGGG
GAAGCAGGGG
GGAGCAGGGG

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

731. . .. ...
TCTCTTGAGG
CGTCTTGAGA
CGTCT TGAGA
* * k& *k k* k% *x k% %k *
* k *k *k * % k k% k %
* * k& *k k* k% *x k% %k *
* k *k *k * % k k% k %

781 . .

----CACAGC
CGGACGCAAC
CGGACGCAGC

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

831 . . .
ggt at atttc
GGCTGGTGT C
GGCTGGTCTC

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

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

881. .

CCGGGCTAAT
CCGGGCTAAT

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

E I
* X
E R I

* * K %

* %

E I

*
* k%
*

E

* * K %

CGTTTGATAa
TGTTTGATAg

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

981. . .. ...
ggaat aatc a

1031.

AAGGGGATGg
AGA GGA AGG -
AAA GGA AGG -

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

741 ...

AGAAGAAAAT
GGAGGGAACT
GGAAGAAACT

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

791.. . . ...
AAT GACCACT
GTTGACCGCT
GGT GACCGCG

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

* % * %

a_________
CCCAGCTCGT
CCCTGCTCGT

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

891...

ATGAAAACAA
GTGAAAACAA

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

* * k % k% % * %

* k *k *x k% %
* *

E I I

*
* k% %
* % *

941 ...

tTTGTTCTGA
-TTGTTTTTA

* k k kX k& Kk *x k %

* % * %

991 .. .
gaaagagagc

104 1. . .
agc AGTTCTG
--- AGTGCTG
---AGTTCTG

* *k k %k k* %k %

1091. .
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P876742 830 TT-TTCt ccc cgttcactgt ccctagaatg ctccccactc gctcccaccec
P876743 909 TC-TTCCTCG ATCTAGCCAT GTAGACAAGA CTAACCTA- - --- ------ -
P876744 887 gct TTCCTCG ATCTAGCCAT GTAGACAAGA CTAACCTA- - - - - -- - - -~ -

* % * 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 %

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

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

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

* k * k *x % % * x * * *¥ * * * % % * k ¥ k¥ k¥ * k¥ k¥ ¥ ¥ * * *¥ * * * *x *
alignment position 1101. .. ... 1111. .. ... 1121...... 1131...... 1141.. .
P876742 879 t gagt cggga aagagggtta gGAGCTTGCC CATTTCTTCT GGAGTTGGT(g
P876743 946 - - - - - - - - - - - - - .- oo -GAGCTTGCC GGGAGCCCCG TGACTGc-TC
P876744 925 - - - - - - - i - - - - - - - - GAGCTAGCC GGTAGCTCCC TGACTGGTTC

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

alignment position 1151. .. ... 1162. .. ... 1171...... 1181. ..... 1191..

P876742 929 tgttt ggatg tgggagt gga ggggggatca gtt cgaaaat catttaacct
P876743 974 CCGAGGGCTG CCATAAAAAC CGTGCACCCT CAC- - - - -- - -=- - -=-=- - -- -
P876744 954 CCGAGTGCTG GCATAACAAC CATGCACCAT CACtcagggc ttcgat aa-

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

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

alignment position 1201. .. ... 1211. .. ... 1221

P876742 979 gggcatt tgt gttacct cag gt a
P876743 1007 - - - - - - - --- - - - - - - - - -- =e =
P876744 1002 - - - - - - - - - - - - - e e - 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.

' IP876743 |P876744
(1006 bp) /(1001 bp)

P876742 0.215[ 0.213
(1001 bp) 39 % 39 %

P876743 1,000
(1006 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
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	Text3: 
	Text4: The description of the complete description of TFBS can be found in additional file 3 (in the “Matrix Family Library” Excell sheet).


