This Supplementary Material shows the Core Promoters of Complex IV 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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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.seq (3 seq.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1 December 2004 Thu May 5 21:22:57 2005

Solution parameters:

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

(core/matrix sim):

Aligned Sequences:

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

sym=COX4I2|loc=Loc84701|taxid=9606|spec=Homo sapiens|chr=20| 1201
1|P977959 |ctg=NT_028392|str=(+)|start=421283|end=422483|len=1201| tss=501|] comm=cytochrome ¢ oxidase

subunit 1V isoform 2 (lung); (NM_032609/501/silver;) bp

sym=Cox4i2|loc=L 0c84682|taxid=10090|spec=Mus musculus|chr=2| 1201
2 |P977960 |ctg=NT_039210|str=(+)|start=3150756|end=3151956|len=1201| tss=501] comm=cytochrome c bp

oxidase subunit IV isoform 2; (NM_053091/501/bronze;)

sym=Cox4b|loc=L 0c84683|taxid=10116|spec=Rattus norvegicus| 1201
3|P977961 |chr=3|ctg=NW_047658|str=(+)|start=33280248|end=33281448| |en=1201|tss=501| b

comm=cytochrome c oxidase, subunit 4b; (NM_053472/530/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.

WSTEAE VTS VSNEKE V7B PF V5R0RA WSTBERV SHIFF VSHOXE VEKXH ySHOME

alignment position 1. .. ... ... 11.. ... ... 21.. .. ....31........41........
P977959 1 atgagccacc gcgcccgccc aatttttctattttta--------------
P977960 1 aggcagaagg aggctttccc CTCTCCCCTT ACTGCACCCCTCTTAGGGTG
P977961 - ---------- CTCTCCCCTT AACGCATCTCTCTTAGGGTG

4/11/07 3:52 PM
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GAGGGCC CAG
GAGGGCC CAG

* * k% k k¥ x *¥ % % %

* % k k* % * k %

* *
* * k% k k¥ k ¥ % % %
* k % % *

* % * k %

101. ...

GGCTGGATGA
GGCT GGA GGG

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

151. ...

GAAAGT GGCG
GGAAGT A AAG

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

201. ... .
TGTTTCGCCA

TTGCAGGCCA
TTCCAGGCCA
* k¥ k% k k¥ x ¥ % % %
* k k k k¥ k * % %k %
* k¥ k% k k¥ x ¥ % % %

251. ...
ggtgatcctec

301. .

351. ... .
t ggaaggttt

401. ...

AACAGCA AGG
GCAAGGA GAA
GCACGGA GAA

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

451. ...

61. .

ga GAGCCCAC
g- GAGCCCAC

* * % % k¥ % % %

111.

CTGAtggagct
CTGAgac at t

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

161.

GCAAGAGGTA
TCAAGAAGTA

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

211. ..
TGCT GGG CAG
TCCTGGACtc
GCCT GGA AAC

* k¥ % * * %k * * % %
* * % kx * %

* *x %
261. .
cgcctcaggece

* * %

aaaa

gt ctg

411.

AGGGGAGGt g
AGGT GT GGCa
AGGT GT G GCg

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

46 1.
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* k k ¥ * % * * %
* *k k k % % * * %
* k k ¥ * % * * %
* *k k k % % * * %
71. .

AGTGGT ACac
GATGGT ACc t

* *k k ¥ % *x % %

121.

ctggcgtcac
ggaatcatct

171.

GCTCAGGGCC
GCTCAGGGCC

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

221. .
GCTGGTCTC-
cagaaaaccc
CCCCGACTC-

* *k k k % *x * % %

271. ..
ctcccaaagt
321. .. ...
gctt ct ggag
371. .. ..
aggcct ga
421. ..
tggaggagg
9g9g- - - -- -

tcaaggttec

* Ok Kk o o O

471.

* k % k k¥ k *x &k *x * k¥ %k x ¥ *x *¥ * *x *x %
* k¥ % kx ¥ k¥ *x k¥ %k *¥ % %k *x ¥ * *¥ % *x * %
* k % k k¥ k *x &k *x * k¥ %k x ¥ *x *¥ * *x *x %
* k% % kx ¥ k¥ *x k¥ %k * % %k k ¥ * k¥ % *x *x %
81 91

aAAGGCTGCCTGGGGCGGAA
gAAGGCTACCTGGGGCAGGA

* * % * % %k % * %

* % ¥ % * % % * % %

* k k¥ *¥ * *k k¥ k *k k% * *k % * * *k * * *
* % ¥ ¥ ¥ k¥ k¥ *¥ ¥ k¥ * ¥ %k ¥ ¥ *x k¥ * %
131 141
acctgt AATCTCAGCGCCCT
gta--- AATCTCAGTGCCCT
* k¥ k¥ * * *x k% * * *x * *x * *
* ¥ % *¥ * % % * ¥ *¥ * * *x %
* k¥ k¥ * * *x k% * * *x * *x * *
181. .. 191. .. ..
--------- - ATAGAGAAGG
AGTCTCTGCT ATATAGTAAG

AGAGTCCGT T
* k % * ¥ ¥ % % % %
* * % *x ¥ % % % *k %
* k % * ¥ ¥ % % % %

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

231. .. 241. ..

Aaact cct gacctca
AACCAAACC- - - - - -
AACAAAACC- - - - - -

* * k %k * % % % *%

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

281. .. 291 . .. .
gctaggatt acaggcgtgag

331. .. 341. ..
taggaggcat t gggc

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

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

431. .. 441. .. ...
agggagaccctgttcttgagg

TCTCCTGTT
TCTCCAGTT

* k k% k k¥ %k k k% %

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

481. .. 491. ..

4/11/07 3:52 PM
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P977959 291 aCTACTGTCT GCAGAGGGTC TCCAGAGGca gg- ACCCCGGTAGGGACact
P977960 300 - CTTCTGTCG GCTGGGGGTC TGCTGAGGTC Cctact ctGGTGAGGACCCA
P977961 274 - CCTCTGTCA GCTGGGGGTC TGCGGAGGTC CccACACCGGTGAGGACCGG

* k k ¥ ¥ k¥ * * % * k¥ * k¥ ¥k k¥ ¥ kx k * k¥ k k k¥ ¥ k¥ *¥ * * * * k¥ k¥ k¥ k% * * *x * *x * * *x *x *x %
* kX k * * k¥ * %k % * * % k *k k k k¥ k k& Kk k k k * k¥ *x *¥ *k *x * * * k% % * % *x * % *x *x %
* k k ¥ k¥ k¥ * * % * k¥ * k¥ ¥k k¥ ¥ kx k * k¥ k k k¥ ¥ k¥ *¥ * * * * * * * k¥ *¥ * *¥ * * * *
* kX k * * k¥ * %k % * * % k *k k k k¥ k k& Kk k k k * k¥ *x *¥ *k *x *
* k k ¥ k¥ k¥ * k% % * k * k¥ ¥ *x k¥ ¥ kx k *x k k kx *x *x *x %
* * % % % % * *k k% x k*k k k¥ k¥ kx k& * k k& x * *k *x %
alignment position 501. . . . 511. ... . 521. .. ... 531. .. ... .541. .
P977959 340 gatgcag gaG GCGCTCT GCA GTGCCT CCCC CCAATCTGT GGGC CGGGGt g
P977960 349 GC- - - - - - - G GGAAACCGCA GTCCTTTCTC TTTTCCTGTGCCTCTGGGGA
P977961 323 GT---- - - - G GCAAGCTGCA GTCCTTTCTC TTTTCCTGCGCCCCTGGGGA
* % * * x k% * * * k¥ *x % % * k k *¥ * * % k% *x % * k¥ k¥ % k¥ ¥ * k¥ k¥ *¥ *x * k¥ *x * *¥ * *x *x %
* % * * k k¥ k¥ ¥k k¥ ¥ kx k * *k k k k¥ ¥ k¥ *¥ * * * kx k¥ k¥ k¥ ¥ k¥ k% * *x *x * * * * *x *x *x %
* % * * x * k¥ * *¥ k¥ *x % % * k k *¥ * * % k% *x % * k¥ k¥ % k¥ ¥ * k¥ k¥ *¥ *x * k¥ *x * *¥ * *x *x %
alignment position 551. ... ... 561. ... ... 571. .. ....581.......591.......
P977959 390 cccccaggga cgcaggctgt gcgctcccac gccctgceC
P977960 392 CATGGCTCTG CAAAAGCGAC Cgagg- --- - ------ -C
P977961 366 CGTGGCC CAG CA CAAGC GAC Caimmmaaas
* * k k k¥ kx * %k %k % * x * k¥ * x k¥ *x x x % * k * * * k¥ * * *¥ * * * *
* * kx * ¥ k¥ * %k % % * * * ¥ * *x x *x *x *x % * k * *k * k¥ * ¥ k¥ * *¥ * %
* * k k k¥ kx * %k % % * x * k¥ * x k¥ *x x x % * * k% * *x * * %k * %k %
* * * * * * * % %
alignment positon 601. ... ... 6121. ... ... 621. .. .... 631.......641.......
P977959 440 aaaggc tgtggggcgggccgggggcg
P977960 430
P977961 399
* * % k %k x * % * * * % % L
* * k k * x * * * * * % % * *
* k k x % % % * * * % % L
* kx k x * * % * * * % % * *
* * * % % L
* * * % % * *
alignment position 651. ... ... 661. ... ... 671. .. .... 681... ... .691.

P977959 489 ggcgcccgca ct caggt ccc tccgcagcgg gttctcagtt gcet cgctggg
P977960 447

P977961 417

alignment position 701. ... ... 7121. ... ... 721. .. .... 731.......741.

P977959 539 cagacccagg tcgcgct ccc actgccgagc ccgcgaggtgagtgagttgg
P977960 447
P977961 417

alignment position 751. ... ... 7621. ... ... 771. .. ... . 781.......791.

P977959 589 gggaggaccc cgccacccaa gcccgecgecgG GTCAGGGGCGCGGCTCGGTC
P977960 447 GGCGGGGCGTGTTC
P977961 417 GGCGGAGCGTGCTC

* k k Kk Kk Kk *k *x *¥ Kk Kk *x *x *

* kx k * * * * * * * *x * % %
* k% x* * %k x ¥ *k x * *x *x %
* kx k * * * * * * * *x * % %
alignment position 801. ... ... 811. ... ... 821. .. .. .. ... . 841, .. .. ..
P977959 639 Tcctgccttc gccgctgggt cacgccccag tggtccctgt cttagaggagt
P977960 468 TGGT CC- - - - - - - - - - - - o - o oo oo oo o oo - oo oo oo oo oo -
P977961 438 TGGT CC- - - - = = = = == = s o e oo oo oo o b oo oo e oo oo e e
* * k * * %
* k k k k% %
* * k * * %
* k k k k% %
alignment positon 851. ... ... 861. ... ... 871. .. .... 881.......891.......
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P977959 689t ggggggctt cttgtaggtt agagtt gaag actcctggggagtctgcata
P977960 474 - - - - - - - - - - T T T T
P977961 444 - - - - - - - - - - T T T T T T I

alignment position 901. ... ... 911. ... ... 921. .. .... 931.......941. .. .
P977959 739t gtgtgccat ctctttcccc aaat at agat tacatcctCCCTCTCTTGAT
P977960 474 - - - - - - - - - - T I G AN CCCTCTCCGGGT
P977961 444 - - - - - - - - - - R IR NN CCtcagCCTGGT
* * * * k¥ * k¥ k¥ * * *x %
* * * *x %
* *
* *
* *

* ok * * *
E I I
* X X X X

alignment position 951. ... ... 961. ... ... 971. .. ... . 981.......991. ..

P977959 789 ATGTGGAGCT CTCCCACCCA CTAATCAtaa tcactggccggagec-- - - - -
P977960 486 CTGCGGT TCC CTGCCAGTCA CTCAGCAGGG CAGCTCTggat agtTCCGCC
P977961 456 CTGCGGT TCC CTGCCAGTCA CTCAGCAGGG CAGTTCTgggt accTCCGCC

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

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

alignment position 1001 i0121... ... 1021.. ... . 1031.. ... .1041..

P977959 SIS T I
P977960 536 GCCTCCAGCT TGCAATT GTG AGTCCCACCT GAGGgGAAGG GTCGCGGGGA
P977961 506 GTCTTCAGCT TGCAACT GTG AGTCCCACCT GAGG- GAAGGGTCTTGGGGG

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

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

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

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

* kX k k k¥ x * % % % * *k % k k*k k k k¥ k *k Kk k k Kk k¥ k¥ *x ¥ k *x * * % %
alignment position 1051... ... 10621... ... 10712.. ... . 1081.. ... .1091.. .
P977959 833 -1 - i SR G GRS S O SR SR S S S SR C
P977960 586 TGGGATGTTC GTGGCGGC-- ---- - - --- - - ----- --- CACCACACAGC
P977961 555 TGGGGTGTTC GTGGTGGCca ccct aagcct ttgectccat CACCACACAGC

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

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

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

* * % ¥ * k¥ * * * *x %
alignment position 2101... ... 11121... ... 1121.. ... . 1131.. ... .1141.. .
P977959 834 CCTCTTTTCC AGAAGTgtgg gccgccccct cccacttatcacctgtagtg
P977960 615 CCTCTTT TGC TGAGGTT T-- =-=-=-=- == == - - - oo oo oo o o oo mmm oo -
P977961 605  CCMECINT T IIGE T GAGa- T - - = =f-ioi oo o ool ol s

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

* k k k * k¥ *¥ % % % * *x % %

* k k k k¥ k¥ *¥ % % % * *k * %

* k k k * k¥ k¥ % % % * *x % %
alignment position 1151... ... 11621... ... 11272.. ... . 1181.. ... .1191.. .
P977959 884t gccCCCTCC CTCACTC--- ---------- -TATTTGTTGGGTGCCCCTC
P977960 633 ----CCCCCACTGACTA--- ---------- -TCCTTGTCCCGGGCATCAC
P977961 622 - --- CCCCCA CTGACccgtt ttaatgctgg gTCCTAGTCCCGGGCATCGT

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

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

alignment position 1201... ... 12121... ... 1221.. ... . 1231.. ... .1241.. .
P977959 920 TCtctcccta gatgtgggac tcccct --- - - - - - - - --- - - - - TCTTTTC

P977960 665 ACCGGGCCCC AAAAGTGAGGtCTCTTTTCA GAGGATGGGCTGGTCCTTTT
P977961 668 CCCCGGCCCC AGAAATGGGG cCTCTTTCTA GAGGGTGGGGTGGCCCTTTT
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* * k k k¥ x * % %x % * * % kx * k% x * %k % * k k * % % *¥ %k % * kX % k k¥ k *x k& *x *¥ Kk *k *¥ ¥ *x *¥ * *x * %

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

* k k * % % *¥ %k % * kX % k k¥ k *x k& *x *¥ Kk *k *¥ ¥ *x *¥ * *x * %
alignment position 1251... ... 12621 ... ... 1271.. ... . 1281.. ... .1291..
P977959 953 CCCAGATGTG tgtctcclect- --CCCTCTGA CCCAGT TAAGTCCCCA

P977960 715 CCTAGAAGTG CTGCCTCTCC TACCCGCTGA CCCAGTTTGGTCCTTA
P977961 718 CCTAGAAATG CTGCCTCTCC CACCCGCTGA CCCAGTTTGGTCCTTG

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

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

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

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

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

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

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

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

cat GGATGCC AAACCCTGAGTCTTCCct gg
-GATACC AGACTCTGCATGTCCCGCGT

P977959 1000
P9O77960 765
P977961 768

ccaccac

GATGTC AGACTCTGCACGTCCCGCGT

* *k k % * * * * % % % * % % * k¥ % ¥ k¥ ¥ k¥ kx *x *¥ * *x * * *x * * *x *x %
* k k k * k¥ *¥ % %k % * * * % % %k %k % % * k¥ k* k¥ k¥ k¥ k¥ kx %k * *x *x k¥ *x * kx *x *x *x %
* k k kx ¥ k¥ *¥ % % % * * * % % % * % % * k¥ % ¥ k¥ ¥ ¥ kx %k *¥ *x *x * *x *x * *x *x *x %
* k k k * k¥ *¥ % %k % * * * % % %k %k % % * k¥ kx k¥ k¥ ¥ k¥ kx *x *x *x *x k¥ *x * *x *x *x *x %
* k k kx ¥ k¥ *¥ % % % * * * % % % * % % * k¥ ¥ ¥ k¥ ¥ k¥ kx %k *¥ *x *x * * *x * * *x *x %
* k k k * k¥ k¥ % % % *
* k k kx ¥ k¥ *¥ % % % *
* k k k * k¥ k¥ % % % *
* k k kx ¥ k¥ *¥ % % % *
* k k k * k¥ k¥ % % % *
alignment position 1351... ... 13621 ... ... 1371.. ... . 1381.. ... .1391.. .
P977959 1050 gggt gggaga ct gggct cag ccagactggc taAGCCCAGT CCCCACCCCA
P977960 804 C- - - - - CCGA GTCCGGAGTG ATGGT- --- - - - AGGGCACAGCCTGCCCCC
P977961 807 Cccgtt CCGA GTCCGGAGTG ATGGT- --- - -- AGGGCACAGCCTGCCCCC
* * *x *x % * k * k¥ * k k¥ * kx k %k k k *x * * *k k¥ k¥ *¥ k¥ * *¥ * * *¥ ¥ ¥ ¥ * ¥ * *
* * * % % * * % x * k% k *k k *k * k k¥ kx * * k k¥ k x kkx * k% %k * % *x *¥ % *x *x %
* * *x *x % * k * k¥ * k k¥ * kx k %k k k *x * * *k k¥ ¥ ¥ *k * *¥ * * *¥ ¥ ¥ ¥ * *¥ * *
* * * % % * * % x * k% k *k k *k * k k¥ kx * * k k¥ k * k kx * k% %k k % *x *¥ % *x *x %
* * *x *x % * k * k¥ * k k¥ * kx k %k k k kx * * *k k¥ ¥ ¥ *k * *¥ * * *¥ ¥ ¥ ¥ * *¥ * *
* * % % * * % x * k% k *k k *k * k k¥ kx * * k k¥ k * k kx * k% %k k % *x *¥ % *x *x %
* *x *x % * k * k¥ * k k¥ * kx k %k k k kx * * *k k¥ k¥ *¥ *k *k *¥ * * *¥ ¥ ¥ ¥ * ¥ * *
alignment position 1401. . . 1411... ... 1421.. ... . 1431 1441. .

GCCAATTAGGGg
GT CAATTAAGGA
GT CAATTAAGGA

P977959 1100 ACCAGAT CCA GCAGAGCAGG Cctg
P977960 842 TCCTCCT GCA GCGGAGCAGG CAG
PO77961 850 TCC- - - TGCA GCGGAGCAGG CAG

* k* k kx k¥ k¥ * % *x % * k¥ * k¥ ¥ *x k¥ ¥ k¥ *k *x k k *x *x % * % % * k¥ ¥ ¥ k¥ ¥ ¥ kx %k * * *x k¥ * kx x* *x *x *x %
* * % * kx % % * k¥ k% k¥ * k¥ k¥ * k¥ k¥ % k k¥ *¥ *x * * % % * k¥ k¥ % k¥ *¥ k k¥ k * *x * k¥ *x * *¥ * * *x *
* * % * *x *x % * k¥ *¥ k¥ ¥ *x k¥ ¥ k¥ *k *x k k *x %k % * % % * k¥ k¥ ¥ ¥ ¥ k¥ kx %k * * *x * *x * * *x % *
* * % * kx % % * k¥ k% k¥ * k¥ k¥ * k¥ k¥ * k k¥ *¥ *x * * % % * % k k¥ k¥ k¥ *k k¥ k * *x *x * *x *x *x *x *x *
* * % * *x *x % * k¥ * k¥ ¥ *x k¥ ¥ k¥ *k *x k k *x *x % * % % * k¥ k¥ ¥ ¥ ¥ k¥ kx %k * * *x * *x * * *x % *
* * % * kx % % * k k% k¥ * k¥ k¥ * k¥ k¥ % k k¥ *¥ *x * * % % * % k¥ % k¥ k¥ *k k¥ k¥ * *x *x * *x *x *x *
* * % * *x *x % * k¥ * k¥ ¥ *x k¥ ¥ k¥ *k *x k k *x *x % * % % * k¥ k¥ ¥ ¥ ¥ ¥ kx %k * * *x * *x *x *x *
* % % * % k¥ % k¥ *¥ *k k¥ k¥ * *x *x * *x *x *x *
* % % * * k¥ k¥ k¥ ¥ k¥ kx %k * * *x * *x *x *x *
alignment position 1451.. . ... 1461... ... 1471.. ... . 1481 1491
P977959 1150 ggaaggggTG GGGGCCAG-- ---- ACCGTC TGt cCc=-=- --- - = == - -~ -- - -
P977960 891 GACC-- - -TT GGAGCCAG-- ---- AGCTTC TGCTTAGAGGTCTGGGCTAA
P977961 896 GACC-- - -TT GGAGCCAGgc gcag AGCATC TGCTTAGAGGTCTGGGCTAA
* *k k % * % * k * k * * * % * * *x k % % * k¥ ¥ ¥ k¥ * k¥ kx *x *¥ *x *x * *x *x * * *x *x %
* *k k % * % * k * k¥ * * * * * k *x k % % * k¥ k¥ k¥ k¥ ¥ k¥ kx %k * *x *x k¥ *x * * *x *x *x %
* * *x k % % * k¥ ¥ ¥ k¥ ¥ k¥ kx %k *¥ *x *x * *x *x * *x *x *x %
* k *x k % % * k¥ k¥ k¥ k¥ ¥ k¥ kx %k * *x *x k¥ *x * * *x *x *x %
alignment position 1501... ... 1511... ... 1521.. ... . 1531 1541
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P977959 1178 - - - - - - - - - - I T T N R R
P977960 931 CAGCCCTGTG GgaAGGAGGC TCAGGACTTT TCtctggggaagacaatt AG
P977961 942 CCGCCCT GCG Gt gAGGAGGC TCAGGATTTT TCctct gg- - - ------- AG
* k k k ¥ k¥ k¥ % kx % * * * * k *x * % * k k kx *x * * %k *x * * % * %
* k% % k * *¥ * % % % * * *k k k x k¥ k *x k k k *x *¥ % x * * * *
* k k k ¥ k¥ k¥ % k¥ % *
* k% % k * *¥ * % % % *
alignment position 1551 . . . 1561.. . 1571 . . 1581 1591
P977959 1178 - - - - - - - - - - R T T T S N
P977960 981 TGGAGCT TCC CAACT- - -CT GATGGGAGca cat caCATCA GAGCACAGGG
P977961 982 TGGGGCT TCC CAACTt ggCT GATGGGAGgc tgg-- CATCAGAGAACGGGG
* % k¥ k¥ * *¥ *¥ % % % * * * *x * * % * k k ¥ * * % % * k¥ k k * %k % *k %k * *x *x *x *x %
* * * * % * * x ¥ * * % %
* k¥ %k *x %k % *k %k *x *x % *x *x %
* ¥k %k *x %k % * % * k¥ *x * % %
* k¥ %k *x %k % *k %k *x *x % *x *x %
alignment position 1601 1611... 1621 . . 1631 1641
P977959 1178 - - - - - - - - - - T R R S
P977960 1028 CTCCCTGTCC TAAACTGTTC ACATCt t ACC CAGTAGCTTGACCTCTTCCC
P977961 1030 CTCCCTGTCC TAAACTGTTC AGATCt cACC CAGTGGCTAGACCTCTTCCC
* k k k * k¥ *¥ % %k % * k * k¥ * *¥ k *x kx % * k k x % * *x % * k¥ k¥ k¥ k¥ ¥ k¥ kx %k * *x *x k¥ *x * * *x *x *x %
* k k kx ¥ k¥ *¥ % % % * k * k¥ * x k¥ *x % % * k k x % * *x % * k¥ ¥ ¥ k¥ ¥ *¥x kx *x *¥ *x *x * *x *x * * *x *x %
* k k k * k¥ *¥ % %k % * k * k¥ * *¥ k *x kx % * k k x % * *x % * k¥ k¥ k¥ k¥ ¥ k¥ kx *x * *x *x k¥ *x *x *x *x *x *x %
* k k kx ¥ k¥ *¥ % % % * k * k¥ * x k¥ *x % % * k k x %
* k k k * k¥ *¥ % %k % * k * k¥ * *¥ k *x kx % * k k x %
alignment position 1651 . . . 1661. .. 1671 . . 1681 1691
P977959 1178 - - - - - - - - - - T LTI T R R
P977960 1078 ACTTTCCAAA TGAT GAAtgg agaacccaag agggcCCCAAAGATCTAGGT
P977961 1080 ACTTCTCAAA CGACGAAtga aaa- - - --- - - - - - - CCCAAAGGTCCAGGG
* k¥ kx k ¥ kx *¥ % %x % * x * k¥ *x *x % * ¥k %k *x %k *x * *x * *x *x *x *x %
* k% k k¥ * *¥ * % % % * * * * % % % ¥ % %k * *k %k *k %k *x *x *x *k *x %
* k¥ kx k ¥ kx *¥ % %x % * x * k¥ *x *x % * ¥k %k *x %k *x * *x * *x *x *x % %
* % %k * *k % *k %k *x k *x *k *x %
alignment position 1701 1711. .. 1721 . . 1731 1741. .
P977959 1178 - - - - - - - - - - R T R -TGTTCTGCCGGTG
P977960 1128 CAGCGGTTCC CAACCTGGGA Ggggagttgg ggggcgt TGAACTACTTTTA
P977961 1118 CAGCGGT TCT CAACCTGGGA Gttgaacgac t--------- - - - - CTTTTA
* % k k * *¥ * % % % * ¥ * * * *¥ * *x * * % * k * *x * k * * *¥ * * *x %
* k k kx ¥ k¥ *¥ % *x % * * * k¥ * *x x *x k¥ *x % * * * * % %
* % k k * *¥ * % % % * ¥ * * * *¥ * *x * * % * * * * *x %
* k k kx ¥ k¥ *¥ % *x % * k * k¥ * * k¥ *x * % *
alignment position 1751 . . . 1761 1771 1781 1791
P977959 1191 CAGGGGCCTC t - - - == = === = === = = oo o o oo s o e o mm o e oo
P977960 1178 CAGGGGT CTC CTAAGACCGT TGGC- - - - - = == = === - oo & o oo oo o -
P977961 1155 CAGGGGTCTC CT AAAACCAC TGGCgt atcg ggtatttacagtaggat
* k k k ¥ k¥ *¥ % % % * k *¥ k¥ * *¥ * % % % * k k %
* k k k * k¥ *¥ % % % * x * k¥ * *¥ k¥ *x % % * k k %
* k 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.

P977960 [P977961
(1201 bp) (1201 bp)
P977959 0.079[ 0.066
(1201 bp) 23 % 17 %
P977960 1.000
(1201 bp) 77 %
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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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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.seq (3 seq.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1 December 2004 Tue May 3 22:33:50 2005

Solution parameters:

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

(core/matrix sim):

Aligned Sequences:

’NT). Seﬂ;?ece ‘ Sequence Description Length
sym=COX4l1|loc=Locl327|taxid=9606|spec=Homo sapiens|chr=16| 1201
1 |P875598 |ctg=NT_010498|str=(+)|start=39446895|end=39448095|len=1201| tss=501| comm=cytochrome c b
oxidase subunit IV isoform 1; (NM_001861/501/silver;) p
sym=Cox4il|loc=L 0c12857|taxid=10090|spec=Mus muscul us|chr=8|
2 pg75602 |Ctg=NT_078575|str=(+)|start=45821111|end=45822366|len=1256| tss=501,517,556| 1256
comm=cytochrome ¢ oxidase subunit 1V isoform 1, bp

(AK012583/524/gold; AK 019276/579/gold;NM_009941/540/silver;)

sym=Cox4alloc=L 0c29445|taxid=10116|spec=Rattus norvegicus| 1201
3 |P875604 |chr=19|ctg=NW_047536|str=(+)|start=13459368|end=13460568| |en=1201|tss=501| b
comm=cytochrome c oxidase, subunit 4a; (NM_017202/501/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.

V6735 USTERE] USNRF? SIS 5Ol & JSNINIDR VSRORA VSEREE
V$SFI1F VSCOUP VSZF5F

alignment

position e e e e O s N
P875598 L@ UCQUCPYRQE= == ccc=2cccc ccccecoossc 22200552 2 I
P875602 e ceocooocecs coceecccce cccoconose o500 0052 55
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P875604 lgccgtggccc cgagcttact agggtgagcg ccacctccag catgggcagtec
dignment 51........61.... ..., 71........81........91..
position
P875598 10 - - - GCCA GGG CCGT GGA ACGA AGAgggt gtg
P875602 1- - AGCCAGCG CCGT GGA ACGA AGAGCGT GTG
P875604 51 a g A GCCA GCG CCGT GGA ACGA AGAGAGTGTG
* ¥k k k *x kxk % k¥ k¥ *k k *x %k *x * % * % % * * * ¥ % % * * k ¥ * *¥ * k¥ * * % * * % % * % * % % %
* ¥k k k * kk *k k *k k Kk *x *k *x %k % * % * *x % %k *x %k % * * x ¥ * * * * * *x % * % k% * % %k *x % %k %
* ¥k k k *x kxk % k¥ k¥ *k k *x %k *x * % * % % * * * ¥ % % * * k ¥ * * * k¥ * % % * * %
* ¥k k k * kk *k k *k k Kk *x *k *x %k % * % * *x % %k *x %k % * * x ¥ * * * *¥ * *x % * % %
* k k k k k k *k *x * k k x¥ * * %k % * % % * % * ¥ % % * * k ¥ * * * k¥ * % % * * %
* k k k k¥ k kx *x * * k k * * *x *x % * % * *x % %k *x %k % * * x ¥ * * * *¥ * *x % * % %
* k k k k k k *k *x * k k x¥ * * %k % * % % * % * ¥ % % * * k ¥ * * * k¥ * % % * * %
* k k k k k kx *k * * k k * * *x *x % * % * *x % %k *x %k % * * x ¥ * * * *¥ * *x % * %
* k k k k k k *k *x * k k x¥ * * %k % * % % * % * ¥ % % * * k ¥ * * * k¥ * % % * %
* k k k k k kx *k * * k k * * *x *x % * % % *x % %k *x %k % * * x ¥ * * * * * *x % * %
alignment
position i0212.......1112.......121. ... ... 131....... 141.
P875598 57gtgg--- GCGCCGGGgccge ccagggggag gTGCTCCTTA CGCGGCTTCT
P875602 49 GCT GCCCGCT CCGGGAGGA- - - - - - - - - - - -TGCTCCTTG CGCGGCCTCT
P875604 101 GTT GCCCGCG CCGGGAGGA- - - - - - - - - - - -TGTTCCTTG CGCGGCCTCT
* k% k% k k k¥ k¥ k k¥ k¥ *k * *k k *¥ *¥ *x *x * * x * % % * % % % * % k& *k * *k *x * % %
* k¥ ¥ k¥ k k %k k¥ k *k %k *x k k k *x *k *x % * * % * * * * % % * * % * * * * % % %
* x * % % * % % % * * k& k k *k *x * % %
* * % * * * * % % * * % * * * * % %k %
* % * % % % % % * * k& k k *k *x * % %
* % * * % * % % * * % * * * * % %k %
* % % % % % * * k& k k *k *x * % %
alignment
position i152.......162....... 172. ... ... 181.. ... .. 191.
P875598 104 GCTTCTCGGC CA CCA GTACTTGGCG
P875602 87 GCCTCTCGGC CACCA GTACTTGGCG
P875604 139 GCCTCTCTGC CACCA GTACTTGGCG

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

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

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

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

alignment 201.......211.......221. ... ...231.......241.

position

P875598 154 CCGTGCAGCA CCATCTTGCA GTAGGCCTGG GTGGTCAGTT TCACCCCGGG
P875602 137 CCGTGGAGCA CCATCTTGCA GTAGGCCTGC GTAGTCAGCT TCACGCCGGG
P875604 189 CCGTGt AGCA CCATCTTGCA GTAGGCCTGG GTGGTCAGCT TCACGCCAGG

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

* k% k% *k k¥ k¥ k¥ * k¥ k¥ * *x * k¥ x¥ *¥ *x * *x * * % % % % % % * % * * % * % * % % % * % * % % * % % % * % %
* *k k% *k k k¥ k¥ *k k¥ k¥ * *x k% k ¥ ¥ *x * * * * % % % % % *x * % * * % % % * % % % * % * % % % * % % * % %
* k% k% *k k¥ k¥ k¥ * k¥ k¥ * *x * k¥ x¥ *¥ *x * *x * * % % % % % % * % * * % * % * % % % * % * % % * * %
* % % * % * * k k¥ * % * k% k¥ *¥ * * * * * % % % % % *x * % * * % % % * % % % * % * % % % * %
* % * * % * * k¥ k¥ k% % * % % *¥ * *x * * * % % % % % % * % * * % * % * % % % * % * % % * * %
* % % * % * * k k¥ * % *k k% k¥ *¥ * * * * * % % % % % *x * % * * % % % % % % *
* % * * % * * k¥ k¥ k% % * % % *¥ * *x * * * % % % % % % * % * * % * % * % * %
* % % * % * % % * %
* % * * %
alignment 251 AR 271 281 291

position

P875598 204 CATGCTGACC CgggaggQgC- - - - - === == = ==« -« - -«
P875602 187 Ca- ---- --- - - ---- - - - - ---TCGCGAC CCACGCACCG CGGTcct ccg
P875604 239 CATGCTGAGC Ct agct ggtc gcgTCGCGAC CAACGCACCA CAGTacgaaa
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* % k% k% k% k¥ ¥ %k *x *x % * % % * % *x % * k *¥ * *¥ * * * *x * * % % %

*

*
alignment
position 301.... ... 311.......321.......331.......341. ... ...
P875598 223 - - - - - - - - - - e - - - - - - CCCGGAGGCC CCTGGGCGCG CGGCTGAGGC

P875602 216 ccacgaccCT CCGCTGCACG CCGTGACGCT CTCGCACCTC CcGGCCGLCGGC
P875604 289cacga-- -CCCCACTGCACG CTAAGATGAG CTCCCACCAC CAGCtac aGC

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

alignment
position 351.... ... 361... .. .. 371. ... ...381.......391. ... ...
P875598 253 CTggacccgc tgcctggeccg cgcggCGCCT CAGCCGagaa gcgggacagag
P875602 266 CTCC--- === == === - == o0 - o oo - CGCCT CAGCCGG
P875604 336 CTCC--- --- - - - - - - oo - - - CGCCT CAGTCCG
* % % % * * * * * * k ¥ * * * * %
* % % % * * * *x * * k * * k* * * %
alignment
position 401.... ... 411....... 4221, ... ... 431....... 441. ... ...

P875598 303gcggcggcgatt gatggcgc ggeccgcgggc tggcggggga cccttcaggece
P875602 283
P875604 353

alignment
position 451.... ... 461... .. .. 4721. ... ... 481....... 491. ... ...

P875598 353ccggccccgt tt gggcctcg gctcctggaa aagcgactcg cgecctctggg
P875602 283
P875604 353

alignment
position U

P875598 403aagccgcagc cccagactcc agtcgcgctt ctcgcccgagce

P875602 283
P875604 353

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

....... 5121.......621.......65831.......541. ... ...

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

alignment
position 551.... ... 561.......571.......581.......591. ......
P875598 453 tct cc AA- - - - - - - - - - oo - - - CGCCTGCCGG AAAGCAGCCC
P875602 292 RS CEeTeTGCC GG AAAGCAGCt g
P875604 362 t cgctagctag CGTCTGCCAG AAAGCAGCGC
* % * * ¥ * * * k¥ * %k % * * %k ¥ * %k * % %k %

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

alignment
position 601.... ... 611.......621. ... ... 631.......641.......
P875598 487 TTCG- - --=------ - -
P875602 3l4ctacc Gtt acc gccccgeccccec gcecect cgtcct
P875604 400 GGC GCTG- - ---=-=------ R

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

alignment
position 651.... ... 661....... 671. ... ... 681.......691.......
P875598 SN O T i R CA GCGCTACCCT
P875602 364gccccgeccct gccccgagcecc gcgeccecgeccccec gecceccgecec CC GeccceaeaeT
P875604 A T T T S CC GCACCGCGAT
* * * % % * * %k *x % %k %

alignment
position 701.... ... 7121....... 721. ... ... 731.......741. ... ...
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P875598
P875602
P875604

alignment
position

P875598
P875602
P875604

alignment
position

P875598
P875602
P875604

alignment
position

P875598
P875602
P875604

alignment
position

P875598
P875602
P875604

alignment
position

P875598
P875602
P875604

alignment
position

P875598
P875602
P875604

alignment
position

P875598

522 TTTCCGCTcc
414 CT GAAAC GGA
439 CTGAAGCTGA

* * ¥ *k k k x k* % %

751....

572 TCGATCCCGT
446 TGATTCCCGC
471 - GATTCCCGC

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

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

* k k k %k %

801....
608- -- --CT TCC

496 GTTCT TCC
519 GCTCT TCC
* *k k% k k k x k* %k %

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

851....

651- - - ---- - GC
546 T CG CCTG GGC
568 T CG CCTG GGC

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

* k* %
* % %
* k* %

901....

676 - - -

506 GCacggt

618 GCgcggc
* *

cgg
cat

* *
* *

951 . ...

693 GCC AGGC CGG
646 T CC GAGA CGC
666 T CC GAGG CGC

* *k k¥ k 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 %

1001. ..

743 g
684 -
704 -

cagcct ggc

1051. ..

793 c aggtgacat

acggtgacct
CGGGCTTGGG
TGGACGTGGG

* * * k *k x * % % %

761. ..

GGTGCT CCGC
GATGCTTCGC
GATGCTTCGC

* * * k k * * *x * %
* ¥ k¥ k k ¥ * * % %
* * * k k * * * * %
* ¥ k¥ k k ¥ * * % %
* * * k k * * * * %
811...

GGT Ggga
GGT GAGC
GGT GAGC
* k¥ k¥ k k ¥ * * *x %
* * k k k * * * *x %

* % % *x %k % *

861...

AGT
AGC
AGC

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

g GGCCCGAGG
- GGGCCGAGA

* * k k ¥ % *x * %
* k k k k % kx * %

96 1. . .

GCCGGGTCGG
CCCCGGACCC
CCCCGGACTC

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

1011. .

cgctcggcett

1061. .
tgaggccggc

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

ccgtgcggcc gggtgcecgggcec ggagtcTTCC

GCGGGgct - -
CGGGGcect tct

* * * % %

77 1.

781 . .

GGCGCGGCCT TEETCT ===

GGCTCCGTCT
GGCACCGTCT

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

* * ¥ * * % * * % *x
* x X *x *x %k *x * % %
* *x ¥ * * % * * % *
* x X *x *x %k *x * % %
821.
cac
ACCCc
ACCC
* *x * % * * k* %
* k * % * *k k% %
* * k* %
* *k k% %
* * k* %
* *k k% %
* * k* %
871.
9
C
C
* % *k x k% % *x % *
* x * % % % % % *
* % * x k% *k *¥ % % *

ACCT GGAGCG
TCCTGGAGCG

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

97 1.

GGGGCcggga
GGGACTTGAG
GGGACTTGAG

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

* % * * % *x * % *

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

1021. ..

cagcaggaag

1071. ..
ccgtggggac

TGGTCTTCCG
TGCTCTTCCG

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

* % ok o

* %
* %
* %
* %

831..

GAGGGCG
GAGGGCG
GAGGGCG

* % % % k% % %

* % o ok ok ¥ X
* % % ok ok ¥ X
* % ok ok ok K X
* % % ok ok X
* % % ok ok X
* Ok ok ok ok X
* % % ok ok X
* % ok ok ok X
* % % ok ok X
* % % ok ok X

881. .

gag-------
TTGGACGGCG

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

931..

--GTGGCCGG
CCGGGGCCGG
CCGGGGCCGG

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

981 . .
gccatcaagt
CgG G- -
CaG G- -
* * * % % % %

* * *x * % %k %

*

1031.

caccgaatgg

1081.
tccgggctcg

------Tccc

* * k% %

791.

Gt TGCGGGC
G-TGCGGGA

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

841.

GTCGCGGCGG
GTCGCGGCGG
GTCGCGGCGG

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

* % * %

* % * %

* % * %

* % * %

* %

*
*
*
*
* * %
*

*
*
*
*
*
*

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

* % * %

891.

GGTGAGGGTG
GGTGAGGGCG

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

941.

TGCGGCGCC
g AGCGGT GCC
- AGCGGT GCC

* %k * * % *x * % %

* % * % * k%

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

* % * k%

991.

ctgcacgt

1041...
gcct cggagec

1091...
gtggctccag
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P875602
P875604

alignment
position
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P875602
P875604

alignment
position

P875598
P875602
P875604

alignment
position

P875598
P875602
P875604

alignment
position

P875598
P875602
P875604

alignment
position

P875598
P875602
P875604

alignment
position

P875598
P875602
P875604

alignment
position

P875598
P875602
P875604

alignment
position

P875598
P875602
P875604
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684 - - - - - - - -- oo oo e oo e oo
TO4 - - - - - - - a e oo oo oo o e oo -
1101... ... 1111 1121... ...
843 gct cgggggg ccgccccgaa gt gcccggtec
684 - —i-h o oioi o D Sl o o i
YUUZF- - = === === === == ==§== == === == =
1151... ... 1161. ... .. 1171... ...
893cggctgcgga ccggcct cglglgel@c TGACCT
684 - - - ---- - - oo - ----TGACCT
704 - - - - - - - - -0 - aa-e oo ----TGACCT
* *x * *x *x %
* * * % % %
* *x * *x *x %
* * * % % %

1201... ... 1211 1221
942 - - - - - i e e oo oo oo o e oo -
710 GCGGGTCTGT TGTCTCGGGT CCCCgc- - - -

729 GCGGATCTGT

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

957 GGA GGCG GGC
748 GGC ACCGGGC
779 AGCATCGGGC

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

1351... ...

1057t cg
772 - - -
803" -1 -F - i

1107 GCC CAAGGag
774 GCC CGAGGGA
805 GCC CGAGGGA

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

1157t tt aTTCTGC
813 GGT-TTCTGC
844 GGT-TTCTGC

TGTCTTGGGT

* % k k k& * * % * %

1261. . .. ..

CCGCGCTCTG
GTTCCCGCTG
GTTCCCGCTC

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

1311.. .. ..

tgcaacccct

1361. . .. ..

agcctggaag

1411.. .. ..

agaagctaga

CA GCGA cc.

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

1461.. .. ..

CCCAAGGAGG
CGCCCCGGGC
CGCCACGGGC

CCCCatttgc

* *x * %

1271. .. ...

TGCCtgc
MGICIC - -r -8

1321... ...

1371. .. ...

gcgcctattg

1421. ...

CgnggCgtI

1471. .. ...

GTAT
GTTGattttt
GIIN G

1131. ... ..

1181. ... ..

TGGAGCGCCC
TGGGGCGCCC
TGGGGCGCCC

* k¥ % * ¥ % *x ¥ % %

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

1281. ... ..

1331. ... ..

gcggggctcc

1381. ... ..

tttgctcacg

1431. ... ..

* * % % %
* % * * * % % %
* % * Kk k x *x %
* * * % % %
1481. ... ..

TTccccacat
TTTTTCCCGG
TTTTTTGCGG

1191... ...

GCTggccga-
GCTTCCCcga
GCTTCCCgg-

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

1241... ...

CAGGCTGCGG
CGGCCTGCCG
CGGCCTGCCC

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

1291... ...
gctccttcaa
1341... ...
cgggcggcge
1391... ...
caagggct AG
--------AG
oo - - AG

* %

* %
1441... ...

E I I I
* % ok

*
*
*
*

E I
* X X X

1491... ...

cact ctcacc
GCTCGGACGT
TCTCGGGCGT
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alignment
position
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alignment
position

P875598
P875602
P875604

alignment
position

P875598
P875602
P875604

alignment
position

P875598
P875602
P875604

alignment
position

P875598
P875602
P875604

alignment
position

P875598
P875602
P875604

alignment
position

P875598
P875602

* k k¥ % k %

* *k k k* % %
* k k¥ % k %

* *k k k* % %

862 TCTTTCT CGG
887 TCGCTCT CGG

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

1551. ..

1202 - - = - - - - -
910 GGC TCGG GTC
937 AGCTCGGGTC

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

1601. ..

202 - oo oo oo

960 CGC Agga ACG
987 CGCAggg ACG

*

*
*
*

1

1202 -
1010 ¢
1037 t

1202 -
1060 -
1086 c

1

1202 -
1109 ¢

*

*
*
*
6

t

*

*
*
*

5

t gcCCTTC
tgt-CCTTC

*

*
*
*

* k* %
* % %

1...

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

701. ..

CGCAGGAGG
CGCAGGCGG

* % k k k x k* % %

751. ..

ta--TATAT
1136 c gt gcTATAC

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

1801. ..

1202 - - = === - -

1157 ATTTTTT AAG
1185 ATCTTTA AAA

* * % *k k k¥ x k* %k %

1851. ..

1202 - - = === - - -

1207 cagccct tgg

* k * k k * %k * * %
* k% %k k *k x * % % %
* k * k k * %k * * %
* k% %k k *k x * % % %
1511

GGATCGAAt c
GGAGCGAAat

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

GCTGGGGCGG
GCTGGGGCGG
* % * k k * * % * %
* % % k %k %
* % % * % %

*

EE
EE
* * *
ECE

GGAAGCGGGC
GGAAGCGCGC

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

GCAGTCTCTG
GCAGTCTCTG

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

* ¥ %k *k * * % * %

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

1711. .

TGtgct ac
TGctccca

* %

1761. .

CTAGTTCTAG
CGAGTTCTAG

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

1811. .

Aagccggatt
Agctgcg- - -

cttgat gt aa
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tc-- AGGGGT
caagAGGGGT

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

GT GACAGGGT
GT GACAGGGT

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

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

EE
E o
E
E
* * *

1621. ..

CAGGGCCTGA
CAGGGCTAGG

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

TACAAGTCAA
CGCAAGTCGA

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

1721. ..

tgctatctat
gccacagaga

CAGTTTCAGT
CAGTTTCAGT

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

1821. ..

tatagtcatt

ggaagttcac

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

TGTGCTACAG
TGTGTTAAAG

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

1581.

CATCCAGGTC
CATCCAGGTC

* % % % *¥ % % * k% %

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

* X *
EE
EE
EE
EE

1631.

GCCTGGGCGG
GCTTGGGCGG

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

TTTTTAAAAT
TTTTTAAAAT

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

1731.

ctatctatct
ggaacagctec

CATtTTTGTC
CAT-TCTGGC

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

1831.

cctgtgcctt

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

1541. ..

TGAGGCGTGG
TGAGGCGTGG

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

1591...

GCCT GCGGGA
GCCT GCGGGC

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

* % * % * %

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

EE

*
* * %
* % *

* % * %

1641. ..

CCTCCTCccg
CCTCCTCcgc

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

1691...

AAAACt c
AAAACca

* *k *k k %

agt
agt

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

1741 ...

atct atct at
gtggtggcac

1791...

TTTCTAGTTA
CTTCTAGTTA

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

1841...

atgt atatta

1891...

cgcatcagta
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P875604 1202 - - - ===« - - - ceoc oo o

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.

' [P875602 |P875604
(1256 bp) |(1201 bp)

P875598 0.300[ 0.294
(1201 bp) 32 % 30 %

P875602 1,000
(1256 bp) 74 %

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 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.seq (3 seq.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1 December 2004 Thu May 5 21:49:15 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

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). Seﬂgr?ece ‘ Sequence Description Length
sym=COX5A |loc=L 0c9377|taxid=9606|spec=Homo sapiens|chr=15|

1 P878122 Ctg=NT_010194|str=(-)|start=46020090|end=46021207|len=1118| tss=501,505,518| 1118

comm=cytochrome ¢ oxidase subunit Va; bp

(AK026623/548/gold; AK026615/552/gold;NM _004255/565/silver;)

sym=Cox5a]loc=L 0c12858|taxid=10090|spec=Mus musculus|chr=9| 1109
2 |P878123 |ctg=NT_039474|str=(+)|start=3799809|end=3800917|len=1109| tss=501,509] comm=cytochrome ¢ b
oxidase, subunit Va;, (AK018723/552/gold;NM_007747/560/silver;) p

sym=Cox5alloc=L0c252934|taxid=10116|spec=Rattus norvegicus| 1101
3 |P878124 |chr=8|ctg=NW_047799|str=(+)|start=30893983|end=30895083| len=1101|tss=501| comm=cytochrome b
¢ oxidase, subunit Va; (NM_145783/525/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.

VSECET S WSIMTETRRMIGSCTCC SEECE JSCANE  1 SEOK S0 S L

alignment

position 1 11. 21 31.. .. ... . 41, .. ...
P878122 o T T ----CCTGGC TAATTTTGTA
P878123 lccaaaatgtt gattattgtc tt gAGTCACT ACTCCCAGTA TGATTTTTTT
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P878124

alignment
position

P878122
P878123
P878124

alignment
position

P878122
P878123
P878124

alignment
position

P878122
P878123
P878124

alignment
position

P878122
P878123
P878124

alignment
position

P878122
P878123
P878124

alignment
position

P878122
P878123
P878124

alignment
position

P878122
P878123

18
51
28

65
98
78

115
117
97

165
163
142

215
210
189

254
258
239

303
301

51.

T---TTTTAG
T---TTTTCT
ttccTTTTCT

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

101.

aactcccgac
TTAGCCTGT -
TTAGCCTGT -

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

151.

GATTACAGgc
AATTATAGCA
GATTATAGCA

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

201.

TATAGTTTGT
TATAGTTTGC
TACAGTTTAT
* k% % %k *x % % *x *x *
* %
* %
* %

E L I

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

* * F *

* %
* %
* %
* %

E I

* %

251.

CTCCTGGGCC
CTCTGTTGGC
CTCCGTTGGC
* * ¥ * * *¥ % *x % *

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

* % %
* kx %
* % %

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

351.

GACCAGagac
GACCAGCTTT

61.

TAGAGACGGG
GAGACTCAGG
GAGACTCAGG

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

111..

cgcaggtgat

161. .

atgagccacCA
TACAC- - - CA

TACAC- - - CA
* k % *x % * *
* % % % % * %
* k % *x % * *
* % % % % * %
211 ..

TGTTATTGCT
CGTTATTAtcC
CGTTATTATT

* * % % *¥ % % *¥ k% %
*
*

*
*
* *
*

E I L
E I I I

* *
* %
* *
* %

E I

*
*
*
*

261. .

TGACTCGAAC
Ga- - TTCCAA

GGATTTCAAA
* ok ok Kk K Kk k kx Kk *
* * Kk ok Kk ok *
* Kk ok ok Kk *
* Kk ok Kk ok *
311..
attcc
ATGTT
ATGTT
* ok ok ok Kk Kk k ok Kk *

* k % kx * % kx * * %

* * % * ¥ % *x ¥ % %

361. .

aaggcgggac
GGCGCGGCGC

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

---AGACGCC ACTCCCAGTA TGAaaaaaaa

* k *k k * % %

71..

ggttcctcca
TTGCATAAGA
ATGCATAGGA

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

121

ccgcccgecct

171.

GCGCCCGGGC
ACGCGCGGGG
At acct - GGG
* k% % * * % * *x % %
* * % %
* * % %
* * % %
221.

GTCAttccta
GCTACAATTC
GCCACATTTC

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

271

AAGATCACGG
ATCCACATTG
ATCCACATTG

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

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

321

t acttacagg
CACT ACGGTC
CACT ACAGCC

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

371

gcgaggctaa
CGACGTG- - -

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

81..

tgttgcccag
GAGCCT GAAA
GAGTTT GAAA

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

131.

cggcctccca

181.

GCAAAGt ac G
GCAAAGCG- G
GAAAAGCG- G
* * % * % % * % *
* % % *¥ * % % % *
* * % * % % * % *
* % ¥ * % % *

231.

ttttgaggt g
CAAATT GTGA
GATTTCGTGA

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

281.

TCGG
TCCATTGCTC
TCCATTGCTC

* k¥ k¥ ¥ * * *x kx *x %
* % k% *¥ % * % % *x *
* * k¥ ¥ * * *x *x *x %
* % % * % * % % *x *
331
atggcagctg
ACC- - - - - - -
AGC- - - - - - -
* *k %
* * %*
* *k %
381.

caGTTTGTCC
--GTTTGTCC

* * k% k * %k k *k *x %
91.

gct ggtcttg
TTCCt aat aC

TTCCt aat cC

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

*
141. .

AAAGT GCT GG
AGAGGGCTAG
AGAGGGCT GG

* * % kx * %k kx k¥ % %

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

TATTTTTTAT
TTATTCTTAT
TTATTCTTAT

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

* F X X

*
*
*
*

* X X X

* %

241 ..

attaagtgec
TAGTCT- - -
TAGTCT- - -

* % % % * *

FFO00

* * % % * *

291 ..
ACCCTG
GCCCTG

* * % k *¥ % kx % % %
* * % % * * * % %
* * % k *¥ % kx % % %
* * % % * * * % %
341. .

CACGT CACCT
CGGGT CAT CG
CAGGT CAT CG

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

391. .

TCAGCGCGCC
TCCACG-GCC
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P878124 282 GACCAGCACT

alignment
position
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alignment
position

P878122
P878123
P878124

alignment
position

P878122
P878123
P878124

alignment
position

P878122
P878123
P878124

alignment
position

P878122
P878123
P878124

353
345
327

403
392
374

451
441
423

495
491
473

545
541
523

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

401.

GCCGTAGCCC
GCCGTAGCCG
GCCGTAGTGA

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

* k * %k k *k %

* k% % *

E I I
E I
E I
E I
* * *

*
* %
* %

451

GCGT

* X X X
* X X X
* %k ok ok *
L I
* % X X X X
* % X X X X

601.

CCGCTCTCCG
CTGCCCTCCG

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

GACTCGGCGC

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

411 . .

CCGCCGccagc
CCGGCGACCG
CCGGCGACCG
* k ¥ k x¥ * k¥ *¥ % %
* k ¥ * * * *¥ *¥ *x %

* % % % *¥ % % * k% %

al

=

=
Xk ok Xy ) O

* % X X X X
* Ok F F X X
* % Xk X X X
* Ok F X X X
* 0% X X X X
* % X X X X
* Ok F F X X

561. .

gt CCTCAGCC
AGCCT CAGCC
AGCCCCAGCC

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

*
* * *k %
*

E R
ElE I
* %
E

*
* *x * %
*

* * *

* *k %

611..

CCGCTGCGCT
TCGCTGTACC
TCGCTGTACC

* * % * ¥ % *x ¥ % %

* X X X X X
* Ok F F X X
* % kX X X
* ok ok F X X
* 0% X X X X
* X X X X X
* 0k % F F
* % ok ok ok
* * * X *
* % ok ok ok

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

AGACGTG- - -

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

421

cggccgcgcg
CATGGCGCCC
CATGGTGCCC

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

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

* %
* %
* %
* %
* %

521

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

*

cgctccggag
AACTGCTGTA
AACTGCTGTG

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

571

CGCGCGCcCGC
AGTGCGCTGT
AGTGCGCTGT

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

* * k % % * %

* k* *k % %

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

* % * %

621

GTGGCCGCaa
GCAGCCGCGG
GCAGCCGCGG

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

* % ok ok ok
¥ % k% %
* % ok ok ok
¥ % % % %
LI
E I

TGTCC

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

* k% % *

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

431.
gtggctec

CACCC
CACCC

*

*

*

*

*
EE
L I I
L I

531.

caaCCCGCGA
CCGCCCGCGA
CCGCCCGCGA

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

E I

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

* %

* 0% X X X X X
* Ok ok F F X X
* 0% X X X X X
* % X X X X X
* % X X X X X

* %

581.

CATCGCCGTC
GGTCGCCGTC
GGTCGCCGTC

* ok ok ok Kk K Kk k ok *

* ok ok ok K K Kk k k%

* ok ok ok Kk K Kk k ok *

* ok ok ok Kk K Kk k k%

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

631.

ccacccgggec

Ct GCC- - - - -

CcGCC- - -- -

* ok x ok

* ok x %

* ok x ok

* ok x %

*

TCGACGCGCC

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

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

491 . .

t g ag cCHEE
TGCGTCGCT
TGCGTCGCT

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

* X X X X
* %k ok F
E
EE
ECE

* %k o

541 ..

GCTTACACCG
GCTCACACCG
GCTCACACCG

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

ATGCT GGGCG
ATGCTCGCCG
ATGCTCGCCG

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

L I
EE B B I I
E . B R I
* Ok Ok X X X X
* 0% Xk X X X X

* %

* % X X X X
* X X X X X
* X X X X X

* %

ECRE B . T R I
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alignment
position

P878122
P878123
P878124

alignment
position

P878122
P878123
P878124

alignment
position

P878122
P878123
P878124

alignment
position

P878122
P878123
P878124

alignment
position

P878122
P878123
P878124

alignment
position

P878122
P878123
P878124

595
579
561

645
629
611

695
679
661

744
729
711

792
77
759

842
818
799

651.

GGCC
GGCC

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

701

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

E R I . T .

*******OOO

~
(&)
[EY

E R S

* 0% Xk X X X X X
* % X X X X X X
* Ok ok F X X X X
ECBEE BN I I R I
* Ok F X X X X X
* 0% Xk X X X X X
* % X X X X X X
* % X X X X X X

801.

gttact - -GA
CGGCATTGGA
CGGCAGTGGA

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

851.

GTGGAGGAc ¢
GTGT AGGAGHA
ATGT GGGAGA

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

901.

gcc a
CGaac
CGgat

GA
GA

661. .

********OOO

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

711. .

TGCCCGCGC
AGCCCTCGC
AGCCCGCGC

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

E I R I
L I R
E I B B
L I
* % ok ok ok

*
*
*
*
*
*

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

GGGCT
AGGCT
AGGCT

* % F X X F *
* % 3k Ok X F
* % X F X F F
* % 3k ok ok F *
* % X F X F
* X X X X X
* % ok Sk ok F
* % X X X X
* % 3k ok ok F
* F X X

811. .

ACCCGGTGAC
GCCCGGTGAC
GTCCGGTGAC

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

861. .

tgaaagc

911. .

CCGCGGACAG
CCGCGGCCAG
acaCGACCGG
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671

GACCCCCGGC
GGCT CCCAGC
GGCT CCCAGC

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

* *x * %

*
*
*
*
*
*
*

721

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

* % k* %

CCT
CCT
CCT

*
*
*

* 0% 0k E X X X X X X
* % X X X X X X X X
* 0% 0k X X X X X X X
* % X X X X X X X
* Ok ok F X X X X F
* 0% ok F X X X X F

771

Ctccc- CGGC
CCCT GGCGGC
CCCT GGCGGC

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

* * *k % % * * %

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

E I
* ok F
E I

821

CECEEEECER
CGCAGTGCGT
CGCAGGgt at

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

* *k %k k %

871

921

gtcaga- TGT
TCAGGTGTGT
TCAGGTGTAT

681.

CCCGCcCGt
CCCGCCGC
CCCGCt GC
* * *k k% * % % * %
* * %

* *

L I

* *
* * %
* *
*

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

731.

TGCGGT GACC
TGCTGT GACC
TGCTGT GACC

* k k ¥ k Kk *k *x *k %
* * % x * % *x % % *
* k k ¥ k Kk *k *x *k %
* * % x * % *x % % *
* k k ¥ k Kk *k *x *k %
* * % x * % *x % % *
* k k ¥ k Kk *k *x *k %
* * % x * % *x % % *
* k k ¥ k Kk *k *x *k %
* * % x * % *x % % *
781.

CTAGCCCTTG
CTAGCCTTTG
CTAGCCTTTG

* % * * * * % % *x %
* * ¥ ¥ * * *x *x *x %
* % * * * * % % *x %
* * ¥ ¥ * * *x *x *x %
* % * * * * % % *x %
* * ¥ ¥ * * *x *x *x %
831.
CCtgcCCGCC
CCgcg- - GCC
cca- -CTGCC
* % * % * * %

* % %

* % *
881

* * %
* % %

E I I
*

* %
* *
* %
* *
* %

931.

* 0k % F F
* % ok ok ok
* F X * %

GGACCTGCT G
GGACTTGCCG
GGACCT GCCC

691. .

* % % % * % * % %
* * % % * * * k %
* % % % * % * % %
* * % % * * * k %
741 ..

TGGGT CCCCG
TGGGCTCCCG
TGGGCTCCCG
* k x k Kk Kk Kk *k * %
* * % x ¥ * kx % % %
* k x k Kk Kk Kk *k * %
* * % x ¥ * kx % % %
* k x x k Kk k *k * %
* * % x ¥ * kx % % %
* k x x k Kk k *k * %
* * * % * % * %
* % *x *

* * * %

791 . .

CCCTaccctg
CCCTGCgAGC
CCCTGCaAGC

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

* % % % * *

* * % %

* * % %

841 . .
GCCTCGAGTA
GTCTGGAGTC
GTCTGGAGTT

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

891. .

CAACTTCCT
CCACTTCCT
CCACTTCCT

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

941 ..

TGGGCGCCGA
GGGTCGCCGA
GGGTCGCTAA
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alignment
position

P878122
P878123
P878124

alignment
position

P878122
P878123
P878124

alignment
position

P878122
P878123
P878124

alignment
position

P878122
P878123
P878124

alignment
position

P878122
P878123
P878124

891
868
849

941
917
899

991
966
948

1037
1016
998

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

951.

GGAGGGGACG
GGAcga-GCT

CGACAGGGCT
* % * ¥ * * * * *x %
* % % * % *
* * %
* % *
* %
1001. .
gcgccGACCC
CGCT- GACCC
CGCT- GACCC
* % % % * % * * %
* % % % * % % * %
* % % % * % * * %
* % % % * % % * %
* % % % * % * * %
* % % * %
* % * * %
* % % * %
* % * * %
* % % * %
1051. .
CGCCTCGGCG

CATCTT GGCG
CGTCTT GGCG
* % % ¥ * * * * *x %
* *x *k % *x * %k *x %k %
* % % ¥ * * * * *x %
* *x *k % *x * %k *x %k %
* % % ¥ * * * * *x %
* *x *k % *x * %k *x %k %
* % % ¥ * * * * *x %
* * % %k *x % %
* * * * kx * %
* * % %k *x % %
1101.
L il
GTTTC
GTTTC
* * * * * * % *
* % % * % *x % *
* * * * * * % *
* % % * % *x % *
* * * * * * % *
1151
tc-- AATCAG

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

961 . .

CAGCGCTCCC
CAGCACTTCC
CATCACTTCC

* * % * ¥ % *x ¥ % %

*
*
*
*

* ok F F
E I I I

* *
* %
* *
* %

E
* ok F F

*
*
*
*

* % F F
E L I I

**********OO—‘H
o
=y
[ERN

E I I R R T R
EEE I B T T R R
L I T
E R B R I R T T R
LR I B T R
E I I R I T R R
EEE I T T T R R
L I
E R I R A R T T R

1061.

AAGGT GACAT
AAGGT GACAT
AAGGT GACAT

* * % * ¥ % *x *¥ % %
* k x *x k Kk k *x *x %
* * % * ¥ % *x ¥ % %
* k x *x k Kk k *x *x %
* * % * ¥ % *x ¥ % %
* k% x x *k Kk k *x *x %
* * % * ¥ % *x ¥ % %
* k% x x *k Kk k *x *x %
* * % * ¥ % *x ¥ % %
* k% x x *k Kk k *x *x %
1111

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

1161.

GCATTTCTCG
GCAATTCTCT
GCAATTCTCT

* * % x * % *x *¥ % %

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

971

CTTCGGTTCC
TTTCAGTCTC
TTTCAGTCTC

* % ¥ k% * k% *x * % %

* k k%

* % * %

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

* ok F F
E I I I

* % * %

E R R R I R T T R
L B T R R
E R I R I R T T R
LR N B T T
E I I R R T T R R
R I B T T R R R

1071...

TGAGCCTCCG
T GAGCCT CCG
T GAGCCT CCG

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

* 0% ok ok ok ok ok ok Ok
E o I T
* 0% ok ok ok ok ok ok F
E o I T T
LR I T I T
E R I . R I

BN
[EEY
N
BN

Cgta-T
CCCAGT
CCCAGT

* % % *x * % %
* *

* F X X
* X X X

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

1171...

GTTAGCGATT
GCTGGCATTT
GCTGGCATTC

* k * k * *k kx * % %

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

* % *

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

981.

CGGGCCATGA
TGGGCCGTGA
TGGGCCGTGA

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

* *
* *
* * * %
* *

* ok F F
E I I I

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

* %

CCGC
CCGC
CCGC

* %

*
*

* %
* %
* %
* %

* Ok X X X X

* % Ok X X X X X F

* %
* %
* %

* % X X X X X X
* % X X X X X X

* %

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

1081 ..
GGCACGCCGC

GGCGCGCCGC
GGCGCGACGC
* k¥ % x * % *x % % *
* k x ¥ k Kk k *x Kk %
* * % x * % *x % % *
* k x ¥ k Kk k *x Kk %
* * % x * % *x % % *
* k k ¥ k Kk Kk *x Kk %
* * % x * % *x % % *
* k k ¥ k Kk Kk *x Kk %
* * %

* k %

1131. .

GGGACACAcg
GGGACACAAT
GGGACACAAT

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

1181. .

AGT GT Gt ¢ -
t TGT GT CACC
TGT GT CACC

* * % k * % k %k %

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

991. .

CCCTGCCCca
CCGTTCCCTG
CCGTTCCCTG

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

* * * % %

* * * *x %
1041.
CGGCCtgcaG

CGGCCTGCGG
CGGCCTACGG

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

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

* X X X X X

1091.

ttgggg-- - -
CCGCCTCTGC

CCGCCTCTGC

Xk K K K K kK Kk K
X ok ok Kk ok Kk Kk k Kk K
Xk K K K K kK Kk K
X ok ok Kk ok Kk Kk k Kk K
Xk K K K K kK Kk K
1141.

att at act tt

* k *¥ * * * * *¥ *x %
* * ¥ k¥ * * * *x *x %
* k *¥ * * * * *¥ *x %
1191

TTCA- - -- - -
TTCAt aacgg
* *x *x %
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dignment 1201.
position

pP878122 1119 - - - - -
P878123 1110 - - - - -
P878124 1097 gt ac g

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.

P878123 |P878124
(1109 bp) [(1101 bp)

P878122 0.267[ 0.238
(1118 bp) 52 % 52 %

P878123 1.000
(1109 bp) 87 %

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 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.seq (3 seq.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1 December 2004 Thu May 5 22:14:45 2005

Solution parameters:

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

(core/matrix sim):

Aligned Sequences:

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

sym=COX5B|loc=L oc1329|taxid=9606|spec=Homo sapiens|chr=2| 1301
1 |P875606 |ctg=NT_022171|str=(+)|start=328045|end=329345|len=1301| tss=501] comm=cytochrome ¢ oxidase b
subunit Vb; (NM_001862/524/bronze;) p

sym=Cox5b|loc=L 0c12859|taxid=10090|spec=Mus musculus|chr=1| 1330
2 |P875607 |ctg=NT_039170|str=(+)|start=14310302|end=14311631|len=1330| tss=501,530] comm=cytochrome ¢ bp
oxidase, subunit Vb; (AK008339/530/gold;NM_009942/501/bronze;)

sym=Cox5b|loc=L 0c94194|taxid=10116|spec=Rattus norvegicus| 1301
3 |P875608 chr=9|ctg=NW_047814|str=(+)|start=1737477|end=1738777| len=1301|tss=501|] comm=cytochrome c b
oxidase subunit Vb; (NM_053586/531/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.

NSEGRE V| SNRES 7 VSNEKBWSSPIE VSSTAT USNEE VSXBBE o5\ VSHYIL Ve
V$RORA

alignment

po%ition T oL 20 B AL
P875606 lcgaaactg- - ---------- B T -GGCCAGGAC
P875607 l1ttaaaaaaca aaacaaAACA GAGTGGAGGa - - GGGAATTG AGGCT AAGAC
P875608 1---- == -=-= - ----- - AAGA GAGTGGAGGc gc GGGGATTG AGGCT AAGAC
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alignment
position

P875606
P875607
P875608

alignment
position

P875606
P875607
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18
49
35

60
99
77

88
147
127

138
194
174

188
243
224

238
255
236

288
305
277

5

1..

TGCAGGTAG-
TGTGtgtgtg
TGTGGGGAG-

*
*
*

1

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

01.

acgcactagc-

AACAATTTGG
AACAAGTTGG

*
*
*

1

AACCAGCCTA
AACAGGCATA
CACAGGCATA

*
*
*

2

CAAATCATTT
TGTATGATTC
TGTACCATTC

*

*
*
*

2
t

AGCACCTCCA
AGCACCTCCA

*

*
*
*

3

ACAGGAACTC
ACAAGAACTA

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

51.

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

01.

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

51.

tccattagc

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

01.

* * % * ¥ % *x % *
*
*
*

51.

ttcccacct
ggtcatgaa
agtca--- -

* *x k% %

61. .. .. ...
------- GTC
999gggt GTA
------- GTC

* %k %

* * %
111.. ... ..

TAACAACTAA

TAATGGCTAA

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

161. .

GTAAggaacg
ACAAACaCAA
ACAAACt CAA

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

* * %

211 . .

GGGGTTCAgt
GTGGTggaag
GTGCTTCAaa

* * % kx * % %k %

261 ..

agcctccacg

311. .

CAATGTGGTT
CTATGTGGCT
-TAAGTGGCT

* * % *x ¥ % kx % % %

361. .

cccagcgtta
cc CGAAAGCC
--CGATAGCC

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

CCGTCCAATG
CTGTCAATTT
CTGTCAAATT

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

121.

AGCT- -GTCT
AGCTctGTCT
* k * % * k k %
* *x * % * *x k%
* k * % * k k %
171.

cagtgatCTT
CAGG- --CTT
CAGT- --CTT
* *x * % * % %
* *x * % * % %
* *x * % * % %
* *x * % * % %
221.

aagtctcttc
cccttgactg
tccct aactg
27 1.

tttgctgaac

321..

CAGCCGCTca
GGGACACT GG
TCGACTCT GG

* x k¥ k k¥ % kx *¥ * %

371..

tt aaaggc ad
GCTAGCTGTC

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

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

81 ...

Cgacacgctc
CTGACQggAGT
CTGACCCcAGT

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

131..

- CAGAACCAG
GCAGT CTCGA
GCAGACACGA

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

181..

TAGGAGCCCA
CCTGAGCTCA
CCCGAGCTCA

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

231..

acagacggagg
cggga-ACTT

agagggACTT

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

281. .

acgactacgg

331..

actccaggga
GCGCGAACAC
GGCGCGAGCA

* * %k k ¥ * k % % %

381..

AGGGT GACTG
ACGGT AACTG

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

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

91 . ..

gcgacggccec
GGGCCATT GC
GGGCCATT GC

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

141..

CCCTGCCACT
ACCCGTGGCT
ACCTGCAGCT

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

191..

CTTCT AAATT
CGCCCAAGGT
CGCCCAAGGT

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

24 1. .

acctaatagec
CGGCTTCCAC
CGGCTTCCAC

* k *k k k % kx * * %

* % % % ¥ k% * *x % %
* k% k% % ¥ % * % * %
* % % % ¥ k% * *x % %
291..
ggccagacCC
--------CT
--------CT
* *
* *
* *
* *
341..

ccaaaaagac
TCAAGCGGAc
GCAAGCGGAa

* k *k k k % %k * %

391..

AC
AC

* k % k k % *x *¥ % %
* k *k k k % kx * * %
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3of 7

325
355
321

373
405
371

423
443
410

473
492
459

522
542
509

I

01. 411 . .

agcca--CTA
CGGGAGTCTG
CGGGAGTCTG

*

*

* % %

* kOO

* * * ¥ * % % * * k ¥ k * * * *x * %

* % * *x % * * k ¥ * * * * *x *x %

* * * k ¥ k * * * *x * %

* * %

* *k %

451. 461. . .....

ttccgcccccgcec

GTC TACTTTTAGC

ATC TACCTTTAGC

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

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

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

* % % %
501 511.. ... ..

*

551 561.. ... ..
Ctg- CA
T GCTCA
T GCTCt
* k% % * % % * % %k * * * k% k% * *x k% * %k *
* % % * * % * * % * * % % *¥ % k% * % %
* % % * % % * * % * k% k% k% * %k k% *x %
* % % * * % * * % * % % * *
601. 611.. .....
CGGACGcaA GC
CGGGCGAGA GC
CGAGCGAGA GC
* k% % *¥ % % * % ¥ * * % ¥ % *¥ % % * % %
* % k% % % * % % *x * * % *¥ * * * * * *x *
* k% % *¥ % % * % ¥ * * % ¥ % *¥ % % * % %
* % k% % % * % % *x * * % *¥ * * * * * *x *
* k% % *¥ % % * % ¥ * * % ¥ % *¥ % % * % %
* % % % % % * % * % *¥ * * * * * *x *
* % % * % % * % * % ¥ % *¥ % % * % %
* % * % * % *¥ * * * * * *x *
* % * % ¥ % *¥ % % * % %
* % * % *¥ * * * * * *x *
651. 661.......
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CGCGGTGCAG
CGCGGCCCAC
CGCGACCGGC

* * k* k x k% k *¥ * %
* %

* k k * %

* % * % * * %

* % * k k * %

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

* % * * %

47 1. .

acagtctt gg
GCTGCTTCGG
GCTTCTTCGG

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

521..

ACCGAGAGga
ACCGGGCGTT
ACTGGGCGTT

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

* k k k* %

* % * % * * %

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

571..

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

EEE BN I I

* k% %

CG
CG
CG

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

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

EE I I R R
E R I I R T T R
EEE T T R T T R

431. . 441 . .

AAAGAGGCAG
GAAGAGGCAG
GAAGAGTCAG

* *k k¥ k ¥ * k *x *x % * * * % * k * *x %
* * k k *¥ * k *x *x % * k * % * * * *x %
* *k k¥ k ¥ * k *x *x % * * % % * k * *x %
* * k k *¥ * k *x *x % * k * % * * * *x %
* *k * k ¥ * k *¥ *x % * * % % * k * *x %
* % %k * * %k *x % % * k * k¥ k * * * *x %
481. . 49 1
gagtgggcgg gctcgaggg
CT GGt c-
CTGGc cg
* * % % * %
* k * % *
* * % % * %
* %
531.. 541
gaaAGAAGCC C
GTTAGACTCC C
GTTAGACaCC T
* x * k *¥ * k *x * % * % * % % %
* k * k *¥ * % * * * k * k¥ k *¥ k¥ *¥ * %
* * * k* * % % * * * % % k %k % *x *x % %
* k * k *¥ * % * * * %
* * *x %
581.. 591..
T GCT AGT CG
TGCTTGTCT
TGCTTGTCT
* * * * * *x % * k k* k¥ k * x * *x %
* * * * * *k % * % % k¥ % * * * % %
* * * * * *x % * k k* k¥ k * *¥ * *x %
* * * * * *k % * % % k¥ % * * * % %
* * * * * *x % * k k* k¥ k * *¥ * *x %
* * * * * *k % * % % k¥ % * * * % %
* * * * * *x % * k k* k¥ k * *¥ * *x %
* * * * * *k % * % % k¥ % * * * % %
631.. 64 1. .
GAGct ggaac gc TGGCCGCG

GAGTGGGCGC
GAGTAGGCGC

TTTGGCGGCG
TTTGGCGGCT

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

681.. 691..

572 CAGGCCCTGA GGGCTCGCGG CCCCaGTGGC GCGGCCGCGA TGCGCTCCAT
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592 CAGGCCCTGA GGGCCCACGG CCCCCGTGGC GCGGCCGTGA CCCGCTCCAT
559 CAGGCCCTGA GGGCCCACGG ACCCCGTGGC GTGGCCGCTA CCCGCTCCAT

622
642
609

672

647

722

647

772
706
673

776
756
723

787

* k *k k k * % k *k %
* % %k k% *x % % *x *x *
* k *k *k k * %k k *k %
* % %k k% *x % % *x *x *
* k *k *k k * %k k *k %
* % %k k% *x % % *x *x *
* k *k *k k * %k k *k %
* % %k k% *x % % *x *x *
701.

GGCATCTGGA

GGCTTCTGGA

GGCTTCTGGA
* % % ¥ * * * * *x %
* % k% % % * % % *x *
* % % ¥ * * * * *x %
* % k% % % * % % *x *
* % % ¥ * * * * *x %
* % k% % % * % % *x *
* % % ¥ * * * * *x %
* % k% % % * % % *x *
* % % ¥ * * * * *x %
* % k% % * * % % *x *
751
ccctcccagg
801
ctcgaggtcec
851.
ggca----- -
GGTgATGGGC
GGTa AT GGGC
* % % * % % % % *
* % % * * * k kx %
* % % * % % % % *
* * * k kx %
901
CTGACCACCT
CTGACCACCT
* % * ¥ * * * * *x %
* % % % * * % *x *x *
* % * ¥ * * * * *x %
* % % % * * % *x *x *
* % * ¥ * * * * *x %
951.
TTct ggaccg

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

L I I I
EE B R I
E N B I I
¥ % X X X X X
E I B R I I
L I I
E I B I R
* % % Xk X X X
L I I
E I B I B I

811. .

GGT CGAGCGG
GGT CGAGCGG

* * % kx * %k kx % % %

E I
ECE
E I
EE
EE
EE
ECE
E I
E I
ECE

TAGGCTCCGG
TAGTCTCCGG

* ¥ % * *¥ % *x % % %

E I

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

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

961 . .

ctgect

* k * k k %k k x * %
* * k k *¥ Kk kx k¥ * %
* k * k k %k k x * %
* * k k *¥ Kk kx k¥ * %
* k * % * k k * %
* *x * % * % %k % %
* k * % * k k * %
* *x * % * % %k % %
* k k * %
* % %k % %
721..

tct CCGGGCG
CAGCT GGG CG
TAGCT GGGTG

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

* * % %
* k% %

*
*
* * % %
*

* X X

* k% %

771..

ggcggcaaag

a CGGT CC
C GGT GT
C GGT GT

* k k k k* %

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

871. .

GGTCGGCCAT
GGTCGGCCAT

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

* %
* %
* %

921..

GA GCC GGC Gc
GA GCC GGC Gc

* * k* k% x k% %k * %
* k k k k k% k k¥ %
* * k* k% *x k% *k *¥ %
* k k k k k% k k¥ *
* * k* k% *x k% *k *¥ %
971. .

CGCTCCCCGA

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

731. .

TGCCAGGgac
GGACAGGC- -
CGCCAGGT - -

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

781. .

cggcgcggct

831..

CCAGT GCCTC
CCATGGCCTC
CCTTGGCCTC

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

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

881
TAGcgttctC
TAGagctccC
* % % *
* *x k% *
* % % *
* *x k% *
*
931
- -- - - - - =T
tctgt CCGGT
cccgc CCGGT
* k * *x *
* k * % %
* k * *x *
* k * % %
98 1. .

ACTCACTCCG

* %k % k% % %k *x % %
* % % k¥ % * * * % %
* %k % k% % *x *x % %
* % % k¥ % * * * % %
* %k % k% % *x *x % %
* % % k¥ % * * * % %
* %k % k% % *x *x % %
* % % k¥ % * * * % %
* %k % k% % %k *x % %
* % * k¥ % * * * % %
74 1. .

cagagtgttg
79 1. .

cgtgcagectt

841..

AGGCt ctgca
CGGCGTGGTT
CGACGTGGTT

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

891..

TCGAGCCCTG
TCGAGCCCTG

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

* % * %

* % * %

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

94 1. .

99 1..
CT GCGAAAGT
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837
843
810

881
893
860

881
943
910

881
992
960

881
1042
1010

881
1092

CTGAAAAAGC
AAGAGAAAGC

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

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

TATACTCTCa
TATACTGTCa

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

Ggt g GGAAGG
Gat a GGAAGG

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

*
* * % % *x % %
*
*

1201. .

AGGGGACTGT
AGGGGACTGT

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

* %

E I
E I
E I
* %k F
E I
E I
E N

* %

1251..

CGTCACCTTT

* k k% %

* % X
E I I
E I
E I

* 0% ok X X X X X
* % X X X X X X
* %k ok ok F F X X

GCTGGACCaA
GCTGGACCgA

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

*

- TGACTTGAT
t TGACTTGAT

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

E
* * *
EE
E o
* F *
EE

GAAAAACGGT
GAAAACCGGT

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

GGGAATGGGT
GGAAATGGGT

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

E I
E N
E I
E I
E I
E I

CCCGTGTTGA
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* k *k k k k*k k *k * %

* % * % * * %

* k k * %

E R

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

* % * * %

1021.

GTGACCT TG
GTGACCT TG
GTGACCT TG

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

* % *k k * %k % %
1071.
CATTCAAATC
CATTCAAATC

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

1121.

TGTAGGGA AA
TT TAGGGA AA

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

1171.

AT GGCTTGGG
TCGGTTTA GG

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

1221.

AGCTT GGG Aa
AGCTT GGG Ag

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

* % * k% %

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

1271.

TCTTTTTATC

CGGC CGCCCACCCG AT CGAACCCG
CGGC CGCTCTCCCG ATTGACCTCG

* * *k ¥ *¥ *k *¥ * *x *

* * % % * * *

* * % % % * *

* * % % * * *
* *

1031.

GGAG accg

GA AC AAGG

GGAG AGGG

* * *k k¥ * *k *¥ * *x %

* *¥ k% ¥ *¥ % ¥ * *x %

* * *k k¥ * *k *¥ * *x %

* * % %

* * % %

*

1081

CCTTGCCCGC
ACTTGCCCGC

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

1131.

GT CGACAACC
GT CGAAAACC

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

* % % * %

* % * % * *

* *

* %k ok F
EE

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

* % * *

1181.

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

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

GTGTATCCAT

CTTTCAAAGT
CTTTCAAAAT

* % k% k% ¥ * * *x * *
* % % ¥ ¥ % *¥ * % %
* % k% k% ¥ % *x *x * *
* % % ¥ ¥ % *¥ * % %
* % k% k% ¥ % *x *x * *
1041,

ggglet - - - -
ACTTGGAGGG
ACTTGGAGGG

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

CACCAGCCAG
CTCCAGCCAA

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

1141.

AAGCTTCCGC
AAGCTTCCGC

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

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

1191

CAGTGGGCTT
CAGTGGGCTT

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

E . I
E I I
E I I

* x k* k k k% %

1241

AAGCGGATAA
AACCGTATAA
* x * k k % % *¥ % %
* k *k k k % *x k* * %
* x * k k % % *¥ % %
* k *k k k % *x k* * %

CGTGGTCATA
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P875608

alignment
position

P875606
P875607
P875608

alignment
position

P875606
P875607
P875608

alignment
position

P875606
P875607
P875608

alignment
position

P875606
P875607
P875608

alignment
position

P875606
P875607
P875608

alignment
position

P875606
P875607
P875608

alignment
position

P875606
P875607

1060

881
1142
1110

881
1192
1160

923
1242
1210

973
1252
1220

1023
1252
1220

1073
1263
1228

1123
1298

TGTCACCTTT

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

* % % * * ¥ % *x % *
* k *k k k * %k kx %k %
* % % * * ¥ % *x % *
1301

TCAattgccg
TCAggtccca
* * %
* % %

GC
AGGAGCAGGC
AGGAGCAGGC

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

* *x %

*
* * %
*
*

* % o

*
* * %
* * %

* X X X

*

1401 . .

gcccacctca
GGACTGGTAA
GGACTGGTGA

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

1451 . .

aatttgcctc

1501.

gctcacaact

1551..

CTGAGGTCAG
GTGTCCTCTG
GTGTCCTCTG

* % ¥ % * ¥ % * % *
* %
* %

* F

* * %
* * %
* * %

* * %
* F
* * *
* * *

* %

1601. .

CCCGTGTTGA

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

* ¥ % *x ¥ % *x % % %

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

* * % % * % % * %

1311.

tagcTCATTT
taat TCATTT

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

CACCGGGATG
TACTGGGCTG
TACCGGGCTG

* * % kx * %k kx % % %

L I
* X X X X
EE I
* ok ok F *
EE I
L
* X X X X

1411.

1461.

ggtgg

GAGCT Caaga
GAGCCCTGGG
GAGACCTTGG

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

* * *
* F
* F *
EE
* F

* *

161

[EEN

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

TCTTTTTAGC

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

1321.

TTCTTCTTCT
TTCTTCTTCT

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

1371.

GGGAGGGgtc
GA GAGGGA GA
GA GAGGGA GA

* % k% k% *x %k k x *x %
* % * %k * %k *k %k * %
* % k% k% *x %k k x *x %
* * * %k * %k *k %k * %
* % k% k% *x %k k x *x %
* * * %k *x % %
1421.

gt tct acatg
1471.
gaaagaaaag
1521.
cactttggga
1571.

ccagcctggc
GCTTGGAT GG
GCCT GGAT GG

* * k¥ k% *¥ k% *x ¥ * %

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

* * k¥ k% *¥ k% *x ¥ * %

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

1621.

tagccgggcg

GCGTATTCAT

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

AGGTGGTGTC
AGGTGGTGTC

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

1381.

cggcctccect
TCATGATAGC
TCATGATAGC

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

1481.

ct cat aggcc

1531.
ggccgagge

***OOO

1581.

caacatggta
GATTA-- - - -
GATCA-- - - -
* * % % %

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

1631.

tggtggcgcg

CTTGGTCATA

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

CCcACTGATG

CCt ACTGATG
* % * k % k k * %
* % * x k* *k kx K% %
* % * k k% k k * %
* % * x k* *k kx K% %

* k k% k k * %
1391.

tcaaacct gc
AGCACAGAAG
AGCACAGAGG

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

1441.

aatgtcgaca

1491.

gggcgcggtyg

1541.
GACAGATCCC
GAGAAATGCT
AAGct - - - CT
* k * k k % *x *¥ % %
* *x % * %
* *x % * *

* %
1591.

aaaccccgtt

1641.

cgcctgtagt

4/11/07 3:56 PM



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

P875608 1263 - - - - - - = - - = - - oo B g g e e

dignment 1651...... 1661. ..... 1671. ..... 1681. ..... 1691. ... ..

position

P875606 1173 cccagctact cgggaggctg aggcaggaga atcgcttaaa cccgggagGC

P875607 1298 - - - - - - - - - - - - - - - - - - - - R T --------GA

P875608 1263 - - - - - - - - - - - - - - - - - - - - I T T T --------GA
* *
* *
* *
* *

alignment

position i1702.. ... . 1711. .. ... i1721. ... .. 1731. ... .. 1741. ... ..

P875606 1223 GGAGGTTCCC GTGAGCCAAC ATCGCGCCAT TGCActccag cctgggcaac
P875607 1300 Gga- GTTCCT GTCAGCCAGC GTCTGGTCCT GA--- --- - - -- - -- --- - -
P875608 1265 GGAGTCTCCT TTCAGCCAGC TTTTGGTCCT GACAact - -- ----------

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

*

*

alignment
position 1751......1761. ..... 1771. ... .

P875606 1273 aagagcaaaa ctccgtctca aaaaagaaa
P875607 1331 - - - - - - - - - - - - - - - - - - - - R
P875608 1302 - - - - - - - - - - - - - - - - - - - - == coeoo e <

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.

' P875607 [P875608
(1330 bp) (1301 bp)

P875606 0.148[ 0.142
(1301 bp) 29 % 27 %

P875607 1,000
(1330 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 dia“gn_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 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.seq (3 seq.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1 December 2004 Thu May 5 23:50:03 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

Alignment output: # nucleic acids per line: 50

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

(core/matrix sim):

Aligned Sequences:

’E|Seﬂg§?ece | Sequence Description Length
sym=COX 6A2|loc=L 0c1339|taxid=9606|spec=Homo sapiens|chr=16|
1 |P879022 |ctg=NT_010393|str=(-)|start=22752500]|end=22753300|len=801| tss=501| comm=cytochrome c 801 bp

oxidase subunit Vla polypeptide 2; (NM_005205/501/bronze;)

sym=Cox6a2|loc=L 0c12862|taxid=10090|spec=Mus musculus|chr=7|
2 |P879023 |ctg=NT_039433|str=(-)|start=46288613|end=46289449|len=837| tss=501,537| comm=cytochrome c 837 bp
oxidase, subunit VI a, polypeptide 2; (AK002506/556/gold;NM_009943/520/bronze;)

sym=Cox6a2|loc=L 0c25278|taxid=10116|spec=Rattus norvegicus|
3 |P879024 |chr=1|ctg=NW_047562|str=(-)|start=30145948|end=30146748| |en=801|tss=501] comm=cytochrome ¢ |801 bp
oxidase, subunit Vla, polypeptide 2; (NM_012812/584/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.

NSO} V'5APAR V'S EF2 VSARER ¥ SCOMP JEOAT VSPCAT VSHIZET VSETSF VSNKXH

alignment position 1. . . ... ... 11........ 21........ 31........41. ... ....
P879022 ltgccaaaatc caggttgaca cattcctacc ttacataaac ttcataaaaa
P879023 lgcccaggata gctttgacct tggtacgtagtccaagatgg ccttgaactc
P879024 T L

4/11/07 4:30 PM
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alignment position

P879022 51
P879023 51
P879024 1
alignment position
P879022 101
P879023 101
P879024 1
alignment position
P879022 151
P879023 107
P879024 3
alignment position
P879022 201
P879023 107
P879024 3
alignment position
P879022 246
P879023 129
P879024 25
alignment position
P879022 246
P879023 179
P879024 75
alignment position
P879022 266
P879023 227
P879024 125
alignment position
P879022 316
P879023 277
P879024 175
alignment position
P879022 364
P879023 327

51. ..... 6

tgatgtaagg g
ctgacccttc

101.... ... 1
aggctgaggc
tgcaCC- --- -
- - - -CC- --- -

* %
* %
* %
* %

151.... ... 1
acaatat agt

201.... ... 2

GGGAAAGAAC
GGGAAAGAAC

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

301.... ... 3

Agt cTACCAA
At t t TACCAA

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

351.... ... 3

AATATTT ATT
AATTTGTTTT
ATTTTGTTTT

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

401.... ... 4
aac aaaatag
ATT AAGT TGA
ACT AACT TGA

* k k% *k k¥ k k * % %

1. .......
ccgtgtagt

tgcctccatg

TCAGGaCATT
TCAGGgCATT

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

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

CTGAGCTACA
CCGAACTACA

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

AAAGCCCAac
AAA GACAAGA
AAAGATGGGA

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

tttccctgca
TAACAGTGGC
CCACAGTGGC

* k k kK k k kk Kk k kk kk kK kkkk * k& kk *k k k& %k kx %

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

ggctcatgcec
tcccaagtge

tctccagtat

221. . ... ..
agctgaaaAC
-------- AC
-------- AC
* %
* %
* %
* %
271. . ... ..
ATGGGTACTT
ATGGGTACTA

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

CTCCCACCCC
CTCCCACCCC

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

t gt gt gccag
TCTTAGGTAG
TCTTAGGTTG

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

actat at aaa
CTTGAACTCT
CTTGAACTCT

81.. ..
t gtaatccca
t ggctggcat

131.

181. :
ttaaaaaatc

231.

ACTGAGACct ¢
ACTGAGATTG
ACTGGGCTTG

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

281.

GGTAGGCAGA
AGTAGGCAGA

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

331.

GACACTTAAT
CACCCCACCC
GACCCCCACC

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

381.

ccaccaggca
TTCAAGCTGT
TTCAAGCTGC

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

431. .
aagaatggca
GATCCTCCAG
GATCTTCCTG

* k% k k * k kk Kk kkkk Kk * *x ¥k kx k% x k*¥ %k %
 k Kk k kk kk k¥ kkkk * *k kxk *k k k& %k kx %

91.

gcactgtggyg
tat aaataag

141. .. .
accagcctgg

191 . .. o
ttttaaggt a

241 . ..

aaaaa- --- -
TGT AGGAATA
TGT AGCAGTA

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

291. ..

CACTGCAGGC
CACTCCAGGC

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

341. ..

TCATTCTACA
Cactagt --AA
CCATTTTAAA

* k¥ % %k * *k % % % *

* * %

* * %
* %

391. ..

tagaat aggg
GAT CAAACTC
GCTCAACTTC

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

441 . ..

tattgtac- -
CTTACATATT
CCTACCTGTT

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

491 . ..
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P879024 225

alignment position
P879022 364
P879023 341
P879024 275

alignment position
P879022 412
P879023 391
P879024 325
alignment position
P879022 461
P879023 441
P879024 375

alignment position
P879022 511
P879023 490
P879024 424

alignment position

P879022 556
P879023 540
P879024 474

TCAAGTgccg
* % * % % %
* * * %k %k %
* % * % % %

501....

- - TTAAATGC
CTTTAAATCT
CTTTAAATGT

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

551....

GAGATGACCT
AAGAGGATCT
AAGAGGATCT

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

* * %

E I R S T
E I I R

* * %
*

601 .... ...
AGA ATAG CCg
AAAATAG CCA
AAAATAG CCA

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

* k k k¥ k% %k %

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

* k k k * %

651....

GGTGA CCC
G GAGA GCC
GGAGATCC

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

* k k *k Kk *x %

* % Ok o X X X X F
* % X X X X X X X

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

* k k k % k %

701.... ...
TCCCGGCTCC
CCTAGCCTCC
CCT AGCCTCC

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

E I
* X X X

*
*
*
*

ggccgacagg

CTCCTTGCCA
TCt CTTGCCA
TCCCTTGCCA

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

* k k k *k kx %

CAAGCCAGTC
CCTGCCAGTC
CCTTCCAGTC

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

ccagtgctcc
TCCATGTGCg
TCCATGTGCc

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

*

* k k% * k& x % %

Caggccccag
tct cGACT GG
Cct aGACT GA

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

* *k k% k¥ % %

CCGCACCAtc
CTTTGACA- -
CTT CAACA- -

* *k k% ¥ k& x *¥ %
* k kK k * kx k %
* *k k% ¥ k& x *¥ %
* k kK k * kx k %
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cttgtatggc caagccaggg gcgtattTCA

AAATAAAAGG CACAT
* %

531. ...

AAATAAGAGG CACHIG
AAATAAAAGG CACAT

* * %

541. ..

* k k% % * *k %k %k %
* * K* % * * %
* k k% % * *k %k %k %
* * K* % * * %
* k k% % * k% *
* * K* % * *
* k k% % * k% *
* * K* % * *
591.

AAATATAG AAA-CCCCTA

TTAGATAGAG AAAGCCCCTA
TTAGt cAGAG AAAGTCCCTA

* k k k k k *k k k kx *x *% * * % % * *
* k k k k k k k kk k * k kx k* *k x * *k *x
* k k k k k kk kk *x * k% * *k k * *k %
* k k k k k k k kk k * k kx k* *k x * *k *x
* k k k k k kk kk *x * k% * *k k * *k %
* k k k k k k k kk k * k kx k* *k x * *k *x
* k k k k k kk kk *x * k% * *k k * *k %
* k k k k k k& k k k *x * % % * * %
* k k k k kx k k k k *x * % %
571. . ... .. 581. ..
AGGCCCCATT TT
AAGACCCACT
AAGACCCACT
* k k k k x k kx kk *x * k¥ %k ¥ %k x * %k *
* k k k kK k ok ok kk k Kk k k * k& x *x k %
* k k k k x k¥ k kk *x * % % * k% % %
* k kK k k k kK k k k Kk Kk *x % * * k %
* k k k k x k¥ k kk *x * % % * k% % %
* k kK k k k kK k k k Kk Kk *x % * * k %
* k k k * % %

631

* * * * *k *k *k * %
* % * k k k k k %
* * * * *k *k *k * %
* k k k k k %
* * *k *k *k * %
* k k k k k %
* * *k *k *k * %
* k k k k k %
671.......

gaaagggagc

GTGAA GGAGA
GTGAAGGAGA

* 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 % %

ATGGCTTTGC
ATGGCTCTGC
ATGGCTCTGC

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

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

* % * k % %k * %
* % * * % % * %
* % * k % %k * %
* % * * % % * %
* % * k % %k * %
* % * * % % * *
* % * * % % * *
* % * * % % * *
* % * * % % * *
681 .
@==2==-= AGGA

CAGAGAAGGA
CAGAGAAGGA

*

*
*
*
*

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

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

* %

731. ...

CTCT GAGGCC
CTCT AAAGGT
CTCTTAAGGT

*

*
*
*
*
*

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

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

* * % %

* 0% ok ok ok

E I I

L I
E I

* k k% % * % % %
* k¥ % *k k¥ k% % % % *
* k k% *k * *k k * k *
* k¥ % *k k¥ k% % % % *
* k k% *k * *k k * k *
* k¥ % *k k¥ k% % % % *
* k k% *k * *k k * k *
* k¥ % *k k¥ k% % % % *
* k k% k * *k k * %k *
691. .. .
CAGCGCTGGT

CAGTGCCATT
CAGTGCCATT

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

* * % * *¥ *k *x * %

* % k* %

*
*
*
*

* * *
EE

* *
* k* k % % %
* *

E N

* % k* %

741 . .. ... .
CCT GACCCGG
CCT GAGCCGG
CCTCAGTCGG

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

E L I
¥ % %k % ok
* Ok % F F

*
*
*
*
*

* % 3k ok F

* %
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alignment position
P879022 606
P879023 588
P879024 522

alignment position
P879022 656
P879023 638
P879024 572
alignment position
P879022 675
P879023 688
P879024 622

alignment position
P879022 693
P879023 737
P879024 672

alignment position

P879022 694
P879023 787
P879024 722

alignment position

P879022 744
P879023 822
P879024 758

751. ...

GGCTTGGCC
AGCATGGCCA
AGCATGGCCA

* k k& k k k k¥ k% % %

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

* k k k k¥ Kk *x %

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

* k k k k % k %

801.... ...
acgggc
CAGGCC
CAGGCC

* ok ok ok Kk koK

* ok ok ok Kk Kk K

* ok ok ok Kk Kk ok

* ok ok ok Kk Kk K

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

E R I I R T T R

-GCTTCC
tGCCTTC

* k k k* % %

GGCACTGATC
GGCACCGATC

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

* k k k Kk *x %

EE I I
L I

*
*
*
*

* k k k % %k %

951 .. ..

CCTGTTCACA
TCT ACTCACA
TCTGCTCTCA

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

1001. ..
ccgcagctcg

gcgct GCCAA AGGAGGCCAC GGA

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

* k k k kK Kk x k kx %

GCGCAGCCAA AGGAGACCAT GGA
GCGCATCCAA AGGAGACCAC GGA
* k k k¥ k¥ k k¥ x¥ % % * k k k¥ k¥ ¥ *¥ k¥ k¥ %
* k k * k¥ k¥ k¥ x¥ % % * k k k k * k¥ k¥ k¥ %
* k k k¥ k¥ k k¥ x¥ % % * k k k k¥ *¥ k¥ k¥ k¥ %
* k k * k¥ k¥ k¥ x¥ % % * 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 k % % * k k k k¥ *¥ *¥ k¥ k¥ %
* k * % * k k k k¥ * k¥ k¥ x %
* k kx % * k k k k¥ *¥ *¥ k¥ k¥ %
* k * % * k k k k¥ * k¥ k¥ x %
811..... .. 821.. .....
ggatccggg- ----------
TGAct ct GAT TTAGT AGCCT
TGAgggaGAT TTAGT AGCCT
* *k % * % % * k kx kx k * k¥ k¥ k¥ %
* * % * % % * k% % k k¥ * k% * kx %
* *k % * % % * k kx kx k * k¥ k¥ k¥ %
* * %
861....... 871.......
----------------- GGC
CCCTCCTTCT GTCTCCTGGC
CCCTCCCTCC CTTTCCTGGC
* k k k* k¥ k¥ k¥ *¥ % % * %k k k¥ k¥ * * k¥ kx %
* k%
911..... .. 921.......
TTTCAGACCT CTAGGCCCAG
TTTCAGACCT CTAGGCCCAG
* 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¥ k¥ %
* k k * k¥ k¥ k¥ x % % * k k %
* k k k¥ k¥ k k¥ x % % * *k k %
* k k * k¥ k¥ k¥ x % % * k k %
961. . ... .. 971.. ... ..
GGCCCGCCgc cccaggaccg
C- CCCACCTT TGCTCCTCCA
CTCCCACCTT TGCTCTCCCA
* k k ¥ kx kx k¥ x % % * k kx kx k * k¥ k¥ x %
* * k% k% k% k * % % * k% % k k * k% kx kx %
* k kK k k¥ *¥ * % * k kx kx k * k¥ k¥ x %
* x k& k k& x * % * k% % k k * k% kx kx %
1011.... .. 1021. ... ..
t ACCTGGCGT CTGCT GACCT
- ACCTGGCGC CTCCT GA- - -
- ACTTGGCGC CTCCT GACCT

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

8

TCCCCTACCC
TCCTCTCTCC
TCCCCTCTCC

*
*

GGATAGTTTT
TGATAACTTT

*
*

9
c

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

781. ...

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

¥ % X X X X X

* % X X X X X X X X

* %
* %
* %

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

E o R R T R I B
E o I I B I I B R R
%k ok ok ok F X X X X
E o B R I R B R R

* %

AGCCGATCTG
AGCCCATTTG

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

81. ...

* k% kx * *k *x k% %
* * * * % % * %
* * % % * *
* * % % * %
* * % % * *
31

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

* * k % *¥ *k *x k* %

81. ...
cgcgctc

GCCAAC- - - -

GCCAAC-

*
*
*
*

1

TCGTGCTGGC

TTGTGCT GGC

*
*
*

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

031. ..

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

*
*
*
*
*
*
*
*
*
*

(o]

* *k % % ¥ * *x % %
* * % * % * %
* * % * % % % %
* * % * * %
* * % * % % % %
* * % * * %
* * % * % % % %
* * % * * %
* * % * % % % %
* * % * * %
41

TTCTCTTTGC
TTTTCTTGGC

*
*
*

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

891. .. .
NGecec- - - - -
TGATCT ACCA
TGATCTACCA

* % k¥ * k¥ * *x * *x %
* * % % % *x *x * %
* * k¥ *x k¥ * *x * *x %
* k* ¥ * k¥ *x *x *x *x %
* k k¥ * k¥ * *x * *x %
941 .
--------- A

TGCCTATGAA
TACCTGTGAA

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

991. .. .
cccgctccgt

1041.. .
GCT GCCCAGC

TCTCCCCAGC

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

alignment position 105 1. .. .
P879022 794 GTggccct
P879023 838 - - - ---- -
P879024 797 GTagc- - -

* *
* %
* *

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.

' [P879023 [P879024
(837 bp) [(801 bp)

P879022| 0.214| 0.229
(801 bp) | 30%| 34%

P879023 1.000
(837 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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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.seq (3 seq.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1 December 2004 Fri May 6 22:06:49 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)
lignment output e
TF output: common TF matches located in aligned regions (common to 3 (100.0 %) sequences)
Family matches: yes
Matlnspector library: Matrix Family Library Version 5.0 (February 2005)
e ALL user_defined.lib (0.75/Optimized)
Selected groups e ALL vertebrates.lib (0.75/Optimized)

(core/matrix sim):

Aligned Sequences:

’NT).‘ SeNq;r?ece ‘ Sequence Description Length
sym=COX 6C|loc=L oc1345|taxid=9606|spec=Homo sapiens|chr=8| 2501

1|P911188 |ctg=NT_008046|str=(-)|start=14123568|end=14126068|len=2501| tss=2001| comm=cytochrome ¢ b
oxidase subunit Vic; (NM_004374/508/bronze;) p

sym=Cox6c|loc=L 0c12864|taxid=10090|spec=Mus musculus|chr=15| 2502
2 |P911190 |ctg=NT_039618|str=(-)|start=27052693|end=27055194|len=2502| tss=2001,2002| comm=cytochrome bp
c oxidase, subunit Vic; (AK013459/502/gold;NM_053071/501/bronze;)

sym=Cox6c|loc=L 0c54322|taxid=10116|spec=Rattus norvegicus| 2501
3|P911192 chr=7|ctg=NW_047778|str=(-)|start=3775762|end=3778262| |en=2501|tss=2001| comm=cytochrome b
oxidase subunit Vic; (NM_019360/501/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.

SRR 5L X VSNRE1USNREY 51RFF VSETSE VSEREF USEREE VSRORA V SSF1F

alignment position 1. . .. ... .. 11. ... .. .. 21........ 31........421........

P911188 laaatcacact atgcccggct aagttttaaagttttttatg ----------
P911190 lgaact caaat taactaacaggccagtacct agcat cagtt tccagat tac
P911192 T clalt ©C a-r=1 - - =ioioioi il s S SRS SRS S S S R

alignment positon 51. .. ... .. 61. ... .. .. 71........81........91........
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P911188
P911190
P911192

alignment
P911188
P911190
P911192

alignment
P911188
P911190
P911192

alignment
P911188
P911190
P911192

alignment
P911188
P911190
P911192

alignment
P911188
P911190
P911192

alignment
P911188
P911190
P911192

alignment
P911188
P911190
P911192

alignment
P911188
P911190
P911192

alignment
P911188
P911190
P911192

alignment
P911188
P911190
P911192

alignment

41

51 act caacaac

7

position
41

7

position
41

7

position
41

7

position
41

251tgcttgcctg

7

position

43 GATGGTGGTC
301 GAAGGTGGTA

7

position

93 atctgccttec

351
7

position
122

401 gat tcctggec

7

position

7

position
153

501 ggt gt ctaca

7

position
157

551 ATTAAAATTCc

7

position

301. . ... ..

* k k x k Kk k * *x %

351.. ... ..

gtaattgcat

451 . .

136 gagccaccac
451t cact aaggg

551..
AAT AAGATT

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

601. .

311. ..

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

321..

TATGTTGCTC AGGTTgagt ct
TGTATAGCCC AAGCTcaagc

* * k% x ¥ k * % % %

361. ..

cttggcctecc
cggaat cagc

461. ..

acccagt - - -
cgagtctgtt

561. ..
gactgttgta
ccctacat - -

371.. .
caaagtgct -
tccttggtgg

tttttccagec

571.. .
gaatcacatg

gt tt

131..

ggaggaaagc

181..

acctg
taaag

9999

GGGA
a GGGA

* * k% %

341. ...

ggctcaagta
ggacctt aat

441. ...

TTACAGGTGT
CTAAAGGTGT

491. ...

CTGG

591. ...
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P911188
P911190
P911192

alignment
P911188
P911190
P911192

alignment
P911188
P911190
P911192

alignment
P911188
P911190
P911192

alignment
P911188
P911190
P911192

alignment
P911188
P911190
P911192

alignment
P911188
P911190
P911192

alignment
P911188
P911190
P911192

alignment
P911188
P911190
P911192

alignment
P911188
P911190
P911192

alignment
P911188
P911190
P911192

alignment
P911188

207
569
7

position
257
569

7

position
307
569

7

position
357
569

7

position
407
569

7

position
457
569

7

position
507
569

7

position
557
569

7

position
607
569

7

position
657
569

7

position
707
569

7

position
757

gattaagcac

651. .

701 . .

tat aggttga

751 . .

801. .

gagcattttg

851. .

901 . .

951 .. .
catttaattt

1001.

1051.

1101.

aTGTCTCTCT
-TGTATCAGT

* * % k * *x * % %

1151.
cattcact at

tgctactaaa

661. ..

ggaggaat gc

711.

761. .

811. .. .
gatttcagat

861. ..

911. ..

961. . .

1011. .

1061. .

1111. .

TCATCTATCG
TCAAAGAACG

* * k k * k * % % %

1161. .
ggttcact - -

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

agaaagattg aaggaat gca ggacaggcaa

671..

721..

771. . .
ct gat gtgat

821..

tttcagattg

871..

921..

97 1. .

1021.

1071.

1121.

CTCAGgtt tt
CTCAGact gt

1081.
gaaca

1131.

at t ca
tcact

gcata

ct att

acaag

gaacc

cgt gt
gt cat

691. ...

741. ...

791. ...

841.. ..

891....

941. ...

991. ...

1041. ..

1091. ..

1141. ..

caccctc agt
at aaaat ctg
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P911190
P911192

alignment
P911188
P911190
P911192

alignment
P911188
P911190
P911192

alignment
P911188
P911190
P911192

alignment
P911188
P911190
P911192

alignment
P911188
P911190
P911192

alignment
P911188
P911190
P911192

alignment
P911188
P911190
P911192

alignment
P911188
P911190
P911192

alignment
P911188
P911190
P911192

alignment
P911188
P911190
P911192

618
7

position
775
668

7

position
775
718

7

position
775
768

7

position
775
818

7

position
775
868

7

position
775
918

7

position
775
968

7

position
803
1018

7

position
803
1068

7

position
803
1118
25

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

aggct aaagtt gt at tctaagttta aattact ggg ctt aagagat

1511..

GG ATAGCT AGGG
ttgGG ATTCCTAGGT

1561. .

TGAACCTTTCTTTGT
TGAACCTTTCTTTCT

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

1521.

AAGCACAGAA
AT GCACCT GA

1571.

AACCA T GG Gt
AATCATAGGg

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

1231.

gcctcacttg

1281.

tt atgtaaga

1331.

tt gccccaac

1381.

tggaggttca

1431.

cgaagagt

1481.

ct gagtt

1531.

CAaaca- - - -
CAgtgtccac

* %

1581.

tt caaaactt

1631.

cg TAGCCCTG
-- TAGCCCTG

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

1681. .. ...
-- - -----CT
tcagttcag-
tggtc gCT

* %

(@]
o))

GTACTCT GAT
GTACTCT GAT
* %k k% * k ¥ & % % %
* k k k k k * *x % %
* k k% * k ¥ k¥ % k% %

1691. ..
CAGTATT TCA

CAGTAGCTCA

* kX k * k¥ k x % % %
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alignment position 27021. ... .. 1711.. .. .. 1721. ... .. 1731. .. ... 1741... ...

P911188 815 CTCAGgtcag gctctgtgcc ct gagtgtgec ctgtctttgec catgttctcec
P911190 1156 - - - - - - - - - - - oo - oo - - - oo S - - - - - - oo oo

port2ez 75 o7 N I I S I

* * % k% %

alignment position 1751. ... .. 1761.. .. .. 1771. ... .. 1781. .. ... 1791... ...

P911188 865 cagccaatgt tttctctccaatttctccag ttttccaggc tttccat tag
P911190 1156 - - - - = == = - - - - e e o oo e oo oo - T I

Pot1toz 50 CEIESRE ISR NN SRR SETTETE

alignment position 18021. ... .. 1811.. .. .. 1821. ... .. 1831. .. ... 1841... ...

P911188 915 act gaaactc agctctgctt ccatctcttc cacgt attgt ctgaagcttt
P911190 1156 - - - = = == = - - - - e e o oo e e o oo - I N

Pottoz 50 DRI NIRRT SRR EETEEEr SEREEEEEE

alignment position 1851. ... .. 1861.. .. .. 1871. ... .. 1881. .. ... 1891... ...
P911188 965 ccctgalTGGT TTCACAtacact aat ccctg tgaactctta agttcaccac
P911190 1156 - - - - - - TGGT TTCACAcctt cagtta---- -- == - - -+ - .-

Pot1102 50 I N Ny ST TEFTEEEE

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

alignment position 19021. ... .. 1911.. .. ..1921. ... .. 1931. .. ... 1941... ...

P911188 1015ttcttctctgggggtggggatggaaagaga at agaaacaa attactctect
P911190 1176 - - - - - - - - - - - - - - - - - - - - o - S - - - e - m e oo -

Pol1lo2 G0 NN B S S S

alignment position 1951. ... .. 1961.. .. .. 19721. ... .. 1981. .. ... 1991... ...

P911188 1065 ggacaaattc catgcaaagattttcagctg ggtagaccct tgataagagg
P911190 1176 - - - - - - - - - - - - - - - - - - - oo - S - - - - - — e oo -

pot192  co I I I S S

alignment position 20021. ... .. 2011......2021...... 2031. .. ... 2041... ...

P911188 1115 cct gaaaaac gttggt aaagtccaaaccta ctttt gaacc tcaattgagc
P911190 1176 - - - - - - - - - - - - - oo - oo oo S - - - - - o oo oo

por2e2 o NG I I S S

alignment position 2051. ... .. 2061.. .. .. 2071. ... .. 2081. .. ... 2091... ...
P911188 1165 acctttcttt gtggccaggt TTCACCCTCC AGAGTGTTGG TTAATAGGTt
P911190 1176 - - - - = == = = = - oo - - oo - TTCTCCATAT AGTGT GATGG TGCATGT GTc

pot1102 50 I I

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

alignment position 21201. ... .. 2111......2121. ... .. 2131. .. ... 2141... ...

P911188 1215 gaggacaaag actccctgat cagaatgaga ctccccgaag atctgtcctec
P911190 1206 act gctcaag cagggttcct aagccctctc aaaccctgcatatatat aaa

Poitoz 50 DRI NIRRT N ERTEETEr SERTEEEEE

alignment position 2151. ... .. 2161.. .. .. 2171. ... .. 2181. .. ... 2191... ...

P911188 1265ttgtttagca gaatct ggcacatagtaggt actcagtgtatatatcgact
P911190 1256 gt a - - - - - - - - -- - - - - - - - oo .- oo - T T

Pot1102 50 IS N YTy EETEETIEr TEFTEEEEE

alignment position 2201. ... .. 2211.. .. .. 22211. ... .. 2231. .. ... 2241... ...
P911188 1315 caatatcatgcatctgtt gt gt cccagcta ccttccacag GGCTTGAT
P911190 1259 - - - - - - - - - - - oo oo ---------- GGCTTACT

pott192 5o I I S S

alignment position 2251. ... .. 2261.. .. .. 2271. ... .. 2281. .. ... 2291... ...
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P911188 1365
P911190 1269
P911192 80

alignment position

P911188 1415
P911190 1319
P911192 128

alignment position

P9O11188 1465
P911190 1364
P911192 173

alignment position

P911188 1514
P911190 1414
P911192 223

alignment position

P911188 1564
P911190 1447
P911192 266

alignment position

P9O11188 1609
P911190 1493
P911192 314

alignment position

P911188 1657
P911190 1541
P911192 364

alignment position

P911188 1707
P911190 1568
P911192 389

ITTGACTTAA

CTGACTTAA
--TGATTTAA

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

2301. ... .. 2
ctggcatcat t
AAACGTCCCA
AAGCGTCCCA

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

2351. ... .. 2
AACTTCCagt t

AGGCAc ga
AGGCAaaagt

* k¥ k% x ¥ * * ¥ *x *¥ % %

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

* *k *k * % % %

311. .
aaggcac

* %
aa
aa

* % % %
* % % %

361. .
gccttcc-T

AACATCCCTGTTGTTCCCgT
AACATCCCTGTTGTTCCCaT

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

* k%

E I I
* * X X

* %
* %
* %
* %

* X X X

*
*
*
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* k k% * k ¥ & % k% %

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

* * %

3641. ..

ggcggaccac
CCGCCAT CTC
CCGCTGT TTA

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

* * k k K k %

3691. ..

ggctgcggga
CCTCAGGGTC
CCTCTGGGCC

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

3741. ..

GGCTGGT ACC
GCCCGTT TCC
GCCCGTT ACC
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alignment position
P911188 2318
P911190 2324
P911192 1453

alignment position
P911188 2368
P911190 2374
P911192 1503

alignment position
P911188 2418
P911190 2420
P911192 1549
alignment position
P911188 2459
P911190 2470
P911192 1599
alignment position
P911188 2483
P911190 2503
P911192 1649
alignment position
P911188 2483
P911190 2503
P911192 1699
alignment position
P911188 2483
P911190 2503
P911192 1749
alignment position
P911188 2483
P911190 2503
P911192 1799

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

3751.

CGCTGCGCT
CCTTGTATT
CGTTGTATT

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

* * *

* k%

>(->(->(->(->(-_|—|—|'

*
*
*
*

3801.

TCTGGCCc
c GGGGGC- - -
TGGGGCC- - -

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

* %

* %

* X X X X
E I

*
*
* k%
*
*

L I

* %

ggtcagt
AGGCAC
AGGCAC

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

38
ag
AC
AC
* %
* %
* %
* %

*x x x40 O
LI N o Ne Rall e
* *

E I
* * *

3901.

TGGCAGCg
GGGAAGCT
GGGAAGCT

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

E R
E I
EE
E I
EE
EE

* *

ggttg

E
* X X X

3761. .

TTT
TGC
TGC

* * % %
* * % %

* X X X X X
EE R B R
* % X X X X
* % X X X X X

CGAGGGGCCC
CCAGGGGCCC

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

3911. .

gctcgctgtyg
AGGGTCCCCG
AGGGTCCCCG

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

E I
ECE
E N
EE
E I
E I

tgccagtt

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

3771. .
GT GACCT
TTGACCT
GT GACCT

* k¥ % * ¥ % *x *¥ * %

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

* k¥ % * ¥ % *x *¥ * %

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

* k¥ % * ¥ % *x *¥ * %

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

* k¥ % * ¥ % *x *¥ * %

3821.

CGTGAGAAAA
AGTTGGAT AA
ACTTGGATAA

* k % % *¥ % % *¥ * %
* %
* %

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

* %

3871.

- GGCGCAAGG
CGGTGGTCGG
TGGTGGTCGG

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

* * *

* *

TCTGT
TCTGT

* * k *k k %

cgccttgttyg

* X X X
E
* X X X
E I

3781.

TGGTGA
TGATTG
TGATTG

* % % % * *

TC
TC
TC

* %

* % * % * *

* % * % * %

* % * % * *

* % * % * %

* % * % * *

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

*
*
*
*
*
*

E I I I

* %

3831.

GGGGT Ggtgg
GG GGT GCGAC
GG GCT GC GAT

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

* % * %

* % * % * * %

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

* % * * %

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

3881. .. ...
GTTAGTGTAG
CCTGGTGTGG
CCTaGTGTGG

* % * k¥ %k *x ¥ % % %
* % kx %
* %

* % kx %

* % *

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

3931.

CGCGCCT - - -
CGCGCCTgct

* k *k k k k %

3981.

gt ctcagt

4031.

gaaaa

4081.

actactgt

4131.

ggggt agt

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

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

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

3791. ..

ATTTGACCTA
GTTTGACCTG
GTTTGACTTG

* k% k% ¥ * k¥ & % % %
* %k %

* k k k Kk k %

* k% k% ¥ * k¥ & % % %

* k k k k k * kx % %

* k% k% ¥ * k¥ & % % %

* k k k k k * kx % %

* *k %
3841. ..
tttctaatgece

CTT GGAG GGG
CTT GGAG GGG

* k k% * k ¥ & % k% %

* * *k * %

* k k k k k k *x % %

* k k% * k ¥ & % k* %

* k k k k k k *x % %

3891. ..

GCGAAGCAGC
GAGTAGAATT
AAGTAGA GCT

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

3941. ..

aactgtatag
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alignment
P911188
P911190
P911192

alignment
P911188
P911190
P911192

alignment
P911188
P911190
P911192

alignment
P911188
P911190
P911192

alignment
P911188
P911190
P911192

alignment
P911188
P911190
P911192

alignment
P911188
P911190
P911192

alignment
P911188
P911190
P911192

alignment
P911188
P911190
P911192

alignment
P911188
P911190
P911192

alignment
P911188
P911190
P911192

position
2483
2503
1849

position
2483
2503
1899

position
2483
2503
1949

position
2483
2503
1999

position
2483
2503
2049

position
2483
2503
2099

position
2483
2503
2149

position
2493
2503
2199

position
2502
2503
2249

position
2502
2503
2299

position
2502
2503
2349

ttgtgtgt gc

4501. .
ATTAGAgct -

AAAAGAaact

* * % % * *

4551.

ctttcttacagggctgtttt

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

tgagatagagt

4181.

ctaag

31.

t

tt aaatg

81.

t

actat at

atgtgct tgc

4491. ..
AGCGTTT TAA

AGCTTTT TAA

* k k k k k * *x % %

4541. ..

aaccctgcct
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alignment positon 4701. ... .. 4711.. .. .. 4721. ... .. 4731. .. ... 4741. .. ...

P911188 2502 - - - - - - - - e - e - - e - oo oo oo - I L
P911190 2503 - - - - - - - - - - oo oo - oo o oo oo - SRS SRS S SRS S S O
P911192 2399 aggcaaggct ggccaggagctcatgtgatt tgcctgcctc taccccacaa

alignment position 4751. ... .. 4761.. .. .. 4771. ... .. 4781. .. ... 4791... ...

P911188 2502 - - - - - - - - - - oo oo - oo o oo oo - SRS SRS S SRS S S O
P911190 2503 - - - - - - - - - - - oo - oo oo oo oo oo - Se cco oo ccs ccooces ooc
P911192 2449t gctgggatc aaaagatgtgcaccaccata ctcccagttt ttaagat caa

—_

alignment position 480 1

P911188 2502 - - -
P911190 2503 - - -
P911192 2499 gg't

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.

P911190 |P911192
(2502 bp) [(2501 bp)

P911188 0.087[ 0.076
(2501 bp) 19 % 12 %

P911190 1,000
(2502 bp) 40 %

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 GEMS-Logo

Genomatix MainGEMSEIDoradoGene2PromoterBiblioSphere
Frequently asked questionsYour ResultsYour SeguencesY our ProtocolHelp

GEMS Launcher Task: DiAlign TF: Multiple alignment plus TF sites
working on C4-COX6B2-HMR (3 seq.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1 December 2004 Fri May 6 01:19:06 2005

Solution parameters:

Sequencefile: C4-COX6B2-HMR (3 seq.)
Type of sequences: nucleotide sequences
Threshold T: 0.00

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

complete alignment is shown

Alignment output: # nucleic acids per line: 50

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

(core/matrix sim):

Aligned Sequences:

’E| SEELlrEr | Sequence Description

Name
P984975 sym=COX6B2|loc=L 0c125965|taxid=9606|spec=Homo
1/P984975 |sapiens|chr=19|ctg=NT_011109|str=(-)|start=28133854|end=28134769|len=916|tss=501,516|comm=cytochrome
¢ oxidase subunit VIb polypeptide 2 (testis); (AK057427/501/gold;NM _144613/516/silver;)

2|mcox6B2 mCOX6B2 mm6_dna range=chr7:3998838-3999737 5'pad=0 3'pad=0 revComp=TRUE strand="?
repeatM asking=none

3/rn3_dna |rn3_dna range=chr1:67888264-67889158 5'pad=0 3'pad=0 revComp=FALSE strand=? repeatM asking=none

Alignment (DiAlign format):

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

VSMAZF VSPAX? USSR VSPCAT WS VSAP2E VS NF4
V$CMYB

alignment

position i......... 12 . ...... 2. ... ....3........41........
P984975 laggggggcga ggga- --- - - -GGAGGGTGG GGGGGGecggg t aacggaggg
mCOX6B2 1 GAGAACACCG AGTGTGGTCG CGGAGGGTGG AGGGGG

rn3_dna 1 GAGAACACCG AGTGTGGTCG CGGAGGG- GG AGGGAG

* * % * * % % k*¥ % % * * k% x 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 % * k * k k % % * * * x %X *k x % %k %
* * % * * % % k*¥ % % * * k% x k* *k *¥ *k % % * %k * k k x %
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alignment
position
P984975
mCOX6B2
rn3_dna

alignment
position
P984975
mCOX6B2
rn3_dna

alignment
position
P984975
mCOX6B2
rn3_dna

alignment
position
P984975
mCOX6B2
rn3_dna

alignment
position
P984975
mCOX6B2
rn3_dna

alignment
position
P984975
mCOX6B2
rn3_dna

alignment
position
P984975
mCOX6B2
rn3_dna

alignment
position

P984975

20of 5

51.. .. .... 61........

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

71. ... ...

81. .. .. ...

91. ... .. ..

44gggaggacga ggggggcggg ggggttccca ggagcccgga ccccaccgcet

39
38

101. .. .... 111. ......

94gctctttcct
39
38

151. .. .... 161.

l44gt aggaagcg gaat gttgaa
39
38

201. .. .... 211.

ACTAt gga
GCT

GCT

* % *

194 AGAT ACCAGA
58 AGAGACCAGA
57 AGAGACCAGA

121.......

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

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

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

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

251. .. ....261. ...... 271... ....
244 CGGGGGCG cccgt- GGAG CCG
99 CGGGGCAGAG| - -- - - - GGAG AAG
103 CGGGGCTG ggt c aaGGAG AAG

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

* k x ¥ * Kk Kk kx * * k k *
* k k% %
* k k *
* k k% %
301. .. .... 311. ......

292 AGCCTGAGAC
143 AGTCTGAGAC
153 AGTCCGAGAC

TCAgcgagtec
TCAAAGCCCT
TCAAAGCCCT

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

351. .. .... 361. ......

334 - - GCGCAGGC
193 GTGCGCGGTT
203 GTGC GC GGGT

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

CCCC GAGGGG
CTCA CAAGGG
CCCCCCAGGG
* Kk k Kk Kk Kk ok k%
* Kk kK k kK ok kk KKk Kk kk k kK kK Kk k%

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

401. .. .... 411. . ... ..

379 GGGCGCCCCT ACCAGCCCCG

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

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

321... .. ..

gcacct cggt
GTCTTCGTGC
GTTTCTGTGC

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

371... .. ..

Gcgtcgggg-
GACTGCCTAC

GACTGCCTAC

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

421 ... .. ..
CGGTGCACcCGA

131.. .. ...

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

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

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

L
EE I

331.. .. ...

gcctgtgtgce
TGGTAAGTGT
TGGTAAGTGT

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

381. ... ...

- - GAGCAAGG
AAGAACCAAG
AAGAACt a- -

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

141... .. ..

cttaacccca caggccccga gggttctgtg cgcaccgact

iiiiiiiiilllllllllll

191... .. ..

TCTGGT
TCCCAT
TCCCAT

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

T GGGG

T GGGG

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

t g-

CCT

CCT
* k % % ¥ % *x *¥ % %
* Kk % *x * k¥ Kk *x *x %
* k % % ¥ % *x *¥ % %
* Kk % % * *k Kk *x *x *
* *k * %
341

ACGCGc TCTT
AAGCGt TCTT

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

GGT GGGGT GG
GGGGAGGGGC
GGGGGAGGGC

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

* % %k * % % * k % *k k*¥ *k %k * k% %
* % *k k % % * k % *k k % *x * * %
* k % *k k*¥ *k %k * k% %
431 441
CGGCTCCCAT TGGCTGGGGC
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mCOX6B2 243 CGCCACTGAT
rn3_dna 251 CTCCACTGAT
* k% % *¥ * *x k% *x % %
* % % ¥ *¥ % k% *¥ % %
* k% % *¥ * *x k% *x % %
* % % ¥ *¥ % k% *¥ % %
alignment
position 451 e
P984975 429 gt cgl
mCOX6B2 292 GGaG
rn3_dna 300 GGgG
* % * % *
* % * * % % *
* % *
* %
alignment
position 2L
P984975 474ccgggt ggga
mCOX6B2 340 TGCTCTT- - -
rn3_dna 350 TGCTCTT- - -
* k% % * *x % *
* % % * % % *
* k% % * *x % *
* % % * % % *
alignment
position 551. .. ...
P984975 524 CATCCCACAg
mCOX6B2 352 CAGCCCTCAT
rn3_dna 362 CAGCCCTCAT
* k% % *¥ * * k% *x % %
* % % ¥ * % % *¥ % %
* k% % *¥ * * k% *x % %
* % % ¥ * % % *¥ % %
alignment
position 601. .. ...
P984975 550 - - - - - - - - - -
mCOX6B2 402 TTCCAGCTAC
rn3_dna 412 TTCCAGCTAC
* % ¥ ¥ * % % * % %
* k% * % * * * *x % %
alignment
position 651. .. ...
P984975 584 TTCAGGGgcg
mCOX6B2 452 TTTAGAGt - -
rn3_dna 462 TTTAGAGt - -
* % % * % % *
* * % * % * *
* % % * % % *
* * % * % * *
* % % * % % *
* % % * %
alignment
position 701. .. .. ..
P984975 634 CTCGGCCCCA
mCOX6B2 499 CTAGGCCCCA
rn3_dna 509 CTAGTCTCCA

30f5

CCCAcCCcCCcCG
CCCACCcCCcCG

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

* k * k %

* * k x %

* x *k % %

461. . ... ..
* % % * %
* * *k * * * *¥ k% %
* * x k% %k k % %k %
* * * x * %
511
ccgcaccccg
561. . ... ..

cagatccagt
TCTCAAACTA
TCTAAAGCTA

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

611. . ... ..

CAAC
TTTGGct CAC
GTT GGt CCAC

* * *k *x % * k % %
* * *k x * * * %
* * %
* * %
* * %
* %
661. ......

g GGGTCAGGA
- GGGACAGGA
- GGGTTAGGA

* %k * * % % *¥ % %
* k k% %
* * k% %

711. . ... ..

CGGAGTCCcc
CGGAGCCCTG
CGGAGCTCTG

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

CATTACA- GA CA
CATTACA- GA CG

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

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

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

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

471 ... .. ..

481. . .. ...

cg----T
GTATTTT
GTATTTT

* * * % % * x * % x % % %k k% %
* * k x k¥ * * % * * * k¥ *¥ * * * * %
* * k% x k% %k * % * x * % x % % %k k% %
* * k* x k¥ * * % * *
521... ... . 531.......
cggact caga agcgagcggec
571... ... . 581
ggccge--- - == --------

AAGGCACgGG
AAGGCACt GG

* k *k k k * % * ok

TGGATTCCGC
TGGACTCCGC

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

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

* x ¥ Kk kx * %

621... ... . 631.. .. ...

GTCAGGCTGG TGAGGGCACG

TTCAGTCTGG TAAGGACAGG
TTCAGTCTGG TGAGGACGGG

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

* *

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

* % * % %

671....... 681.. .. ...

TGGGGAGACG
GCT GGGGAAG
GCT GGGGAAG

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

Ggtcggagcg
GT GGAAGCAC
GT GGAAGCAC
* * % ¥ *¥ * % k% *x %
* % * % ¥ ¥ *x % * * * % % % % % * *x % *

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

721... ..., 731.. .. ...
gtcccgt CCC GTCTCGCAGG
CAC----CCCTTCCTGCAGG
CAC----CCT TTCTTGCAGG

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

491. .. .. ..

TTCTCCtgac
TTCTCCc- -
TTTTCt cgt

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

G
G
*
*
*
*

541... .. ..
accccGGGAC

641. .. .. ..

ACGGGT GGGG
GTGGGT GGTG
GTGGGT GGTG

* k % * ¥ % *x *¥ % %

* Kk % *x * *k %k *x *x *
* k % * ¥ % *x *¥ % %
* Kk % *x * *k %k *x *x *
* k % * k¥ % *x *¥ % %
* Kk % *x * *k %k *x *x *
691..... ..

aGGGCGCCCC
GAGGCGCCCT
GGGGCGGCCC

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

* X Xk

*
*
*
*

* %k F F
E L I I
E I I

* %
* %
* %
* %

* % F F

*
*
*
*

741. .. .. ..

AGTTGcct c
AATTG- - - -
AATTT-

OO0
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40f 5

alignment
position
P984975
mCOX6B2
rn3_dna

alignment
position
P984975
mCOX6B2
rn3_dna

alignment
position
P984975
mCOX6B2
rn3_dna

alignment
position
P984975
mCOX6B2
rn3_dna

alignment
position
P984975
mCOX6B2
rn3_dna

* k x ¥ k* Kk Kk kx *
* * % x * % % k% %
* * x % L
* * % % * *
* * x % * %
751.

684 TTCGTGGATG
541 TACt TGGATG

551 TACCTGGATG
* * % * * % % k*¥ % %
* k k% k k %k k k* %k %
* * % * * * %k % %
* * % * k * %k %k %
* * * %k % %
* k * %k %k %
801.
734 glg ACGCCGCC
591 EAACGCCGCC
601 GAACGCCGCC
* 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 % *k *k k *x %
* * k* *k *k k % %
* k %k *k *k k %k %
851.

784 TGCT ACCAGA ACTTCCTGGG
ATTTTCTGGG
ATTTTCTGGG

641 TGCT ACCAGA
651 TGCT ACCAGA

* k x k¥ Kk *k *k k Kk %
* * % x * % % k¥ % %
* k x k¥ Kk *k *k k Kk %
* * % x * % % k¥ % %
* k x k¥ Kk *k *k k Kk %
* * % x * % % k¥ % %
* k x k¥ Kk *k *k k Kk %
* * % x * % % k¥ % %
* k x *k Kk %k *x k Kk %
* * % x * % % k¥ % %
901.

834 GCagggtgtg
691 GCC- - - - - - -
701 GCC- - - - - - -

* * %

* * %
* * %
* * %

951.

884 GCGGAGACCG
709 TAGGAGACCG
719 TCGGAGACCG

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

* *k k %k %

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

E I I
* 0k % F F
* % ok ok ok

761.

TTGGATGT GG
TTGGGTGTTC
TTGGGTGTTC

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

* F F F F
* % F F

* %

811.

CTTCGA
CTTTGA
CTTCGA

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

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

* %

861.

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

* %
* %

*

*

*

*

* * %
*

*

* *x %
*

* 0%k F X X X X F

* %

911.

acaagggacg

*
*
*
*
*

*

*
*
*
*
*

*

*
*
*
*
*
*
*
*
*

*

* %k ok ok kX X X F

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

* * * % %

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

* k %

* %

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

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

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

961.
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* % % * % %
* % % * % %
* % % * % %
771, ..

AAGCCCAGGA
AAGCCCAGAA
AAGCCCAGAT
* %k ¥ *k x k% *x * % *
* k * k k *k *x * % %
* %k ¥ *k x k% *x * % *
* k * k k *k *x * % %
* %k ¥ *k x k% *x * % *
* k * k k *k *x * % %
821. ..

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

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

* k %

871. ..

TGAGACCt GC
TGAGACCGGT
TGAGACCGGT

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

* %k * k k x %

* k x k k x %

* %k x k k x %

* k x k k x %

* % *k k%

921 ...

aggg

971 . ..

TTAGGGTGGG AGGCCGGGCg
TTGGAATGGG AGGCTGGGCC
TTGGAATGGG AGGCTGcacCC

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

*

*
*
*

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

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

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

781.

GCCCCCcaag
GCCCCCTCCG
GCCTGCTCCA

* * * % % *

*
*
*
*
*

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

* % F F
* % ok ok F

AGAACCA
AGAACCA
AAAACCA

* * k% *k *x % %

* X X X *

* % X X F X X X X X
E o R R I T R R
% ok ok ok F X X X X
* % X X X X X X F
* % X X X X X X X
* % Ok F X X X X F
* %k ok ok F X X X X
* % Ok F X X X X X
* % X X X X X X F

881.

TCAGCCAGGT
TGAGCCAAAT
TGGGCCAAAT

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

* %
* %
* * % % * * %

931.

gcact CCCAC
CCCAC

98 1.

9gg-- - - ---
GCGGCCT GGA

GT GGCCTAGA
* * k% *k * k% *k *x % %
* kx * *k x k% *k *x k% %

* Kk % % *
* * % % *
* Kk % % *

E I I

791. .

gggaaatgagt
GGCCAATGGA

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

* x * % % %

841 ..

GAt cCGTAAC
GACGCGTAAC
GACGCGTAAC

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

E I I

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

8§91..

TATGGGAGGA
TAGAGGGGAG
TAGAGGGGAG

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

941 . .

CCTAAGTCCC
CTGGAGaCCG
CTGGAGGCCG

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

*

* F X X
* F X X
E o I
* % ok
* X X X
* %

* %k o

EE

GGGGTGGGGC
GGGGTGGGGC

* k % *k * %k %k * k% %
* k % *k k % *x * % %
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alignment
position
P984975
mCOX6B2
rn3_dna

alignment
position
P984975
mCOX6B2
rn3_dna

alignment
position
P984975
mCOX6B2
rn3_dna

* k k x k k % %

1001. .

759 CTGT AC CAAa
769 CTGC ACAAAg

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

809 GAGGGA GGCA
818 GAGG GA GGCA

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

859t gt ATT GAGC
862- - - ATT GAGC

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

Pairwise similarities:

* * k x k% %k *¥ k% *x %

1011. ... ..

gtgggTGGGG
cgga- TGGGG
* * % % %
* % % % %
* * % % %

GCTGGTCTGA
GCTGGTCT GG

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

CAGA AGGGAT
CAGA AAGGAT

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

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

* x % %

1021..

CTGAGCCATG
CTGAACCATG

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

1071..

AGGGAT TAAG
AGGGAATAAG

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

1121..

GGAGCCTTGT
GGAGCCTTGT

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

GAGGGGCGGG
GAGGGACCGA
* * k% *k * k% *k *x % %
* x *k *k k k% *k *x % %
* * k% *k * k% *k *x % %

TTTGCCGCGT
ATTGCCACGT

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

CTGTAAAQQg
CTGTAAA- - -

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

GCCTGGAATG
CCCTGGAATG
* k % *k * % %k * % %
* k % *k k % *x * % %
* k % *k * % %k * % %

TGGagt gaaa
TGGg
* % %
* % %
* % %

1141

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.

P984975
(916 bp)

mCOX6B2
(900 bp)

mCOX6B2 |rn3 dna

(900 bp) (895 bp)
0.205| 0.189
40%| 42%
1.000

88 %

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

Positions in alignment

Output file

Extract alignment region

from:

to:

dialign.seq

Extract aligned sequences

© Genomatix Software GmbH 1998-2005

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

- All rights reserved.

License Agreement

GEMS Launcher 4.1.1
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GEMS Launcher Task: DiAlign TF: Multiple alignment plus TF sites
working on C4-COX6A1 (3 seq.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1 December 2004

Solution parameters:

Sequence file: C4-COX6A1 (3seq.)
Type of sequences: nucleotide sequences
Threshold T: 0.00

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

Alignment otput conpiae slgmen s o
TF output:
Family matches: yes

Matlnspector library: Matrix Family Library Version 5.0 (February 2005)

Selected groups o ALL vertebrates.lib (0.75/Optimized)
(core/matrix sim):

Aligned Sequences:

common TF matches located in aligned regions (common to 3 (100.0 %) sequences)

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

GEMS-Logo

Wed Aug 10 18:02:04 2005

’E‘ Seﬂ;?ece ‘ Sequence Description
1 hCOX6A1 hCOX6A1 sym=hCOX6A 1|spec=Homo
sapiens|chr=12|str=(+)|start=119338137|end=119339250|len=1114|tss=493

2/mcoxear  [MCOX6A1 sym=mCOX6A1|spec=Mus
muscul us|chr=5|str=(-)|start=114458935|end=114460045|len=1111|tss=522

rCOX6A1 sym=rCOX6A1|spec=Rattus

3|FCOXBAL | orvegicusichr=12]str=(+) |start=42392988|end=42394045|l en=1058|tss=532

Alignment (DiAlign format):

Length

1114

1111
bp
1058
bp

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

VP 7F VSNRE] WSS VS7BPE WSECREVSETSE VSYIAE /SCP2F VSHESE VSCHRE VSVMYS

alignment position 1. . .... ... 11........ 21. ... .... 31..

hCOX6A1 lactcttggta tcaca--=-=--|===-==---=-=-=- - --..--..:.
mCOX6A1 ltgccatgaaa GATTTCGGGT AACTCTCGGG ATGCAGCGCT
rCOX6A1 1---------- GATTTCGGGT AACTCTGGGA ATGCAGCGCT

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

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

alignment positon 51. .... ... 61........ 71. ... .. .. 81..
hCOX6A1 16 - - - ---- - - - - GACTTTATA TTCTAGTGGG GGAGACAGAC
mCOX6A1 51 TAAGCACTGC GGACTTTACA GTCTATGTAG GGCACAACGG

GGC AAAAaTC
GGCAAAA-TC

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

AAA AT AATAA
AAGAGAATAA
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rCOX6A1 40

alignment position
hCOX6A1 55
mCOX6A1 101
rCOX6A1 90

alignment position
hCOX6A1 76
mCOX6A1 151
rCOX6A1 119

alignment position
hCOX6A1 120
mCOX6A1 201
rCOX6A1 166

alignment position
hCOX6A1 170
mCOX6A1 249
rCOX6A1 214

alignment position
hCOX6A1 220
mCOX6A1 291
rCOX6A1 264

alignment position
hCOX6A1 249
mCOX6A1 341
rCOX6A1 311

alignment position

hCOX6A1 297
mCOX6A1 354
rCOX6A1 324

alignment position
hCOX6A1 347
mCOX6A1 384

TAAGCACCAC

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

CAACGGTCTT
CAACGGTCTT

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

151.... .
ttatgtgcta
GTCGAGGGCC
GT CGGGT GCC

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

201. ...

GAACGGAATT
GAATGGCGCC
GAATGGCGCT

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

251.. ..

TCCATGGACT
TCCAGGGACT
TCCAGGGACT

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

* k * %
* * * %

* % X X X X
* X X X X X

*
*
* % k % %
*
*
*

* % Xk X X X
* X X X X X
* X X X X X

* k * %

301. ...

ca----AACC
TCGCAAAAGT
TCACAGAAGC
* k% % % ¥ ¥ ¥ % * %
* *k k% % k¥ ¥ * * * %
351.... ...
- - AGGTGGGG
GGAGATGGGG
GGAGGTGGGG
* k% % % k¥ ¥ * % * %

401.... ...
aaacggt aaa

451.... ...
AGatg-- CCG
AGCCGCCCCa

GGACTTTACA

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

T AAGAGCGAT
T AAGAGTGAT

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

161. ......
t gagaaaacg
T GGGAAATCG
T TGGAAATCG

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

211. ......

TTAGATAGGG
T CCGCTAACG
T CCGATAACG

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

261. ......

C CAACGAAGG
C CAAAGAAGG
C CAAAGAAGG

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

* % *k x k kx %

* X X X X X

*
*
* k%
*
*
*

* % X X X X

* k k k k k %

311.......

TCTCTTGAGC
TCAGTTCCGC
TCTATTCAGC

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

361. ......
acggtaggga

411. .

461. ......
AGGATTTTGA
g _________

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

GTCCATATAG GGCGTCACAG AAGAGAATAA

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

agggacaatg
gacaaggg- -

171. .. .
cagtcggagg
CGGAATTAGA
CGGAATTAGA

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

221 . ..

CGGTCT GGGA
TGACTTGTTC
TCATTTGTTC

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

271 . ..

GAGCGATTcc
GAGCGATTAA
TAGCagTTAA

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

* %
* %

* %

* % X X X X

E B I

* %

321. ..

ttccgcctcg
GGACATCCTC
GAACATCCTC

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

371. .. .
gaccggaggg

421 . ..

AGGTG
AGGAA
AGGTA

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

471 . ..

CAAGGACt cc
--- GGACGGA

* * % x * % x * %k %

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

* % k% %
131.

ATAACGACga
ATAACGACaa

* * % * k% % *x *

181.
at g
AGGCAGCGAG
AGTCAGCGAg

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

231. .
TCagaacctc
TCcGCACTTC
TCgGCATTTC

* * * * % x * %k %
* % * % % * % % *x
* * % x * %k %
* % % * % % *x
281.

aggtaccagg
AACCAGAAAA
AAACAAAACA

* * % x * % x * %k *

331.

ACCTAGgcgc
ACCCAGc agc

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

381.
cacacgc

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

481.
gtcgtcec

* k k k *k k k¥ %k kx %

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

*
* k k k *k k k¥ %k kx %
*

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

141.. .. ...
aggtgcaatg
ggacagggcT

191.. .. ...

CGA GGAAGGG
CGA GGAAAGA
- - - GAAAGGA

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

241 .. .. ...
cagat gCCCG
AGAT- -CCTG
AGAT- - CCTG

* % k% * * % % %
* % % * * % * %
* % k% * * % % %
* % % * * % * %
* % % %
* % * %
* % % %
291.. .. ...
gcaccctgca
@e= 22222 C
aaaaaat at C
*
*

341

t gacaAGCAG
ag- - - AGGAG

* % % k% %

391.. .. ...
cgcacgaagg

441 .. .. ..

CTTGCCCG
CTCGCTCC
CTCACTCG

* k k% k *k k k *k kx %
* k k *k k¥ k k¥ % *x %
491.. .. ...

atgat AGTGC
AGTGC
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rCOX6A1

alignment position
hCOX6A1 395
mCOX6A1 410
rCOX6A1 392

alignment position

hCOX6A1 433
mCOX6A1 460
rCOX6A1 438

alignment position
hCOX6A1 483
mCOX6A1 508
rCOX6A1 486

alignment position
hCOX6A1 533
mCOX6A1 555
rCOX6A1 533

alignment position
hCOX6A1 577
mCOX6A1 605
rCOX6A1 583

alignment position
hCOX6A1 626
mCOX6A1 655
rCOX6A1 632

alignment position

354 TGCCGCCCCG

* k k% k k k k % % %

* * % *x k¥ x ¥ %

*

501.... ...
TCAGGtt aat

GCAGGCGCTG
GCAGGCGCTA

* k k k k k k % %k %

* k k k% *k k k¥ % % %

551.... ..

ACTTCCTTTG
ACGTCGT TCG
ACTTCGTTTG

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

* * % x k¥ x ¥ %

*

*

601.... ...

* ok F X X
*
*
*
*
E I I

CAGCGTCTCG
GTGCGTCTCG

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

701. ... .

CGGCCTATGT
CGGCCCATGT
CGGCCCATGT

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

* k * *k %

* * k% %

* * *k %
751. ... ...
- - - CCGGGGT
gct CTCGGAT
---CTCGGGT

L I I
* ok F X X

*
*
*

*
*
*

* * * * % % %

* k k k k* *x %

801.... ...

AGGGTTTGGA

* k k¥ k k k k * x %

GAGTTCCTAG
CAATTCCTGG

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

561.......
GAGgt
GCGT
GCGT

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

* k% %k * % % * % %

611.......
GCGGcagt

CCGGTG
CCGGGG
* %

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

* k k k k k %

* ok F X X
L I

* %

661......

- GTTTCTCGG
GGTCTCTCGG
AGTCTCTGGG

* k% k¥ k x k& k k& x %

* *

* * k k kK k k %

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

*
*
* k % * *
*

* % % *

711.......

CGAGTGGCGC
CGAGTGGCGC
CGAGTGGCGC

* k k k Kk k k x 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 ok X X X X X F
* % Ok X X X X X X
* % ok F X X X X F

* %

761.......

CGACGGGt cg
GGGCGTGGGG
GGGCGTGGGG

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

811. ......

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

CCAGGACCGA AAA- - - - - - - - -- -- TGTGC
* % % * * *¥ * * *x % * *x % * k *x % %
* *x ¥ * * % % * *x % * k * k¥ %
* * % %
521. .. ... 531. ... 541 .. .. ...
CCAG---T AATAGTA
CCAGgtcT AATAGGA
CCAG---T AATga- A
* * * % * * k¥ k * k k¥ k¥ *x kx %
* *x % % * k% * * * k * * % * * x % * % *
* * * % * *x % * k * k¥ * * * * * * * * x %k * % *
571. .. 581 591 .. .. ...

* % % *x % * * * * % *k k% %
* k x *x % * %k *x x k% * * % * * k % %
* * *k *x % * * % % * * % % * % * * % *k k% %
* % * * k % %
* * % *k k% %
621... .. .. 631. ... ... 641.......
c GTT GGTGTGT
GCGGTGCTGT
GCGGTGCTGA
* % %k * k% % * % * ¥ % * % % * % % *x * k¥ k% *k *¥ *k k¥ % *x %
* * %k x * %k % * * % % * * % %k % * k k% k *k k k¥ %k kx %
* % % * % % *x * ¥ % * % % * % % *x * k¥ k% % *k *k k¥ % * %

* * %k x * %k %
671.......681. ... ... 691.......
CTGCTGGGTC GGTCCCGCCC ACAGCTGGGG
CCGCTGGGCC GGGCCCTCCC CGGGTTGAGG
CTGCTGGGCC GGGCCCTCCC ACGGGTGGGG
* * k& *x *¥ *k * % * % * ¥ % * k% %k *x * %k *x * k k& *k k k k¥ * *x %
* k k% kx * *k *x % k% % * * % x * % x * %k % * k k% k k k k %k kx %
* * k& *x *¥ *k * % * % * ¥ % * k% %k *x * %k *x * k k& *k k k k¥ * *x %
* k k% kx * *k *x % k% % * * % x * % x * %k % * k k% k k k k %k kx %
* * k& *x *¥ *k * % * % * ¥ % * k% %k *x * %k *x * % * % % k% %
* % k k% %
* % % % %
721 . .. .. 731, ... ... 742 .. .. ...
CCATGGCGAA GAGGGCTCAG GTACTGGGG-

CCACGGCGAG
CCACGGCGAG

GAGGGTTCAG
GAGGGTTCAG

GTACCcgggg
GTA CCGGGG-

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

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

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

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

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

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

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

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

* * k% *x ¥ k *x %k *x % * % % % *

* ¥ kx * ¥ * * * % % * * * * *

771. .. 781. . 791 .. .. ...

agcctcagcc ccactcgggc GAGACAGGGA

tctcggcggg tggcgtgcg- GCGGCGT GGC

gcctcagtgg ctggcac--- GCGGCCTGGC

* * k * k k¥ x * * %

* % %
* % %
* % %

821. .. 831. ... 841 .. .. ...
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hCOX6A1 673
mCOX6A1 704
rCOX6A1 676

alignment position
hCOX6A1 722
mCOX6A1 754
rCOX6A1 725

alignment position
hCOX6A1 771
mCOX6A1 781
rCOX6A1 751

alignment position
hCOX6A1 821
mCOX6A1 831
rCOX6A1 801

alignment position

hCOX6A1 871
mCOX6A1 881
rCOX6A1 851

alignment position
hCOX6A1 921
mCOX6A1 931
rCOX6A1 901

GGGACTGTGA
GGGGCCGGAG
GGGGCCGTGA

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

* * * *
* *
* * * *

851....

ggcccgcccc
GACGTTG- - -
GACATTC- - -

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

901. ...

ATGTGGA AGA
ATGTGGA AGG
ATTTGGA AGG

* k k k xk k ¥ % % %

* k k k k k k % % %
* k k k% *k k k¥ % % %
* k k k k k k % % %
* k k k% *¥ k k¥ % % %
* k k k k k k % % %
951. ... ...
CATGCTGAAT
CATGCTCAAC
CATGCTCAAC
* k k% k k¥ k ¥ % % %
* k *k kx k¥ k k¥ % % %
* k k% k k¥ k ¥ % % %
* k k% kx k¥ k k¥ % % %
* k k% k k¥ k ¥ % % %
* k k% kx k¥ k k¥ % % %
* k k% k k¥ k ¥ % % %
* * k% k ¥ * ¥ % %

* k k% k k¥ k ¥ * %
1001. ..

AGTTCaT CGC
CGTTCGT TGC
AGTTCGT CGC

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

* *

E I I I
* X X X

*
* % *
*

E I
* % X X X

*
*
* % %
*

* %

* 0% X X X X

1051. ..

acatct- - - -
CCTTTACTGT
CCTCTGCTGT

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

CCTTGGCCCG
C CCGGGGCGG
CCTTGGCGGG

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

* %

* % oF

*
* * %
* * %

cggcgc

911. ......

CTCTCACCTT
CCCTCACCTA
CCCTCACCTA

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

961.......

GTGTaCCTGA
GTGTTCCTCA
GTt TTCCTGA

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

EE I R
* % X X X X F

CTACCCCCAT
CTACCCTCAC
CTACCCCCAT

* 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 %

* 0% X X X X

*
*
*
*
*
*

EE I

* * *k *¥ *k * %

1061

- CTT CAAGCG
CCGTCtgtcc
CCTTCAAGCG

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

* *k * %k %
* * k %

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

A GG tgagacccg

TGAC GC CGAGGCT

A GG GC CGAGGCT
* %

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

* * * ¥ % x k% * * *

* * * * % x * % *x *
871 881.

tgaacgtttg

921. .. .. ..
CTTCGTCGCG
CTTCGT GGCG
CTTCGT GGCG

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

* * k% % * k %

* * k% % * * %
971. ..

AGT CGCACCA
AGT CGCGGCA
AGT CGCGACA

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

* * k% *x * * * % * %
* * k% *x * k *x % *x %
* * k% *x * * * % * %
* * k% *x * k *x % *x %
* * k% *x * * * % * %
* * k% *x * k *x % *x %
* * k% *x * * * % * %
1021. .

CTCCGCATCA
CTGCGCATCA
CTCCGCATCA

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

* %

* %

* %

* % kX X X
* % X X X X
* 0% X X X X
E I I I
* Ok F X X X
* 0% X X X X X
* % X X X X X

*
*
* % %
*
* % %

TGGCTTC-TC
TGGCCCCcGC

TGGCCCC- GC
* * % *x * % % L
* * % * * % % * %
* * % *x * % % L
* * % * * % % * %
* * % *x * % % *

*
931.

CTCCCCGGGG
CTGCCCGGGG
CTGCCCGGGG

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

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

* * % %

¥ % X X X X X
EE B I R
L I I
* Ok F X X X X
E I B B I
¥ % % X X X
EE R I I
E I I I I
* Ok F X X X
* 0% %k X X X

981.

CGGAGAGCAC
CGAAGAGCAC
CGAAGAGCAC

* * % x * % x * %k %

* k¥ % x % % x k% % %
* * % x * % x * %k %
* k¥ % x * % x k% % *
* * % x * % x * %k %
* k¥ % x % % x * % *
* * % x * % x * %k %
* k¥ % x % % x * % *
1031. ..

GGACCAAGGT
GGACCAAGGT
GGACTAAGGT

* * % x * % x * %k %

* ¥ % * % % * % % *x
* * % x * % x * %k %
* ¥ % * % % * % % *x
* * % x * % x * %k %
* ¥ % * % % * % % *x
* * % % * * % %k %
* * % % * * * % %
1081
cagggc
* % * %
* *x * %
* % * %

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

891......

CGCAGCTCGC
CGCAGCTCGG
TGCAGCTCGT

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

* k¥ k% * k¥ *k k¥ % *x %

* k k k *k k k k %

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

* k k k *k k k k %

E I I I

* %

941 .. .. ...

T GG CAGT CAG
T GG GAGT GAG
T GG GAGT GAG

* k k& *k k k k¥ % *x %

* k *k k k *k %

* k *k k *k k k k %

* k k k k k k* k %

* k *k k *k k k k %

* k k k k k 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 %

991 .. .....

GAGAGACCCG
GAGAGACCCC
GAGAGACCCG

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

* * * *

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

* % * %

* % Ok X X X X

* % * %

1041......

ACGCCCTt gt
AGGCGCT GCG
ACGCGCT GCG

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

* %

* *

* 0% X F X X X

E I

* %

1091. .. ...

TCCG TTctcttttc
alCCG TTATT GCGGG
TCCG TTATTTCTGG

* k k *k k k *k * *x %
* k% k k k k %k kx %
* k k& *k *k k *k % *x %
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* *x * % * *
alignment position 1101. .. ... 1111...... 1121.. .. .. 1131... ... 1141. .. ...

hCOX6A1 950 gtt atgt gt g ccttagtgca agttcttcat tctctgaagg cat gggt gcc
mCOX6A1 981 GTTGTCCACT CCCCTGGCCC AGCCCTtggg ggagttt TAG GATCTTGG- -
rCOX6A1 935 GTTGTCCACT CCCCAGTCCC AGCCCTtggt gcgc--- TAG GATCTCGG- -

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

alignment position 1151. .. ... 1161...... i1171.. .. .. 1181... ... 1191......
hCOX6A1 1000 aggcgtgtaC AGCTTGTTTA TCCTCACAAA CAGAAAATGT ATTTTCTTC-
mCOX6A1 1029 - - - - - - - - - C TGCCTGTCCG TCCGTGCAGA TAGAATATTT TATTTACTCT
rCOX6A1 980 - - - - --- - - C TGCCTGTCTA TCCGCGCAGA CTGAACATTT TATTTACTCT

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

* k % %k k %k %k %k % * % % * k% * *x *x *x % * k¥ * * * * * * *x * * * % *x k¥ k k¥ % %x %
alignment position 1201... ... 1211...... 1221...... 1231... ... 1241......
hCOX6A1 1049 - - - - - - - - = = - - == - - -~ - CATTTTGTGG at ggacagct gacacttggg

mCOX6A1 1070t CGTTTGACG GAAGGGAAGC CAGTTTGTAG GTCGTGGCTc gg- -------

rCOX6A1 1021 - CGTTTT ACA T GAGGGAAGC CAGTTTGTGG GTCGCGGCT - --- -------
* k k% k k k K* *x % * k k¥ k k *k k * x % * k% k * k *x % % % * * % kx * % kx * %
* * *k *x k¥ % % % * % k¥ k% * k& * k& x % * k¥ k% *x ¥ *k * % * % * ¥ % * k% % * % %

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

hCOX6A1 1079 att acgt ctc aattctcttc ttcaaggtcatacaat

MCOX6AL 1112 - - - - - - - - - = = - == oo omo o oo oo oo - oo - - -

FEGOXGAT 1059 -F-F-F-F- i i E e

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.

mCOX6AL [f COX6AL
(1111 bp) (1058 bp)

hCOX6A1 0.293 0.371

(1114 bp) 37% 47 %
mCOX6A1 1.000
(1111 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

licensed users only 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 Messages GEMS-Logo

Genomatix MainGEMSEIDoradoGene2PromoterBiblioSphere
Frequently asked questionsYour ResultsYour SeguencesY our ProtocolHelp

GEMS Launcher Task: DiAlign TF: Multiple alignment plus TF sites
working on C4-COX6B1-HMR (3'seg.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1 December 2004 Fri May 6 00:46:04 2005

Solution parameters:

Sequence file: C4-COX6B1-HMR (3 seq.)
Type of sequences: nucleotide sequences
Threshold T: 0.00

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

complete alignment is shown

Alignment output: # nucleic acids per line: 50

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

(core/matrix sim):

Aligned Sequences:

’E|Sequence Sequence Description

Name
P875609 sym=COX6B1|loc=Loc1340|taxid=9606|spec=Homo
1/P875609 |sapiens|chr=19|ctg=NT_011109|str=(+)|start=8406873|end=8407773|len=901|tss=501|comm=cytochrome c
oxidase subunit Vib polypeptide 1 (ubiquitous); (NM_001863/501/bronze;)

P875610 sym=Cox6b]|loc=L0c110323|taxid=10090|spec=Mus
2|P875610 musculus|chr=7|ctg=NT_039413|str=(-)|start=3670224|end=3671190|len=967|tss=501,538,567|comm=cytochrom
c oxidase, subunit VIb; (AK012686/538/gold;AK018721/567/gold;NM_025628/501/bronze;)

rCOX6B1 rn3_dna range=chrl random:1613878-1614820 5'pad=0 3'pad=0 revComp=TRUE strand="?

3|rCOXeB1 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.

WSEGAT] VSETSE USNRF2 VSEREF UseRer INVSEROR

alignment position 2. . ... .. .. 11.. .... .. 221........32........4212. .. .....
P875609 la--------- T AG ACCCCATCTC
P875610 l]caaacaaaca aacaaacaaa caaacaAAGA GTTGCCGTAG ACATGATGTC
rCOX6B1 1----=-=----- R I AAGA GTTGCCGTGG TCATGTTGTC

lof5 4/11/07 3:46 PM
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alignment
P875609
P875610
rCOXeB1

alignment
P875609
P875610
rCoxe6B1

alignment
P875609
P875610
rCOX6B1

alignment
P875609
P875610
rCOX6B1

alignment
P875609
P875610
rCOXeB1

alignment
P875609
P875610
rCOX6B1

alignment
P875609
P875610
rCOXe6B1

alignment
P875609
P875610
rCoxeB1

position
14
51
25

position
32

101
75

position
57
151
125

position
107
165
139

position
157
201
176

position
207
237
210

position
257
237
210

position
307
263
236

51.

TAT AAAAT GC
TCTTCACTGC
TCTTCACAGC

* k¥ k% % ¥ *k * % * %
* *
* %

* F
* F
* * *
EE
* F F
* * *
* F
* F *

* *

101. ..

ATAAAL
ATAAAcC

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

*

151.

TAATCCCAGC
TTATCCTAAC
TTATCCTAGC

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

201 . .
aggcggaggt

251.

CCATAGAGTA
ATATACAGCG
CTGTATAGCA

* k k *x *¥ k *x % * %

* ¥k *x * * *x *x *x %
* k¥ x * * * * *x *x %
* ¥k * k¥ * * *x *x %
301. ..
ttaaagaaaa
351 .
tgcatgaata
401 .
CCAGCCAGCC

GAAGACAGTC
GCAGACAGCC

61. .

At at atat - -
AATAAAACAC
AATAAAACAC

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

111.

AT AAATAACT
AT AAATAACT

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

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

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

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

161.

TACTcgggag
ACCT

c AGTGAGC
AGTAATC
AGGAATC

* k k% k *k k% %

* k% *k * *¥ k% %
* k k% k *k k% %

261.

AGACCCTGTC
AAGT CCTATT
AAGTCCTGTC

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

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

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

311. .
gaaatacctg

361.
aaagt

41 1. ..
CCgggatcta
Tt at g--- -C
TCactctgtC

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

* % %k %
* % % %
* % %k %
* % % %
71. . ... ..
AAACTAAGAT
AAACTAAGAT

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

ATCCA
TTCGAATCAA
TTTGAATCAA

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

* *x k¥ * kx k& x ¥ %

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

71.
atgaggcgg

Q

221.

TGAGATCgc g
TGTGATCAAA
TGTGATCAAA

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

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

27 1.
TCAAAAatt t
TCAAAAcaCA
TCAAAA--CA

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

* ok *

* ok x

321. .....
acacagaaaa

chTGGGACA
CT GTGACA
CTGgt-- A

* * % * k& x ¥ %

421. .
taacactct c
TTTTCCCTCT
TTTTTCATCT

* k k k x k Kk %k k* %
* k% k k¥ * k¥ % *x %
* k k k x k Kk %k k* %
* k% k k¥ * k¥ % *x %
81. ... . ...
TGTCTATCCC
ACCTTATCTC

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

131.

GGAGTAGCGG
GGCACAGGGG
AGCATAGGGG

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

181.
gagaat cgct

231.

ctact gcact
At - TTCGAGG
Aag TTCGAGG

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

281. ... ...

aaaaaaaaga
GATTAT- - - -
GATTAT- - - -

* x *k * % %

331.
agcgttcaat

381.

TTTTTCTCCA
CTTTTC- -CA
TATTTTCCCA

* k% k ¥ * *¥ % *x %

* %
431.
tccgagt gAA
GGGA- - - - AG
GGGA- - - - AG

* % % * * %
* % % * * %
* % % * * %
* % % * * %
91

GAAAACCCAA
GAAAATCCAA

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

14 1.

TGCGCATCTG
TAAACGCTTG
TAAAAGCTTG

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

* % k% * * * * % %
* % Kk % * k % %k %
* % k% *
191.

tgaacccagg

24 1.

CCAGCCTGGG
CCAGT CTGAG
CCAGTCTGTG

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

291..
aaaaaaaaat

34 1.
aaatatttct

391.

CACCT ACCCT
TTCCCACTCT
TTCCCACTCT

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

44 1. .

GA CACAGAGG
GACAGGCAGG
GACTGGCAGG
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* * k% *x * k *x % *x % * * * k k %k k k*k k k k k *¥ * *x %k % * * % * x % %k * %
* ¥ % * ¥ ¥ * * *x * % * * *x * k¥ * k k k¥ *x * * * k % * * % * * k * % %

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

* * *x * k¥ * k k k¥ *x * * * k % * * * * *k %
alignment position 451 . . . .. .. 461. B A . 481. ... ... 491.. ... ..
P875609 357 TGATGAGATC GGGTAAccca cgggcgcccg agcccc---A GCCGCGCAAG
P875610 3056 TGATAATAAC CCATAAt TGA ACGT CAGGT G CCTTTTAAGA GCAAAGTAAA
rCOX6B1 282 TGACAATAGC CCAt agc TGA ACGTCAGGAG CCTTTTAAGA GCAAAGCAAA

* ¥k * ¥ * * * *x % * *x * * % % * * % * k¥ * k¥ *x k k x *x * * k k * * k¥ * * * % * k * k¥ k * k¥ * % %
* %k * % *¥ * * *x % * % % * * % * * k% k¥ % k% k¥ * *x * * k k¥ k¥ * k¥ *x % % % * k * * k *x * *x *x %
* *x k * ¥ * * * *x % * *x % * * % * k¥ * k¥ * k¥ k x *x * * k k * * k¥ * * * % * k * k¥ k * k¥ * % %
* * k * * *¥ % *x *x % * *x % * * % * * k% k¥ % k% k¥ * *x * * k k¥ k¥ * k¥ *x % % % * k * * k *x * *x *x %
alignment position 501 ... .. .. 511. .... .. 521. ..... . 531.......541.......
P875609 404 GAAGT GAGGATGAAC AAGCATTTAG CCCAATAGAA
P875610 355 GCAAC AATAATAAGC AGAAATTTAG CT CAATAGGA
rCOX6B1 332 GCAAC AATAATAAAC AGGAATTTAG CT CAATAGGA
* k* k * * * *x *x *x % * k * k¥ * * k¥ * *x % * x * k¥ * kx k¥ k¥ x % * k k k¥ * k¥ *x *x kx % * k * k¥ k *x k *x % %
* % % * % * k * k¥ * k¥ k *¥ % % * k * k¥ * k¥ k x *x % * k k * * * * * *x % * k * k¥ k * *x *x % %
* % % * % * k * k¥ * * k¥ * *x % * x * k¥ * x k x * * * k k k¥ * k¥ *x % kx % * k * k¥ k *x k *x % %
* % % * % * k * k¥ * k¥ k¥ *¥ % % * k * k¥ * k¥ k x *x % * k k * * * *x * * % * k * k¥ k * *x *x % %
* % % * % * k * k¥ * * k¥ * *x % * x * k¥ *x x k x x % * k k k¥ * k¥ *x % kx % * k * k¥ k *x k *x % %
* k k k * % * k k * * * *x * * % * k * k* k * *k *x % %
alignment position 551 56 1. .. 571. ..... 581. ... .. 591.. ...

P875609 454 AGTCGTAGTT Ct cttgc- -T GGGCGTGGCT TGAATGACTT CAGTGGCCTC
P875610 405 GGT CGGGCTT CTTCGGAAGT GGGCGTGGCC AAAGCGGTTT CT GGGCACGC
rCOXeB1 382 GGT CGGGCCT CTTT GGAAGT GGGAGTGGCC AGAGCGACTT CT GGGCACGC

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

alignment position 601 . . . .. .. 611. 621. ..... . 631. 641.. . ...

P875609 502 CTCCTGGGag ggag CTGAAG CCGCTCGCAA GACTCCCGTA GT CCCCACCT
P875610 455 CTCCCGAGGC CA- - ATCTAG CAGCCCGGAG GACTCAGCTC GGCTCCTCCT
rCoxeB1 432 CTCCCGAAGC CA-- CTCTAG CAGCTCGGAG GACTCAATTC GGCTTCTCCT

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

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

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

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

* % % * * * % % * %

* * % k% % %

* * % % * %

alignment position 651 . .. .. .. 661. .... .. 671. ..... . 681....... 691.......
P875609 552 C ACTGT GGTGT
P875610 503 C ACATT GGCGT
rCOX6B1 480 C ACATT GGCGT
* % % * ¥ ¥ % *¥ *x % * * % * * * * * % * * * k% ¥ * % k% % * * % ¥ *¥ % % * % %

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

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

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

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

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

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

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

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

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

alignment position 701 ... .. .. 711. .... .. 721. ..... . 731....... 741.. .....

P875609 602 CTTTGCT aggt tgaatccgg
P875610 5563 CTTTGCT CGCT ACTCCGG
rCOX6B1 530 CTTTGCA CGCT GCTCCGG
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alignment position
P875609 652
P875610 602
rCOXeB1 579

alignment position

P875609 701
P875610 650
rCoxeB1 628

alignment position
P875609 751
P875610 699
rCOX6B1 677

alignment position

P875609 801
P875610 719
rCoxeB1 697

alignment position

P875609 846
P875610 769
rCoxeB1 741

alignment position
P875609 896
P875610 800
rCOX6B1 782

alignment position

* %
* %
* %
* %

* % X F

* %

E I

* X X X X X X X

* %
* %

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

* %
* %

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

* %

751. ..

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

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

* % %

801. .. .. ..
GAGCcggacc
AAGCGCCCCG
AAGCGCCCCG

* k k% % *¥ k *x % * %
* %

E o

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

851. ..
cgtccggc
GGGTc

901.

AACAAT GATA
AACCATTATA
CACCATTATA

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

951. ..

ACTTTAATTA
TCcc-TATTA
TCTCTTATTA

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

1001. . .
GCGATT- - - -
TCC
GCCATTaTCC

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

1051. .

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

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

76 1.

AGGGTt CT GT
AGGGT- CGGG
AGGGT- CAGG

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

* * k% %

* Ok o ok ok *
* % % ok o*
* Ok ok ok ok
* % % ok *
* %k ok ok

[EEN

aGCTTCCC
GCTTCCC
- GCTTCCC

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

* * * % * %

Ak A O OO ©
X E X XD QOO K
)

* *

* * * %

*
*
* k k * %
* k%
*

* k k %

86 1. ..
ct ggaccc

* *

911.

CGGTTCTT CC
GCCGCCTTTC
TCCGCCTTCA

* k % k k k k %k % %

* % % * k% * * %
* * % k * k * %
* * % * * *k * %
96 1.

ATTTATTLt aa
CTCCATCCT-
CTCCATTCT-

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

1011....

CCTTTGAT AG
CCTTTAACAG
* * % kx * k% x %k % %
* * % * * *k k ¥ * %
* * % kx * k% x %k % %
* * % * * *k k ¥ * %

1061....
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* * % k %
* k *k k %
* * % k %
* k *k k %

* X X X
* X X X
* X X X
E

* 0% X X X X X X

771.

AACCTGGGAC
AT CCTGGGGG
AT CCTGGGGG

* 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 %

821.

TGAGAACGGG
TGACGCCAAG
TGAAGCCGGG

* * % * k% k x k x %

* k % k *k k * %
* k % *x k& x *¥ %

* X X X X

*
*
*
*
*

871.

CGGGGCCCT G
CGGT GTCCT G
CGGGGTCCT G

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

921.

TTGATGC- - -
TTCATGAtgg
T- GATGT- - -

* * % k k %k %

97 1.

ctctcccaCC
--------TC

CGTTGGGGCT
AGCT GGGGC T
* * % x * k * k k¥ %
* * % x k* k k¥ *k x %
* * % x * k * k k¥ %
* * % x k* k k¥ *k x %

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

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

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

781.

- CCCAGTCTA
-AACCTTGTC
gAACCTTGTC

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

831.

TTGAGGCTTC
CAGAAACTTC
AAGAAACTTC

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

881.
ttct gttcat

931.

> CAGGCAACA
CTAGGTCGCT
-TAGGTCGCT

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

981.

AGCCCTATGA
AGCCCTAcaa
AGCCCTATGA

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

1031. .. ...

GGAGTGT GAA
GGAGT GT GAA
* k k k x *k Kk *x k* %
* % * *x % * * %
* %k * k % * % %
* * * *x % * * %

1081. .. ...

* *
* *
* *

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

* % * %

* * % %

* % *x %
79 1. .
GC GGGCTGAG
CGTTGCAGAG
TGTGGTAGAG

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

84 1.

CGGCTGGng
CGGCGGCCAC
CGGCTACCCT

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

89 1.

cgtaa GAGCT
GAGCT

94 1.

TCC- CAAACA
Tt ct AAGCAG
TGA- AAGCAG

* k* % * * % kx % %

99 1. .
GATAGGGCCT

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

GCGCCTTacc
GCGCCTTagc
* k * * x *x %
* * % k% *¥ % *
* k * * x *x %
* * % k% *¥ % *

1091.
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P875609 902
P875610 843
rCoxeB1 832

alignment position
P875609 902
P875610 893
rCOX6B1 882
alignment position
P875609 902
P875610 943
rCOX6B1 926

GGCTATA
GGCTGTA

* * % % * % %

L I
* * *
* % o
* %

* *
* %k ok

CCTGTCGCCT
TCTGTCGCCT
* * k% % * *k *x % * %
* k% kx * k *x % k% %
* * k% % * *k *x % * %

Pairwise similarities:

AGGCAATT CG
TGGCAATT AG

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

1111....

CGAGTTCACA
CGGGCTCACA

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

1161....

TGACTCGT gt
TGACTCGT - -

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

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

GATTTAGACC CAGTAAATTG GACTGTGGAG
GATTTGGACC CAGTAAATTG AACTGTGGTG

* * % k k* k k¥ k x %

* k %k k %

* * *

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

1121

GGCGTGGCCA CCCgcgttcc
GGCGTGGCCA CCCg

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

* * *k * %

E I
EE
E N

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

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

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

* % ok
* * *

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

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

* k x %

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

1141.

AA GGCCGAAG
AA GGC CGAAG

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

* %

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

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

(967 bp)

0.126
37%

| P875610

P875609
(901 bp)

P875610
(967 bp)

rCOX6B1
(943 bp)

0.167
36 %

1.000
82 %

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

Positions in alignment

Output file

Extract alignment region

from:

dialign.seq

Extract aligned sequences

to:

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 MainGEMSEIDoradoGene2PromoterBiblioSphere
Frequently asked questionsYour ResultsYour SeguencesY our ProtocolHelp

GEMS Launcher Task: DiAlign TF: Multiple alignment plus TF sites
working on C4-COX7C (3 seq.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1 December 2004 Wed May 11 16:45:21 2005

Solution parameters:

Sequence file: C4-COX7C (3seq.)
Type of sequences: nucleotide sequences
Threshold T: 0.00

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

complete alignment is shown

Alignment output: # nucleic acids per line: 50

TF output: common TF matches located in aligned regions (common to 3 (100.0 %) sequences)
Family matches: yes

Matlnspector library: Matrix Family Library Version 5.0 (February 2005)

Selected groups e ALL user_defined.lib (0.75/Optimized)

Aligned Sequences:

’E Sengr(Te]nece Sequence Description
P985294 sym=COX7C|loc=L oc1350|taxid=9606|spec=Homo

1/P985294 |sapiens|chr=5|ctg=NT_006713|str=(+)|start=36507518|end=36508642|len=1125|tss=601,625|comm=cytochrome ¢
oxidase subunit Vllc; (AK026505/501/gold;NM_001867/525/bronze;)

P985295 sym=Cox7c|loc=Loc12867|taxid=10090|spec=Mus
2|P985295 musculus|chr=13|ctg=NT_039589|str=(-)|start=9490489|end=9491609|len=1121|tss=601,606,621|comm=cytochrc
c oxidase, subunit Vllc; (AK002494/526/gold;AK027989/531/gold;NM 007749/546/bronze)

3|rCOX7C rCOX7C rn3_dna range=chr2:15175947-15176956 5'pad=0 3'pad=0 revComp=TRUE strand="? repeatM asking=nor

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.

WSHNIDEVSSTAT, v 5R50F WSSTAR VSGKLE VSRORA VSETSE VSLAG

alignment position 1. . . .. ... . 11. .. .. ... 21. ... ... . 32.... .. .. 41...... ..
P985294 lttcatcaggc ggacaccagt tcctagtcca ggctagctcc aggt GTCAGA
P985295 laa-------- --------- S T ----GTCAGA
rCoX7C Lo SR O SRR O ----GTCAGA

* * k *x * %
* k *k k * %
* * k& *x * %
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alignment position 51 . . . .. .. 61....... 71. . 81. . 91 . .. ... ..
P985294 51 GGCCACTTTT CCCTTCTACT CCTCACACAT GCTGtactca taccagactt
P985295 9 AGGTTCTTGT GTCTTCTCCA ACCTAATCAT GCTGcgcata ggagtttcTA
rCOX7C 7 AGGT ACTCAT CTCTTCCATA ATCTAATCAT GCTtcacatatcgtt---TA
* % * k *k k kx x x % * k x k¥ k¥ * * kx k* % * k * k¥ k * *x *x % * * k k% * %
* % % % * k% * *¥ *¥ % * k xk k¥ k¥ *¥ * *x * % * k ¥ k¥ k * * *x * * * k% * %
* %k * k *k k kx x x % * k x k¥ k¥ * * kx k* % * k * k¥ k * *x *x % * * *x %
alignment position 10 1. ... .. 111l 121.. .. 131. . 14 1. .
P985294 101gagttttccctgccctttgt tcttcct TCT TTTTTATTCG ATTCCCATTA
P985295 B9 TC- - - ---- = - - - -- e -TGT ATGTCCTCTT ATATCCAATT
rCOX7C B4 TC- - ----- = - - - -- s -TGT ATGTTCTTAA ATATCCATTT
* % * * * * * k¥ k ¥ x * * %k % * k k* *k * *¥ * *¥ * %
* % * % % * * %k k k¥ kx * %k *x % * k *k k x *k x * % %
alignment position 15 1. ... .. .161. ... .. 171. 181. 191. .
P985294 151 TCTT TAGTg - - --- - - - ATC ATTCCCTTAG CATTTCAGTt ttctctct ga
P985295 84 TCTATACCTT CAAaaaaa- C CAGGTCTTAG CACTTCAGTC CAGTTTTCAC
rCOX7C 79 TCTGTATTTT CAAaaacATC CAGCTCTTGG CACTTCAGTC CAGTTTTCAC
* %k k% * *k k% k *¥ x % * *x % * % * * * * k¥ k * * *x *x * * *k * k *¥ x¥ * * * % * k k% * * * k *x *x %
* %k * * * k * * *¥ % * k% * * k *¥ * k *x % * * k*k k¥ k *x x * *¥ *x % * %k * * * * %k *x *x %
* *k k * k¥ k *¥ * *x *x * * * * k *¥ x* * * * % * k k% * * * k *x *x %
* * k * k¥ k * *x *x * % * * k¥ k ¥ x * * %k % * %k * * * * %k *x *x %
alignment position 20 1. . .. .. 211, ... .. 221... ... . 231....... 241.
P985294 193 ag- - - - - TCC TTTGTGCTGC ACGTTGTTTG ATTACTTGtg tttatgcTTT
P985295 133 TACGGCATCC TTTGTGCTAC ATACTGTTTG ATCAGTTGCT -- - - - - - TGT
rCOX7C 129 CATGGCATCc - TTGTGCTAC ATACTGTTTG ATTAGTTGCC -- - - - - - TGT
* % * *¥ * % * ¥ *¥ % * k xk k¥ k¥ *¥ * *x *x % * k * k¥ k * * *x * % * k¥ k¥ k k¥ x * * *x % * % %
* % k k¥ *k k kx x x % * * x k¥ *¥ * * kx kx % * k * k¥ k * *x *x % * * * k k *¥ ¥ * * *x % * % %
* % * * % % * * % * *x ¥ * *¥ * * * % * k ¥ k¥ k * * *x *x * * k¥ k¥ k k¥ x * * *x % * % %
* % * * %k k k *x % * %k * * * * * *x % * k ¥ k¥ k * * *x *x % * * k k *¥ ¥ * * *x % * % %
* % * % * * ¥ * * * % * k ¥ k¥ k * * *x * % * k * k *¥ x¥ * %
* %k * * * * * *x % * k ¥ k¥ k * * *x *x % * * * k *¥ x¥ * %
alignment position 25 1. . .. .. 261. ... .. 271. .. 281. .. 291. . ...
P985294 238 GTTTCTTCAG CTAGGATCAT TAgcaCA
P985295 176 GT TCCCTCAG ACAGGACTAT AATG- CA
rCOX7C 171 GTTCCCctc - --- GGAATAG AATG- CA
* % * ¥ k¥ k kx * x % * k¥ x k¥ k¥ * * * kx % * k *x % * % % * % * * * * * *x % * *x * * *
* % % % % % * * * * % * % * *x % % * % % % % * * * * * *x X% * *
* % * * % % * * % % % * * * * * * *x * * *
* x k% %k *x % * * * %
alignment position 30 1. ... .. 311. ... .. 321... 331. .. .. 341..
P985294 288 AATCATTGAC ACCT- - - - - - AGCATATACT TTATTTTTaa
P985295 225 AATGACTGAT At actcacaa GAAAATAATT TTATTTCTTG
rCOX7C 216 AATGAGTGAT ACAT- - - - - - GAAAATAATT TTATTTCTTG
* * x * * * * *x * * * *x % % * * * k *¥ *¥ * * * % * *k % * * * k *x *x %
* * * * k kx * x % * * x k¥ k¥ ¥ ¥ k¥ x * % * * k¥ k ¥ x * * % % * %k * * * * * *x *x %
* k% k% k% k% * * *¥ * * *k x * * * * * x¥ * %k * *k * k *¥ * * * * % * *k % * * * k *x *x %
* * k¥ k ¥ x * * % % * %k * * * * *x * *x %
* *k * k *¥ * * * * % * *k k% * * * k *x * %
alignment position 35 1. ... .. 361. ... .. 371. . 381. .. .. 391..... ..
P985294 328 aaaagaaaga aagaagagaa aagggat ggg tttattgtcc tt TTCAACAG
P985295 275 - = = - - - - - - - e e e oo oo - B i R R R -- TTCCATTA
rCOX7C 260 - - - - - - - - - - - -- oo oo - I S A I TN -- TTCCATAA
* k * * k * *x %
* k x k k * * %
* k * * k * *x %
* k * k¥ k * *x %
* k * * k * *x %
alignment position 40 1. . .. .. 411. ... .. 421. . 431. . 44 1
P985294 378 ACTAGAGTAT ACGGGGTGAA ACTGCTTCAC TTGATT CAAT
P985295 283 ACTT GAACAC ACATGTTAAA GCAGCTTTAG TTTCTT CAAT
rCOX7C 268 ACTT GAACAC ACACGGTTAA ACAACTTTAG TTACCTCAAT
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alignment position

P985294 428
P985295 332
rCOX7C 317

alignment position
P985294 462
P985295 382
rCOX7C 367
alignment position
P985294 462
P985295 432
rCOX7C 417

alignment position

P985294 508
P985295 482
rCOX7C 460

alignment position

P985294 558
P985295 532
rCoxX7C 510

alignment position
P985294 608
P985295 582
rCOX7C 559

alignment position

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

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

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

* Ok F X X

* % %k % %

GTcccattga
GTt ctaaac a

* %
* %
* %
* %

551.

.- CTGGCG
CATTCTAGAG
CATT = ===- -

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

60 1.

CtCCGCAATG
GCCCGGTATT
GCCAGGTATT

* k *k k k *k k k¥ kx %

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

651.

ttgtchGTT
TGAGTACGTT
TGAT TGCGT ¢

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

* xk Kk k * k k * %

701.

CTTGCGCAC
T TCGCGCT C
TTCTCGTTC

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

* k k *k k *x k %

*
*
*
*
*
*

* ok ok F X X

CCCAGGAA
TCCCAAGAA
CCCAAGAA

* k x k¥ k¥ *¥ k¥ * *¥ %
* * x * * * * *x * *
* k x k¥ k¥ *¥ k¥ * *¥ %
* * x * * * * *x * *
* k x k¥ k¥ *¥ k¥ * *¥ %
* % % * * *x *x %
511. ... ..
atcactaaag
cagatgataa

CGAAAC
CCAGAC
- CAGAC

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

* X X X X
* %k 3k 3k 3k

E R I . B
E . T

GTCTGAACTA
ATCTAAACTA
ATCTAAACTA

* *k k k k x * k *x %
* k¥ k ¥ k% *x *¥ *k x %
* *k k k k x * k *x %
* *k % * ¥ % * *¥ *
* k * k ¥ % k % %
661. ... ..

TCCTCAAGGC

TCAGGAAGTT
- CAGGAAGTC

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

CGGGGAACAA
TGCICGAGCA A
CGGATAGCAA

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

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

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

471.

TCCTAGACCT
TCCTAGATCT
TCCGAGATCT

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

* F X F *
* % kX X
* % F F F
* % X X
* F X X *
L
* % F F F
* % ok ok F

* %

a1
N
=

gt aAGTTATC
gct AGCTATC
*
*

* *k *x *k k% %

* % *k % * %

571...

* % *x % * k k % %
* * % * * * % % *
* % *x % * k k % %
* * % * * * % % *
* % *x % * k k % %
* * % % * * % % *
* k x k x x¥ * Kk *x *x
621.

CAATTCCCAC
CAAAGCCCAC
CAAATCCCAC

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

671...

TCCGCCCC
CCTGTTGT
CGTGCTGT

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

* F F *

*

721.

GGTCGT GAAA
GGTCGT GTAG
GGTCGT GAAG

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

771, ..

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

481. ..
aagc
GAACTCATAG
GAACTCAGAA

* ¥ %k k% ¥ *x * % *x %

* * % %

* % k% %

* % 3k
* F
* % *
* F
* * *
* Xk

* * % %

* X X X
L

* % F F * X *
ECE I . T

* * * *
* % F * * X *
ECRE I . T

631.

AATCCagggc
AAACCT CAGA
AATCCT CGGA

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

*
*
* * * %
*

* X

* * %

... .. ..
CCCATCTT
CCCATCTT
CCCATCTT

* k k k %k k * %

(o2}
(o]

* k k ¥ % %k * %
* k k k % k * %

* F F *
E L I

* k k ¥ % %k * %

731.

AAAaaggtct
AAAGGGGA G-
AAAGTAGGG-

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

781. ..

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

GACAGCTCAG
AACAGCTCAG

* %k *k k¥ % * k¥ *x * %
* % * %

*
* % %
*

* Xk

*
* % %
*

* F
* * *
* X Xk

* % * %

GGTGCGCGCT
GGAGCGCGCT

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

591. .
tgataagg
GATATGGc
GATATGGg

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

* *
* *x *
* * * %

64 1. .

gatttccgct
GCCCGCCGGT
GCCCGCCAGT

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

* %

691.. ...

TCTTTT
CCCTTT
CCCTTT

* k k k k % %

* % % * %

* k % * %

* % % * %

E I
* X X X X
EE I I

* *
* %
* *
* %

* %

741. . ...

TGGTGAGGT
Tt AGGTGGT
TGAGGTGGT

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

*****>>®'

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

791. . ...
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P985294 658
P985295 631
rCOX7C 608

alignment position
P985294 708
P985295 681
rCOX7C 658

alignment position

P985294 758
P985295 731
rCoX7C 708

alignment position

P985294 808
P985295 775
rCOX7C 752

alignment position

P985294 858
P985295 807
rCOX7C 787

alignment position

P985294 908
P985295 851
rCox7C 826

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

CCGCCATTTC ATCTGTCCTC ATTCTCTGCG CCTTTCGCAG AGCTTCCAGC
CGGCCATTTC TTCCGCCTTC CGTGTCTGCG gccCTCGCAG AACTTCCAGC
CGGTCATTTC TTCTGCCTTC CGTCTCTGCG ACTCTCGGAG AACTTCCAGC

* * % % %
* * % % %

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

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

* * *
* * *
* * *
* ¥ % k k& x ¥ *

80 1.

AGCGGTATGT
AGCGACATGT
AGCAGCATGT

* k *k k k k k k¥ kx %

* xk *k *k * k¥ kx k¥ *x *

* k kX k k *k k k¥ kx %
* xk *k *k * k¥ kx k¥ *x *
* k kX k k *k k k¥ kx %
* xk *k *k * k¥ kx k¥ *x *
* k kX k k *k k k¥ kx %
* * % * * % %
* k % %
* * % %
851. .....

TAGGAGCCAC
TCGCAGCCAC
TCGCAGCCAC

* x k k *k k kx ¥ *x *
* k kX k k k k k¥ k %
* x k k *k k kx ¥ *x *
* k kX k k k k k¥ k %
* x k k *k k kx ¥ *x *
* k kX k k k k k¥ k %
* x k k *k k kx ¥ *x *
* * k k *k k %
* * k k% ¥ * %
* * k k *k k %
901. .....

GGCTTCGTTG
GGCT GCCTAG
GGCT GCtgag

* k *k k * k¥ k ¥ x *
* k *x kx % %
* x * *k % %
* k *x kx % %
* x * *k % %
951. ... ..

CCGCCTCCGG
CGGCCTGGA G
CGGCCTAGAG
* *k *k *k * k& kx ¥ *x *
* k kX k k *k k k¥ kx %
* x k% *k * k& kx ¥ *x *

* * *

* % * k k k %

CGCAGACTAG
GG GA GACACT
-- - - GACGCG

* k kX k k k k *k kx %

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

* % %
* %
* %
* %

*
*
*
* * %

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

*
*
*
*

TGGGCCAGA
TGGGCCAGA
TGGGCCAGA

* *k k k k x * k x %

* * k ¥ k¥ * *¥ *k *¥ %
* *k k k k x * k x %
* * k ¥ k¥ * *¥ *k *¥ %
* *k k k k x * k x %
* * k ¥ k¥ * *¥ *k *¥ %
* *k k k k x * k x %
* * k ¥ k¥ * *¥ *k *¥ %
* *k k k k x * k x %
* * k ¥ k¥ * *¥ *k *¥ %
861. ... .. .
TATGAGGAGG
TATGAGGAGG
TATGAGGAGG
* %k k% *¥ k *x k% %k x %
* *k k k k x * k k %
* %k k% *¥ k *x k% %k x %
* *k k k k x * k k %
* %k k% *¥ k *x k% %k x %
* *k k k k x * *k k %
* %k k% *¥ k *x k% %k x %
* *k k k k x * *k k %
* %k k% *¥ k *x k% %k x %
* *k k k k x * *k k %
911. ... ..

GGGGAGGGGG

GGGCAAGGT G

aat cgccacec
* kk Kk k Kk k Kk Kk %

GCTGTGGCGT
CGTGTGGGGA
CGTGTGGGGA

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

1011. .. ..

CATTCCACTT
CAGGCCCCTC
CAGGCCCTCT

* * k k *k x * k k %

*
*

* % X X X X X X
EEE I R R T B R R
EEE I I B R T R R R

*
*

*

*
*
*

* %
* %
* %
* %

*

* % ok ok ok

EEE I R A T B R R

871...

GCCCTGGGAA
GTCCGGGGAA
GTCCGGGGAA

*

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

*

*

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

*

* % Ok X X X X X F

*

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

¥ % % X X X X X X X
EEE I R A R T B R R
E I I R S T T R R R
F Ok ok X X X X X X F

*

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

*

*

*

*

971.
GGGAGATGAL

GGGAAGTGAC
GGGAAGTGCC

*

*
*
*

*

*
*
*

*

*
*
*

* %
* %
* %
* %

*

* F

1021. .

AGCCCAagga
AGTCCACACC
GGTCCACATC

*

*
*
*

*

*
*
*

*

*
*
*

*

* * X * *

*

*

*
*
*

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

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

* * %

* %

* %

* %

831. ..

* % * F * * F
ECE . . T L
* % F F * F F
* % X F X F

ACCT
ACCT
ACCT

*
* X
E
* X

L R
EEE I R I T R R R

*
*
*
*
*
*
*
*
*
*

* Ok ok X X X X X F
* 0% kX X X X X
* % X X X X X X
* 0% 0k X X X X X

881. ..

GGTTAGTG! g
CENFCIGENG A -
CERICIAGENG A -

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

* * k% %

E I

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

* k% Kk %

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

*
*
*
*
* k %
*
*
*
*

* % X X X X X X X

* %

931.
tgactCGCGC

* %

* % 3k
* F
* * *

1031..

ccagt GAGGA
CCG- -GGGag
CCC- -GTGAA

* * % * k * * %
* % %

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

84 1.

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

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

CTGTGGTCCG
CCGTGGTCCG
CCGTGGTGCG

* k * %
* x * %

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

* k kX k k * kx * * %
* k * k% *x ¥ *x *¥ % %
* k kX k k * kx * * %
* k * k% *x ¥ *x *¥ % %
* k kX k k * kx * * %
* x k% %k *x % * %
* k k% k kx % * *
* x k% %k *x % * %
891..... ..
taaggGGCAC
----- GGCTC
----- GGCCT
* * %k % %
* % *x * %
* % %k % %
* % *x * %
* % %k % %
94 1.

ACCTGCAAGG

GGC

AT CTCAGGGC

* x * %

99 1.

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

CAGGCTGAGA
CAGGAGCTCG

1041. ... ..
AGCTGGGCAT
AACTGGGAAG
GGCTGGGAAG

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

* k k% kx * %
* * k *x * %
* k *k kx * %
* * k *x *x %
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alignment position

P985294 958
P985295 899
rCOX7C 870
alignment position
P985294 1008
P985295 929
rCOX7C 900

alignment position

P985294 1058
P985295 955
rCOX7C 934

alignment position

P985294 1108
P985295 990
rCox7C 972

alignment position
P985294 1126
P985295 1040
rCOX7C 1011
alignment position
P985294 1126
P985295 1090
rCOX7C 1011

CCTAGCGCGT
CACGGCGCCT
CACAGCGCCT
* k kX k k *k k k kx %
* k k k * k k k& x *
* k kX k k *k k k kx %
* * Kk % *

1101.....

CTccatcagc
CTgt cagccg
CT--------
* %
* %
* %

* k% %k k* %

AT Ggctccgg
AGGT TCGGT G
AGGT TAGGT T

* xk *k *k * k& kx k¥ *x *
* k k k k *k k *k kx *
* xk *k *k * k& kx k¥ *x *
* k k k k *k k *k kx *

AGGT CATCGG
AGGT CATTGG
AGGT CATTGG

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

* *

12

* % * * k x * %

cagcaa

1301

gcccccagt g

Pairwise similarities:

1061. .. ..

AGCCGCTaa a
AGCCGCTGCC
AGCTGCTGCC

* *k k k k x * k k %

* *k k% *¥ k *x * *k * %
* *k k k k x * k k %
* % k% * % % %
1111. .. ..

cacctgacGC

1161. .. ..

gaggccacgg
GGAGCTGGGC

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

1211. .. ..

ACCCGAAA- -
AAACAAAAGA
AAACAAAAGA

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

1261. .. ..

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

1071. . .
ggaatgggca

1121. . .
CCCCTCCCCC

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

1171. .

ctgtaggtagt
GGCGt cggag
GGCGt cagag
* k *x %
* *x % %
* k *x %
* *x % %

1221. .

AGAGGGCCTG
AAAGGGCTTG

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

1271. .

1081. .
ggtagatcecg

1131..

GCCCCGCAGA
----CAGAGC
TTCCCAGAGC

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

1181..
aaa

gt tggt t
El e -
at gagc - - - -

* % %
* % %
* % %

TGGCTGgtt a
AGGCTGt gg-

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

1281..

1331

tg

1091. ...

ga AGCCCT GC
-- CACGCCGC
-- AGCACT GC

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

1141. ...

AAGCCCTGAG
GAGGCCTGGA
CAGGCCTGGA

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

* * %k * % *x * %

91. ...

cgagcT GG
T GA

* %
* %

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.

' [P985295 [fCOX7C
(1121 bp) /(1010 bp)

P985294 0.272| 0.246
(1125 bp) 45 % 43 %
P985295 1.000
(1121 bp) 77 %

Please note that the similarity value 1.000 marks only the two most similar sequences, it does not necessarily mean that these
sequences are identical.
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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 Agreement GEMS Launcher 4.1.1
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Genomatix-L ogo L ogout Personal Messages GEMS-Logo

Genomatix MainGEMSEIDoradoGene2PromoterBiblioSphere
Frequently asked questionsYour ResultsYour SeguencesY our ProtocolHelp

GEMS Launcher Task: DiAlign TF: Multiple alignment plus TF sites
working on C4-COX7B (3 seq.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1 December 2004 Sat May 7 01:36:43 2005

Solution parameters:

Sequence file: C4-COX7B (3 seq.)
Type of sequences: nucleotide sequences
Threshold T: 0.00

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

complete alignment is shown

Alignment output: # nucleic acids per line: 50

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

(core/matrix sim):

Aligned Sequences:

’E|Seng§1nece Sequence Description
P985229 sym=COX7B|loc=L oc1349|taxid=9606|spec=Homo

1/P985229 |sapiens|chr=X|ctg=NT_011651|str=(+)|start=450269|end=452269|len=2001|tss=1001|comm=cytochrome c oxidast
subunit VIlb; (NM_001866/501/bronze;)

P985231 sym=Cox7b]|loc=L 0c66142|taxid=10090|spec=Mus
2|P985231 musculus|chr=X|ctg=NT_039711|str=(+)|start=11047340|end=11049343|len=2004|tss=1001,1004|comm=cytochr¢
c oxidase subunit VIlb; (AK002593/514/gold;NM _025379/511/bronze;)

3|rCOX7B [rCOX7B rn3_dna range=chrX:94210088-94212438 5'pad=0 3'pad=0 revComp=FALSE strand=" repeatMasking=nc

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.

VSRBPE V$IKRSWSOCT V$CLOX WESEREE \/ $S-1F VSCATA WSSTAT Vv $. EFr USICER

alignment position 2. . ... .... 11.. ... ... 21........31........41........
P985229 lgcgattctgc cgcctcagtc tacagagt ag ct gggattac aggcacatgc
P985231 1acTATTACTG AATGGGAcaT GCTAAGATCC TATACCTTTT GATAGGATGC
rCOX7B 1at TATTACTG AATGGGA- - T GCTAAGGTCC TATACCTTCT GATAGGATGC

lof 11 4/11/07 4:42 PM
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alignment
P985229
P985231
rCOX7B

alignment
P985229
P985231
rCOX7B

alignment
P985229
P985231
rCOX7B

alignment
P985229
P985231
rCOX7B

alignment
P985229
P985231
rCOX7B

alignment
P985229
P985231
rCOX7B

alignment
P985229
P985231
rCOX7B

alignment
P985229
P985231
rCOX7B

position
51
51
49

position
94

101

97

position
124
151
147

position
174
201
197

position
224
215
211

position
274
220
216

position
324
220
216

position
374
220
216

* *k k k% kx % % %

51.

caccacgccc
TCT AAA AAGc
TCT AAGAAGc

* *k k% %k *¥ k% % % %
* %

* * k% k %

* * * * %

* * *

*
* % %
* % *

* * k% k %

GAGAAGCTAA
GAGAAGCTAA

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

151. .. .
ctcctgacct
AGT AAGTTCT
AGT GAGTTCT

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

201 . .. ..
caggcgtgag

251 . .. .
TTTTgagacg
TTTTT-

301. .. .
ttctcggctc

351.

401 . ..

aaTTTT TGTA
- TTTTTTTA

* *x * k% *x % %

* % X X

61. .
agct aattgt
agAGTTT GAT
- -AGTTT GAT

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

* %k Kk

*
* % %
*

* F
* * *
EE

* %

111.

GGCAAAAGAA
GGCA GAAAAA

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

161. .
cgtgatccgce
AGCCAGTCTG
AGCCAGTTTA

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

211.
Cc
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* k* %
* k% %
* k* %

* X X X
E o
E I I I
* X X X
* X X X
E
* X X X

* k% %

[EEY

71... ...
tggtattt
TTGTACAT
TTGTACGT
* K Kk ok ok Kk Kk K
* * x *

*

*

* 0k X X o o

t
A
A
*
*
*
*

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

121.. ...

TTTCACCATG
TTGCAAATTC
TCGCAAATTC

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

171... ..

ccacctcggc
GGTTACATAG
GGTTACATAG

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

221. .. .. .
aggcctaaca

271. .. .. .
ctgtcgccca

321... ..
ccgcctccecg

371.. ... ..
ggatgacagg

421. . ... ..
agacggggtt

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

* X X X
* X X X
E
* X X X

[EY

gt
TTATCTAAT
TTCTCTAAT

* k% k¥ % % k¥ k *¥ %
* k %k k %

* % % X o 4 D 00

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

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

* X X X

ggg-------
CATGACACTa

CATGACACTg
* % k% k k¥ x * * %

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

* k % k *k kx * %

TT GGCCAGGA TGGTCT CGAT
TAGGCCAGTC TGGGCT ACAT
CA GGCCAGTC TGGGCT ACAT

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

* * % %

181.
ctcc

* * k% * k %

caaagt

ggag
taaact CTGT
* % % %
* % % *
* % % %
231. ......
gctttctTTT
- - - - ---TTT
- - - - ---TTT
* % *
* % %
* % *
* % %
281. ......
ggct ggagtc
331. ......
ggtt caagtg
381. ......
cgcgcgccac
431. ......
tcaccatctt

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

gctgggatta

acCTGG CTTACACAGA

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

CTTTCTTTCT
CTTTTTTTTT
CTTTCTTTCT

* % k¥ k k¥ k x k& % %
* k k k k k k k x %
* % k k k¥ k * k& *x %
* k k k k k k k x %
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alignment
P985229
P985231
rCOX7B

alignment
P985229
P985231
rCOX7B

alignment
P985229
P985231
rCOX7B

alignment
P985229
P985231
rCOX7B

alignment
P985229
P985231
rCOX7B

alignment
P985229
P985231
rCOX7B

alignment
P985229
P985231
rCOX7B

alignment
P985229
P985231
rCOX7B

alignment
P985229
P985231
rCOX7B

alignment
P985229
P985231
rCOX7B

alignment

P985229
P985231

position
424
231
218

position
474
231
218

position
524
234
225

position
572
284
275

position
604
334
325

position
604
384
375

position
604
397
425

position
604
413
475

position
604
413
525

position
604
413
575

position
604
413

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

451 . ..
gtctcgaact

501. ..

551. ..

TTTTATCACG TATTTATCTA

461. .
ccgacctcgt

511. .
gcgt gagcca

561.

ATTTATTATA Tgtaagt aca

TTTTATTATA TATTTCTTTA

* k k¥ *x *¥ k% *x % *x %

601. .. .
caacttttct
ggc atc agat
gtttcctgtc

att tgaactec
ccccct tact

gccatctcac
ttggcaagac

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

11. .
taaacttga
tcattaagg
at aagcccc

O 00 o

t ggacct
gcccccec
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471.. ...
gatccgccca

521... ..

571. .. ...

c--ATATTAC
ctgtagct gt
ttt ACATTTC

* *k *k * % % %

621.....
cgttatttga

atggttgtga
catcccctcc

gaagagcagt
ccatattcecec

----CCCTAC
gagcCCTTAC

* x % k *x %

48 1.

531.
ccaatagctt

581.
AGAAGTTTTT

cttcagacac
AAAGGTTATT

* * % * * *k k k¥ x %

gccaccatgt
ccctccctca

cgggtgctct
tt gcactggg

ACAGAGTTTc
ACAGAGTTTa

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

t ccAAAGTTA
ATT
AAACATT

* k k k *k k %

ACTGTTCTTG
accagaagag
ACCCTTCCTG

* kx k k k k x k& x %

ggttgctggg
t atgggtatt

t acccactga
gggtccaacc
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rCOX7B

alignment
P985229
P985231
rCOX7B

alignment
P985229
P985231
rCOX7B

alignment
P985229
P985231
rCOX7B

alignment
P985229
P985231
rCOX7B

alignment
P985229
P985231
rCOX7B

alignment
P985229
P985231
rCOX7B

alignment
P985229
P985231
rCOX7B

alignment
P985229
P985231
rCOX7B

alignment
P985229
P985231
rCOX7B

alignment
P985229
P985231
rCOX7B

alignment
P985229

625

position
604
413
675

position
604
413
725

position
604
413
775

position
604
413
825

position
604
413
875

position
604
413
925

position
604
413
975

position
604
413
1025

position
604
448
1075

position
604
493
1125

position
604

agt gaagctt

CACATgaac-
TACATacact

* k %k k %
* * % % *

1451. .

aaacacagct

- TTAAGAAGA
t TTAAGAAGA

* k % *x *¥ %k * % %

- --TGGAATC
gaaT GGAATC

* * *k k K% %k %
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gtctgcttag

TACA- - - -
TACAtttg

* *x * %

CTTAGGGGAA
CCTAGGGAAA

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

ccttggctgatcagtcagga

TATAGTATTC TTGCCAGATG
TATAGTATCA TTGCCAGATG

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

AAAggtc- AATTGATCTCCC
AAAagact AATTGATCTCCC

* * % * k k k k k k k k *k kx %
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P985231 543
rCOX7B 1127
alignment position
P985229 604
P985231 593
rCOX7B 1127

alignment position

P985229 616
P985231 643
rCOX7B 1127

alignment position

P985229 666
P985231 689
rCOX7B 1127
alignment position
P985229 716
P985231 723
rCOX7B 1127

alignment position
P985229 766
P985231 765
rCOX7B 1151

alignment position

P985229 816
P985231 807
rCOX7B 1193
alignment position
P985229 865
P985231 857
rCOX7B 1242
alignment position

tggtct acat

1601. .

GCCAAT TAGT
ACCAAT TAAT

* *k k% % *¥ k% * % % %

1651. .

GAAGTT TTGG
GGACTGTAAT

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

1701..
ccgaagCTTG
------ CCTC
""" RO
1751.. .
ttcggt cgAA
== === == AR
--------AA
* %
* %
* %
* %
1801. .

GCT T CA AGGA
TGT CCA AAGA
TGT CCA AAGA

* k k¥ *x k¥ k %k k kx %
* k k¥ * k k *x k¥ * %
* k k¥ *x k¥ k %k k kx %
* k k¥ * k k *x k¥ * %
* k k¥ *x k¥ k %k k kx %
* k k¥ * k k *x k¥ * %
1851. . .
att t t ATAAA
----- A TCAA
----- A TCAA
* % % % %
* * k* * %
* % % % %
* * k* * %
* % % % %
1901. .

agagagttcec

1611. ..

ATAGt aGTAA
GTAG- -GTAA

1661. ..

GGGA ACAGAA
T GGAAGT GAG

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

1711. ..

T GGAACT TGA
TGGAGTTTTA

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

1761. ..

GATCTGTCTC
GGTCGGT GTC
GGTTGGT GTC

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

1811. .. .
GTTCT-TTCa
GTTAacCTCC
GTTAT-CTCC

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

* k* k %

* * % *

1861. .. ...
GCCGGAAACT
GCTT GAAACT

GTTT GAAACT
* k% *k *k *x * *x *x k% %
* % %k * *¥ * k % % %
* k% *k *k *x * *x *x k% %
* % %k * *¥ * k % % %
* k% *k *k *x * *x *x k% %
* * k% %k * %
* * % % * %
1911. ..
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tggtcagcca

1621. ...

TAGCAGACAA
TAGGAGACAG

* % k¥ k k *k * ¥ * %

1671. ...

AGAagaaaga
ACAct agatc

1721. ...

ACGCCATTTT
GCACCATTTT
----CATCTT

* k *k k k k x %k % %
* x ¥ * % %

* *

* *

* *

1771. ...

TCGGCTGCCC
TCAGCTCTCC
TCAGaTCTCC

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

*
*
*

* % *
* % %

* Ok k *

* %k K ok ok

1821. ...

ttcttcatta
CTGCTTAGTA
CTGTTTAGTA

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

* % k k k¥ k * * % %

1871. ... ..
ACATTTCCCA
ACATTTCCCA
ACATTTCCCA

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

EE I R
E I R R B
E I I . R
* F X X X X
* % X X X X
E I I I
L I

* k* %

1921. . ..

ggactaaat a gagaggccgt

--------ACTAAAAGCTAA
aaaaaaccAA TAAAGGTAAA

AAaaaaTGAG AGAAGT AAAG

AAt g-- TGAA AAATTT GAAG
o5 cooo coooooonoo
1681...... 1691. .. ...

caat

GAAGCTAGTT CCTTAgacga
GATGCTGGTG CCTTATGT- -
GAAGCTGGTGCCTTCTGT- -

* * % k Kk 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 kx *k k & x k¥ %

* k¥ % x k¥ k k k k ¥ % *x k¥ *x %

* *k % k k*k k kK k k * %k * %k %
1781...... 1791......

TCTATAGAGC TCTAAACCTG
TTTGTAGAGT CCGAAACCTT
TTTGTAGAGT CCTAAACCTT

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

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

1831...... 1841. . .. ..

gataccaccc accatacgtec
AATACTACTT TATGGa AGCC

AATACTAGT C AATGGc AGCC
* *k %k k k k k k k k¥ *k k *k k % * k k %
* k¥ % * Kk k k k k & *k * *k *x % * * * %

* k k %

* * * %
1881...... 1891......
AAaggccttt aTT----TTT
AAGACC--- - - TTcct aTTT
AAGGCC- - - - - TT----TTT
* * % *x * % * % * * %
* * * *x % % * * * * %
* * % *x * % * % * * %
* * * *x % % * * * * %
* * * % * * %
* * * * * * %
* * * * %

* * %
1931...... 1941. . ....
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P985229 911 CCT CGC GGGA

P985231 897 CCT CGC AGGA

rCOX7B 1278 TCT CGC AGGA
* k kx * k¥ k % k *x %
* k % *k * k% %k * % %
* k kx * k¥ k % k *x %
* k % *k * k% % % % %
* k kx *x ¥k % k *x %
* k % *k * k% % % % %
* k kx *x ¥k % k *x %
* k % *k * k% % % % %

alignment position 195

P985229 956

P985231 945

rCOX7B 1328

alignment position
P985229 1006
P985231 995
rCOX7B 1378

TTTTTCAGCT
TTTTTCAGGA
TTTTTCAGGA

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

* % * k Kk k k %

* % * k Kk *x % %

* % * k Kk k k %

* % * k Kk *x % %

* % * k Kk k k %

* % * %

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

* % * %

alignment position
P985229 1054

P985231 1045
rCOX7B 1426

GCA GCT GTAt
GCAGCa - TAG
GCA GCT GTAG

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

* %
* *
* %

* % ok o
* F * * *

alignment position
P985229 1103
P985231 1094
rCOX7B 1476

GT CAAAAGCG
GCCAAAAACG
GCCAAAAACG

* *k k% % *¥ k% *x % % %

* % * k k k %k %

* * * %k * * % %

* % * k k k %k %

* * * %k * * % %

* % * k k k %k %

* * * %k * * % %

* % * k k k %k %

* %k * * % %

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

* k k k %k %

alignment position 215 1

A AAGGGA TIHG
ACTAGGAT

AATAGGAT

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

2011. .. ...
CAC- - TT CAA
Cgct t TGCAA
CTC- - TGCAA
* * % * * * % %
* k% * * * * %
* * % * * k % %
* * * * * %
* * * k % %
* * * * * %
* * k % %

* k %

* * %

2061. .. ...

t -GCCGCAGT
TCGCCGCAGT
TCACCGCAGT

* Kk k k Kk *x k¥ * * *x
* % %k k * * k % % %
* Kk k k Kk *k k¥ * * *x
* * % k *k k*k * %
* k k x k Kk *x %
2111. .. ...

CACT AAATCG

CACT AAGCCG
CACT AAGTCG
* % %k * % *k *k % % %
* k% k * k k k% %k %
* % %k * % *k *k % % %
* k% k * k k k% %k %
* % %k * % *k *k % % %
* k% k * k k k% %k %
* % %k * % *k *k % % %
* k% k * k k k% %k %
* % %k * % * * % % %
* k% k * k k k% %k %
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CAATTACT AT
CAATTTCTAT

CAATTTCTAT
* %k * k k x ¥ * *x %
* Kk k k k x *k Kk Kk *x
* %k * k k x ¥ * *x %
* Kk k k k x *k Kk Kk *x
* %k * k k x ¥ * *x %
* Kk k k k x *k Kk Kk *x
* %k * k k x ¥ * *x %
* Kk k k k x *k Kk Kk *x
1971. . ..

* %
* % * k k¥ *k * ¥ * %
* k *k k k *k x * % %
* % * % * * % %
*
*
2021. . ..

GGGTACCT GA
GGGTAGCT GG
GGGTAGCT GG

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

* Ok F X X X

* * %
* * %

ECBE B . B N
ECEE B I I
EEE B I I
E I B I
ECTE I I B R N
E I I

* * %

2071. . ..

TCTAGCTTCA
TCCATCTTCG
TCCATCCTTG

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

*
*
*
* * k* %

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

E I I .
* % ok o

2121. . ..

TCTCCAAGGT
TCTCCAAGGT
TCTCCAAGGT

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

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

* %k %

2171. . ..

AGGTttt ald
AGGT CAAcC- -
AGGT CAAt t t

CccC
ccC

* * % *x * % % * *k k k k k k *¥ % %
* k *x x *x % % * k x k& k k& *k * % %
* * % *x * % % * * %
* k *x x *x % % * % %
* * % %
* % x %
* * % %
* % x %
1981...... 1991......

CCCGGCTGAA AGCCATTTTG
CCCTGCTGAA AGCCATTTTG
CGCCGCaGAA AGCCATTTTG

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

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

AGCGAATTGG CACCAAAGCA
GGTGAATTT G CACCAAGGCA
GGTGAATTTG CACCCAGGTA

* k¥ k¥ k¥ * k¥ k¥ k k ¥ *x k¥ k¥ k¥ k¥ x¥ ¥ ¥ kx %
* k¥ * k¥ * k¥ k¥ k k¥ ¥ *x * k¥ k¥ k¥ ¥ * ¥ * %
* k¥ k¥ k¥ * k¥ k¥ k kx ¥ *x k¥ k¥ k¥ k¥ x¥ ¥ ¥ k¥ %
* k¥ * k¥ * k¥ k¥ kx k¥ ¥ *x * k¥ k¥ k¥ k¥ * ¥ * %
* k¥ k¥ k¥ * k¥ k¥ k kx ¥ *x k¥ k¥ k¥ k¥ x¥ ¥ ¥ k¥ %
* k¥ * k¥ * k¥ k k ¥k ¥ *x * k¥ k¥ k¥ x¥ * x * %
* k¥ k¥ k¥ * k¥ k¥ k kx ¥ *x k¥ k¥ k¥ k¥ x¥ ¥ ¥ k¥ %
2081...... 2091.. .. ..
CCTTCACGAT GTTTCCCTTG
TCTCCGCGAT GTTGCCCTTA
TCTCCGCGAT GTTGCCCTTG
* *k k% k¥ *k k k k k k¥ *k kx k¥ k & k *¥ *k x %
* k¥ * k¥ * k¥ kx kx kx ¥ *x ¥ k¥ ¥k kx k¥ *¥ k¥ x¥ %
* *k k% k¥ *k k k k k k¥ *k kx k¥ k & k *¥ *k x %
* k¥ * k¥ * k¥ kx kx kx ¥ *x ¥ k¥ ¥k kx k¥ *¥ k¥ x¥ %
* *k k% k¥ *k k k k k k¥ *k kx k¥ k & k *¥ *k x %
* k k k * k¥ k¥ %

* k % k %k x % %

* * k* * %

* % k% %

* k* k* %

2131...... 2141. ... ..
GA GCAaaaat t atgacaaat

GA GC AGATAA TGTGGGCGAG
GA GCAGATAA TGTGGGCGAG
* k¥ k% k k¥ k k k k k¥ *k *¥ *k k k& k ¥ *x *¥ %
* k k% k k k ok k k *k k k k k k k *k k *k %
* k¥ k% k k¥ k k k k k¥ *k *¥ *k k k& k ¥ *x *¥ %
* k k% k kK k ok k k *k k k k k k k k¥ k *k %
* k¥ k% k k¥ k k k k k¥ *k *¥ *k k k& k ¥ *x *¥ %
* * % *x %
* * * % %
* * % *x %
* * * % *
* * % *x %
2181...... 2191. . .. ..
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P985229 1153
P985231 1144
rCOX7B 1526
alignment position
P985229 1202
P985231 1193
rCOX7B 1575

alignment position
P985229 1252
P985231 1241
rCOX7B 1622

alignment position
P985229 1287
P985231 1291
rCOX7B 1667

alignment position
P985229 1332
P985231 1337
rCOX7B 1713

alignment position
P985229 1382
P985231 1359
rCOX7B 1735

alignment position

P985229 1432
P985231 1408
rCOX7B 1784

ca- TTT ACAA
TTCTTT ACAA
CCCTTT ACAA

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

2201
ttccttttac

TCCTCCGCCC
TCCTCT GCCC

* *k k% % *¥ k% * %k % %

* %
* %
* %
* %

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

CATCTCGTCC
TGCGTGGTCT
TGCGTGGTCT

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

* * Kk *x k %

* % * k * %

* F F

*
* * %
* % *

* * Kk *x k %

CATT
TGT GACAGT
TGT GACAGT

Xk ok kX Xk kK kk
Xk ok K Xk K Kk *
Xk ok kX Xk X Kk k ok
Xk ok K Xk K Kk *
Xk ok kX Xk X Kk k ok
Xk ok K Xk K Kk *
R
2351.. ....
tttctgttat
2401.. ....
CCT
CCT
CCT
Xk ok X Xk X Kk Kk k
Xk ok X Kk Kk k%
Xk ok KX Xk Xk k%
Xk ok X X Kk k%
Xk ok X X Kk k%
Xk ok X X Kk k%
2451.. ....

GAT GTCCTAC
GAT GAT CTAA
CAT GTT CTAA

CAACCtt at A
CACCCGGG- A
CACCCGGG- A

* * *k * % *x % % *
* k xk Kk Kk *x *k % *
* * *k * % *x % % *
* k xk Kk Kk *x *k % *
* * *k * % *x % % *
2211. .. ...

gaacatctcg
CAAATCCTGc
TAAAGCCTGc

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

CAAGTCATTG
CCAGTCACTG
CCAGTCACTG

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

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

* L * *x %
* * * * *k %
* L * *x %
* * * * *k %
* L * *x %
* * * * *k %
* L * *x %
2361. .. ...
cggagtgata
2411. .. ...

*
* *

L I
* X X X

*
*
*
*
*
*

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

ATTTTAGCTT
ATTTTAGCTC
ATTGTAGCTT

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

TCAATGTGTC
TCCggctgtC
TCCATCTGCC

* %k * k k x ¥ * *x %
* *

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

2221. . ..

gccttctaat
ggGTTTTAAT
a- GTTTTAAT

* %k ¥ % * % %
* %k k * *k k * %

2271. . ..

GGATGATgt c
GGAAGggaag
GGAAGATagec

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

2321. ...
AGTATTTC

* x k k k *k x %k % %
* k k¥ k¥ k¥ *¥ *¥ *¥ * %
* x k k k *k x %k % %
* k k¥ k¥ k¥ *¥ *¥ *¥ * %
* x k k k k * %k % %
* k k¥ k¥ k¥ *¥ *¥ *¥ * %
* x k k k k * %k % %
2371. ... ..
gtctagccCT
———————— AT
———————— CT
* %

* %

* %

* %

* %

*

2421. ... ..
ttcttgagt
CTTTGGCG
TTTTGGCG

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

* *
* %
* *
* %

* k k ¥ * k * %

2471. ... ..
TGGggat atg
TGGGAGTGTA
TGGGACTGTA

CT CGCGGCCT
CTCGTGCTCT
CTCGTGCTCT

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

cttgaatgct

Ctcgtgtgct
TCTGCCCTCT
CATGCCTTTT

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

gtct GTCTCC

TCTAGGTGCA TG- - GTCCCC
TCTAGGTGCA CG- - GTt CCC

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

cttag-----
ct agccataa
aatgacagt -

TGTTtcggtt

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

GCTTTTTAAT
GCATTCTCTT
GCATTCTCTT

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

* k *k k %

E I
E I

* * *k * %

* * * *k *k * * %
* % * % * * %
* * %
* * %
2291. ... ..

cagaGGTAGC
GGTAGC

* k k k k %

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

* % %k % % %

tccagctctc

TGTCCTTG TGTTCCTAAC CTCGTT- - - -
TGTCCTTG TGTT CCTAGC CTAGTT- - - -

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

TCTTCAGTAA
TCTTCAGAGA
TCTTCAGAGA

* 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& % %

aGACACCTCGTTCCTTAAGT
- GACACCTTGCTCTTTTAGC
- GGCACCTTGCTCTTTTAGC

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

* k *k k %

E I I

* * k k%

tttactccta
TTTAcC
TTTAt at

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

* % k% * *k %

GTAGA
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alignment
P985229
P985231
rCOX7B

alignment
P985229
P985231
rCOX7B

alignment
P985229
P985231
rCOX7B

alignment
P985229
P985231
rCOX7B

alignment
P985229
P985231
rCOX7B

alignment
P985229
P985231
rCOX7B

alignment
P985229
P985231
rCOX7B

alignment
P985229
P985231
rCOX7B

alignment

position
1482
1448
1821

position
1532
1491
1867

position
1582
1534
1908

position
1632
1570
1944

position
1682
1570
1944

position
1732
1570
1944

position
1782
1570
1944

position
1832
1570
1944

position

* % * * Kk % %
* * * k* k k% %
* % * * Kk % %
* * * k* k k% %
* % * * Kk % %
* * * k* k k% %
2501. .

GAAAAATATC
AGA ACT GATC
AGA ACT GATC

* *k k% % *¥ k% * %k % %

2551 ..

tct agctCTT
-------CCG
-------CCT

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

2601..

at GCAGCTTT
-- GCAGCTTT
GCAGCTTT

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

* %
* %
* %
* %

* * * * *
E I I

* %

2751 ..

2801. .

2851..

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

* X X X

*
*
*
* * %
*
*

2511. ..

TTCTCCAATLt
TCCTACAATa
TCCTAtgagtg

* % %k * % %k *¥ % %

2561. ..

CACCTGGTT
CATCTGGAT
CACCTGCAT

* * *k k * *k * % %

* % * *

L e I

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

E I

* % * *

2611. ..

GAAGttat
GAAGAAGT
GAAGAAGT

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

>(->(->(->(->(-OO'-"'
*X—*X—*O>""'

* X X X
E

*
*
*
*

* % * %

* F * * *

* %

2811. ..

2861. ..

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

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

* X X X
E I I

2521. . ..

cctattactg
a---CGGTGG
gt agCGGT GG

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

2571. . ..

AATTGCAGGG
CATAGCAAGG
CATAGCGAGG

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

2621. . ..

gt ggattaac
TCTGTAGATT
TCTGTAGATT

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

E
* X X X
* X X X
E
* X X X

* % %

2771, . ..

2821. . ..

2871. . ..

* * % % * % % % %
* %
* *
2531...... 2541. . .. ..
t aat agacgg aaactgtaaa

TAGGAAACTA AATCTA- - - -
TAGGAAACTA AATCTA- - - -

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

AAACAACCCA AAtggt atcg
ggtt gaaaac cttaagcCTG
GG GA AAAGCA AAatt- -CTG

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

2631...... 2641. . .. ..

aatgttagct ggccaggcgc

ATTAACGG- - - ---------

ATTAACGG- - - -~ -------

* * % % * % % %

* * * k *x % *x %

* * % % * % % %

* * * k *x % *x %

* * * k% * % % %

2681...... 2691......
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P985229
P985231 1570
rCOX7B 1944

alignment position

P985229 1932
P985231 1582
rCOX7B 1956

alignment position
P985229 1980
P985231 1632
rCOX7B 2003

alignment position
P985229 2002
P985231 1682
rCOX7B 2053

alignment position
P985229 2002
P985231 1732
rCOX7B 2101
alignment position
P985229 2002
P985231 1778
rCOX7B 2151

alignment position
P985229 2002
P985231 1823
rCOX7B 2201

2951. .

CCT GAA GGCA
AGC GAA AACA
CGC GAA GACA

* *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 *¥ k% *x *k % %

3001..

TACAGGGAGT
TACGTGGAAA
TACGTGGAAA

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

* k Kk k k %

* % * * k* % % %

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

3051..

* * k* % % %

AAA Gaa
AAAG- -

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

GTAATGTGAA
GTAATGTGAA

* k *k k k¥ k k * %k %
* * % %

* %k Kk * % %

* % * *k k% k % %

* %
* *k k% %k *¥ k% * *k % %
* * % %

3151..

* *k k% k % %

AGC CAT GGAT
AGT CAT GGAT

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

TCT AAGTACT
TCT AAGCACT

1882 acaagagcgg gact ccgtect

2961. ..
ATCGTG
ATCATG
ATCATG

*

*
*
*
*

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

* *

E I I
L
* 0% X X X

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

3011. ..

TTTGAGACCA
CTTGAGACTA
TTTGAGACTA

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

* *

ATTCATTTTT
ACTCATTTTC

*
*

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

T GAAGGT GAC
T AAAGGT GAC

*

*
*
*
*

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

* % *

* * *
E

* % * *

3161. ..

TTAGTTTTAT
TTATTTTTAT

*
*
*

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

GAAGTACTTT
GAAGTACTTT

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

Cgaaaacaaa

2971. . ..

TTTTctt
TTTTTTC
g---TTC

* %k ¥ % * % %
* k k k * kx * %
* * %

* *

* 0% X X X
EE I

*
* *
* * % *

3021. ...

GCAGTATATA
GCATTATATA

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

GTAATTGCTT
GTAATTGCTT

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

CTTACacaat
CTTACgcaaa

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

TTTACcttt a
TTTACagaaa

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

GGGAATAATT
GGGAATAATT

aaaacAA TGTTAGCTGT
- ----AATATTAACTAT
- ----AATATTAATTAT

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

aac

* 0% X X X X
E o I
* X X X

2981......

at cc--AAAGGTTGGGCAGG
CTGCTTTAAA GTTAGGCAAG
CTGCTTAAAA GTTAGGCAAG

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

* k k% k kK 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¥ %

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

E I
E I
E N
EE

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

* k k k k k *k %k %

TGGAAAATAC ACTGGACTGG
TGGA GAAAAC ATTAGACTGG

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

TACCCcTGAAG GTGACCTTCA
TCCCgTGAAG GTGACCTTCA

* * * % * k kK k k¥ Kk * k k¥ k k¥ *x *k k* %
* * % * * k k¥ *¥ k¥ k% k% k¥ k¥ ¥ k¥ * ¥ k% %
* k kK k k¥ Kk * k k¥ k k¥ *x *k k* %
* k k¥ *¥ k¥ k% k% k¥ k¥ ¥ k¥ * ¥ k% %
* k kK k k¥ Kk * k k¥ k k¥ *x *k k* %
3131...... 3141......
actta----CTTGCTTTTCT

tacctttagCTTGCTTCTCT

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

gatcacatg CTGTGT
tgtt aggagt atcaCTGTGT

* k k k k %

* % % k% % %

* k k k k %
* * % %

* k * %

GAAAaaaaaa aaaaagaaAG
GAAAaaat AG
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alignment position
P985229 2002
P985231 1873
rCOX7B 2241

alignment position
P985229 2002
P985231 1923
rCOX7B 2287
alignment position
P985229 2002
P985231 1973
rCOX7B 2337

* % * * Kk % %
* * * k* k k% %
* % * * Kk % %
* * * k* k k% %
* % * * Kk % %
3251
AAGCCCAACT
GAGCCCAATT

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

ACT TTGGACA
ACT TTGGACA

* k * k k¥ k k *k k %

* % * * k* *x k% %

* % * *k Kk k *k %

* % * * k* % k% %

* %
* *
* %
* * % %

3351..

TTAGTAAGTA
TTAGTAAGTA

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

* k Kk k k %

* *x %
* * %
* *x %

Pairwise similarities:

* * % * *x %
* * * * * %
* * % * *x %
* * * * * %
* * % * *x %
3261

GATCTTT CAT

GATGTTT CAT

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

AATGATTTAG
AATGATTTAG

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

* *

EE I I
L I
* X X X

* %

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

* %k ok ok ok

*

*

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

CTGCTACAAG
CTGCCACAGG

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

CGTTATAAAC
CTTTATAAAL

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

E o I I
L I
* X X X
L I

* * %

CTGTGTTtat taTTTCTTTC

CTGTGTTc-- - -TTTCTTTC
* k k* k k k % * k k k k k k %
* k * *x k k % * k k k k k% Kk %
* k k* k k k % * k k k k k k %
* k k k k k% Kk %
* k k k k k k %
3331...... 3341.. .. ..
TTGTTTTTGT AAAACAGAGG
TTGTTTTTGT AAAACAAAGG
* k k k k k k k ok k Kk kk ok k Kk Kk Kk Kk %
* k * k k k k ok k k Kk kk kkk kx %k %%
* k k k k k k k ok k Kk kk ok k Kk Kk Kk Kk %
* k * k k k k ok k k Kk kk kkk kx %k %%
3381
ta

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.

P985231 [fCOX7B

(2004 bp) (2351 bp)
Po85229 | 0.175] 0.171
(2001 bp) 28%| 26%
P985231 1.000
(2004 bp) 65 %

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

Positions in alignment

Output file

Extract alignment region

from:

to:

dialign.seq

Extract aligned sequences

© Genomatix Software GmbH 1998-2005

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

License Agreement

GEMS Launcher 4.1.1
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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 6 23:46:47 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)
Alignment outpu R e
TF output: common TF matches located in aligned regions (common to 3 (100.0 %) sequences)
Family matches: yes
Matlnspector library: Matrix Family Library Version 5.0 (February 2005)
e ALL user_defined.lib (0.75/Optimized)
Selected groups e ALL vertebrates.lib (0.75/Optimized)

(core/matrix sim):

Aligned Sequences:

’NT). Seﬂ;?ece ‘ Sequence Description Length
sym=COX7A2|loc=L oc1347|taxid=9606|spec=Homo sapiens|chr=6| 1401
1|P871935 |ctg=NT_007299|str=(-)|start=13773297|end=13774697|len=1401| tss=1001| comm=cytochrome ¢ b
oxidase subunit Vlla polypeptide 2 (liver); (NM_001865/501/bronze;) p
sym=Cox7a2|loc=L oc12866|taxid=10090|spec=Mus musculus|chr=9|
2 |pg7193g |Ctg=NT_039474|str=(-)|start=26236564|end=26237987|len=1424| tss=1001,1017,1024| 1424
comm=cytochrome c oxidase, subunit Vlla 2; bp

(AK019210/530/gol d: AK 011269/523/gold;NM_009945/507/silver;)

sym=Cox7a3|loc=L0c29507|taxid=10116|spec=Rattus norvegicus| 1401
3 |P871940 |chr=8|ctg=NW_047800|str=(-)|start=1094113|end=1095513| len=1401|tss=1001| comm=cytochrome ¢ b
oxidase, subunit 7a 3; (NM_022503/529/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.

VSOCTIVSETSE \VSCM Y B WSABIE V $SF1F VSRORA

alignment position 1. ... ... .. 11.. ... ... 21... .. ... 31........41........
P871935 ltgggcccatt gacat aCAGT AGATT GT GAA GAAGAAAac - CCCAAGGATT
P871938 1 - e - e - e - - CAGT AGGTTAT GAA GAAAAAAGT A CCCCAAGATT
P871940 1------=---- B T T R - - - AAAAGT A CCCCAAGAGT
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alignment position
P871935 50
P871938 35
P871940 18
alignment position
P871935 100
P871938 81
P871940 64

alignment position

P871935 137
P871938 131
P871940 113

alignment position
P871935 183
P871938 177
P871940 162

alignment position

P871935 232
P871938 221
P871940 212

alignment position
P871935 278
P871938 271

51. ..

ATAAGGAATa
TGAAGGAATT
TGAAGGAATT

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

* k & k ¥ k% %

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

* k k% k %

101. .

ggttt c- -
ACCCGTTTAT
ACCCGTTTAT

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

* *

* x k& x k& Kk %

* k k k *k Kk %

* %
* %
* *k k k & %k *¥ %k *
* %

* %k ok F

* k k k *k Kk %

151. . .
Gagtt tgt ag
GTTTGCAAAA
GTTTACAAAA

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

201. . .
TGCATTTGTA

TTTACTTGTA
TTTAATTGCA

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

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

*

*
*
* *
*

*

* * k k k¥ *x *¥ * * %

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

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

251. .

GGGGATTACT
GAGGA ATAGT
GAGGA ATAGT

* 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 & * %

* 0% X X X X X X
* % X X X X X X
* %k ok Ok F F X X

* k *k k %

301..

AACAa at a at
AATACGCGCA

* %

* % k% %

61.. .
gttttaatAT
AAGC- - - - AT
AGGC- - - - AT
* * % * * *
* *x % * * %
* * % * * *
* *x % * * %
* * % * * *
* *x % * * %
111. ... ...
.

CATTAGCTTT
CATTAGCTCT

* * k k % *x k * %k %
* k% k * K% %k * % % %
* * k k % *x k * %k %
* k% k * K% %k * % % %
* * k k % *x k * %k %
161.

aaaGTGGAAA
GG- GTGGAAA

GG- GTGGAAA
* % * % * %k % % %
* * * % k% %
* % * %k * % % %
* % * * * * % %
* % * %k * % % %
211. ..
CATACTT GAG
CATt a- - - - -

CATACATTAG

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

* * %

*

* %

261.

T AAGCAAAAT
TATGCAAGAC
TAAGCAAGAC

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

*
*
*
* * * %
*

L I

*
*
* % % %
*
*

* F F

*
*
*
*
*
*
*
*

311. .
t gct gtgctt
CTTCTGA- - -
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* k% % x k¥ %k * % % %

71. ..

TACTAATTTT
TACCAGTTTT

TACCAGTttc
* % % *¥ ¥ % ¥ * % %
* k % * *x * *
* % % * * * *
* k % * *x * *
* % % * * * *
* * % k% *x * *
121. .
TATTT
TACCT
TAc-T
* k% %k % * %k k% * % %
* * * % % * % %
* * * *
* * * *
* * * *
* *
171.. .. ...
GA---TTATT
GA---CATTT
GAaat TTGTT
* * * * k% % %
* %
* *
* %
22 1. .

GGTAAGTACA

-GTGT GCAGA
GGTGT GCAGA
* k *k k *k *k * K% % %
* % % * ¥ %k * * * %
* % % k * %k *x % %
* % % * k% %k *x % %
* % % k * %k *x % %
* % % * k% %k *x % %
* % % k * %k *x % %
* % % * k% %k *x % %
271. . .. ...
GGATG-- --A
TGATGCAAAA
TGATGCAAAA

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

* % % * ¥ % *x % % %
* % %k k * %k k * % %
* %k % * ¥ % *x % % %
* % k* * %
321. .

* k * k k *¥ * * * *
* k k ¥ * * %
* k *k * * * %
* k k ¥ * * %
* k *k * * * %
* k k ¥ * * %
81........
TATcctttgec
TATTCACGCA
tc TTCACTCA
* k *k kK k k ¥ *¥ * *
* % k x * % * %
* k k kx * * * *
* k k x * % * %
* k k kx * * * *
131... ...
* k * k k k % *
* k * k k k % *
* k * k k k % *
* k * k k k % *
* k * k k k % *
* k * k k k % *
181... ...
GT AATACAGG

GTATTGTTGA
GT AGTGTTGA

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

231.... ..

AGAAat aaa -
AGAATAAAGG
AGAATAAAGG

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

* k% % %

*
*
*
*
* % %
*

* % X X X X

* k % * * %

* % X X X X X

*

*

*

* k k %k %
*

*

* k* %

281... . ..

CACCGACAGC
TGCTAACAGC
CACAAACATC

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

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

331......

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

* * % k %
* k *k k %

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

91. .

tgaaactatg
ACACTGTGGA
GCACTGTTGA

* * k k¥ % k *k *x *¥ %

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

* k k k Kk k *k %k %

* * k k k% *k *¥ % %

* k k k Kk k *k %k %

E I I I

* * k k k% *k *¥ % %

141.
TAAT TTGTAA

TCGT TTCTGA
TCGT TTCTAA

* k k k Kk k *k k *¥ %

* *k k k Kk k x %k %

* k k k Kk k *k k %

* *k k k Kk k x %k %

EE I

* k k k Kk k *k k %

* * * %

191.

GTAGA-TATT
GTAGATTATT
GTAGATTATT
* k kK k *x k x *k k *
* k k k * k *k %k %
* k k k Kk k * %k %
* k k k * k *k %k %

* %

E . I

* k* %

241.

CACT TGTAAT
CAGT TGTAAG
CAGT TGTAAG

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

* * k k % k *k *x *¥ %

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

* *k k k % *k *¥ % %

* % X X X X

* k % %

291.

CTTT CTGTAC
CTAT CTGTAA
CTAT CTGTAA

* k k k Kk k *k k *¥ %

* k k% k %

* *k k k Kk k * %k %

* k k k Kk k k %k %

* *k k k Kk k * %k %

E B I I

* k k k Kk k k %k %

341.

ct CTACTCCA GT AATGAAT G TAGT GCCCTG
-- CAGCTCCA TCCAGGAGT G AAAT GTGCTG
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P871940 262

alignment position

P871935 328
P871938 316
P871940 307

alignment position
P871935 378
P871938 365
P871940 355
alignment position
P871935 414
P871938 415
P871940 405

alignment position

P871935 459
P871938 463
P871940 453

alignment position

P871935 509
P871938 513
P871940 496

alignment position

P871935 559
P871938 554
P871940 537

AATACGCGCA

* 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¥ *x *x * * %

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

*

351..

CTGGATCT GG
C-GGATCT GA
CT-GATCT GA

* k k k k k xk *k % %

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

* %

* X X X *
EE

*
* * %
* % k kx %

401. .

ttgtt ccc
TAAAAATG
TAAAAATG
* ok ok ok ok *x Kk *
* ok ok ok Kk Kk K
* ok ok ok ok * K
* ok ok ok Kk Kk K
* ok ok ok ok * K
* ok ok ok Kk Kk K
* ok ok ok ok * K

451. .
cttcca-- -

TCAGC CAGT
CCAGCCAGT

* k k k k k * k %

* ok ok ok kX ko o
>(->(->(->(->(->(->(->>l

LR

* *k k k* ¥ k% %

* k *k k k k%
* *k k k* ¥ k% %

* k *k k k k%

* % 3k 3k 3k X o o !

* 0% X X X
L I

* *k k k* ¥ k% %

501. .

GTTCT GCAGC
GTTTAGCAGA
GTTTAGCAGA

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

551. .

agctcttaca
CgTTCCTATA

Ct TTCCTATA
* * k k * k% x * %
* * k% *k * *k x % %
* * k k * k¥ x * %
* k *k * *k x % %
* k k * k¥ x * %
* k *k * *k x % %
* k k * k¥ x * %
601. .

TTCCTTCGGT
TTTCATCTGT
TTTCATCTGT

CCTCTGA- - -

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

* %

361

GACAGCAAGA
GAAAGCACGA
GAAAGCACGA

*

*
*
*
*

*

*
*
*
*

*

*
*
*
*

*

*
*
*
*

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

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

* %

* * k % * % k% * % %
* * k% ¥ * % ¥ * % %
* * k % * *x k% * % %
* * k% ¥ * % ¥ * % %
* * k % * *x k% * % %
* * k% ¥ * % ¥ * % %
511. ... ...
AGTcgaaggt
A GAt ccacag
AGgt gct ag-
* * %

* *

* *

* *

561 e
gcat at TCTC
TGA- --TCTC
TGA- --TCTC
* * % * % % %
* * % * % k% %
* * % * % % %
* * % * % k% %
* * % * % % %
* * % * % k% %
* * % * % % %
611.

*

*
*
*
*

*

E o I
L I

*

*

*
*
*
*

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

GGAAAAAACct
GGAAGACAAA CCCTAAAACT
GGAAAACAAA CCCCCAAACT
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CAACTCCA

* k k% *k * k% % %

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

* * % % * %

E o

*
*
*
*

* * * % * %

371. .

Cttttgagtc
CACAGTCGAT
CGCAGTCGTT

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

* *

E o
* F *
EE
E I
EE

*
* *x %
* % * *k %

42 1. . ..
---AACGTTT
TTCAGCGTTT
TTCAGCGTTT

* k % k% * % k% * % %
* k % % *¥ % % * % %
* k % k% * % k% * % %
* k % % *¥ % % * % %
* k % k% * % k% * % %
* k % % *¥ % % * % %
* k %k k% * %k k% * % %
471 . .
GACACt gt GG
GACACA- - GG
GACACA- - GG
* * % * *x * * %
* % % * *x * * *
* * % * *x * * %
* % % * *x * * *
* * % * *x * * %
* % % * *x * * *

* %
521. . .
acaagaatat

gt tggcATAC
ATAC

* k* k% %

* * % %
* * k% %

571.. ..
AACACAAGGA
AGCACAAAGA
AGCACAAAGA

* k % x k¥ %k * * % %
* k% % * ¥ % * * % %
* k % x k¥ %k * * % %
* k% % * ¥ % * * % %
* k % x k¥ %k * * % %
* k% % * ¥ % * * % %
* k % x k¥ %k * * % %
621

T CAAGGAGT G AAAT GTACAG

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

* *k %k k k k * *k x %
* k¥ %k *k *x *¥ %k * %
* *k %k k k k * *k x %
* k¥ %k *k *x *¥ %k * %
* *k %k k k k * *k x %
381. ... ..

cagattcgcec
ATTTGTGTT G
ATTTGTGTT G

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

431.... ..

CCTCAGAagc
TCCCAGACTC
TCCCAGACTC

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

481.... ..

AAGAACTTCT

AAGAGCTTCC
ACGAGCTTCC

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

* X X X X X

531......

aaaaact ggt
CTGTGGATGC
CTGTGGATGC

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

581.... ..

acagtaatgt
CT AACGCCTC
CT AACGCCTC

* * % k k& x *¥ %k x %
* * % k *k kx *¥ %k * %
* * % k k& x *¥ %k x %
* * % k *k kx *¥ %k * %
* * % k k& x *¥ %k x %
* * % k *k kx *¥ %k * %
* * % k k& x *¥ %k x %
631......

- GACTGTATC
GGACTCTATC
GAACTCTATC

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

391.
atcc

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

441.

* *
* %
* *
* %

catttc
AACgtggat T
AACatgga-T

*

E I B R I

gagc gagcct
AATA ACGAAG
AATA ACGAAG

* %k k x Kk %

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

491.

* k *k k %
* * % k %
* k *k k %
* * % k %
* k *k k %

E I I I

TGCT TGGGGA
AGCA CAAGGA
AGCA CAAGAG

* k k% k *k %

* k k %
* * % %
* k k %
* * % %

541.

* * *k k %
* k *k k %
* * *k k %

E N

atct cgacac
CAACATCGGT
CAACACCGGT

* k k k Kk k *k k * %
* *k k k Kk k k k *¥ %
* k k k Kk k *k k * %

591. ......
gccgcagCAA
C------ CAC
C------ CAG
* * % %
* * *
* * %
* * *
* * %
* * *
* * %
641. ......

CGcg - TAAGA
CGTATTAAGA
CGTGTTAAGA
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alignment position
P871935 597
P871938 604
P871940 587

alignment position
P871935 647
P871938 645
P871940 628

alignment position
P871935 697
P871938 687
P871940 670

alignment position

P871935 746
P871938 725
P871940 707

alignment position
P871935 786
P871938 775
P871940 753

alignment position

P871935 823
P871938 825
P871940 803
alignment position
P871935 873
P871938 838
P871940 816

* %k k x k %
* k k k & %
* k % kx & % %
* k k k & %
*

* % X F OF
E I
* * * * *

* * % k %

651. .

GGAGT AAT
GGAGCTTT
GGAGCTTT

* k k k k k * %
* k k& kx ¥ * %
* k *k k k k%

* k k& kx ¥ * %

* ok kK H —f —f — -
X x XX xOOO

*
*
*
* k k k k k * %
701. . .
aACCCAGTCT
-ATCCATTGT
- AGCCATTGT

* k k k * k x¥ * %
* k k k * kx * %k %
* k k k * k x¥ * %
* k k k * kx * %k %
* k k k * k x¥ * %
* k k k * kx * %k %
751. . .
gcctt ctcgC
--------- C
--------- C

*

*

*
801. .

CATTGACTTC
CACTGACTTC
CACTGACTTC

* 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 *x *x * * %
* k k k k k *k *k k %
* *k k k k *x *x * * %
851. .

CCATT GCGGG
CCATT GCGGG

* *k k k & *k x *k % *
* k k k k k *k *k *x %
* *k k k & *k x *k % *
* k k k k k *k *k *x %

901. . .
cctactgaac
GCGCGGCA GG
GTGCCACAGG
kok ok ok ok Kk Kk ok Kk
951. . ..
GAGCCGGCTA

GAGCCAAGTG
GAGACAGGAG

* * * * *
* % ok ok ok

711. ... ...
TTGTTCAGTT
TCCTTCAGAC
TCCTTCAGAC

* % k% * k% *k *x k* % %
* *k k k % *x *k * %k %
* % k% * k% *k *x k* % %
* *k k k % *x *k * %k %
* % k% * k% *k *x k* % %
* *k k k % *x *k * %k %
761.

T CAAAACAGA
TCACAAGACA
T CAAAAGACA

* * *k k¥ % * k¥ % %k %
* k% *k % *x * %k *x % %
* * *k k¥ % * *¥ % %k %

811.

ATCTAAGCTT
ACCAGAGCGT
A GCAGA- CGT

* k% k * *k k k* %k %

* * %k * % % * * %
* * %k * * %

* % %k * % %

* * %k * * %

* %

861. ..
---CGTTTGC

TGGCGTTTGC
CGGCATTTGC

* % k% k k% %k *x * % %

* * k k * *x * * %k %

* % k% * k% %k *x k* % %

* * *k * %

911. L
atcgaaaagg
GCG- -
GCC- -

* * %

961.

GAGCGGATAG
GTAAGGATAG
GTAcagatgg

* * % %k %
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* * * % % * * * * % k k& kx *¥ %k * %
* * * % % * * * * % k *k kx *¥ %k * %
* k % x % % *x % * *k k *k k kK k x %k x %
* * * % % * * * * % k *k kx *¥ %k * %
* * * % % * * * * % k k& kx *¥ %k * %
671.. 681....

TTTAT GAGGC
CTTGT ACGAC
CTTGCACGAa

* k % % * %k k% * % %
* % % *¥ ¥ % % * %
* k % % * % k% * %
* % % *¥ ¥ % % * %
* % %
721. . .. ...
TCTAgcggct
TGTAAACAAT
TGTAAACAAT
* * % ¥ *¥ % % * % %
* k %k * * % k% * % %
* * % ¥ *¥ % % * % %
* k % % * %k k% * % %
* * % ¥ *¥ % % * % %
* k %k % * % k% * % %
77 1. . Co.
CACTA-GTTt
AGCTACTTTC
AGCTA-TTTC
* * % * % * * % %
* * % % % * k% * %
* * % * % * * % %

* k% % %
821. .

ATt acattcg
AT GAA GA GGG
AC GAA GA GGG

* k *k k *k *k k k% % %
* %k % x ¥ %k * % * %

87 1. .

TTTtt cccca
TTTCCATTGT
TTTCAGTTGT

* *k %k * k¥ *k * * * %
* % %k k * %k k * % %
* *k *k * k¥ *k * % * %
* % %k k * %k k * % %

92 1. . .
tcaggaacga

97 1. . ..
AGCCGTACTG
CTTCGGAGGT
aT TCGGAGGT

TTcagagct g
GTAGCTTTGA
GTAGCTTTGA

* k % k k k ¥ *k x %
* k¥ % k k¥ *x *¥ * * %
* k % k k k ¥ *k x %
* k¥ % k k k *¥ *k * %
* k % k k k ¥ *k x %
* k¥ % k k k *¥ *k * %

731.... ..

t caaggttgec
gg CTCAAAGC
ga CTCAAAGC

* k k k¥ *k % x %
* k k k *k k * %
* k k k¥ *k % x %

781. ... ...
tcttt GATAG

CG---GGTAG
CC---GATAG
* * * * % % %
* * * *x % % %
* * * * % % %
* * * *x % % %
* * % % %

* % %
831.... ..

tctcat aaat
CT GCAaGACT
CT GCA- GACA

* * k% *x % * * % %
* * k% % %

8§81... ...

gccttagct c
GATTCTgGGT
GATTCTaGGT

* * k% % k% % * k% %
* k K% k % %
* * k% % k% %
* * K% k k% %

931.......
gatcacggga

981.... ...
CCGctct agt
CC GGAGGCT A
CC GGAGGGT A

* % Kk %
* k * %
* % Kk %
* k * %

* %k k x Kk %
* * * * k% %
* %k k x Kk %
* * * k¥ % %

* k %k * %

691.
tatt tcggcec

741.

791.

CCTGGTCTCA
TCTGGTTGTC
TCTGGTTGCC

* k k k * k k k ¥ %
* k k k Kk k * %k %
* k k k *k k *k %k %
* k k k Kk k * %k %
* k k k k k *k %k %
* k k k Kk k * %k %

* %k ok ok ok

TCACGCct
TCACGC- -

* k k k k* %

891.

cagggaccag
CCGGCGGCAG
CCCACTGCGG

* *k k k Kk k k k x¥ %

941.
ctgagacggc

991.
ttttctttt -
GACGGGCCGC
GACC GGCCGC

4/11/07 4:40 PM
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alignment position
P871935 922
P871938 888
P871940 866

alignment position

P871935

P871938

P871940 916
alignment position
P871935 994
P871938 988
P871940 966

alignment position
P871935
P871938
P871940

1038

alignment position

P871935 1091
P871938 1088
P871940 1066

* k kK k kK Kk k *k *x %

TGCGA GAAGT
TTCGA GGAGT

* k % k k k%

* k k& k ¥ k% %
* k % k k k%
* k k& k ¥ k% %

* k % k k k%

1051.

*

*
*
*
*

*

*
*
*
*

*

* % ok o

944 AGCCTCTCTT
938 AGCCCCTCCT

AGCCCCTCCT

* k k k & *k *k *k *x %

* k *k k k k* %

* * k k k& Kk %
* k *k k k k* %
* k k& k & * %
* k *k k k k* %
* k k& k & * %
* k *k k k k* %

* k% k k %

* %

*

1101.

CTCG
CTAG
CCAG

* k *k k ¥ *
* %k k x k %
* k *k k ¥ *
* %k k x k %
* k *k k k¥ * %
* %k k x k %
* k *k k ¥ *
* %k k x k %
* % *

1151.

* k *k k k k%

* k *k k & * %
* k *k k k k%
* k *k k & * %
* k *k k k k%
* k *k k & * %
* k *k k k k%
* k *k k & * %

* k *k k k k%

1201.

*

EE B I I R

* Ok ok F X X X X F
* % Ok X X X X X F
* ok ok ok ok X X X *

*

* % ok ok F F X X
L I I B I
* %k ok ok F F X X

*

I I I I
* Ok F X X X X

*

*

1043 AGTTGTGGCG
AGTAGTCGCG
1016 AGTAGTCGCG

*

* Kk k k& Kk *x * *x % %

1011. ..
CGCTCTGGCT
CGCTCTGGCT

* * k k % *x * * %k %
* * *k k¥ % * *¥ % % %
* * k k % *x * * %k %
* * *k k¥ % * * % % %
* * k k % *x * * %k %

* * k% % *¥ % % k% %
1061

CGGCCCGGaa
CTTCCCGGAA
CTTCCGGGAA

* k% k% k % %k * * % %

* k*k k k % *k k k% %k %
* k% k% * % %k * * % %
* k*k k k % *k k k% %k %
* % k% * k% %k * *

* * *k k % % * %

* % k% * k% %k * *

* * *k k % % * %

* % k% * k% %k * *
1111. ..

* * * % %

* * Kk *x * *x % %
* * * %k x * % %
* * Kk *x * *x % %
* * * %k x * % %
* * Kk *x * *x % %
* * * %k x * % %
* * Kk *x * *x % %
* * * %k * * % %
1161. .. ...
GTTGCTGGt c
GTTGGT GGGT
GTTGGT GGGT
* k k k K% *x * * %k %
* % *k k¥ % % * k% % %
* k k k K% *x * * %k %
* % *k k¥ % % * k% % %
* k k k K% *x * * %k %
* % *k k¥ % % * k% % %
* k k k K% *x * * %k %
* % %k * % % * *

* * %k x % %k * %

1211. ..

CTGGT GAGGA GCTTctcatc
CTGGT AGGTA GCTTTGGGGG
CTGGT AGGTA t CTT TGGGGA

file:///Users/cmoraes/ Documents/Corinal%20Paper%20Promoters/...

* X

* F X * *
* %k ok ok ok
L I
* % X F F
E I
* F X * *
* %k ok ok ok

[EEY
o
N
[EEY

GC
CGCCTTCCGC

CTCCCTCCGC
* k %k k *k %k k * % %
* *k % x ¥ % * * * %
* k %k k *k %k k * % %
* *k % x ¥ % * * * %
* k %k k *k %k k * % %
* *k % x ¥ % * * * %
* %
* %
* %
* %
1071.

agatttaagt
CGAGCCCTCT
CGAGCACTCT

* %k % * ¥ % *x % * %

* % *k k *k *k k * % %

* %k %k * ¥ % *x % * %

* k *k k *k *k k * % %

11

GCC
GTG
GTG

* 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 %
1171. .
agtaac- - AG

AACAACCGAG
AACAACT GAG

* k %k k *k %k k * % %
* %k % x ¥ % * * % %
* k %k k *k %k k * % %
* %k % * ¥ % * % * %
* % * %
* % * %
* % * %

* %

* %

* %
1221.

tt gcatt cat
TTTGGCT GGT
TTTTACT GGT

* * % x k x % % *
* k * k k x *x % *
* * % k *k x % *
* k * k k k % *
* * % k *k x % *
1031... ...
TCTCTATGGT
TCTCTATGGT
TCTCTATGGT
* k * k k¥ k¥ * * * *
* k * k k k ¥ *¥ *¥ %
* k * k k¥ k¥ * * * *
* k * k k k ¥ *¥ *¥ %
* k * k k¥ k¥ * * * *
* k * k k k ¥ *¥ *¥ %
* k * k k k¥ * * * *
* k * k k k ¥ *¥ *¥ %
* k * k k k¥ * * * *
* k * k k k ¥ *¥ *¥ %
1081.. ... .
tcgtgaatgc
TGCTCGACGC

TCCTTGACGC
* % % k k& k *¥ *k * %
* *k %k k *k k ¥ %k * %
* % % k k& k *¥ *k * %
* *k %k k *k k ¥ %k * %

1131... ...

ATTTTCGTTg
GCTTTCGATT
GTTTTCGATT

* * % k *k kx ¥ %k * %

* k k k k k Kk *x k %
* * % k *k kx ¥ %k * %
* * k k x * Kk *x %
* * k k k ¥ * *¥ %
* * k k x * Kk *x %
* * k k k ¥ * *¥ %
* * k k k *x Kk %
* * * *k * %

* %k Kk kx %
1181......
CCAAGATGCT

CCAAGATGT T
CT AAGATGCT

* * %k k k k * *k x %
* k¥ % k k¥ *x *¥ %k * %
* * %k k k k *k *k x %
* k¥ % k k¥ %k *¥ %k * %
* * %k k k k *k *k x %
* k¥ % k k¥ %k *¥ %k * %
* * %k k k k *k *k x %
* k¥ % k k¥ %k *¥ %k * %
* * %k k k k *k *k x %
* k¥ % k k¥ %k *¥ %k * %
1231......
gatgggggcg
ACTGGAGTGT
ACTGGAGTGT

* % K %
* k * %
* % K %
* k * %
* % K %

* k k x Kk %
* * * * % %
* k k x Kk %
* * * * % %

*

* %k k k %

TAGGAGCGCA
CGGGAGCGCG
CGGGAGCGCG

* k k k k k k k *k %
* *k k k % *k *¥ %k %
* k k k Kk k *k %k %
* *k k k % *k *¥ %k %
* k k k Kk k *k %k %
* *k k k % *k *¥ %k %
* k k k Kk k *k %k %
* * k k % *k *¥ %k %

* k k k Kk k *k %k %

E RN I R I I R B

* * k k % *k *¥ %k %

atac gcaaga
gCGC GCAGCG
aCGC GCAGCG

* k k *x *k k k& x %
* k k k *k k *k kx %
* k k *x k *k k %
* k k k *k k % %

* k k *x k k k %

EE I

* k k k *k k % %

g- TGGTGTTC
TTTGGCGTTC
TTTGGCGTTC

* k k k *k k *k k *¥ %
* k kK k *x k x *k kx %
* * * %
* % Kk %
* * * %
* % Kk %
* * * %

* *

* %

* k *k k %
* %k k %k %
* k *k k %
* %k k %k %
* k *k k %
* %k k %k %
* k *k k %

* % ok X X X F

GCGGAATCTG
GCGGAATCTG
GCGGAATGT G

* k k k k k 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 k *k %k %
* *k k k % k *¥ % %

* k k k k k *k %k %

* 0% % E X X X X X

* *k k k % k *¥ % %

aggg agt GGA
C------ GGG
C--- ---
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* * % * % % * % k% % * % % * % % *x % * *k % * % * * k *x * k* * % * % *
* k% % * % * * % * % * * % % * *x *¥ * * k% ¥ * % * * % % % * % * * % *
* * % * % % * % k% % * % % * % % *x % * * % * % * * k *x * k* * % * % *
* k% % * % * * % * % * * % % * *x *¥ * * % % * % * * % % % * % * * % *
* * % * % % * * % * *
* k% % * % * * % * *
* % % * * % * * % *
* % k% % % *
* % k% % %
* % k% % %

alignment position 1251. ... .. 12621... ... 1271. .. ... 1281...... 1291......

P871935 1141 GAGGAGGCTG AGGCACCACG ACAGAAAACCCTcacCTGGG AGGGGTGCCG
P871938 1132 GCGGAGGGTC AGGCATCCTG ACAGAAAGGC GTG--CTGGA AATGTGGCAG
P871940 1110 GCCGAGAGTG AGGT ACCTTG ACAAT AAGCC GT G-- CTGGA AATGGGACCG

* k kx kx x * x * % % * k¥ k k¥ ¥ k¥ k¥ ¥ k¥ *k * *k k¥ ¥ ¥ ¥ ¥ ¥ ¥ *¥ * * * * % % * % * k kx k * k x * * %
* k k k¥ ¥ * * * *x % * k* kX k¥ * k k¥ * kK k¥ * k * * *¥ * *¥ * * *¥ * * * * % % % % * %k k k¥ *k k k¥ * *x %
* k k kx * % **k * %k * k¥ ¥ * ¥ * k¥ %k *x *x *%* * % % * % * k kx k * k x * * %
* k% % * * % * k *k k * k¥ x¥ * *¥ *x * *x *x *x * * % % % % * %k k k¥ *k k% k¥ kx kx %
* k k kx * % * *k * *k *x * * % %
alignment position 1301. ... .. 13121... ... 1321. .. ... 1331..... . 1341......
P871935 1191 AAGGCGGCTA GTCACCTTGATTCGT GTCCTTTTT C CCTGACCTT A
P871938 1180 AAGACAGCAG GTCACCTTGGCCGCG CGTCCTTTT C CCTGACCTTC
P871940 1158 AAGACAGCA. GTCACCTTGGCCGGG CGTCCITTT C CCTGACCTTC
* k k kx k¥ * k *x * % * k¥ k k¥ *¥ k¥ k¥ ¥k *k * Kk k¥ ¥ k¥ ¥ k¥ ¥ ¥k * k¥ ¥ k¥ k¥ k¥ ¥ ¥ *¥ * * k k k¥ *k k x * * %
* k kx kx x * x * %k % * %k k¥ * k¥ k¥ kx kxk *k k *k kx k¥ *k k¥ kx ¥k *x *k *k kx kx k *x *x *x * * k kx k *k k x x * %
* k k kx k¥ * k *x * % * k¥ % k¥ ¥ ¥ kx kx *k *k *x k¥ * * *¥x *x ¥k *x *x *k k k¥ *x ¥ *x *x * * k k k¥ *k k x * * %
* k kx kx x * x * %k % * k¥ * k¥ k¥ k¥ kx*k *k k *x k¥ k¥ k¥ k¥ *x ¥k *x *k *k k k k *x *x *x * * k kx k *k k x x * %
* k¥ % k¥ ¥ ¥ kx kx *k *k *x k¥ * * *¥x *x ¥k *x *x *k k k¥ *x ¥ *x *x * * k k k¥ *k k x * * %
* k¥ * k¥ k¥ k¥ k*k *k k *x k¥ x¥x k¥ k¥ *x ¥k *x *k *k k k k *x * *x * * k kx k *k k x x * %
* k¥ % k¥ ¥ ¥ kx kx *k *k *x k¥ * * *¥x *x ¥k *x *x *k k k¥ *x ¥ *x *x * * k k k¥ *k k x * * %
* k¥ * k¥ ¥ * kx x *x k *x % * % % % % * k k k¥ *k k k k¥ %
alignment position 1351. ... .. 13621. .. ... 1371. .. ... 1381...... 1391......
P871935 1241 Ctttcccttc cgtctat TCCTCTCGCCCCA GGCCGTTACT GGGT AGATGT
P871938 1230Cg--- --- -- |F------ TCC ACTCGCCCCT GGCTGTTTCT GGGT AGTCGT
P871940 1207 Cga-- - - - - - - -- - - - - - CC ACTCTCCCCT GGCTATTTCT GGGT AGTt - T
* * k k *k k * k¥ k¥ k¥ k¥ * ¥k *x *x k k k *k *x * * * * k kx k * k kx * * %
* * k k 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¥ k¥ k¥ *k ¥ ¥ *¥ * * k k k % k % *
* * k k k k k kx k¥ k * k¥ *x *x 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 kX k * k¥ *x *x k& *k k¥ k k ¥ k¥ *¥ * * x % * %
*
alignment position 1401. ... .. 1411... ... 1421. .. ... 1431..... . 1441 ......

P871935 1291 Aaggagt gga gaggctgggg aagtgaccag agactcgtgg gttagacccg
P871938 1265 AGAGGGAA GA GCAGGATCGC A- - - = = = = o o o o e e e e o e e = e me e o e oo - -
P871940 1241 AGAGGGAA GA ACACGAT CAC A- - - - - = = =& s o e mme e o e o mme e m e e - - -

* k k k k¥ *x *¥ *k * % * % k% * % * *¥ % *x *¥ *
* k k k k k *k *k k % * k k% k * k k * k *x *
* k k k k¥ *x *¥ *k * % * % k% * % * *¥ % *x *¥ *
*
*

alignment position 1451. ... .. 14621... ... 1471. .. ... 1481..... . 1491......

P871935 1341t cTTGGGTTC TTAGTCACCA CCTCTAACCc tgtcggtcat tgat gaggtt
P871938 1286 - - TTTGGTTC TTGGTCACTA CAGCTTACCG TTGCTTATg g ctat gact - -
P871940 1262 - - TTTGGTTC CTAGTCACTA CTGCTTACTG TTGCTTATt g @--- - - - - - :

* %k k% * k& *x * % * %k k¥ Kk *k k¥ k k k Kk *k * k x¥ ¥ k * k¥ *x * k¥ *k * k x ¥ %

* k k * k kx %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 * * *¥ * * *x %
* k k * k kx %k % * * k¥ k¥ *¥ k¥ k *k k * * *¥ * *k *x %
alignment position 1501. ... .. 1511... ... 1521. .. ... 1531..... . 1541......

P871935 1391 @aGTAGCTCCG A= = = = = === == oo m ot e oo e eeeeaao o i -
P871938 1332 - GTAGCTCTG ACGTAGGCTC CAGTGGGGGYg AT CTTGGACA CCTGGAAAAC
P871940 1301 - - TAGCTCTG ATGTAGGCTC TAGTGGGGG- AT CTCGAACA CCTGGAAACA
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* k k * % x * % * k *k % *x k¥ k *¥ k¥ k * k *x ¥ *k * *k *x * * * % k k& kx *¥ *x x % * k k k Kk k k& kx ¥ %
* k *x * %k x * % * k¥ k% k¥ % * k¥ k¥ kx k * *k k*¥ * k¥ * *x *x % * * % k *k *x *¥ %k * % * k k k * k *k k *¥ %
* k k * % x * % * k *k % *x k¥ k *¥ k¥ k * k *x k¥ *k * *k *x %

alignment position 1551. ... .. 15621... ... 1571. .. ... 1581.. ... . 1591......

P871935 1402 - -

P871938 1381 CTAGGTGGaa g GTGGCTTTT TGTTGTCATT TTGTTTt gt a tcat --- - - -
P871940 1348 CTAGGCGGga aGTGGCTTTT TGTTGTCATT TTGTTTgtat catagtgaaa

* %
* *

* % k k % % * k k k k¥ k k kk Kk Kk k k¥ k *k k¥ %k k¥ *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 kk Kk Kk k k¥ k *k k¥ %k k¥ *k * *x * *k k %

*

* k k¥ % k¥ k¥ * k¥ *k * Kk %k ¥ ¥ *x ¥ * %k % * % % % %

alignment position 1601

P871935 1402 - -
P871938 1425 - -

P871940 1398 aaaa

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.

P871938 |P871940
(1424 bp) (1401 bp)

P871935 0.131
(1401 bp) 36 %

P871938
(1424 bp)

0.103
35 %

1.000
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.
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=, [= [*,
Genomatix-L ogo L ogout Personal M essages GEMS-Logo

Genomatix MainGEMSEIDoradoGene2PromoterBiblioSphere
Frequently asked questionsYour ResultsYour SeguencesY our ProtocolHelp

GEMS Launcher Task: DiAlign TF: Multiple alignment plus TF sites
working on C4-COX8A (3 seq.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1 December 2004 Wed May 11 23:58:14 2005

Solution parameters:

Sequence file: C4-COX8A (3seq.)
Type of sequences: nucleotide sequences
Threshold T: 0.00

'*' signs below alignment denote: diagonal similarity (max. similarity is represented by 10 *' signs)

complete alignment is shown

Alignment output: # nucleic acids per line: 50

TF output: common TF matches located in aligned regions (common to 3 (100.0 %) sequences)
Family matches: yes

Matlnspector library: Matrix Family Library Version 5.0 (February 2005)

Selected groups e ALL user_defined.lib (0.75/Optimized)

Aligned Sequences:

’E|Seng§]nece Sequence Description
P905108 sym=COX8A |loc=L oc1351|taxid=9606|spec=Homo

1/P905108 |sapiens|chr=11|ctg=NT_033903|str=(+)|start=9047274|end=9048374|len=1101|tss=601|comm=cytochrome c oxid:
subunit 8A (ubiquitous); (NM_004074/501/bronze;)

P905109 sym=Cox8alloc=L 0c12868|taxid=10090|spec=Mus
2|P905109 musculus|chr=19|ctg=NT_082892|str=(-)|start=403413|end=404557|len=1145|tss=601,610,641,645|comm=cytoch
c oxidase, subunit Vllla; (AK008594/537/gold;AK002524/572/gold;AK002218/528/gold;NM _007750/568/bron:

3|rCOX8A rCOX8A n3_dna range=chrl:210046403-210047502 5'pad=0 3'pad=0 revComp=TRUE strand="? repeatM asking=n

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.

NSSDRY5PCAT V5L 6 R VSTIORE VSETSF VSYY IF VSRORA VSEREF USEREE VSSF1F VSAP2E

alignment

pogition 1o oo L 20 B AL
P905108 LEil@@==c=== cscs=cccss scsosocooc c25 9090060 96 c6sS500 o9
P905109 1 gaACAGTTAC CAGTTATGTG GAAACGGGTt TCTGAGAGGA TAACAGTAAA
rCOX8A 1 ggACAGTTAA CAGTTATGTG GAAACGGGT g TCTGAGAGGA AAATAGTAAA
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alignment
position
P905108
P905109
rCOX8A

alignment
position
P905108
P905109
rCOX8A

alignment
position
P905108
P905109
rCOX8A

alignment
position
P905108
P905109
rCOX8A

alignment
position
P905108
P905109
rCOX8A

alignment
position
P905108
P905109
rCOX8A

alignment
position

P905108
P905109

51
51

100
100

11
150
150

61
199
196

111
231
237

161
260
262

211
280

* * %k % * k *x *
* * %k x * *k * %
* * %k % * k *x *

51

TGACAGGAGT
TGACTGGAGT

* %k k% * k¥ *x k% %k *x %
* * k k *k k * *k kx *
* %k k% * k¥ *x k% %k *x %

101. ..

GCTGCTCTTG
GCTGCTCTTA

* * k k *k k * k kx *
* k% *k %k %k * k *x *
* * k k *k k * k kx *
* k% *k %k %k * k *x *

151. ..

TGGTCT CAAA
TACTCACTAT
t----ACTAT

* * k * * x k* *k * %

201 . ..

gtgttgggat
TGGCCTCTCT
TGGTCTCTCT

* *k k k *k k * *k kx *
* * % * * * %
* k% * k k* %

* * *
* * %
* ¥ k% * k% *x k% *k *x *
* *k k k *k k * *k kx *

251. ..

ttc

301. ..

gacctcaga
CTATGTTTT
CAATGTTCT

* x k¥ *k x k% %k k% %
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1241. ...

GCCGCctcect
ACCGCagGGG
GGG
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60f 6

alignment
position
P905108
P905109
rCOX8A

alignment
position
P905108
P905109
rCOX8A

alignment
position
P905108
P905109
rCOX8A

* k k¥ %k x % %k * % %
* %k k * k¥ x * %k *x %
* k k¥ %k x % %k * % %

1251..

1064
1006
998

gccgacttect
AGGGCATGCC
AGAAAATGCC

* ¥ k% * k¥ *x k% *k * *

1301..

ttattattaa

1102
1056
1023

1351..

1102
1101
1056

GAg ATGTAGG
GAa ATGTAAG

* % * x k¥ %k * % %
* * k * *k % *
* x k¥ %k * % %
* * k * *k % *

Pairwise similarities:

* x k k k k x * %k %
* % *k k k k ¥ % * %
* x k k k k x * %k %

1261. ..

tt agccgctec
TGGTAACT GG
TAGTAAT T GG

* % *k k k x ¥ % * %

1311...

ggagggc TGC
TGC

* k%

AGCATTT AGA
ACCATTT AGA

* x k k k k x * %k %
* %
* %
* %

* ¥ % k k& x ¥ %
* k k k k k x %
* ¥ % k k& x ¥ %
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* k¥ % x * % *x %k % *
*
*

1271. .

tgagcccatt
CAGCgacgt
CAGGg- -- - -

* * % %

(9]

1321..

AGAGTt -- CA
AGAGTaccCA

* k *k *x % * %

1371. .

TACTAGGACA
TATTAGGACA

* * % x * % % % % *
* * % x * * *x %k % *
* * % x * % % % % *
* * % x * * *x %k % *

* * % kx k¥ k *x %k % %

1281..

IRTNCRINC R

atggttgtta

CCAGGTCT ac

CCAGGTCTtt

* * k% k * kx * %

1381..

ATTTTTACTT
ATTTTTACTT

*

*
*
*

*

*
*
*

*

*
*
*

*

EE

* %
* %
* %
* %

*

*
*
*

*

*
*
*

* %
* %
* %
* %

* *x * % %

* % %

a- --TTCCCA
ggggTTCCCA

Tt aaa
Tcaaa

*

*
*
*

* * *k k * %

For each pairwise alignment, the similarity (relative to the maximum similarity) and the number of identical nucleic acids (in %

of shorter sequence) is given. Maximum values are_underlined.

P905108
(1101 bp)

P905109
(1145 bp)

P905109 [ COX8A
(1145 bp) (1100 bp)
0.184 0.204
4% 3%
1.000

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.

Positions in alignment

Output file

Extract alignment region

from:

to:

dialign.seq

Extract aligned sequences

© Genomatix Software GmbH 1998-2005

For comments, questions or bug reports, please contact support@genomatix.de

- All rights reserved.

License Agreement

GEMS Launcher 4.1.1
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Genomatix-L ogo L ogout Personal M essages GEMS-Logo

Genomatix MainGEMSEIDoradoGene2PromoterBiblioSphere
Frequently asked questionsYour ResultsYour SeguencesY our ProtocolHelp

GEMS Launcher Task: DiAlign TF: Multiple alignment plus TF sites
working on C4-COX8C (3 seq.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1 December 2004 Thu May 12 17:46:32 2005

Solution parameters:

Sequence file: C4-COX8C (3 seq.)
Type of sequences: nucleotide sequences
Threshold T: 0.00

'"*' signs below alignment denote: diagonal similarity (max. similarity is represented by 10 *' signs)

complete alignment is shown

Alignment output: # nucleic acids per line: 50

TF output: common TF matches located in aligned regions (common to 3 (100.0 %) seguences)
Family matches: yes
Matlnspector library: Matrix Family Library Version 5.0 (February 2005)
o ALL user_defined.lib (0.75/Optimized)
Selected groups o ALL vertébrates.ib (0.75/Optimized)

(core/matrix sim):

Aligned Sequences:

’E Sengr%nece| Sequence Description @
P304066 sym=COX8C|loc=L0c341947|taxid=9606|spec=Homo 1

1/P304066 |sapiens|chr=14|ctg=NT_026437|str=(+)|start=74812790|end=74813790]|len=1001|tss=501|comm=cytochrome
¢ oxidase subunit 8C; (NM_182971/501/bronze;)

2|mcoxsc mCOX8C n_16_c_ina range=chr12:98345092-98345877 5'pad=0 3'pad=0 revComp=FALSE strand=? 78¢
repeatM asking=none

rCOX8C n3_dna range=chr6:127164794-127165676 5'pad=0 3'pad=0 revComp=FALSE strand=?

repeatM asking=none 88:

3|rCOX8C

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.

WSNREI S SCP2r VA PR IR
alignment position 1. . . . . . . . . i1........ 21........31........421........
P304066 lgccaatgcca gggcatgtt agaggtatat aaagtat agg tagagaggaa
mCOX8C 1 GTAAAAATGG TATGATATCT GCTATTGACT A-- - - - - = == - - o oo - -
rCOxXsc 1 GTAAAAATGG TATGATATCT GCTATTAACT G-- - - - - = == - - -

* ¥ %k * ¥ * * * *x * * k¥ * k¥ * * k¥ * * % * %k k k k¥ kx x x x * %

* % * % k% * *x * *x % * k% % k% * % %k *x *x % * k% k% k k% % * * *¥ *x %

* ¥ %k * ¥ * * * *x * * k¥ * k¥ * * k¥ * * % * %k k k k¥ kx x x x * %

* % * % k% * *x * *x % * k% % k% * % %k *x *x % * k% k% k k% % * * *¥ *x %

* ¥ %k * ¥ * * * *x * * k¥ * k¥ * * k¥ * * % * %k k k k¥ kx x x x * %

lof 6 4/11/07 5:12 PM
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alignment
P304066
mCOX8C
rCOX8C

alignment
P304066
mCOX8C
rCOX8C

alignment
P304066
mCOX8C
rCOX8C

alignment
P304066
mCOX8C
rCOX8C

alignment
P304066
mCOX8C
rCOX8C

alignment
P304066
mCOX8C
rCOX8C

alignment

P304066
mCOX8C
rCOXsc

alignment

position

51gacAAAGGAA
32 - -- AAAGCAA
32 - -- AAAttag

position

78-GTCCCTCAC
GGT CCCTCAC
GGTCCTTCAC

78
79

position
119
128
129

position
169
171
173

position
214
211
213

position
264
211
213

position

314caagtggtgc

211
213

position

51.

* * %k x * %k %

*

E . I
* * X X
* % o

* k% k * *k kx % %k *
* %k % * ¥ % * % *

GGAAGCTGGA
GGT AGCTGGA

* * % *x * %k x % %k %
* * % %

* % *x %

* * %
* *x %
* * %
* *x %
*
*

* % X X *

* X X X X

* X X X X
*

* %
* *

agagagt gga

TTT

61.

AGGAGTAggg
CGGAATACTG
t GGGATACTG

* * k k% *x k* %k %
* % %
* k* %

* % %

* * * * *

* *
* %
* *
* %

* F X X
E . I

* k* %

*

*
*
*
*

111.......

CTTACCctgc
CTTgtgTTAG

CTTACCTTAG
* * % k% * % k% % % %
* % % * % % *
* % % %
* % % *
* % % %
* % % *
161.
GGGCTCAGGG
GGgact - GAA
GGGGGCCGAA
* % % % ¥ % k% *¥ % %
* * * % *
* % * % %
* * * % *
* % * % %
* * * % *
* %
211.
CGTGGGTGGA

CTTGTGAGGA
CTTGTGGGGA

* * % *x * % *x % %
* * % * k¥ % % % %
* * % *x * % *x % %

*
*
*

261.......

gagtggaaaa

311.

361.

AGAGT

411. .. ....
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71.. ... ...

gt gccaa- - -
AGCAATAGCT
AGCAACACCT

* k k k x k x k& k *
* * * k *k k %
* % * * % k %
* * * k *k k %
* % * * % k %

121. ......

agaaaag- - -
GAGAAGAAAA
GAGAAGAAAA

* k k k *k k *k k * %

* %
* %
* %

E I I

* %

* k k k k¥ k *¥ % %

* k k k *k k *k %k %

* k k k k¥ k *¥ % %

* k k k *k k *k %k %

EE I

* %

171. ......

GAGGGTGGCA
TAGGTTTGGC
TAGGTTTGGT

* *k k k *k k k k x¥ %

* * *k * *k * %

* k k k *k k k k %

* * k k k k x %k %

* k k k *k k k k %

* * k k k k x %k %

* k k k *k k k k %

E I I R I

* * %

221. ... ..

AAGT GAGGT G
CATAGGTGGG
CAGGGGCGGG

* k k k x k x k x %
* k k k k¥ k *k k ¥ %
* k k k x k x k x %

* * k k %

271. ... ...
ggcggggcag

321. ......

371. ... ..

GGGT GGGGCA
GGCAGGGCCA

Ga - TAGGGCG

* k k k k¥ k *k x *¥ %
* * Kk k k kx Kk %
*
*

421. ..., ..

ATAGATGTTG
ATAGATGTTG

* k k k x k& x * Kk %
* * % * * % * *
* % % * % % * %
* * % * * % * *
* % % * % % * %

131. ... ...
AGATA

TCAGAAAATC
TCAGAAGACC

* k % k *k k *k *k %k %

*
*
*
*

* * % * * % * *

* k % * k % * %
* *
* k %

* k %

* *
* *
* k¥ k k %k * *¥ %
* * *x %
* *

* * %

181.

GGAGAGTTTA
AAAGAGTTTG
AAAGACTTTG

* k k k k¥ k *¥ k *x %

* * % * *

* k % * k % * %

* *x % * *x % * %

* k % * k % * %

* *x % * *x % * %

* k % * k %

*
*
*
*
* * %
*

*
*
*
*
*
* *x % *

231. ... ...

AAT GAGGgct
AAGAAGGTAG
AAGCATGTAG

* k k k x k& x * % %
* k k k k¥ k k¥ *k % %
* k k& k x k& x k % %

* *x % * %

281. .... ..
agcagggggt

331. ... ...

381. .... ..
AAGCACGGAC

* k k k k¥ k k¥ *k % %
* k k k x k& x * K% %

* % %
L
* % %
L

431. ... . ..

GCAGCCAAT-
GCAGCCAATa

* k % k %
* k *k k %
* k % k %
* k *k k %
* k % k %

* % K* %
* k % %
* % K* %
* k % %
* % K* %

CTTAGTGTGa
CTGAGTGTGG
CTGAGTGTGG

* k k k k k *k %k %

* *k k k¥ k * k& % %
* k k k k k *k x %
* *k k k k * k& % %
* k k k k k *k kx %

* *k k k k * k& % %

*
*
*
*
*
*

GGAGAGGATA
GGAGA GGGCA
GGAGA GGGCA

* * k k k& %k *¥ % %

* k k k k k *k k %
* * k k k& %k *¥ % %
* k k k k k *k k %
* * k k k& %k *¥ % %
* k k k k k *k k %

* * k k k& %k *¥ % %

*
*
*
*
*
*
*

TGCTGAGt gg
AAACACATAC AGCGGAGAA-
CAGCATTTAC AGCTGAGGA-

* k k k k x ¥ *x %
* k % k k kx k¥ % %
* k k k k x ¥ *x %
* k % k k kx k¥ % %
* k k k k x ¥ *x %
* k k x k Kk %
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P304066 364
mCOX8C 245
rCoxsc 246

alignment position

P304066 414
mCOX8C 263
rCoxsc 264

alignment position
P304066 464
mCOX8C 283
rCOX8C 284

alignment position
P304066 514
mCOX8C 322
rCOX8C 323

alignment position
P304066 546
mCOX8C 368
rCOX8C 363

alignment position

P304066 584
mCOX8C 418
rCOX8C 413

alignment position

aaagggcagt

aggaggtgecet
TCAAATTCCA
GCAAATTCCA

* * k% k * * kx % %k %
* k k% *k *¥ k *x k% %k *
* * k% k * * kx % %k %
* k k% *k *¥ k *x k% %k *
* * k% k * * kx % %k %

CCT CGTGGC
TTGAGTGGA
CCGAGTGGT

* * k% *x * %k *x % %
* %
* %
* %
* %
* %
* %

* 0% ok X X X X

* % X X X X X
* % X X X X X X X
* 0% X X X X X X X
* 0% X F X X X X F
* % X X X X X X X
* 0% X X X X X X X

* %

L I I T R R R

CTCTCC
* % % * % *
* * %k k % %
* % % * % *
* * %k k % %
* % % * % *

--GTCCACGC
TGGTCTCCGG
TGGTCTCCCA
* k k& *k *k k *x k* %k *
* k% k * %k kx * %k %
* k k& *k *k k *x k* %k *

TCTCCTGCGT
TCGCCTGCTG
TCGCTTGCTG

* k¥ k% *x *¥ %k *x % % %
* * k% *x ¥ %k x % %k %
* % %
* *x %
* % %
*

E . I
* * X X
* X X X
E . I
* * X X
* X X X
E . I .

* %
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acagagaaag gagt ggtgag cgGAAGAGGC GGGGCAGAGC

461. .. ....

471. . ... ..

- - GCAGGGTC GGGTAAGAGC
- - GCAGGGTG GGGTAAGAGC

* k k k k k kK k Kk k k k k k k& k *k %

* k k k& k ¥k Kk k¥ k k¥ k *¥ k¥ x ¥ %
* k k k k k k k Kk k k k k k k& k k& %
* k k k& k ¥k Kk k¥ k k¥ k *¥ k¥ x ¥ %
* k k k k k k k Kk k k k k k k& k k& %

481 . ... . ..

gggcagaagg ggtggggtag ggggcgaggg cagagcgccC

t g CAAAGGG-
tt CAAAGGG-

* 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* % %
511..
GCGCCTG
GCGCATG
GCGCATG
* * % *x k¥ %k *x %k x %
* * % k k¥ %k * k¥ kx %
* * % *x k¥ %k *x %k x %
* * % k k¥ %k * k¥ kx %
* * % *x * %k *x *k x %
* * % k k¥ %k * k¥ kx %
* * % *x * %k *x *k x %
* * % k k¥ %k * k¥ kx %
* * % *x * %k *x *k x %
* * % k k¥ %k * k& *x %
561.......

TTGGCCTCAC
TCGCGCACAC
TCGAGCACAC

* * % *k k¥ *k * k& *x %
* * % k * *k * *k %
* % % * % * *¥ % %

*
*
* * k *k k k% %k * %
*

*
* % % * % * *¥ % %

611.......

CTGGCTTTGT
TTTGCTCTGT
TTTGCTCTTC

* k % % k* *k * k *x %
* *k % k * *k k k¥ kx %
* k % % k* *k * k *x %

661.......

GGGCGCTGTC
CTACTCTGCT
CAGTTCTGCT

* * % k k¥ %k * k¥ kx %

* * x *k %k k¥ %
* * * % *x * %
* * x *k %k k¥ %
* * * % *x * %
* * x k* kx * %
711.......

521. ......
CGCAAACCAG
CTCAAACCAG
CT CAAACCAG
* k% k% k *k k% * k¥ *x %
* k% ¥ % ¥ *¥ k¥ ¥ *x %
* k% k% k *k k% * k¥ *x %
* k% ¥ *¥ k¥ *¥ k¥ ¥ x %
* k% k% k *k k% * k¥ *x %
* k% ¥ *¥ k¥ *¥ k¥ ¥ x %
* k% k% k *k k% * k¥ *x %
* k% ¥ *¥ k¥ *¥ k¥ ¥ x %
* k% k% k *k k% * k¥ *x %
* k% %k k% k¥ *¥ k¥ ¥ *x %
571. ......
CTCACCt gt g
TTTACCAACG
TTTACCAACG

* *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 %

E I

* *k k¥ k k¥ k *¥ % %

621. ......

CTCAcctgac
CTCAGTGGCC
CTCg GTGGCC

* *k k k *k k k k x¥ %

* k % * k k k *k %
* *x % * % k% * k %
* k k k *k %
* % k% * k %
* k k k *k %
671. ......
CTGCCCGCCG
CTTCGCTCCT
CTTCCCTCCT

* k k k k¥ k *k k *¥ %
* % * %k k x Kk %
* * * k *k k %
* % * * % k %
* * * k *k k %
* % * * % k %

721. ..., ..

* %
* %
* %
* %

E . I

* %

********OO

531. ......

CTGCCtcacg agcactggag
CTGCCCGCC-
CTGCTCGCC-

* k k k kx *k x kx %
* * %
* % %

* * %
* % %
* * % * * %
* % % * % %

* *
* *
* *
* *
* % * *x %
*
*
*
*

E . I

* % %
* * %
* % %
* * %

581. ... ...

ct
GCCTTtgact cCGACACTGG
GCCTT-- - - - - CGACTCTGG

* * % % * k k k *k x k& * %

* k % % * k k k k k *k k %

* * % % * k k k¥ *k x k& * %

* k % %

E I I

* * % %

631. ... ..

gcgatatgc-
CTTTTCTGAC CTGCGATGTC
CTTTTCTGAC CTGTGATGTC

*k k k k kK k k k xk k Kk k k k k *x k& *x k %
* k k k k k k k kk Kk kK k k Kk k *k k k%
* k k k kK k k k k¥ k Kk k k k k *x k& *x k %
* k k k k k k k kk Kk k k k Kk k *k k k%
*k k k k kK k k k k k Kk k k k k *x k& *x k %
* k k k k k k k kk Kk kK k k Kk k *k k k %
681. ...... 691.......

CCACTACCGc cgcttggccc
CCGCCACCGT GCAGTCCTGT
CCGACACCGT GTAGTCCTGT

* k k k k¥ k k k ¥k Kk k k k Kk *x k& k *k %

* k k k kK k kK kK x k ok k k k kx k k &k %
* k k k k¥ k k k ¥k Kk k k k Kk *x *k k k%
* k k k kK k kK k x Kk ok k ok k kx k kx &k %
* k k k k¥ k k k ¥k Kk k k k Kk *x *k k k%
* k k k kK k kK kK xk k ok ok k k kx k kx &k %
731. ...... 741.......
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P304066 634t gctcggcct gcagcccgcect ccccgcttc G CCCACTCGGG GCCCCCGLCGC
mCOX8C 468 TCTCGAAGCC T- - - - - -=-=- - =-=-=--=----- G GCCACCCAGG CCGCCTCAGC
rCOXsc 463 TCTCGAAGCC T- - - - - --=-- -=-=-=-=----- G GCCACTCAGG CCGCCTCAGC
* k k * k% * * * *x % * * * %k k k¥ k% k¥ *¥ *x % % * %k k k¥ k¥ * * x kx %
* ¥k * * * * * * * * * * k k k¥ k¥ k¥ k¥ * % % * k k kx k *¥ k¥ k¥ k %
* k k * k% * * * *x % * * * %k k k¥ k% k¥ *¥ *x % % * %k k k¥ k¥ * * x kx %
* ¥ kx * * * * * * % * * * k k k¥ k¥ k¥ k¥ * % % * k k kx k * k¥ k¥ x %
* k k * k% * * * *x % * * * %k k k¥ k% k¥ *¥ *x % % * %k k k¥ k¥ * * x kx %
* ¥ kx * * * * * * % * * * k k k¥ k¥ k¥ k¥ * % % * k k kx k * k¥ k¥ x %
* * * * % % * * * %k k k * k¥ *¥ * % % * %k k k¥ k¥ * * k¥ kx %
alignment position 751 . . . . .. . 761....... 771 oo . 781, ... ... 791.......
P304066 684 CAgCQgQgCC- - - - -=-=->->-=-=-=- ------ CCTG TCTGCCGCGG TGAGT TGAGG
mCOX8C 500 CACTCAGAAA GCCCACAAAA AAAAATCCTG TCGCCCACGG TGAGGTAGAA
rCOX8C 495 CACTCAGAAA GCCCACAAAA CCAAGTCCTG ACACCCACGG TGAGGTAGAg
* ¥k * * * * * % * * k¥ * * * *x * % * % * k k k kx k k¥ x * % * k k * * k k¥ * % % * k k k k¥ *¥ k¥ k¥ k¥ %
* * k * * * * * *x % * x * * * * *x * * % * k k k k¥ k¥ x x * % * k k * ¥ k¥ k¥ * % % * k k kx k¥ ¥ k¥ * %
* ¥k * * * * * *x * * k¥ * * * *x * % * % * k k k kx k k¥ x * % * k k * * k k¥ * % % * k k k k * k * %
* * k * * * * * *x % * x * * * * *x * * % * k k k k¥ k¥ x x * % * k k * ¥ k¥ k¥ * % % * k k kx k¥ ¥ k¥ * %
* ¥k * *¥ * * * *x * * %
* * k * * * * * *x % * *
* ¥k * *¥ * * * *x * * %
alignment position 801 . . . . . . 811. .... 821....... 831 .. .. 841, . ... ..
P304066 716 CCCAgccat c at ggt gggcg ggaagcgcgt ggccctggcg gggcGCCCCG
mCOX8C 550 CCCACt TAAC G- - - - - - - - - - - - oo o oo o oo m o ----GTCCAA
rCOX8cC 545t cc gCCTAAC G- - - - - - - - = - o s mmmmm o o e m - ----GTCCAA
* * * % * * % % * * % % % % %
* % % % * * % % % % %
* * * % * * % * % % %
* % % % * * % % % % %
* * * % * * % * % % %
alignment position 851 . . . . . . g861....... 871....... 881 ... 891.......
P304066 766 AGGGAGG ACACGGCGT- -=-=- - --- - - G caggcctcgc
mCOX8C 567 GGGGAGT GTGTGGTGT- ------- - - GT---------
rCOXs8sc 562 GGGGAGT GTGTGGTGTg tggtgtgtgG T---------
* ¥ kx * * * * * *x *%* * * * * * *¥ k¥ * * % * k k k *¥ k¥ k x % * *
* k k * % * * * *x % * k * k% * * % *x *x % * % k k * * k¥ kx %
* ¥ kx * * * * * *x *%* * * * * * *¥ k¥ * * % * k k k *¥ k¥ k¥ x %
* k k * % * * * *x % * k * k% * * % *x *x % * % k k * * k¥ kx %
* ¥ kx * * * * * *x *%* * * * * * *¥ k¥ * * % * k k k *¥ k¥ k¥ x %
alignment position 901 . . . . . . 911....... 921....... 931.......941.......
P304066 806 GTGGGAGGCT CTTGTGGCTT GGTCGCCGTT GGGGGAGGTt cctgt ggc- -
mCOX8C 598 GTGTGTGgt t - - --- - -- GT GTGTGTGGTT GTGTGTGTTG GCAGCTTCAG
rCOXs8c 603 GTGTGTGTTA GGTGTGGCGT GTGTGTTGTA GTGTGTGTTG GCAACTTCAG
* k¥ x * * * * * *x % * * % k¥ * * * * * % * k k k k¥ k¥ x * * % * k k * ¥ k¥ k¥ * % % * k k k¥ k¥ ¥ x¥ k¥ k¥ %
* % * k k k kx k x * * % * k k k¥ * kx x * % % * k k 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 kx k x * * % * k k k¥ * kx x * % % * k k k k * k¥ k¥ k¥ %
* % * k k k k¥ k¥ *¥ * * % * k k * ¥ k¥ k¥ * % % * k k k¥ k¥ ¥ x¥ k¥ k¥ %
alignment position 951 . . . . . . . 9621....... 972, ...... 981.......991.......
P304066 854 - -- TTGGTCG CCTTTGGGGG AGGTTCCTGG GAGAGGGTcg cggtgaggat
mCOX8C 640 TTGTGGGgt ¢ ACTTTGGATG GCGGTTCAGG GCGAGGATga GAGTCCCAAG
rCOXxsc 653 TTGTGGGTTT ACTTTGGATG GGGGCTCAGA GTGAGGGT- - GAGTCCCAGG
* % k¥ % k% * *x *x *x % * k% % k% * % %k *x *x % * k% k% k% *k k * *x *x % * % k * % % *x % * k% % k k¥ % k% kx *x %
* k¥ x * * % % * k¥ * * * * * * * % * k k k k¥ k k¥ x * % * k k * % % * k kx kx k k¥ k¥ k¥ x %
* % % % % % % * k% % k k¥ % k% kx *x %
* * x * * % % * k kx k k k¥ k¥ k¥ k¥ %
* % % % % % %
alignment position 1001. .. . . . 1011 1021...... 1031... ... 1041......
P304066 901 gccgtcgtcg ---------- ---------- GGCACAGGGg cggaaagccc
mCOX8C 690 TAGGACCTGG CTCTCCATTA TG-- ---- GA GGCACAGGG- ---=-=-~-=-=---
rCOX8cC 701 TAGGACCTGG CCCTCCTTTA TGagcat gGA GGTGCAGGA- - ---- -----
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50f 6

alignment position
P304066 931
mCOX8C 723
rCOX8C 740
alignment position
P304066 981
mCOX8C 742
rCOX8C 759
alignment position
P304066 1002
mCOX8C 787
rCOX8C 809
alignment position
P304066 1002
mCOX8C 787
rCOX8C 859

E

ACCGGCACCT
TAATCcTACCT
TCATTTACCT

* k% *x * *k kx % %

* * % % * % k% %

* k k% %
* % k% %
* k k% %

*
*
*

*
*

caactattga

Pairwise similarities:

* * % * k¥ %k *x %k x %
* * % k k¥ *k * k& kx %
* * % * k¥ %k *x %k x %
* * % k k¥ *k * k& kx %
1061. .....

ggaacgcgcg

1111......

GGCTCGGGGG
GCCTGGTGGC
GTCTTGTGGC

* * % k * *k * *k kx %
* * % % k* *k * k *x %
* k % k *k *k k *k kx %
* * % %k k¥ k * k *x %
* k % k *k *k k *k kx %

aagaaattga

file:///Users/cmoraes/ Documents/Corinal%20Paper%20Promoters/...

CAAGACATAG
CGAGCCATAG

* 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 x %k %

E N

* k k k *k k *k k %

* k k k kx *k x *x %
* k k% k k¥ kx *¥ % %

1081... . ..

CTCCTTCGTT
-TCCTCGGTT
-TCCTTGGTT
* *k *k * k¥ x ¥ k% %
* k k k k¥ k *k % %

1131.... ..

CATTTTCTCT
CATTTTCTCT

* k k k *k k k¥ *k *x %
* *k k k k¥ k *¥ *k *x %
* k k k k¥ k *k *k *x %
* k k k k¥ k *¥ *k *x %
*

* k k k k k %

1181... . ..

* %

atct agacgt

GTTACCCTTT
CACTCCAGGG
CGTTCCAGGG

* *k k k¥ & * k¥ x % %
* k k kK k k k¥ k % %

AAAAA- - - - -
AAAAAacgat
* * k% % %
* % % % %
* * k% % %
* % % % %
* * k% % %

cagaaattgg

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.

| mCOX8C | rCOX8C

(786 bp) |(883 bp)
P304066 | 0.079] 0.053
(1001 bp) | 34%| 27%
mCOX8C 1.000
(786 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.

Positions in alignment

Output file

Extract alignment region

from:

to:

dialign.seq

Extract aligned sequences

© Genomatix Software GmbH 1998-2005

For comments, questions or bug reports, please contact support@genomatix.de

License Agreement

GEMS Launcher 4.1.1
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Genomatix-L ogo L ogout Personal Messages GEMS-Logo

Genomatix MainGEMSEIDoradoGene2PromoterBiblioSphere
Frequently asked questionsYour ResultsYour SeguencesY our ProtocolHelp

GEMS Launcher Task: DiAlign TF: Multiple alignment plus TF sites
working on promoters.seq (2 seq.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1 December 2004 Thu May 12 18:22:09 2005

Solution parameters:

Sequence file: promoters.seq (2 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 2 (100.0 %) segquences)
Family matches: yes
Matlnspector library: Matrix Family Library Version 5.0 (February 2005)
e ALL user_defined.lib (0.75/Optimized)
Selected groups e ALL vertebrates.lib (0.75/Optimized)

(core/matrix sim):

Aligned Sequences:

’NT). Seﬂ;?ece ‘ Sequence Description Length

sym=COX10|loc=L oc1352|taxid=9606|spec=Homo sapiens|chr=17| 1501
1P862017 |ctg=NT_010718|str=(+)|start=13569068|end=13570568|len=1501| tss=1001] comm=COX10 homolog,

cytochrome c oxidase assembly protein, heme A; (NM_001303/501/silver;) bp
sym=Cox10|loc=L 0oc70383|taxid=10090|spec=Mus musculus|chr=11|

2 Pg62018 |Ctg=NT_096135|str=(-)|start=29162492|end=29164044|len=1553| tss=1001,1053| comm=COX10 1553
homolog, cytochrome c oxidase assembly protein, heme A; bp

(AK010385/501/gold;NM _178379/553/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.

VSETSE USNRF2 VEYYIE VSNEUR VZFor VSSTAFSSORVIVEEBON ' SRORA \/SCOUP

alignment position 1. . ... .. .. 11.. ...... 21 ... .. ... 3. ... 41000 0L
P862017 la--------+- - -------- B I I T NI I R
P862018 laagggctaac ttatttatga tgatcagagt tccaggaacagtgggtctaa
alignment position 51. ... .. .. 61.. ... ... 71... .. ... 81, ......91... .. ...
P862017 A L T I
P862018 S51ttaaccaaga tagctgtaaa gcagaaggcc tcccctaagc agcactcact
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alignment

P862017
P862018

alignment

P862017
P862018

alignment

P862017
P862018

alignment

P862017
P862018

alignment

P862017
P862018

alignment

P862017
P862018

alignment

P862017
P862018

alignment

P862017
P862018

alignment

P862017
P862018

alignment

P862017
P862018

alignment

P862017
P862018

alignment

P862017
P862018

alignment

P862017
P862018

alignment
P862017

position
2
101

position
29
150

position
79
150

position
129
150

position
179
150

position
229
150

position
279
150

position
329
150

position
379
150

position
429
150

position
479
150

position
529
161

position
579
211

position
629

gttggtgtga

151... .. ..
ctgaaaagaa

20 o6 0 00 00
cacaacactt

251 ... .. ..
taggtgtctg

SO oo o0 00 0o
tat aaaagat

351... .. ..
tcagaggact

401... .. ..
aat acggatt

451... .. ..
ggagat at ct

501... .. ..
cccggagttec

551... .. ..
ttgattagac

601... .. ..
atgctcct gt

651... .. ..

AAATTTATTT
TAATATTTCA

* X % * *k k *x % *x %

701.. ... ..
agt ggcgcaa
gaacagtt gt

751... .. ..
GCCTCAGCCT

tt agatccca

161.
gatcgagggg

211.

261.

311.

361.

411.

46 1.

511.

561.

611.

661.
TTAGAGACAG
CTTAACACAG
* * % x * %k kx % kx %

711.

tcaccgcaac
taacttttca

761.
CCTGAGTagc
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121.. .. ..

---TCTACTT
aat TGTGCTT

* * % kx * % %

171.. .. ...
tt gggggatg

221. . .. ...
aggtaat aat

cattt

aaaca

cattg

tactec

caa

aa

at c

aa

t tag

at a

ccc

aagcatc

62 1.
tgtt

aatt

o -
= o

671. . ...

GGTCTCActg
CATTTCAaag

* x * % * % %

721. . .. ...

ct cgacctcc
gt tattcacc

771, . .. ...
tgagaccaca

131. ......

141. . .. ..

TTTACTTGTG GAaccccaat

TTCATTTGTT

* k k k *k x k& x ¥ %

181. ......
ctgagatct a

231. ......
ctattagtgc

28 o 0000 c
atct aattct

331. ......
tatt gctaga

381. ......
ggt caaaagg

B8, 60000«
tgaacctct a

481. ... ...
tgtggctcag

531. ......
gagactacgg

581. ......
acgagaacca

631. ......
ttaactttaT
--------- T

*
681. ......

tgtcgcccag
tgct cgaaaa

731. ..., ..

caggctcaag
agaaa---- -

781. ... ...
ggcacgcgcc

GAttt aagg-

* %

191. . .. ...
ccctggt aat

241. . .. ...
ctgtacctag

29 o 00 0 0o
ctcaacctct

341. . .. ...
t aact gaggt

391. . .. ...
ccagaactag

441. . .. ...
catgcaatct

4 8dls 5 60 00 o
aaacaagtaa

541. . .. ...
t aaagtgtaa

591. . .. ...
tttcctcatg

641. . .. ...
TTTTATTTTA
TTGTACTTTG
* % % % k¥ % %k *x % %
691. . .. ...
actgcagtgec
acagt ggatt

741, . .. ...
cgatccTCCC
------ TCCA

* % % %
791. . .. ...

accacacctg
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P862018

alignment

P862017
P862018

alignment

P862017
P862018

alignment

P862017
P862018

alignment

P862017
P862018

alignment

P862017
P862018

alignment

P862017
P862018

alignment

P862017
P862018

alignment

P862017
P862018

alignment

P862017
P862018

alignment

P862017
P862018

alignment

P862017
P862018

alignment

P862017
P862018

alignment

P862017
P862018

250

position
679
300

position
729
350

position
758
400

position
758
450

position
758
500

position
760
550

position
810
596

position
860
646

position
889
696

position
889
746

position
927
796

position
977
796

position
1027
820

TCCTCTTCTT

* k % k *k k *x % % %

801... ...

gct aatttta
taggtccaca

851... ...

tggtctcgag
ctctgtcttec

ccatgacc

1051. . .. ..
CCCGCCTCGG
CCTGTCTCAG
* % *¥ k% x * * * *x %
1101. . .. ..
ccggccgec
tctcacct

—
«Q

ca

1151. . .. ..

gcccacctca
ttgctctt

aggcattec

1301. . .. ..
tcgtccgc

1351. . .. ..
gcggttecec

1401. . .. ..
cagccagt
cgccttcc

file:///Users/cmoraes/ Documents/Corinal%20Paper%20Promoters/...

CCTTAGTcta agatt aattt gatggggaca accattatcc

* * % kx * % %

811.

cattttttgt
gt gatgaact

861.

ttcccaggat
ct ggtaaact

TCTCCCt aag
TGGCCCctga

* * % *x *x %

actttaaa
gctgaaag

cggtcacec
tgagtttec

CT GTCAAC
CTTTCAAG

* * % k *k k kx %
* * % %k k* %k *x %
* * % k *k k kx %

cttccgatca
ccgcgggctc

821. . .. ..

agaggcgggg
gt gat gggcc

871. . .. ...
caagcgatec-
ggaaaactct

921. . .. ...

ccttt

ctt

ta

97 1. . .. ...

tctac

ctt

at

1021. .. ...

agaga

cacag

1071. ..

cactggg
tcagcac

att
ctg

1121. ..

tt gcccg
caaacac

gga
aaa

1171. .. ...

ggaggat gc-
tttct ctc

1221. .. ...

gcgcaagatc

1271. .. ..

TT CTGGGAGC
CT CAGGGGAC

* k k k k k * % %k %

* %k * k k¥ % *¥ % % %

* %k % x % %

1321. .. ...
cttcaggaca

* k k %

1371. .
aggcct

CAGA
CAGA
* k k% %

1421. .. ...

cctccagaca
cgacgatctg

831. ......841.. .. ..

tctcgctttgttgcccagge
tcagaaaatcccattctctg

1031...... 1041 .
------------------ CT
tgcgtgctct t acacaaacCT

* %
1081...... 1091. .. ...
gcaggcGTGA GCCACAGcgc
ag---- GTGAACCACAGaga

* k k ¥ *x k* * *¥ * * %

1131...... 1141. .. ...

ggactctgcagcccaaccct
ctgcccttgt aagtcat gtt

agcctgggt gacaactgagg

1291. .. ...

TGCAAGCGCG GGCCGGCCag
TGCCGGGCCG GGCCGGACt c

* k k k k k k k k k¥ k k¥ k k k *x % %

* k k k * k k k k k *x k¥ k k k *x k% %
* k k k k k k k k k¥ k k¥ k k k *x % %

1341. .. ...

1391. .. ...

CCTGTCAGCC CGCCACactc
GCCCTAACCCCGCCACgact
*ok ok ok ok ok ok ok ok ok Kk k ok k Kk X

1441. .. ...

ccacgctctcctttcggagec
tccctcccgggcagagagect
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alignment position 145 1.

1077 c c o I I I S S

acatctggag cgtct gaggg gaaagcgaaagctct accat

P862017
P862018

870 cacctagtct

alignment position 150 1. .

1461
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1471.

1481...... 1491. .. ...

P862017 1083 T T
P862018 920 ccgatcttta taagctccgc tagcctagcect ttcagagagc gctg

* * %
alignment position 155 1. . . . 1561. .. ... 1571. .. ... 1581...... 1591. .. ...

P862017 1086 cccggaact actcccacag gggggcg
P862018 970 gaggaagtc ccgcctcact cagagggcg

* * % %k * %k % * * % *x * % %
* * * * *x * %
* * % *x * % %
* * * * *x * %
* * % *x * % %
* * * * *x * %
* * % *x * % %
* * * * *x * %
* * % *x *x k% %
* * * * *x * %
alignment position 1601. . .. .. 1611. .. ... 1621. .. ... 1631...... 1641. .. ...
P862017 1134 AGA GGacaca- GGGATCCCGGGG
P862018 1020 AGA GGcgtcct GGGGTCCTGGGG
* * x * % * * * % % * * * k¥ * k¥ * *x * % * k * k k¥ * *¥ k¥ *¥ *¥ * % * * * k¥ k¥ *k *¥ * *¥ * * %
* * % * * k *x % *x % * * % x * % *x k% % % * k k k k *x k¥ %k x * * %
* * * * %k * * * % % * * * k¥ * k¥ * *x * % * k * k k¥ * *¥ k¥ *¥ *¥ * %
* * % * * k *x % *x % * * % x * % *x k% % % * k k k k *x k¥ %k x * * %
* * * * %k * * * % % * * * k¥ * k¥ * *x * % * k * k k¥ * *¥ k¥ *¥ *¥ * %
* * % * * k *x % *x % * * % x * % *x k% % % * k k k k *x k¥ %k x * * %
* * * * %k * * * % % * * * k¥ * k¥ * *x * % * k * k ¥ * k¥ k¥ *¥ *¥ * %
* * % * * k *x % *x % * * % x * % *x k% % % * k k k k *x k¥ %k x * * %
* * * * %k * * * % % * * * k¥ * k¥ * *x * % * k * k ¥ * k¥ k¥ *¥ *¥ * %
* * % * * k *x % *x % * * % x * % *x k% % % * k k k k *x k¥ %k x * * %
alignment position 165 1. . 1661...... 1671. .. ... 1681...... 1691. .. ...

P862017 1183 Agcggcccca gact cGTAAA TTATGGCCGC ATCTCCGCACACtct cTCCT

P862018 1070 Act gct gcac ca-- - GTACG TTATGGCCGC GTCCCCGCACACcat t TCCT
* * * % *x % * k k k k k k¥ *k kx k *k k k k *k k & x k¥ ¥ *x % * * % %

* k * k¥ % * k * k k¥ *¥ k¥ ¥ ¥k * k kK k ¥ k¥ k¥ k¥ k¥ x¥ * % * * *k %

* * % *x % * k k k k k ¥ *k kx k *k k k k k& k & x k¥ ¥ *x % * * % %

* k * k¥ % * k * k k¥ *¥ k¥ ¥ ¥k * k¥ k k ¥ k¥ k¥ k¥ k¥ *¥ * % * * *k %

* * % *x % * k k k k k ¥ *k kx k *k k k k k& k & x k¥ ¥ *x % * * % %

* * *k %

* * % %

* * *k %

* * % %

* * *k %

alignment position 1701. . .. .. 1711. .. ... 1721. .. ... 1731...... 1741. .. ...

P862017 1233 CACGCCTCCT GACAGGTACT GT ACCCGccT TGGGCACGACCTT
P862018 1117 CGCGCCTCCT CACAGGTATT GT ACCCGg-T TGGGAATGAT CGTGG

* k% % * k% ¥ * *x * * * *¥ k% *¥ * % k% * % * * * *k * * * * * * k k k k¥ k¥ k¥ k¥ *¥ ¥ k¥ * k¥ ¥ ¥ *x ¥ * *x *
* % k% % % * * *x *x % * * k% k¥ * * *x *x *x % * x *x * * * *
* k% % * k% ¥ * *x * * * *¥ k% *¥ * % k% * % * * * *k * * * *
* % k% % % * * *x *x % * * k% k¥ * * *x *x *x % * x *x * * * *
* k% % * k% ¥ * *x * * * *¥ k% *¥ * % k% * % * * * *k * * * *
* % k% % % * * *x *x % * * k% k¥ * * *x *x *x % * x *x * * * *
* k% % * k% ¥ * *x * * * *¥ k% *¥ * % k% * % * * * *k * * * *
* % k% % % * * *x *x % * * k% k¥ * * *x *x % % * x *x * * * *
* k% % * k% ¥ * *x * * * *¥ k% % * % k% * % * * * *k * * * *
* % k% % % * * *x *x % * * k% k¥ * * *x *x % % * x *x * * * *
alignment position 175 1. . 1761. .. ... i771. .. ... 1781...... 1791. .. ...

P862017 1283 CTCT T GCCG TGGTTCCGGC TGGCT GCAAC
P862018 1166 TT TT CCG TGTTGCCGGC CGCCT GCAAC
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alignment

P862017
P862018

alignment

P862017
P862018

alignment

P862017
P862018

alignment

P862017
P862018

alignment

P862017
P862018

alignment

P862017
P862018

alignment

P862017
P862018

alignment

P862017
P862018

position
1333
1216

position
1383
1251

position
1433
1300

position
1466
1350

position
1466
1400

position
1466
1450

position
1501
1500

position
1502
1550

* kX % * * k *x %k *x %

1801. .

CTTGGg gAGC
CTT GGa- AGC

* * % k% % * * %
* *
* *
* *
* *
* *
* *
* *

1851. .

TGACCTCT GG
TGACCTTTAG

* * % * k¥ k *x % *x %
* k¥ % * %k * *x % * %
* * % * k¥ k *x % *x %

1901. .

CTTGCACTGT
TTTGCACCGT

* kX % *x k¥ k *x % *x %
* k¥ % * %k *k * % * %

1951. .

E I T T
* % ok F * * F
* % Ok X X F

Cagctt aaag
*

2151

atcc

Pairwise similarities:

* * * %

* % X X X X X X
* 0% X X X X X X
* X X X X X X X

CCTTGGCgag
CCTTGGCttg

* * % * * % %

AGTAGCTTGG
GGTCACCTGA

* * % x * %k kx % %k %
* * % * * % *x % *x %
* * % x * %k kx % %k %

GGCTTTAGTG
AGGCCAGGTG

* * %k x * %k kx % %k %
* * % x * % *x % % %

CCTCC

* * * *x %

tgttacctta
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* * % kx * % %
* x * k *x * %
* * % kx * % %
* x * k *x * %
* * % kx * % %
* x * k *x * %
* * % kx * % %
* * * k *x * %
1821.
gt tggccggc
tcacttggca
1871.

AGTGAAGAGG
AG GGA CGAGG

* x k*k k k % *x * %k %
* %k * k k¥ *x *¥ % % %
* x k*k k k % *x * %k %

1921.

GT CCacacag
GT CCct aagg

* x * %
* % * %

1971.

at gga

gggac

2021.

ccgcggttcc

2071.

AT CCGGCTTC
cccecececcecccece

* k * k * *x *¥ % % %

2121.

at caccatga

* %k k k * k¥ kK k¥ k¥ ¥ *k k¥ k¥ k¥ ¥ * * *x *x *
* k k k ¥ kx kx kxk ¥ * ¥ kx k k¥ * k¥ *x *x %
* %k k k * k¥ k k¥ k¥ ¥ *k k¥ k¥ k¥ ¥ * * * *x *
* k k k ¥ kx kx kx kx ¥ * ¥ kx k k¥ * k¥ *x *x %
* %k k k * k¥ k k¥ k¥ ¥ *k k¥ ¥ k¥ ¥ *x * * *x *
* k k k ¥ kx kx kx kx ¥ * ¥ kx k k¥ * k¥ *x *x %
* %k k k * k¥ kK kK k¥ ¥ *k k¥ k¥ k¥ ¥ *x * *x *x *
* k k k ¥ kx kx kx kx ¥ * ¥ kx k k¥ * k¥ *x *x %
1831...... 1841.
caccggtgtggtggGGGAAA
-------------- GGGAGG
* * % % % %
* % %k % % %
* * % % % %
1881...... 1891.

TCACggagct agGGT CCAGT
CCAAgtattgt - GGACCAGC

* * % % * *k *k *x %k %k * %
* k k % * k x * * * % %
* * % %

1931...... 1941

CCt - =---m s s mmmm o - -

cttttaatga

...... 2091.

TGCGGAAGAGCGGTGTCTTC
CCCGTTAAGGAGCTGTCTTC

* k k k * k k k k kx k k¥ k Kk k * *¥ %k * %

t aat gataactgccaactga

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.

P862018
(1553 bp)

4/11/07 5:18 PM
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P862017 | 1.00
(1501 bp) %

o

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 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.seq (3 seq.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1 December 2004 Thu May 12 18:51:16 2005

Solution parameters:

Sequence file: promoters.seq (3 seg.)
Type of sequences: nucleotide sequences
Threshold T: 0.00
"*' signs below alignment denote: diagonal similarity (max. similarity is represented by 10 *' signs)
lignment output e
TF output: common TF matches located in aligned regions (common to 3 (100.0 %) sequences)
Family matches: yes
Matlnspector library: Matrix Family Library Version 5.0 (February 2005)
e ALL user_defined.lib (0.75/Optimized)
Selected groups e ALL vertebrates.lib (0.75/Optimized)

(core/matrix sim):

Aligned Sequences:

’NT). Seﬂ;?ece ‘ Sequence Description Length

sym=COX11|loc=L oc1353|taxid=9606|spec=Homo sapiens|chr=17| 1001
1P911216 |ctg=NT_010783|str=(-)|start=11698832|end=11699832|len=1001| tss=501| comm=COX11 homolog,

cytochrome c oxidase assembly protein (yeast); (NM_004375/502/bronze;) bp
sym=Cox11|loc=L 0c69802|taxid=10090|spec=Mus musculus|chr=11| 1001

2|P911219 |ctg=NT_039521]|str=(+)|start=2038150|end=2039150|len=1001| tss=501] comm=COX11 homolog, bp
cytochrome ¢ oxidase assembly protein (yeast); (AK008096/529/gold;NM_199008/529/bronze;)

sym=nalloc=L 0c287621|taxid=10116|spec=Rattus norvegicus|

3 [P911220 chr=10|ctg=NW_047336|str=(+)|start=20039176|end=20040176| len=1001|tss=501] comm=similar to | 1001
COX11 homolog; cytochrome ¢ oxidase subunit 11; cytochrome c oxidase assembly protein COX11; bp
(XM _213433/540/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.

VSSVIAD V$AHRR USNNODIVSEGRENSOWITE 'S5\ CE VSHIFE VSSTAR V SPOF VSGATA VSZFIA VSPAXG

alignment

position i.........12........21........31........41........
P911216 l1gcaagtt gt aaggggcat cagaGCAGGGGA AGCCGACTGC CCAc- GGGCT
P911219 i T -- GCAGT GGG AGACATCTGC CCATGGGGCT

4/11/07 5:24 PM
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P911220

alignment
position

P911216
P911219
P911220

alignment
position

P911216
P911219
P911220

alignment
position

P911216
P911219
P911220

alignment
position

P911216
P911219
P911220

alignment
position

P911216
P911219
P911220

alignment
position

P911216
P911219
P911220

50
29
15

99
77
64

141
126
110

191
170
154

239
220
204

51. .

61.

GAGAAAATGCAGGTGTCGTG
GAGAAGATGCACAGGTCGGG
GAGAAGACGCACAAGTggag

* k k ¥ k& * k¥ k x¥ *¥ * *x *¥ *k *x ¥ *k * * *

* k k k %k kx k *k x * * *x *¥ * *x *%

* k% ¥ *k * k¥ *k x k*¥ * *x k¥ * *x %

101.

111. ..

C-AAGGCTTCCTGAGAGAGG
T-AAGTGTTCCAGAAAGAGG
taAAGTGTTCCTGAAAGAGG

* *k k %k ¥ Kk *k x * % *x *¥ %k k ¥ %k * * %
* x k¥ k¥ k k& *x * * *k *x * k *¥ %k *x * %

151.

161. ..

CAGT GAGCACAGGAGCcagc
CGGAAAGCAACGGGGCTGAG
CAGT AAGCGA GGGGGTTT AG

* k% k% ¥ k¥ ¥ k¥ *k x¥ *¥ * *x ¥ %k * ¥ %k * * %

* k k k *k kx *k k kx * %k kx *k *k k *¥ *k * * %

201.

211. ..

GGAGAGCgtcgcc--GGGGC
GCAGAGCTGCCGCTGGGGGC
GCAGAGCTGCCGCTGGGGGC

* * %
* k%
* * %
* k%
* * %

*

*
*
*
*

251.

Taaataaagatcacagg

*

*
*
*
*

* %
* %
* %
* %
* %

*

*
*
*
*

*

*
*
*
*

*

L I

*

EE I I

*

*
*
*
*

*

*
*
*
*

*

L I

*

*
*
*
*

*

E I B R I

261. ..

*

¥ % X X X X X
* 0% Xk Xk X X X

TGGGGAGATGGGGATA -
TGGGAAGATGAGAGTA-

* k% ¥ ¥ *x k %k x *¥ * *x *¥ * % %
* k k k *k ¥k *k x*x *¥ % *x ¥ * *x %

*

* * *

301.

311. ..

*

*

L I I
EE B R B I

' Q
FEOO0O0

*

file:///Users/cmoraes/ Documents/Corinal%20Paper%20Promoters/...

* * % kx * % %k %

71. ..

-GGtgcccat
-GTGTTGGA-
aGTGTTGGA-

* * % k% * % % %
* k %k k *k % % %
* %

121.

tga-------
GACGTTgagtt

CAAGTTt gcc

* % % *x % *

171.

ggccaagggA

T@A- 2 na o - A
* *x k% *
* *x % *

*
221. .

TGCCGGGTCG
CGCTAGGTCG
CGCTAGGTCA

* * % x ¥ %k kx * % %

* %k % * ¥ %k *x * % %
* * % x ¥ %k kx * % %
* %k % * ¥ %k *x * %k %
* %k %k k * %k * * %
* % %k * *¥ %k * % %
* %k %k k * %k * * %
* % %k * *¥ %k * % %
27 1.

AACCCCAAGT
AAGCCCCAGT
Actct ccgGT

* %k % x ¥ %k * * % %
* * %
* %
* %

321.

289 ACGGGCGAAACGCATTTTCCTAAATGTt aa
264 AAGGCCCAAATGCATTTTCt gCAAAGTAAA
248 AAGGCCCAAATGCATTTTCC T TCAAAGTAAA

* %k %
* * %
* %k %
* * %

*

*
*
*

*

EE

* %
* %
* %
* %

*

*
*
*

*

*
*
*

*

*
*
*

*

*
*
*

*

*
*
*

*

*
*
*

*

*
*
*

*

*
*
*

*

*
*
*

*

*
*
*

*

*
*
*

*

*
*
*

*
*

* %k % x ¥ %k kx * %k %

* ¥ % * ¥ %k *x * % %
* k * % %k %
* % % % % *

CTGC

* * % %k kx % %k * % %

* % % *

81.

GAGGGCTGCG
GAGAAAGGCG
GAGAAATGCG

* *k % %k *x * %k *¥ % *x
* k % *k k * *k k % %
* % %

131...

TACTTGAACT
TGCCTGCGCT
c----GAGCT

* * ¥ % x ¥ %k k % *

181. ..

CCCCAGGAGA
CCCCAAGTGA
CCCCAAGTGG

* % ¥ % * ¥ %k * % *
* k %k %k k * % %
* * % % * % % %

231. ..

AGACAAAGGC
AGACAAAGGC
AGACAAAGAC

* k % % k * *k k % %
* * % *k * % %k *¥ % *x
* k % % k * *k k % %
* * % *k * % %k *¥ % *x
* k % %k k * %k k % %
* * % *k * % %k *¥ % *x
281. ..

GAt ggec aAGC
GAGG- - - AGC
GAGG- - - AGT

* * % % * % %
* *x k% % * % %
* * % % * % %
* *x k% % * % %
* % %
* % %
* % %
331. ..

gagacgttct
CTAAAGAAGC
TTAAAGAAGC

* k % *k kx * %k * % %
* % ¥ % * ¥ %k * % *

CCTTGGGGCT

* * % kx ¥ *k k %k %k %
* ¥ % * ¥ %k kx % % %
* % *k * %

91 . .

GTTAACACAG
GTTCTCATAC
GTTCT CACAG

* % % *x *¥ k *x % % %
* * %k k * % %
* % % *x % * %

141. .

AAGTCCAGGG
CAGTCAGCGG
CGGTCAGAGG

* * % x ¥ *k k % % %
* % % kx *k % * %

191.

AAAGACCGCG
GAGCCCCGCG
AAGCCCCGCG

* ¥ % * ¥ %k kx % % %
* %
* %

*
*
* * %
*

E I

* % * *
* * * *
* % * *
* * * *

* % X X

* %

241. .

TGGTGGAGT
TGGCGAAGT
TGGCGGAGT

* * % k * %k k k% %
* %
* %

* %

* O ok X ok X o o o

¥ % X X X
E I I I
E I I
* 0% X X X

*
*
* * %
*
*

E I I
L I

* %

291.

TTGCACGCGG
TTGCACGCCG
TTGCACGCCG

* * k% % *¥ % ¥ * % %
* % % % % % * % % %
* * k% % *¥ % ¥ * % %
* % % % % % * % % %
* * k% % *¥ % ¥ * % %
* % % % % % * % % %
* * k% % *¥ % ¥ * % %
341. .

gg- - - CGAGA

AT CCCAAGGA
AT CAT CAGGA

* * %k k * *k k %k %k %
* ¥ % * ¥ *k kx % % %
* % *k * %
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alignment
position

P911216
P911219
P911220

alignment
position

P911216
P911219
P911220

alignment
position

P911216
P911219
P911220

alignment
position

P911216
P911219
P911220

alignment
position

P911216
P911219
P911220

alignment
position

336
314
298

382
364
347

432
404
387

480
454
436

530
503
486

* k k x *x * *x *x *x *
* k% ¥ % * x¥ % % *
* k k x *x * *x *x *x *

351.

* Kk k % k ¥k Kk %k *x
* * % % k % % * %
* Kk k % k ¥k Kk %k *x

361. ..

AGC- GAAGTGGGAGTAACAG
AACa AAAGT GCGAGGCACAG
AAC- AAAGT GCGAGGCACAG

* * % * % * * % %
* * % * * *x * % %
* * % * % * * % %

* * % *k kx % %k * % %
* k % *k k * *k k * %
* * % *k kx % %k * % %

411. ..

taaTCTGGCAACCCGGCCTC
CT- TCGGGCCACCCGGCCTC
CT- TCGGGCCACCCGGCCTC

* * * Kk k x * Kk %

* % * * * *x * % %
* * * Kk k x * Kk %
* % * * * *x * % %
* * * Kk k x * Kk %
* * * *x * % %
* Kk k x * Kk %
* * * *x * % %
451.

GGAGCCT GGT
GGAATCT GGT
GGAATCT GGT

* k k k %k k *k % kx *

* k% ¥ % *k *¥ % % *
* k k k %k k *k % kx *
* k% ¥ % *k *¥ % % *
* k k k %k k *k % kx *
* k% % ¥ % *k *¥ % % *
501.

ACggagcacg

* Kk k *x x k¥ Kk *x *x *

* * % % * ¥ % * % %
* Kk k *x x k¥ Kk *x *x *
* * % % * ¥ % * % %
* Kk k *x x k¥ Kk *x *x *
* * % % * ¥ % * % %
* Kk k *x x *k Kk *x *x *
* * % % * ¥ % * % %
461. ..
AGCC

AGTC

AGTC

* k k% *k k %k *k * * %
* % % %k * % % * % %
* k k% *k k %k *k k * %
* % % %k * % % * % %
* k k% %k k * *k k * %
* % % %k * % % * % %
511. ..

c CTCGCGAGA

ACTCGCGAGGTCTCGCGAGA
ACTCCGGAAGTGT CGCGAGA

* *k k k %k kx x % *x *
* *k k ¥ k% *k *¥ Kk % *
* k k k %k kx x % *x *

551 .
gtgt tagttc

TCTTTCCGGG- - -
TCTTTCCGGG- - -

* k% ¥ % *x *¥ % % *

* k k x *x * *x *x *x *
* * %
* % %
* * %
601.

* k % *k k % %k k * %

* % * * * *¥ * * *x %
* % ¥ k¥ * * * * %k %
* * % % % % % %
561. ..
agagG
G
G
* * ¥ * * % %
* * % % * % %
* * ¥ * * % %
* * % % * % %
* * ¥ * * % %
* * % % * % %
* * ¥ * * % %
* * % % * % %
* * ¥ * * % %
* * % % * % %
611. ..

file:///Users/cmoraes/ Documents/Corinal%20Paper%20Promoters/...

371.

TCACAAAGC-
TCACTTAGCA
TCGCCTAGCA

* % % * ¥ %k *x * % %
* * %k x * %k kx * % %
* % % * *¥ %k *x * % %

421.

CGTAGCCCGA
CGTAGCGCCA
CGTAGCGCGA

* k *x * k¥ Kk *x *x *x %

*
*
*

* ok ok ok * * *
* % X X X X X
* % X X X X X
* %k ok ok F * X
* 0% X X X X X
* ok ok ok * * *
* 0% X X X X X
* % X X X X X
* % ok X X X F

* F X X *
L I
* % F F F
* %k F *
E L I I
* F X X *

% %k ok ok ok ok ok F F *
E I T R R T T R
LR I S T R
¥ % ok Sk 3k ok ok F F X
E R T I R T T R
% %k ok ok ok ok ok F F *
E R I R R T T R
LR I S T R
* %k 3k Sk 3k ok ok F F X
E R I I R T T R

(o]
N
=

381. ..

- - AAAACGCA
AGAAAACGCG
AAAAAACGCG

* % % k% ¥ % k% * % *
* *k k¥ k% * % k% *x % *
* % % k% ¥ % k% * % *
* * % * % % * *
* % %
* * *
431.
CTGCaagcgc
CTGCT- -- - -
CTGCT- -- - -
* % * % %
* % % * %
* % * % %
* % % * %
* % % %
* % k% *
* % % %
* % k% *
481. ..
BTcAaAacccAc
CTCAAGCCGG
CTCAAGCCGG

* k %k %k k * k k % %

531. ..

CGTCCCTGAG
CGGCCcCccCcGece
CGGCCCTGAC

* k % %k k * *k k % %
* * % *k *x *¥ *k *x % *

* k % %k k * *k k % *

581. ..

GGC

GGT

GGT
* * * % % % * *
* Kk k *x kx % * %
* * * % % % * *
* Kk k *x kx % * %
* * * % % % * *
* Kk k *x kx % * %
* * * % % % * *
* Kk k *x kx % * %
* * * % % % * *
* Kk k *x k *k Kk x *x *
631

391.

AACTTACCCg
AACTTACCCT
AACTTACCCT
* % % * ¥ *k *x % % %
* %
* %
* %

E I L I

* %

* %k ok F *
E I
* X X X *
* X X X X
* % X X F
* % X X F
* X X X X

* %

tg

491.

AT CTCGCGAG
GT ACCGCGAG
AGACCGCGAG

* * % k * *k k %k %k %
* * % * *k %k * %
* k % k *k k * %

541..

AGGCGGGt g g
AGGCGGGCAT
AGGCGGGCGT

* *k *k k *k *k k *k *x %

* *¥ % ¥ *¥ * %k * % %
* * % k% * * %
591. .

GTg

GTT

GTT
* * % % * * * % %
* * * % * * % %
* * % % * * % %
* * * % * * % %
* * % % * * % %
* * * % * * %
* * % % * * %
* * * % * * %
* * % % * * %
* * * * * *x * *x %
641
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P911216
P911219
P911220

alignment
position

P911216
P911219
P911220

alignment
position

P911216
P911219
P911220

alignment
position

P911216
P911219
P911220

alignment
position

P911216
P911219
P911220

alignment
position

P911216
P911219
P911220

580
550
533

630
600
583

680
650
633

730
700
683

780
747
730

830
797
780

CGTTCCTTTCTGTGGCTGGC
gGTGGCTTCGTGT GGCCGGG
catcaCTTTGTGTGGCCGGG

* %k * * ¥ *x * % *
* %
* %
* %

*
*
*
* * %

*
*
*
*

* X X X

651.
ctgcagagag

* * ¥ % * ¥ % * % %

E I

* %
* *
* %
* *

* X X X
* %k ok F

* %
* %
* %
* %

E I I I

* *
* *
* *
* *

661...
ggt AGAGCCG

CTGT GGT GAACGCAGAGCTG
CGGT GGT GAACGCAGAGCGG

* k k k %k k *k % *x *
* k% ¥ % * *¥ % % *
* k k k %k k *k % *x *

701.

* k k% *k k %k *k k * %

* % % %k * % % * % %
* k k% *k k %k *k k * %
* * % * * % %

711. ..

GGt GCCGAGA GAGGACTGAG
GGCGCGGAGC GGGGTCTGAG
GGCGCGGAGCAGGGACTGAG

* k k ¥ k% *k x¥ k* % *
* k k k %k kx xk % *x *
* k% % *x * * Kk %
* * % * %

*
*
* % * *
*

L I I

*
* *x %
*

E

* * %

751.

tcgagcccgg

GGTCCGGGGGCCCGe

GGCCCGGGGT
* k k k %k k ¥ % *x *
* k% ¥ % *x *¥ % % *
* k k k %k k ¥ % *x *

801.
ACCCTTTCac

* *k % %k * % %k * % %
* k % *k k * %k k * %

* % % % *

E o I I
* %k ok F
E
* X *
EE
EE
* % %
* % X X
L I
* X X X

761. ..

cat ccagcat

gaC- -
CCCGtcgC- -
* *x k% % *
* * % % *
* *x k% % *
*
811. ..

a CGCGCGCAG

ACCCTTTCCAgCGCGCGCAG
ACCCTTTCCAgCGGGCGCAG

* k% % * * % *¥ *x % *
* %k % *¥ * ¥ *¥ *x % *
* k% % * * % *¥ *x % *
* %k % *¥ * ¥ *¥ *x % *
* k% % * * % * *

* % % *¥ * % *¥ %

* k% % * * % * %

* % k¥ *¥ * % *¥ %
851 .

accC

GTGC
GTGC

* k k% *¥ K% % %
* k k k¥ k% %k %

*
E I

* k% ¥ k% %k *¥ k% %

* * %k k * *k * * %

L
E I I I
* X X X X

* X X X X X X X
* % X F X X X X
* %k ok F F X X
* % X X X X X X
* % X X X X X X
* % X X X X X X

*

*
* * * * %
* * % % * % %
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GCTGGATCCA
GCTGGAGGCA
GCTGGAGCCA

* % % x ¥ %k *x * % %

*
*
*
*

E I I

* * %
* * %
* * %
* * %

* X X X

* %
* %
* %
* %

* %k ok F
E

671.

TTTCTTAGGC
GTGCTTAGGC
GCTCTTAGGC

* *k % x ¥ %k kx * %k %

* ¥ % * ¥ %k *x * % %
* *k % x * %k kx * %k %
* ¥ % * ¥ %k *x * % %

GTGGCTT GGG
ACGCCTCGGG
ACGCCTCGGG

* ¥ % * ¥ %k *x * % %
* * %k x ¥ %k kx * % %

* % * %

* %k ok F
ElE I I
E I I
* X X X
ElE I I
* %k ok F
E
* X *
EE
E I

771.

t GCAGCCGCC
- GCAGCCGCC
- GCAGCCGCC

* * %k % *x *¥ % % %
* * * *

* 0% kX X X X
* X X X X X
* 0% X X X X
* % kX X X X
* %k ok ok * * *
* 0% X X X X X
* X X X X X
* 0% X X X X
* % X X X X X

821.

GAGGAGGAGC
GAGGACGAGT
GAAGACGAGT

* * % x * %k kx * %k %

* %k 3k ok F F 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 X
* % ok ok F F X X
* % X X X X X X
* X X X X X X X
* % X X X X X X
* % X F X X X X

871

* * %
* * % % %

*
*

* * %
* % % % % %

*

* * %

CCCTGGGTc t
GCCCGGGTGG
GCCCCGGTGG

* * ¥ % x ¥ %k k % *

* * % % x % %k * % %
* * ¥ % x ¥ %k k % *
* * % %k x % % %

* * ¥ % kx % % %
681. ..

CAGAGT GGAG
CCGGGT GGGA
CGGGAT GGAA

* k % % k * *k k % %
* % ¥ %k * ¥ %k * % *
* *k k% % * k%
*

*
* * % * * % %
*

* % ok

* k%

731. ..

ACATGGAAGC
ACATGGAAGC
ACATGGAAGC

* * * *k *x *¥ *k * % *

* k % k% k * *k k k% *
* *k % %k *x *¥ %k * % *
* k % %k k * *k k % *
* *k % %k *x *¥ %k * % *
* k % %k k * *k k % *
781. ..

GCGGCGGCCT
ACGGCGGCCG
ACGGCGGCCG
* * % % x % %k * % %
* * ¥ % x ¥ %k k % *
* * % % x % %k * % %
* * ¥ % x ¥ %k k % *
* * % % x % %k * % %
* * ¥ % x ¥ %k k % *
* * % % x % %k * % %
* * ¥ % x ¥ %k k % *
831. ..

GGCGGCGGCA
GGCGGCGGCG
GGCGGCGGCG

* k %k %k k * *k k % %
* %
* %
* %
* %
* %
* %
* %

* % X X X X X X
* %k ok ok ok F X X
* % X X X X X X
* % X X X X X X
* X X X X X X X
* % X F X X X X
* % X F X X X X
* % ok ok F F X X

* %

881. ..

* *k * *k *x *¥ *k * % *
* k % %k k * %k k % *
* *k * *k *x *¥ *k * % *

ccaaccaggg
TCAGGgCGGA
TCGGGcCGGA

* * * % % * *x k% %
* *x * % % * *x % %
* * * % % * *x k% %

691.

TGGGACAGGA
TGGGCTCGGA
TGGGGTCGGA

* *k %k k * *k k %k %k %
* %
* %

* %
* *
* % * %
* *

* X X X

* * * *
* % * *
* * * *
* % * *

* X X X

* %

741. .

GCt gc agcct
GCCCGTGCGG
GCCCGAGCGG

* % % * ¥ *k *x % % %
* *k %k k *k *k k * *x %
* ¥ % *x ¥ *k *x % % %
* *
* *
* *

791.

AAGAGCTCGA
AGGAGCAGCA
AAGAGCAGCA

* * % x ¥ *k k %k %k %
* * * % * *
* %
* %
* %
* %

* %

* ok ok ok ok F* *
* 0% X X X X X
* X X X X X
* Ok F F X X
* 0% X X X X F
* 0% Ok X X X X
* X X X X X
* Ok F F X X

* %

841. .

GAACAAGACG
GAACAAGACG
GAACAAGACG

* *k % k * *k k %k %k %

* ¥ % * ¥ %k kx % % %
* *k % k * *k k %k %k %
* ¥ % * ¥ %k kx % % %
* *k % k * *k k %k %k %
* ¥ % * ¥ %k kx % % %
* *k % k * *k k %k %k %
* ¥ % * ¥ %k kx % % %
* *k % k * *k k %k %k %
891.

TG GGCATGCTGG GGGcgTCCTA
TG GGCATGCTGG GGGCCTCCTA
TG GGCATGCTGG GGGCCTCgTA

* % % *x ¥ *k *x % % %
* *k %k k ¥ *k k *k *x %
* % % *x ¥ *k *x % % %
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* k k *¥ k *k *k k k¥ * * *k k¥ * * k¥ k¥ *¥ *k ¥ * * *k ¥ *¥ *x ¥ * *x % * *k % * *x % * % % * * % k% * * % * *
* k% ¥ *¥ k¥ ¥ *¥ * *x ¥ * * ¥ * *x *x * * * % % *¥ % ¥ * *x % * % % * *x % * * % * * % % * * % * *
* k k kX k *k *¥ * *k k¥ k% * k¥ k¥ * *k k¥ * * *k ¥ * *x k¥ * *x % * *k % * *x % * % % * * % * % * *
* * * % ¥ * * ¥ * *x * * * * % % *¥ % ¥ * *x % * % % * *x % * * % * * % * % * *
* * * *k *k k% * *k k% *¥ *k k¥ * * *k ¥ *¥ *x % * *x * * *k % * *x % * % % * * % * *
* * * % ¥ * * ¥ * *x * * * * % % *¥ % ¥ * *x % * % % * *x % * * % * * % * *
* * * *k *k k% * *k k% *¥ *k k¥ * * *k ¥ *¥ *x % * *x * * *k % * *x % * % % * * %
g 901 911 921 931 941
position
P911216 880 CGCT GCCGT A C B EcCcTC gcgccg
P911219 847 CGCC GCGGT G C EBccTcT
P911220 830 CGCC GCGGT G C EEccTcT
* k¥ % ¥ ¥ ¥ *¥ ¥ ¥ ¥ * *x ¥ k¥ ¥ ¥ k¥ * *x % * * % ¥ *¥ * % * % % * % ¥ % *¥ % * %
* k k¥ *¥ * k¥ *¥ * ¥ *¥ * *k ¥ * *x ¥ * *x * * * * k% ¥ * % % * *x % * * % * *x % * %
* k¥ % ¥ ¥ ¥ *¥ ¥ ¥ ¥ * *x ¥ k¥ ¥ ¥ k¥ * *x % * * % ¥ *¥ * % * % % * % ¥ % *¥ % * %
* k k¥ *¥ * k¥ *¥ * ¥ *¥ * *k ¥ * *x ¥ * *x * * * * k% ¥ * % % * *x % * % % * % % *
* k¥ % ¥ ¥ ¥ *¥ ¥ ¥ ¥ * *x ¥ k¥ ¥ ¥ k¥ * *x % * * % ¥ *¥ * % * % % * % % * *x % *
* k k¥ *¥ * k¥ *¥ * ¥ *¥ * *k ¥ * *x ¥ * *x * * * * k% ¥ * % % * *x % * % % * % % *
* k¥ % ¥ ¥ ¥ *¥ ¥ ¥ ¥ * ¥ ¥ k¥ ¥ ¥ k¥ * *x % * * % ¥ *¥ * % * % % * % % * *x % *
* k k¥ *¥ * k¥ *¥ * ¥ *¥ * *k ¥ * *x ¥ * *x * * * * k% % * % % * *x % * % % * %
* k¥ % ¥ ¥ ¥ *¥ ¥ ¥ ¥ * ¥ ¥ k¥ ¥ ¥ k¥ * *x % * * % ¥ *¥ * % * *x % * * % * %
alignment
gL 951. ... ... 961.......971.. 81.......991..

P911216 930 cccgc AGGGT GGCGCAGACGCGAGaggtgg gggtgcaaga caaatcccgg
P911219 884 GACGAAGCGCGGCACGG ATCCCACCTG - - === ===+ - -
P911220 871 CGAGG CGCGGCACGG ATCCCACCTG - - - =-=- === - -

* % * * % * * * k% ¥ *¥ *¥ % % k% *¥ k¥ % *¥ *x % * %

*

*

*

*
*

E I I
E I
L T

* Kk k *x xk k *x *x Kk %
* * % * k * % %k % %
* Kk k *x xk k *x *x Kk %

* * *
* % ok
* %
* * Xk
E I

*

alignment

position 1001......1021......10221...... 1031...... 1041.
P911216 980 gaca AGCCCTCGCTCTGCGG Gt - - - = = = = = = = = = oo - oo o oo oo o oo o
P911219 919 --- - AGCCATCCCCCTGCCG GGGAGGCCGA GGTCACCCGC Cggagggggyg
P911220 900 - -- - AGCCATCACTCTGTCC CAGAGGCCGA GGTTACCCAC Ccgtg---- -
* ¥ k¥ % *¥ ¥ % % *¥ * % ¥ *x %k * % * *¥ % ¥ *¥ % % * *x % * % % k% ¥ % k% *x¥ % * *
* * % * *x *x *
* * % % *¥ *x *
* * % * * *x *
alignment
position 1051 1061 1071 1081 1091

P911216 1002 - - - - - - - - = = = = - - - - - - o - - oo oo s - o oo o oo oo oo oo
P911219 965 aggggggcGT CGCCTCGGAT CCAGACCGGG AAGGACG- - - - - - - - -=-=---
P911220 941 --------GTCGCCTCGGTT CCAGACCGGG AAGGACGtac ccaaggtcac

* k * k k * k& *x k* *k *x *¥ Kk %k * *k *x * *k *x kx % * *k * *k *x k% %
* k k %k k k* *k kx * *x k *k * k * *k kx * *k *x * % * k %k *k k k% %
* k * k k * k& *x k* *k *x *¥ Kk %k * *k *x * *k *x kx % * *k * * kx k% %

alignment
position
P911216 1002 - - - - - - - - - - - - - - - - - - -
P911219 1002 - - - - - - - - - - - - - - - - - - -
P911220 983 taaagaaaactgcatgggg

Pairwise smilarities:

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.

P911219 [P911220
(1001 bp) (1001 bp)
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P911216 [ 0.370| 0.374
(1001 bp) 58%| 56 %

P911219 1,000
(1001 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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lof 6

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.seq (3 seq.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1 December 2004 Thu May 12 21:13:29 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). Seﬂ;?ece ‘ Sequence Description Length

sym=COX 15|loc=L oc1355|taxi d=9606|spec=Homo sapiens|chr=10| 1001
1P939218 |ctg=NT_030059|str=(-)|start=20239926|end=20240926|len=1001| tss=501| comm=COX15 homolog, b
cytochrome c oxidase assembly protein (yeast); (NM_078470/501/bronze;NM_004376/501/bronze;) p

sym=Cox15|loc=L 0c226139|taxid=10090|spec=Mus musculus|

2 P939219 (Chr=19ctg=NT_039692|str=(-)|start=4133505|end=4134589| |en=1085|tss=501,585| comm=COX15 1085
homolog, cytochrome ¢ oxidase assembly protein (yeast); bp
(AK051792/603/gold;NM_144874/519/silver;)

sym=nalloc=L 0c309391|taxid=10116|spec=Rattus norvegicus| 1001
3 |P939220 |chr=1|ctg=NW_047566|str=(+)|start=38313|end=39313|len=1001| tss=501| comm=similar to COX15 b
gene product; (XM_219882/587/silver;) p

Alignment (DiAlign format):

Please note that only upper-case letters are considered to be aligned. For more information, please have a look at the user guide.

VSZEPF WORZE VSE TS WSERRE USNRE? VSARER V'SIRFF VSOCTP YSEHON

alignment position 1. . . ... ... 11... .. ... 21.. ... .. .322........41........
P939218 1 aggggacccc gggactcgaa ccttggctccacagctgagc cattctcgct
P939219 lctaggttgtagag------- =e2cecoccceo cccscce 2 sceo o0 e o
P939220 1 ggcgagtg-- ---------- meceoooc o0 0 2 c0ER00 c0E DE0ERE0 B
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alignment position 51. . ... ... 61... .. ... 71........81........91........
P939218 51 acctgcccct cgtcacgccc t CCGTTTCCACACCTTT AAC GCCTCAAAGA
P939219 14 - - - - - - - - e o e e e e e - - CTGTCACCACACTTTTATT ATCTACCACA
P939220 L L T T R
* k k¥ * k¥ ¥ * k¥ * *x *x k¥ k * k¥ k¥ *x kx % * k k k * k¥ k¥ * % %
alignment position 1201. ... ... 1121.. .. ... 121. ... ...1321.... ... 141. ... ...
P939218 101 TAGAaQgQ--- - - - - = - = === = === - - - - T GCCGCCCA AGG GGCT GGAAGG
P939219 43 GAGAcaggga ggt GGTATGG TGCCCTCTTGT GGCCCT AGG GGCGGCGGGA
P939220 9 ------ - - - ---GGTATGG TGCCCTCTTGTGGCCCAAGG GGCT GCGGGA
* *k k % * * * k¥ *x kx % * k¥ k k¥ *¥ k¥ k¥ *¥ k¥ ¥ * k¥ k¥ *k ¥ k¥ k¥ ¥ k¥ *k * *k *k *k ¥ ¥ *¥ ¥ * %
* * * * % % % * k% k *k k k¥ *k kx *¥ Kk *k k k k¥ k& k¥ ¥ k¥ k * k k k& ¥ ¥ x¥ ¥ % %
* * * k¥ *x kx % * k¥ k k¥ *¥ k¥ k¥ *¥ k¥ ¥ * * k¥ k ¥ k¥ k¥ ¥ k¥ *k * *k k *k ¥ ¥ ¥ ¥ * %
* * * * % % % * k k% k *k k k¥ *k kx *¥ Kk *k k¥ k k¥ k& k¥ ¥ k¥ k * k k k ¥ ¥ ¥ ¥ % %
* *¥ *k * k¥ k k¥ k¥ k¥ ¥ k¥ k¥ * k k k ¥ *¥ *¥ ¥ * %
* k kK k x k¥ k *x k k k x k¥ x ¥ %k %
alignment position 151. ... ... 161.. .. ... 171. ... ...181.... ... 191..... ..
P939218 130 AGCTGAGGAA ACgactccag aagaaat caccactgactac gact cclclghs
P939219 93 CGCTGAGGGC ACTTGCGAGA CTGGCGGGGA T CCAGGA GcA GCTGAGGGAC
P939220 46 CGCTGAGGGA ACTTGTGTGA CTGGCCGACA CCCACGAGgA GCTGACGGAA
* %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¥ ¥k ¥ * ¥ %k *x *x * k¥ * * * % *x % * * * k¥ *¥ k¥ k¥ *¥ k¥ ¥ * k¥ k¥ k¥ ¥ *¥ * * * * k k k *¥ k¥ k kx % %
* %k k *¥ * k¥ ¥ * * * *x % * * %k k k¥ k* k¥ k¥ * % %
* % % * * k k k *¥ k¥ k kx % %

* % %

* % %
alignment position 201. ... ... 211.. .. ... 221. ... ...2321.......241..... ..

P939218 178
P939219 143 TGCGTGACTG CCCGGGACTC CGGAGCAct g a GAAACT CGA CCGCGGGAAA

P939220 96 TGCGTGACTG CCCGGGACCC CGGAGCAgag - GACACT CGA CCGCGGGAAA
* k k k¥ ¥ k ¥ *¥ k¥ %k *x *x *¥ *¥ * *x *x *x *x % * * k k *x * % * k¥ k k¥ k¥ k¥ ¥ k¥ k %k k k kx ¥ k¥ k¥ *x % %
* k k kx ¥ kx k¥ * ¥k % *x *x k¥ * *x *x *x *x % * * * k *x *x % * k k k¥ kx k¥ * kx k %k k k k * k¥ k¥ *x % %
* k k k¥ ¥k ¥ *¥ k¥ %k *x *x *¥ *¥ * *x *x *x *x % * * k k *x * % * k k k¥ kx k¥ ¥ k¥ k *k k k k ¥ k¥ k¥ *x % %
* k k kx ¥ kx k¥ * ¥k % *x *x k¥ * *x *x *x *x % * * * k *x *x %

alignment position 251. ... ... 261.. .. ... 271. ... ...2821. ... ... 291. ... ..

TCGGCCGA CCGt - CCCCT
CGGC CGA CCGCCCCCCT
CGGC CGA CCAcCcccci®

P939218 178
P939219 193 GCCTGGC AAG
P939220 145 GCATGACAGG

* k¥ ¥ *¥ k¥ ¥ *¥ % % % * * % * % * * * k% % * ¥ ¥ * % % * k% ¥ *¥ k¥ *¥ ¥ ¥ *x %
* %k k k k k k¥ *x k k¥ *k *x *x *k *x * * % * k% k k k k k k k k¥ Kk k k k *k k¥ *¥ *x *x %
* % ¥ *¥ k¥ ¥ *¥ % % % * * % * % * * % * * k% % * ¥ ¥ * % % * k% ¥ *¥ k¥ *¥ ¥ ¥ *x %
* % * % k k *k *k k %k *k k * % % * % %
* % %
* % %
alignment position 301. .. . . .. 3212. ......331.......341.......

P939218 216
P939219 243
P939220 194

GCCTTCCCGGACGGTATCC GCGC
GCCTTCCCC GACGATATCC ACGC
GCCTTCCCC GACGATATCC ACGC

* % * * k k¥ * *k k¥ * * *k * * *k *k * * * * % % * k k¥ * % * % % *
* % ¥ *¥ % *¥ * % * % % k¥ *¥ ¥ ¥ *¥ ¥ k¥ k% * k¥ *k ¥ ¥ ¥ * % % * % ¥ *¥ % * * % *
* k% ¥ * % * *x % * * k k¥ * *k k¥ * * *k * * *k *k * * * * % % * k k¥ * % * % % *
* % % * % % k¥ *¥ ¥ ¥ *¥ ¥ k¥ k% * k¥ *k ¥ ¥ ¥ * % % * % ¥ *¥ % * * % *
* * k k¥ * *k k¥ * * *k * * *k *k * * * * % % * k k¥ * % * % % *
* % % k¥ *¥ ¥ ¥ *¥ ¥ k¥ k% * k¥ k¥ ¥ ¥ ¥ * % % * % ¥ *¥ % * * % *
* k% * % * * *x k% * *k *k * x k* * % % * k k¥ * % * % % *
* % % k¥ k% ¥ * k% * k¥ k¥ k¥ ¥ *¥ * % % * % ¥ *¥ % * % % *
* * % % * % * % % k% % * * * %x % * k k¥ * % * % % *
* * % % * %
alignment position 351. ... ... 3621.. .. ... 371. ... ...3821.......391.......
P939218 266 G GAGGCCCCCT gcctt TTCATGCTCCACGCG TTCCTCCCTC
P939219 293 A GAAGCCCCTT TC---TTCATGCTTCCCGCG TTCCTCCCTC
P939220 239 A GAAat CCCTT TC---TTCATGCTTCCCGCGTTCCTTCCTC
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alignment position
P939218 316
P939219 340
P939220 286
alignment position
P939218 366
P939219 371
P939220 317
alignment position
P939218 412
P939219 406
P939220 352
alignment position
P939218 449
P939219 455
P939220 400
alignment position
P939218 499
P939219 482
P939220 414
alignment position
P939218 549
P939219 528
P939220 457
alignment position
P939218 599

* % * % * % %
* * k % * * %
* % * % * % %
* * k % * * %
* % * % * % %
* * k % * * %
401. .. . -
GTGCGCCTGC
GCTCGCCTTC
GCTCGCCTTC
* k k¥ *¥ % ¥ * * % %
* k k ¥ ¥ k¥ * * % %
* k k¥ *¥ % ¥ * * % %
* k k ¥ ¥ k¥ * * % %
* k k¥ *¥ % ¥ * * % %
* k k ¥ ¥ k¥ * * % %
* k k¥ *¥ % ¥ * * % %
* k k ¥ ¥ k¥ * * % %
* %k k * * * % %
451 . .. . ..
agaagcgcagt
501. ... .
CCTACGCCCC

CCCGTGCCCG
CCGGTGCCCC

* k k k x k& k *x % %
* k k k ¥k ¥ % % %
* k k k x k& k *x % %

551. ...

ACGCAGGCGC
AACCTAGCGC
AGCCTcacta

* k k k k¥ k k k% % %
* * * % %

601. ..

gct GCCCGAC
--- GCCI GAC
--- GCCJI GAC

* * k% *k *x % %
* % * %
* % * *

* %

* * *
* * %
* * * k% %
* * %

* % * *

651. ... ...
ACAGAGCCCT
GCAGCTCGCT
GCAGATCGCT

* k kK k x k& k *x % %
* k k k ¥ x *¥ % % %

701. ... .
AGCGATT GCT

* * % * %k % % * *
* * % * *¥ % % * *
* * % * * * *
* * % * % * *
* * % * * * *
* * % * % * *
411.

AGTTTcc act
GGTTTCCACT
GGTTTCCACT

* k% % % * %k k% * % %

* % % *¥ ¥ % k% * % %

* k% % % * %k k% * % %

* % % *¥ ¥ % k% * % %

* % % * %

* * % * %

* % % * %

* * % * %

461 ..

caacaGCTGC

----- GCCGC

----- GCTGC
* * % * %
* * % * %
* * % * %
* * % * %

511. .

aGCAGCC-CC
- GCAGCCtCC
- GCAGCC-CC

* x ¥ %k % % * %
* x ¥ * % % * %
* x ¥ %k % %

561. . .
acttctgttc
gagggggcgece

611. .

CCGGAAGTGC
CCGGAAGTGC
CCGGAAGTGT

* * k% * k¥ *k * * % %
* %
* %
* %

E I

* k k% %
* % k% %
* k k% %
* % k% %

E I I

* *
* *
* *
* *

* %

661. .

GGGTT GT GGA
CEECECETCE
GGCTGGT Ge g

* * % x k¥ %k * % %k %
* *

711. . .
CTTTCCGCCG

file:///Users/cmoraes/ Documents/Corinal%20Paper%20Promoters/...

* % * % % % %
* * * * * % *
* % * % % % %
* * * * * % *
* % * % % % %
* * * % *
* % % % %
* * * % *
* % % % %
421.

t ggaatttgg

* % k* % * * % % %
* % * % * * % % %
* % k* % * * % % %
* % * % * * % % %
* % k* % * * % % %
* % * % * * % % %
* % k* % * * % % %
* % * % * * % % %
* % k* % * * % % %
431. ...

gctccggcgce

GAGTCCCCGCG---=------
GAGTCCCCGCG---=--- ---

* * %k k * * x * %k %
* % % ¥ % % * % * *x
* * %k k * * x * %k %
* % % ¥ % % * % * *x

471. .
GCGCGCCcagt

*
*
*
*

481. ... .
gc---- GCGC

GCGAGCg ACGGAGGAGGCGC
GCGAGCCACCGAGAAGGCGC

* * k% k * * k * %k *

* k% *k * % % * * %
* * *k * * % * * %
* k% *k * % %

521

* k * k k *k x * %k %
* % % k x k& * % % %
* k * k k *k x * %k %

531. ... .
CGCGA AAG

CAGGGAGTCGTGCGTGCACG
CGCGGAGTCATATGCGCAAG

* x k k *x k *k % *x *x
* * % * % * * % % %

(¢)]

71.

gctccggtcec
gcacgac- - -

621.

* * k k k k k *x % %
* * k¥ k x % x * % %

581. ...
cagagaagg

(¢}

631....

FTCTCTTTTCCTTGGCGGAG
IFTTGTTCTTT C GGGAGCGGAG

IFTTGTCCTTTT
* * k% * k% %k *x % %k *x
* Kk k % *
* k% % * *
* Kk k % *
* *

E I I
E I

* k %
* % *
* k %
* % *

* %

671.

AGAGGTGGCt
GGCAGTGGC-
ttccgcagag

* % k * *x * %k % *%

721. .
TTGAGGGCCT

GGta--- GAG
* % %k k x k& * % % %
* k * k k *k k k %k %
* % * % %

* % * k %

681. ...
gttccct gtc

GCTGTACTG-
GCTGTACTG-

* Kk k k Kk k * *x %
* * * k x % x % %
* k k k Kk k * *x %

731. ... .
T GAAGGGGAG

* k k k *k x % % *
* *k k k * x ¥ % *
* k k k *k x % % *
* *k k k * x ¥ % *
* k k k *k x % % *
* *k k k * x ¥ % *
* k k k *k x % % *
* *k k k * x ¥ % *
* k k k *k x % % *

441. ... ...
gcaccagcta

491. ... . ..

GTCCCCGACA
GTCCCCGACG
GGCCCCGATG

* k k k *k k k¥ kx * %
* k k k *k x k& % * %
* k k k *k k k¥ kx * %

541. ... . ..

CGGAGTCGCA
CGCAGTGGCC
CGCAGTGGCC

* k kK k k k k¥ Kk x %
* k k k * x ¥ * k% %

591. ... ...
cggggctccc

641. ... . ..

GAGggaGACC
AAGCG- GACC
AAGCG- GACC

* k% %k * % * * k% %
* k k * % * * k% %
* *x %

* * %

691. ... ...

aTCAGTATGC
- TCAGCATGC
- TCAGTATGC

* k k k¥ k ¥ %k % %
* * % * *
* % % * %
* * % * *
* % % * %

741, ... . ..
gcagtatctg

* % % *
* k* % *
* % % *
*

* k* %
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P939219
P939220

575
505

alignment position
P939218 649
P939219 625
P939220 555

alignment position
P939218 699
P939219 674
P939220 604

alignment position
P939218 744
P939219 719
P939220 653

alignment position

P939218 779
P939219 768
P939220 703

alignment position
P939218 829
P939219 800
P939220 735

alignment position
P939218 876
P939219 850
P939220 785

AACGGTT GCT
AACGGTTGTT

* k% ¥ * k¥ ¥ *¥ % * %
* % kX ¥ ¥ ¥ ¥ % * %
* k% ¥ * k¥ ¥ *¥ % * %
* % kX ¥ ¥ ¥ ¥ % * %
* k% ¥ * k¥ ¥ *¥ % * %
* * % ¥ ¥ % * %
* k% % ¥ * % % %
751. ... ...
ccGCTCCTGG
EEBETEE TEE
CEECTEE TEE
* % k % k% *¥ * * % %
* % ¥ *¥ ¥ ¥ *¥ % % %
* % k % k% *¥ * * % %
* % ¥ *¥ ¥ ¥ *¥ % % %
* % k¥ * k% *¥ * * *x %
* % ¥ ¥ *¥ % % %
* k% k% *¥ * * % %
* % ¥ ¥ *¥ % % %
* * k% * * * % %
801.......
CGGACTc CGA
CTEEET- CEE
CTGGCTt gg-
* k ¥ * % % * % %
* % ¥ * % %
* k ¥ * % %
851. ... ...
TAAAGAT AAT
TAAAGTAAAC

GAAAGTAAAG
* * k k k¥ k * k% % %
* k k k *k k * k% *x %

901. ..

agctccttac
ACATATTTCC
ACACATTTCC

* k kK k x k& k *x *x %
* k k k ¥ k *¥ % % %
* %

951. ..

GTTCAGATCT
ATGCGGATCC
ATGTGAATCC

* k k k k¥ k k k% % %
* *k k k k¥ x *¥ % % %
* k k k k¥ k k k% % %

1001. ..

TTAAACT TTc
TTAGCTTTTA
TTAGCGT TTA

* k k k *k k * k% *x %

* *x % * % * *

* k % * % * %

* * %
* * %
* x & x ¥ *k * % %
* k % % * %

* % *

CCTTCCGTCC
CCTCCCGCCC

* *k % k * %k k * %k %
* * k% * *¥ %k * k% % %
* *k % k * %k k * %k %
* * k% * *¥ %k * k% % %
* *k % k * %k k * %k %
* * k% * *¥ %k * k% % %
* *k % k * %k k * %k %
761. .

CTCCTAGGGC

TCCCTAGGGT
TCCCTAAGGC
* * % x k¥ %k * k% %k %
* * % x ¥ % *x k% % %
* * % x k¥ %k * k% %k %
* * % x ¥ % *x k% % %
* * % x k¥ %k * k% %k %
* * % * % * * %
* % % * % * * %
* * % * %

* % % * %

811. .

GTCGCGGGAG
ATCACGGAAG
GTCACGGAAG

* *k k% k *k *k k K% k %
* x k¥ k * ¥ % *x %
* k * k *x % %k k* %
* % k¥ k * ¥ % *x %

861. . .
GTAGAGC-CC
GGACCGC-CC
GGACCGt gCC

* % *k * % % % * %
* % %k * % % * *
* %

911. . .
agtgcactca
TTGTGTCCCG
TTGTGTCCAG

* * % x k¥ %k * k% %k %
* * % * ¥ % *x k% % %
* * % x k¥ %k * k% %k %

961. .

GGAACATTGA
GGAAATATTA
GGAAATattg

* * % k *k *k * K% %k %
* % % * % *
* * %k k % %

1011. .
tgttcTTCAG
agT-- TTCAA
caT-- TTCAA
* * * % * %

* * * % * %

* * * % * %

* * * % * %

* * % * %

file:///Users/cmoraes/ Documents/Corinal%20Paper%20Promoters/...

CTGAGGGCCT
CTCAAGGCCT

* * %k k * * x * %k *

* %
* * % %
* %

N A
L I I I
EE B B I R
L I
¥ % X X X X X
E . B I I

771.

T GACGGG GAG
T GAT GGG GAG
* k * k k *k k * *k %
* % % k x k& * % % %
* k * k k *k k * *k %
* % % k x k& * % % %
* k * k k *k k * *k %
* % % k x k& * % % %
* k * k k *k k * *k %
*

781. ...

AGCGCCTAGA GCACAGGTAC
GGCGTCCAGA ACACAGGTAC
GGCATCTAGA GCACAGGTAC

* x k% k *x *k *k %k *x *x
* *
* %
* *
* %
* *
* %

L I
L I N
E I R R
* F X X X X
* % X X X F
E I I R
% % ok ok ok o
E I T . R

821.
CGGGGAT GGa

* K* k k k k xk *x % %
* * k¥ k x *k x * % %
* k* k k k k k *x % %
* * k¥ k x *k x * % %
* k* k k k k k *x % %
* * k¥ k x *k x * % %
* k* k k k k k *x % %
8§31. ...

gt g- AAA GG-

CCGGGCT GGGATAAAAAAG-
CCGGGCTGGGATAAAAAAGa

* * k% k * * x * %k %
* * % * % % * % % %
* * k% k * * x * %k %
* % %k * % * * % %

871.

* k * k x % k * %
* * k¥ k% * % * % %
* k * %k x % k * %

* * *k % %

TGCAAGTCCGGCTCGCCTTC

TGCAAGTCCT
* * k% * % %k *x % %k *x
* * %k k * * x * %k *
* * % *

921.

caacgcatag
ACACCT- - - -
ACACCT- - - -

* k* k k X %
* * % * * %
* k* k k X %

971.

GATCTCCTTC
* % % k x k& * % % %
* k * k k *k k k % %

931. ...
gttcagatca

981. ...

C---CTGCTGTGTGGTATTG
CCCACTGCTGTGTATGACTG
CCCACTGTTGTGTATTACTG

* * k% k * * x * %k %
* * % %

*
* * *k *x %
*
*

* X X X

* % k% %
* k k* %
* % k% %
* k k* %

1021. ..

* k * %k k *k x * %k %
* % k¥ k% * k% * % % %
* k * k k *k x * %k %
* % k¥ k% * k% * % % %
* k * k k *k x * %k %
1031...

TTTCCTTATCTGTAAAATGG
TTTCCTTTTCTGTAGAATGG
TTTCCTTTTCTGTAGAATGG

* * %k k * * k * %k *
* %
* %

* *
* *
* * % *
* *

EE I
L I

* % * %
* *k k* %
* % * %
* *k k* %

* %

* k *k k k *k k *k k%

* % k% % * *x %

* k% k* % * k %

* % *
* % *
* % % k x k& * * % %
* *k k* % *

* % * k %

CCGCAATGTC
CCGCAATGTC

* k k k *k k k¥ kx * %

* % k k¥ * x % * %

* k k k *k k % * %

* % k k¥ * x %

*
*
* % %
*

* k k k *k k % * %

791. ... ..

CgCACTGCAG
C- CACTCCTG
C- CACTACAG

* * k x k& x * Kk %
* %k k k¥ * k¥ % %
* k x k& x * Kk %

*
*
*
*
*
*

841. ... . ..
---GCCGGGA
---GCCAGGA
aagGCCAGGA

* k k¥ k k % %
* *x k% x * % %

891. ... . ..

ACGTTTCcgg
TCATTTCAGG
ACGTTTCACG

* k k k¥ *k x k& % * %
* k k k k k k¥ kx k* %

941. ... . ..

gagc CCCTAG
CCCTGA
CCCAGA

* %k k k % %
* *k * x k% %
* %k k k % %

991. ... . ..
GCCAAGTTAA

ACCAATTTAC
GCCAATTTAT

* k k k k k * kx * %

* k k k¥ % *x % * *

* k k% k *k kx % * %

* k k k¥ % *x %

*
*
* % %
*

* k % %

1041. ... ..

Ggat aacaat
GAGAACGACC
GAGAACTACC

* k k k k k k¥ kx k* %

* k % * %

* % k k * % % * %

*
* k k k k k k¥ kx k* %
* k* % % *

* *x % * %

*
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* * % %k %
* * *x k %
alignment position 1051 . . . 1061. S
P939218 926 acctacttta aggtttgTTA
P939219 898 TJTTACACAA GGTGT--TTG
P939220 833 TaTTACACAA GGTGT--TTG
* * k ¥ k k¥ * k¥ x * *x *x * % * *k %
* * k ¥ ¥ k¥ * k¥ x *x *x *x *x % * *k %
* * k¥ ¥ kx k¥ * k¥ x * *x *x *x % * *k %
* * k ¥ ¥ k¥ * k¥ x *x *x *x *x % * *k %
* *k %
alignment position 110 1 1111. .
P939218 976 CCT AG
P939219 946 C AGG
P939220 881 CCT AG
* k % x k¥ x * % % * * % x k¥ %k * k% %k %
* * k % * * *x % * k ¥ k¥ ¥ * * % *x %
* kx % % * * % * * % x k¥ %k * k% %k %
* * k % * *x % * k ¥ k¥ ¥ * * % *x %
* kx % % * * % * * % x k¥ %k * k% %k %
* * k % * *x % * k ¥ k¥ ¥ * * % *x %

alignment position 1151 . 1161
P939218 1002 - - - - - - - - - - - - -
P939219 996 tttattt atgcattt aTTTG
P939220 920 - - - - - - - - - - - - - - - -TTTG
* k k* %

alignment position 120 1 1211
P939218 1002 - - - - - - - - - - - - -
P939219 1045 GCAGTCAGGA ACTCCTATGT
P939220 954 GCAGTCAGGA ACTCGTGTGT

* k k k k¥ k k¥ *k * k Kk *k *¥ *k *x * *k *x k% %
* k k k k¥ k k *k kx k * k k¥ *k kx * *k *x k% %
* k k k k¥ k k¥ *k k k Kk *k *¥ *k *x * *k *x k% %

file:///Users/cmoraes/ Documents/Corinal%20Paper%20Promoters/...

* Kk k k& Kk k k *x k& Kk Kk Kk *k * Kk x *
* ¥ %k * % * k¥ % * *¥ k% %k *k *k *x ¥ %

1071. .. 1081... ...
TGAGGATTACATTC
TAAGGATTAAAATT
CGAGGATTAAAATT

* % %
* * %

* * % ¥ * ¥ ¥ *¥ ¥ k¥ % * k¥ k¥ ¥ ¥ *¥ * % %
* * k k¥ * k¥ ¥ * * *k * * *k *k * ¥ * * *x *
* * % k¥ * ¥ ¥ *¥ ¥ k¥ k% * k¥ k¥ ¥ ¥ *¥ * % %
* k% k k¥ * k¥ ¥ * * *k * * *k *k *¥ ¥ * * *x *
* * % ¥ * ¥ ¥ *¥ ¥ k¥ % * k¥ k¥ ¥ ¥ *¥ * % %

* % *

* % %
1121 . .. 1131, . ...
CTGAGT- == = = === eem -
CTCAGTAATT TTTCTTTtct

CTCAGTTATTTTATTTT at -

* * *k k¥ * * *k * k¥ * *x * *k *k *x *x *

* * k% k¥ * k¥ ¥ * ¥ ¥ * * *k ¥ * k¥ *

* * *k k¥ * * *k * k¥ * *x * *k *k *x *x *

* * % % * %

* * * * *x %

* * % % * %

1171. .. .. .1181... ...
CACATTTGgt - TTTTGCTAA
CACATCTGt g g TTTTGCTGA

* % %k * % % * * * * k% * k% * * % %

1221. .. 1231... ...

AGCCCCATTCCACAGt g aag
AACCCCATTCTACAGaaaag

* % k% k¥ % *k *¥ %k * * K% * * k %
* * k k % k k¥ % kx *k k% %k * %k %
* % k% k¥ % *k *¥ %k *x * K% * * k %

*
*

1091. ... ..

* * k %

* x *k *x % %

* k k k *k k k¥ kx * %
* * k % * % %
* k k * * *x %
* * k % * % %
* k k *

* * k %

1141.. .. ..

AAGc caCCAG
AAGat gCCAA

* * % * * k% %
* * k% %
* * * %

1241

g .......

agaagaat

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.

P939219 [P939220

(1085 bp) (1001 bp)
P939218 | 0.264| 0.245
(1001 bp) 6% 39%
P939219 1.000
(1085 bp) 82 %

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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Genomatix-L ogo L ogout Personal M essages GEMS-Logo

Genomatix MainGEMSEIDoradoGene2PromoterBiblioSphere
Frequently asked questionsYour ResultsYour SeguencesY our ProtocolHelp

GEMS Launcher Task: DiAlign TF: Multiple alignment plus TF sites
working on C4-COX17 (3 seg.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1 December 2004 Thu May 12 21:56:38 2005

Solution parameters:

Sequence file: C4-COX17 (3 seq.)
Type of sequences: nucleotide sequences
Threshold T: 0.00

'"*' signs below alignment denote: diagonal similarity (max. similarity is represented by 10 *' signs)

complete alignment is shown

Alignment output: # nucleic acids per line: 50

TF output: common TF matches located in aligned regions (common to 3 (100.0 %) segquences)
Family matches: yes

Matlnspector library: Matrix Family Library Version 5.0 (February 2005)

Selected groups e ALL user_defined.lib (0.75/Optimized)

Aligned Sequences:

’E|Sequence Sequence Description

Name
P879435 sym=COX17|loc=L oc10063|taxid=9606|spec=Homo
1/P879435 |sapiens|chr=3|ctg=NT_005612|str=(-)|start=25890889|end=25891889|len=1001|tss=501|comm=COX17 homolog,
cytochrome c oxidase assembly protein (yeast); (NM_005694/501/bronze;)

mCOX17 m5_dna range=chr16:38203020-38204074 5'pad=0 3'pad=0 revComp=FALSE strand=?
repeatM asking=none

P879436 sym=Cox17|loc=L0c89786|taxid=10116|spec=Rattus
3|P879436 norvegicus|chr=11|ctg=NW_047356|str=(-)|start=17580775|end=17581775|len=1001|tss=501|comm=cytochrome
¢ oxidase, subunit XVII assembly protein homolog (yeast); (NM_053540/547/bronze;)

2/ mCOX17

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.

VSHESF VSETSE USN RF2_

alignment position 1. . .. .. .. . 11. .... ... 21. ... ... . 31. ... ....41........
P879435 lccaatagttgtggactcggt ggttc- --- - - -- --- -- - - - ------- - -
P879436 1 accaaat at ct gcggaacat at attaaacc agaaagaccggaagaaagat
alignment positon 51. .. .. ... 621. .... ... 72........81. ... ....91........
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P879435
mCOX17
P879436

alignment
P879435
mCOX17
P879436

alignment
P879435
mCOX17
P879436

alignment
P879435
mCOX17
P879436

alignment
P879435
mCOX17
P879436

alignment
P879435
mCOX17
P879436

alignment
P879435
mCOX17
P879436

alignment
P879435
mCOX17
P879436

alignment
P879435
mCOX17
P879436

26

51

position
26

38

101

position
26

88

151

position
26

138
193

position
26

188
243

position
75

238
293

position
125
264
319

position
175
264
319

position
225
302
357

cacaaaatgc

101 .. ..

AGGGTGG
AGGGTGG

* * k k k* % %
* k k x k* % %
* * k k k* % %

111. ...

cct

CaaaAGGTCA GCCCTGA AAA
Cca gAGGTCA GCCATTAAAA

* * *k % k% *
* * * k *x k% %
* * * *k % k% %

151.. ..

AAT GGGT CAT
AACGGGTTAT

* *x k& *k *k k x * %k *x
* k * k k *k k * %k *
* *x k& *k *k k x * %k *x

201.. ..

* % k¥ % % k¥ %k * % %
* k *k %k k k k k* k %
* % k¥ % % k¥ %k * % %

161. ...

ATAGGAATAT
AAAGGAATAT

* *k k Kk *k k& kx * % %
* *k *k %k k k k * % %
* *k % k% *x k& kx * % %

211. ...

TAACAAT TAG GGA GGAA AAG
TAACAAT TAG GGA GGAA AAG

* k * * k *k k % %k *
* k xk * k x *k % %k *x
* k * * k *k k % %k *
* k xk * k x *k % %k *x

251.

* * k¥ % x *k *x * % %
* * k¥ %k k k& x * % %
* * * % *x *k *x * % %
* * k¥ %k k k& x * % %

261.

- TATGTCTTGCTATTCATTT

GTATGTATAT
GCGTGTATAT

* k * k *k k k * %k %
* *k % * % k x % % *x
* k * k *k *k k * %k %

301.

ct gcagt gt g
TAAtt AAATT
CAAtc AAATT

* % * * * % % *
* % % * % * % %
* % * * * % % *
351.. .. ..
ctagtct gtt
401
ggctt
* % % *
* % % *
* % % *
451 .

ggggaggagc

GTAAGGATTT
GTgAGGATTT

* k *k %k k k k * %k %

* % * * k& x * % %

* %

311.

tggggatcag
ACAATCT CAA

ACAATCT CAA

* k * %k k *k k * % %

* k k k k* %k %

* *k k Kk *k k& *x * % %

* *k * %

361. ...
att caaggga

* k k kx % %

411.

gAACA AATCATTTCA
AACA AAAACAAAAA
ACCA AAT AGCA AAA

* % k¥ % * k& *x * % %
* k *k %k k k k * %k %
* % k¥ % % k¥ *x * % %

461 . 5
gggtgttacg

file:///Users/cmoraes/ Documents/Corinal%20Paper%20Promoters/...

AACCCGGATC
AACCTGGATC

* k % * *k *x * *k * %
* k % k k& kx * *k x %
* k % * *k *x * *k * %

121. ..

TACGAATACA
TATGAATACA

* % % * k& %k * *k * %
* k *k k k k k* *k x %
* % % * k& %k * *k * %

171. ..

AT GTAT gca't
AT GTAT - - - -

* * K% % k% %
* *k % *k % %
* * k% % k% %

221. ..

GCCAt GAATT
GCCACGAATT

* % k% * * *k * % *
* % % % * *x * % %
* % k% * * *k * % *
* % % %

27 1.

TT AAAT AGG T
GT AGAAAGGA
GT AGAAAGGA

* k k% k k k * *k x %
* % % * k¥ %k * *k * %
* k %k k k k k* *k x %

32 1.

gaagaa ggc g
AA ACAA - -
AAACAA- - - -

* *k % k k% %

* % k% % k% %

* k% %

371... ....
actggctttec

* * %

42 1.

CCATCTTGGG
CCATTCTGGG
CCAccctaga

* k % * k¥ %k * *k * %
* k% %
* % %

471. .. :
agatct ctca

TGCTACTGCT
TGCCACTGGT

* * k% * *k % *x *¥ % *
* k xk * k x *x *k *x %
* k¥ % * *k % *x *¥ % *

131...

GTT AGCATTA't

TGTCCAGT AC
TGTCCAGGAC

* * *k k k * * ¥ % %
* k% kX k k¥ *k x * % %
* * *k k k * * ¥ % %

141.. . ..

acTGGACTG

GAT AGCATTAc agTGGACTG

* k¥ k% *k *k k% % *¥ % *x
* k% k *k * *x * %k %
* k¥ k% *k *k k% % *¥ % *x

181. ..

gtat ACATAT
- -- -ACATAT

* * % *x k* %
* * % k % %
* * % *x k* %
* * % k % %

231. ..

* %k k * % % %
* k k k % %k %
* %k k * % % %

191. .. ..

A AGCATGCAA
ATGCATGCAA

* *k k k k¥ *k * k& * %
* k k k k k k *x % %
* *k k k k¥ *k * k& * %
* k k k k k k *x % %

241. .. ..

TGAAGGATAGT GGGGAAT GG
TGAAGGATAGT GGGGAACGG

* * k% * *k k% *x *¥ % *
* k k * *x k *x *k *x *x
* * k% * *k * *x *¥ % *

281.

* * k k k * * ¥ % %
* k% kK k k¥ k x * % %
* * k k k * * ¥ % %

291.

CAATGAAAGA Gaggaaag gc
AAGGGAAAGG GAAAATGATG
AACAGAAAAGGGAAATGT TG

* k k% k *k * *x * %k %
* k¥ k% * *k k¥ % *¥ % *x
* k k% k *k * *x * %k %

331...
gat aaaagaa

at ggt t

actt

431 . .
CTTCCGTTTc

* k k k k k k * % %
* % k¥ % k¥ *k * & * %
* k k k k k k *x * %

341. .. ..
aaggggga

391.. . ..
tctcct

441.
gatatt

TGACCTTTTAACCT- - -- - -
TGACCTTTTAACCT- - -- - -

* k¥ k% * *x k% * *¥ % *x
* k% k *k * *x * %k %

481 ...
gttgtcttgec

* % k% %
* k % %

491.. ...
t gettt
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alignment position 501 .. .. ... 5211. ... ...
P879435 275 ctt cgtgagccctcccc aag
mCOX17 302 - - - - - - - - - - - - - - - -
P879436 357 - - - - - - - - - - oo e - e -
alignment position 551 .. .. .. . 561. ... ...
P879435 325tcctagagt gt aaataccac
mCOX17 302 - - - - - -- - - - - - - - - -
P879436 357 - - - - - - - - - oo - oo -
alignment position 601 . 611.

P879435 375 GCGCATGCGCTGAAGggggc
mCOX17 304 GCGCCAGCGCT GACGCCACG
P879436 359 TGGTCTGCGCTAAAGCCACG

* k k& *k k k k k k *¥ * * *x * *k k k& * %k %
* k k k k kk *k k k * *k k k* *k k *k *k k %

alignment position 651 . 661.

P879435 425 TTCTGCGCACGCGCTCCTTt
mCOX17 352 TTTTGCGCACGCGCTTCTTA
P879436 382 TTTTGTGTGC GCGCTCCTTA

* k * k k kk k¥ k *¥ * %k *x k* *k k *k %k k% %
* k k kK k k k k x *x *x *x *¥ k¥ k k *k * %

alignment position 7 711.

P879435 475 TTTTA GAG
mCOX17 398 CCTTCGAT
P879436 428 CGTTCGCT
* * k * k% * *k * * k ¥ * *x %
* * % % k% * ¥ k% k% k¥ ¥ * % %
* * % % * k k¥ % % %
* * % % * % ¥ * % %
alignment position 751 . 761.

P879435 525 GCGTTTGCCGAG- GCTGGca
mCOX17 447 GGGTAGT CGGAG- TTTGGGA
P879436 477 GGT TGGT CT GAGt TTTGGGA

* *k k %k k k % *x *x % * * k k x * * %

* % * k k k k* * %

* %

alignment position 801 . 811.

P879435 574 TTT GGCGCGA AAGATGC CGG
mCOX17 494 TTCGCCT GGA AAGATGC CGG
P879436 525 TTCCTCT GGA AAGATGC CGG

* k * * k kk *k *k *¥ * %k *x k* *k k *k %k k% %
* k x *x % * k k Kk %k k
* *k * % % * *k k * % %
* k x *x % * k k Kk %k k
* *k * % % * k x * % %
* k x *x % * k k Kk %k k

* %
* %
* %
* %

E O I
* % %k ok *
* % ok ok ok
L
E O I
* % %k ok *
* % ok ok ok

* %

alignment position 851 .. .. . . .

P879435 624
mCOX17 544
P879436 575
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521.......
tt gatt taac

571... ....
agtccaggt g

621... ....

accctctcgt
CCCttggagc
CCC- - -

* k% %

* % %

671... ....

taaatt cccc
GACTtaCTTC
GGCTcg CTTC

* % % % * % %k %
* % k %
* % * %

721... ... .

CG
T

* k* %
* k% %

*
*

T
*
*
* * k* %
*

* % F F
E I I I
E I I I

* k% %

77 1.

tagatt tggc
GCTTTGCGCG
GCTTTGCGCG
* k k k¥ k k * k¥ *¥ %
* k * k¥ k k * * * *

821.

GTCTGGTTGa
GACTGGCgGC
GACTGGCTGC

* k % kx k¥ *x * *k * %
* % * k k Kk %k K
* % % % *
* % %k % *
* k% % *
* k* % *

* *
* % % *
* % % *
* % % *
* % %

g861. ... ... 871... ....
CTCA
CTCA
CTCA

531... ... .541.. ... ..
aaatactctat gacctagag
581... .. 591.. ... ..
agcgttcagcgggcctccTT
* %
* %
631.......641..... ..
t aaggcccgaattttgcc T TC
gaggccttgt accact--TC
681.......691..... ..
acctgt caga GAGAA
CGT CCG- - - - GAGAG
CGT CCG- - - - GAGAG

* k* k k k *x % %
* Kk %k k k x Kk %
* k* k k k *x % %
* Kk k k k x Kk %

741. .
C GGACGAAT CG

C AGACGGCT CA
C AGACAGCT CG

* k k* k% k k k * k *x %

* * k% % % %
* k *k * x %
* * k% % % %

E . I
* ok * *

731... ...

* k% k * *k *x %

*

* * k% % * * % %

*

* *x % k% k k x *¥ *x * %

* k% k k k k *k kx *k %k k k k k *k k *k *k %

781... ... . 7091.
t gt ctc CGCT CATAGCTGCT
TGT G- - CGCT CATAGTTGCT
TGT G- - CGat cgttaCTGCT
* % % * * % ¥ *¥ * % k¥ ¥ k¥ ¥ ¥ ¥ * %
* % k% * * k% k¥ * * *k *¥ k¥ k¥ *¥ *k ¥ * %
* % ¥ *¥ * % k¥ ¥ ¥ ¥ ¥ ¥ *x %
* % * *k ¥ * %
* * % *
* % * *
831.......841
ctcaaacCC
CGCTAGCC
CGCTAGCC
* k¥ ¥ * k¥ ¥ * ¥ ¥ *¥ * %k k¥ *¥ *x * * * %
* % % * k% k¥ * k k¥ *x *k %k *k *x *x * EE
* k¥ ¥ * k¥ ¥ * ¥ ¥ *¥ * %k k¥ *¥ *x * * % %
* % % * k% k¥ * k k¥ *x *k %k *k *x *x * EE
* k¥ ¥ * k¥ ¥ * ¥ ¥ *¥ * %k k¥ *¥ *x * * % %
* % *¥ * *x %k kx *x *x % EE
* % ¥ * * % k% * % * * % %
* % % * *x %k k *x *x % EE
* % ¥ * * % k% * % * * % %
881 . 891.

T GCGCTTGCCCGGAGACC
T GTGCCT GCCCGGAAACC
T GTGCCT GCCCGGAGACC
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alignment position

P879435 674
mCOX17 594
P879436 625
alignment position
P879435 724
mCOX17 644
P879436 675
alignment position
P879435 774
mCOX17 659
P879436 690
alignment position
P879435 805
mCOX17 701
P879436 713
alignment position
P879435 813
mCOX17 751
P879436 724
alignment position
P879435 830
mCOX17 801
P879436 773
alignment position
P879435 880
mCOX17 819
P879436 791

* k k k k *k x * k% %k * % *x k¥ k *x %
* k¥ %k k% *x ¥ * %k * *¥ *x ¥ *k kx * %
* k k k k *k x * k% %k * % *x k¥ k *x %
* k¥ %k k% *x ¥ * %k * *¥ *x ¥ *k kx * %
* k k k k *k x * k% %k * % *x k¥ k *x %
* k¥ %k k% *x ¥ * %k * k¥ %k ¥ *k x *
* * k k k %k x * k% %k * k% %k k¥ *x *
* k¥ %k kK% *x k¥ * %k * ¥ %k ¥ *k x *
* * k k k %k x * k% %k * k% %k k¥ *x *
901 .. .. 911. ...

AAGAAGGCGCgcGATGCGTG
AAGAAGGCGCGTGATGCGTG
AAGAAGGCGCGTGATGCGTG

* k & *k k kk k¥ k *¥ k¥ % *x k¥ *k k¥ k& % k% %
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* k % x k& kx * *k x %
* k % * k¥ *x * *k x %
* k % x k& kx * *k x %
* k % * k¥ *x * *k x %
* k % x k& kx * *k x %
* k % * k¥ *x * *k x %
* k % x k& kx * *k x %
* k % * k¥ *x * *k x %
* k % x k& *x * *k x %
* k % * k¥ *x * *k x %
921. ..

GT CAGT GCGC
GT CAGT GCGT
GT CAGT GCGC

* %k % * k¥ *x * *k * %

* k k% k k k * *k x %

* % * k * * % %

* * * *k k k % %

* *k * * % %

* * * % %

*
*

* % %
* * k %
*

E I I

* % * *k * * % %

97 1. .. ..
tgtgcCTTCC
CTTTA

1021. .

CTCTGCCCTC
CTCTGGgact
CTCTGGCATC

* k % k k& *x * *k x %
* %k % % % %

1071..

tccctgatcc

* * % % * * % kx k* k k k x * x *x %
* * % % * * ¥ % *k k k k * * *x % %
* * % % * * % kx k* k k k x * x *x %
* * % % * * ¥ % *k k k k * * *x % %
* x k% %k k* % * % kx k* k k k x * x *x %
* * % % * * ¥ % *k k k k * * *x % %
* * % % * * % kx k* k k k x * x *x %
* * % % * * ¥ % *k k k k * * *x % %
* * % % * * % kx k* k k k x * x *x %
* * % % * * * % *k k k k *k * *¥ % %
931... 941

AGCCGGAGAGGGecgecggccg
AGCCCGGGAGGGaagc CCGG
AGCCGGGGAGGGgact CCGG

* ¥ % ¥ %k * ¥ %k * * *x * * * *x %
* * k * %k *¥ * x *¥ * *x * * k *x %
* ¥ % ¥ %k * ¥ %k * * *x *

* k¥ k * k *¥ * x *¥ * *x *

* ¥ %k ¥ %k * * %k *x * *x *

* k¥ k * k *¥ * x *¥ * *x *

* ¥ %k ¥ %k * * %k *x * *x *

981. .. . 991.. ...
GGT GCctctgccctacggcc
GCAGCTCGG- - ------- - -
GCTGCTTGG- - ------- - -
* k¥ k * kx * % %x %

* * x * k¥ * % * %

1031. . 1041. ...

8
ctggagatgc agggaccc at
O
*

1081 1091. ... ..
--------- GCCTTctg- - -

cgcaccccaGTCTCAGTTAG
GTCTTAGTTAG

* *x k% k% k k x *¥ *x * %

* k k* % %

* k k k k k k *k k kxk k% *k k * *k k¥ k *x % %
* k & *k k kk k¥ k *¥ k¥ % *x k¥ *k k¥ k& % k% %
* k * k *k k k * %k % * k% k% k k k % %
* *k % * *k k¥ x % % % * k% *k k k& % k% %
* k * k *k k k * %k % * k% k% k k k % %
* *k % * *k k¥ x % % % * k% *k k k& % k% %
* k * k *k k k * %k %
* %k % * *¥ k¥ x % % *x
* k * k k k k * %k %
951 .. .. 961. ... ...
acgagccccgggccgcggcc
Gr = = mm e e e e e e e e e e -
@5 cebce oo o a 00 caoa oo e
*
*
1001 ....1011... .
tct gccct CTGCCTTCT GCC
--------CTCCACTCTGCT
--------CTCCGTTCTACT
* % *x k% k% *x %k x k¥ % *x %
* ¥ % % *¥ % k *k *x * % %
1051. .. ... 1061...
agttccgctgtcctctctgce
1101. .. 1111...
GGGTCAACGg AGA GGGC AAG

GGGTCAACG-

A GA GGGC AAG

1121.

1131..

1

141. . ..

* k *k k k k k % % * k *k %k k k k * % %

* *k k Kk *k k& kx * % %

* ko k Kk Kk ok ok Kk ok %
1151. .. . 1161. ..
TCCCCCCTTCCCCCAct cct

TCATTCCTTACTACGATT- -
TCATTCCTTGCTACAAAT- -
* % k¥ * k¥ ¥ *¥ k¥ ¥ *¥ * %k ¥ * *x ¥ *x *
* %k k¥ k% k% k¥ k¥ *k *¥ * *k *k *x *x *k *x *x *
* k% ¥ * k¥ ¥ *¥ k¥ ¥ *¥ * %k ¥ * *x ¥ x *

1201. .. .. .1211...
ccccgccccgccccatt

gcg

AGGTTACATT
AGGTTAGATT

* k %k k k k * *k k %
* *k % * k& k * *k x %
* k% %

1171..
cctccctgtec

* k k k *k k %

gga

---CCCTCTGCCCTCTTCCT
GATCCCAAGGTTCTCGTCCT
GACCCCAAAGTTCggGTCCT

* k% k k k k Kk k *¥ * k k k k *k k *k * %

* * k% *k *k k *x k& * * * * % * * k % %

* k k% kx k% %

1181. . 1191. . ..
tgccccccccccccg

* k * *x *k % % * k *k k* %

1231. .
gat aat t

1241, ... ..
gGCCTTGTA
-GCATTTTA
-GCCTTT CA
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alignment position

P879435 930
mCOX17 827
P879436 799

1251. ..

GGCTTCTTAGa

* k * k *k k k * %k %
* * % * *x * x % %
* k * k *k k ¥ * %

1261. ..

GGTTTCGTGGt cgggtctct
GTCTTCTTAgggat aagacc
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1271..

gt tgacttat
cagataaat a

1281. .
cccgtagett

* k k ¥ * x % %
* *k *x ¥ * * % %
* k k ¥ * x % %

1291. ...
agtaccggga

gaagTGCGT A AAGATGCTTC
----TGCATAAAGATGTTCC

* * % k % %
* * % *x k* %
* * % k % %

* k k k k k k * %k %
* k% k k k¥ *k * & * %
* k k k k k k * %k %

alignment position 130 1. . . 1311... . 1321.. 1331.. 1341. . ..

P879435 980 aacgatggagagagaggaga ac - --- --- - - -=- -- - -5 - - - ---- - -- --
mCOX17 877 TTGATTTAAAGGCATTT AAA ATaTGT GGAG ATTTGT TACC AGCCAATACT
P879436 826 TTGATTTAAAGGCACTT AAA ATgTGT GGAG ACTTGT TACC AGCCAGTACT

* k k k k kk *k k k¥ * *k k *k k k Kk *x *k *x * % * k k k *k k % * k% k k k 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¥ x¥ *k ¥ *¥ * *k k¥ * *k k¥ x¥ * * % * * * * ¥ % *x % * * k¥ k¥ * k ¥ * k¥ ¥ * * *k *k k¥ ¥ *¥ * ¥ * *
alignment position 135 1. . . 1361... 1371.. 1381. . ... . 1391. . ..
P879435 1002 - - - = = = = e e e e e e e e e e e e e e e e m e e e e e e e e e e e e e e e e oo o
mCOX17 927 ATACCACCAGCTgtg-- ATAGATTTACTAA GACCTAGGTGTAAATt TTTC
P879436 876 ATGCCACCTGCTat ggt ATAGATTTACTAA GACCCAGGTGTAAATGTTTC
* % ¥ * k¥ ¥ *¥ % ¥ * *x * * % * * k% %k % *¥ k¥ * *x *¥ * * k¥ k¥ * k¥ ¥ * k¥ ¥ * * * * % % * * % *
* % k¥ % % * *¥ * * *x *x * * % % * k * k k ¥ *x * * * * k k k% k k¥ * k¥ k¥ * *x *x *x k % * % * *
* % ¥ * k¥ ¥ *¥ *¥ ¥ * *x * * % * * k% %k % *¥ k¥ * *x *¥ * * k¥ k¥ * k¥ ¥ * k¥ ¥ * * * * % % * * % *
alignment position 140 1. . . 1411. .. 1421.. 1431. . ... . 1441. . ..
P879435 1002 - - - = = = = - = s e e e e e e e e o e e e e o o e e e e e e e e e e e o e e e e o -
mCOX17 975 AGGTAATCTT TAGTAATTTT TTTTTTTTTt ggt cGAAACGT GTGAATAGT
P879436 926 AGGTAATCTCTAGTAATTTT TTTTTCTTT- --- - GAAACGTGTGAATAGT
* %k k¥ ¥ k¥ ¥ *¥ k¥ k¥ *¥ * ¥ ¥ k¥ ¥ k¥ ¥ k¥ k¥ *¥ * k*k * * k¥ *¥ *x k¥ % * % ¥ % ¥ *¥ k% k% ¥ k¥ x¥ ¥ ¥ x¥ *x *
* k 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¥ ¥ k¥ *¥ k¥ k¥ *¥ * k*k * ¥ k¥ ¥ *x k% % * % ¥ % ¥ *¥ k% k% ¥ k¥ x¥ ¥ ¥ x¥ *x *
* k *k * * *k k% * k k¥ *¥ *k * * * *
alignment position 145 1. . . 1461. .. 1471. . 1481
P879435 1002 - - - - - == = = = - - - e - e s a-- e o m--a- -
mCOX17 1025 AGAACACAGGATACATTTCT GAAGggatac c
P879436 971 AGAACACAGGGTACATTTCT GAAGggatac ¢

* k k k k kk *k k k * *k k k*k k k Kk kx *k*k *x k *k %

* % * * K % * k% *x k& x *x %

* * * % k *x % *
* k k k k kk * k k¥ k% *k k *k *k k k *x *k *x * %
* * * % k *x % *

E I

*
*
* % * * Kk % * * % *

* * 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.

mCOX17 [P879436
(1055 bp) [(1001 bp)

P879435 0.198[ 0.180
(1001 bp) 30 % 24 %
mCOX17 1.000
(1055 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
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Positions in alignment from: to:

Output file dialign.seq
Extract aligned sequences

For comments, questions or bug reports, please contact support@genomatix.de

© Genomatix Software GmbH 1998-2005

- All rights reserved. License Agreement GEMS Launcher 4.1.1
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Genomatix-L ogo 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 C4-CYCS (3 seq.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1 December 2004 Fri May 13 03:44:13 2005

Solution parameters:

Sequence file: C4-CYCS (3seq.)
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)_‘Selﬂ;%nece Sequence Description

P882274 sym=CY CSJloc=L oc54205|taxid=9606|spec=Homo
1/P882274 |sapiens|chr=7|ctg=NT_007819|str=(-)|start=24460128|end=24461228|len=1101|tss=601|comm=cytochrome c, son
(NM_018947/501/bronze;)

P882275 sym=Cycs|loc=L 0c13063|taxid=10090|spec=Mus

2| pgg2275 [musculus|chr=6|ctg=NT_039343|str=(-)|start=2241526|end=2242696|len=1171|tss=601,644,669,670,671|comm=c
C, somatic;
(AK005336/504/gold; AK010651/572/gold; AK088098/574/gold; AK003168/547/gold;NM_007808/573/bronze;)

3/rCYCS [rCYCS n3_dna range=chr4:79103604-79104758 5'pad=0 3'pad=0 revComp=TRUE strand="7 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.

VSRORA VSRARF VSPERO V$HNF4 I VSE4FE V SCEBP VSZFSE V$7FIA USEGAT VSPCAT VSHIFE

VSGREF VSEREF USEREF

alignment

pogition 1 11 21. 31 41

P882274 Lo mm e e e e e e e e e e oo oo oo oo
P882275 1 TCAGGCGAAT CCTGCTTCTC CCTTAAAGCT TGCCTGCACA CCCTCCTCGT
rCYCS 1 TCAGGCAAAT CCTGTTTCTT CCTTAAAGCT TGCCTGCACA CCCTCCTTGT

4/11/07 5:36 PM
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alignment
position
P882274
P882275
rCYcs

alignment
position
P882274
P882275
rCYCS

alignment
position
P882274
P882275
rCYCS

alignment
position
P882274
P882275
rCYCS

alignment
position
P882274
P882275
rCYCS

alignment
position
P882274
P882275
rCYCS

alignment
position

P882274
P882275

* * 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 %
51.

1---
51TTTCTACAAA
SITTTTTCT ACA

* k k% k k k kx k% %k %

* % % *k k k *x k% %k %

* k k% k k k kx k% %k %

101....

1 - mmmm e e e o
101 CCT GTCT GCC
89 CCCGTCT GCC

* k k% k k k *x K %k %

151....

27gc
149 -
138 - -

G GAGA GCT
G GAGA GCA
G GAGA ACA

* *k k k ¥ % k %
* *x %k x %
* * % % %

* % %
* k% %

201. ...

CAC
CAC
CAC

* k% %

77acaaggt
183 - -
171 = = = == - -

* k% %
* k% %
* k% %

127t ¢
28 - - o oo
5o oc co5a oo.

agg

301....

177 GTAAAGGTCG
249 GTAAAGGTCG
226 GTAAAGGTCG

* * % * k k x k% %k %
* k* % * % %
* % % * k% %

* k* % * % %

* % % *
* % % *
* % % *
* * % * k k x k% % %

351....

227 c aaaatt agg
299 GAGGCCGAAG

* X X X
E I
* X X X
E I I I
* X X X
* X X X
E I I I
* X X X

CACTAGGGGA
AACTAGGGGA

* k %k k *x %k %k * % %
* % ¥ * * % % * % *
* k %k k *x %k %k * % %

111.

ACTTGT GCGt
ACATGTACCg

* % %k k% % *¥ % % *%

161.

GGAAtgtgac
GGAAGATGGT
- GAAGATGGT

* * ¥ * * *¥ % *x % *
* * % *x * % *x * %
* * * *x *¥ * *x % *
* * % *x * % *x * %

211.

GAGCTGGTGC
CAGCAGGCGT
CAGCALt - - - -

* % % *k * % % *x % *
* k * % %
* % % % *
* k * % %

261
atgctgttgG
--------- G
--------- A

*
311.

CCTGCT GACa
CCAGCACACC
CCTTCAGACT

* * ¥ * * ¥ * *x % *
* * % * % %
* * * % % *
* * *x * %
*

* X X X

* *x *
* % %
* *x *
* % %

361.

gcgtcttttec
GAGTCCTAQgg
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EE I I
* X X X
* X X X
E I I
* X X X
* X X X

AGAAAACAGG
AGAAAACAGG

* *k *k k *k *x * % %k %
* ¥ %k * % % *¥ % *x %
* *k *k k *k *x * % %k %

121..

----TTCCTC
-ACCTTCCCC
cACCATCCCC

* *k k k * *k *x * %
* k% k * %k *x * %

* * k k * *k % * %

171
tgaaagTAAC
T-----TAAC
T-----TAAC
* * % % %
* * % % %
* * % % %
* * % % %
221. .
CCAactcgtg
CCAct gc GAG
------- GAG
* *x k% * % %
27 1. .

CGCCAGCCqgt
CGCCAGCCAG
CGCTAGTCAG

* % %k k* % %k * % *x %

321..

agatggtagec
GGCCGGCaGT
GGGCGGCg GT

* * %k * % % * * *
* x * %k x * % * %
* * %k * % % * * *

* %

371..

ct ggaccggec
gccgggce- - -

* X X X
EE I I
* X X X
* X X X
E I
* X X X
EE I I
* X X X

131.

AGTCTTGGGG
AGCTTTGAGG
AGCTTTGAGG

* * k% %k * % %k * % *
* x * %k *k %k *x * % *
* % k% %k * % % * % *

181.

AGAGTATAGG
AGAGTAAAGG
AGAGTGAAGG

* x ¥ % * % *x * % *
* ¥ ¥ % *x %k *x * % %
* x ¥ * * % *x * % *
* ¥ ¥ % *x %k *x * % %

231.

taactcctgg
GCCAGTGCAG
TCCGGTGCAG

* * % % * % * * % *

28 1.

ggtagtagGA
GaagccttGA
Ggaatct aGA

* * %
* %

E R
E I

331.

taggagacc
CTCAGCACT
CTTAGCACT

* x k % %k * % % %

>(->(->(->(->O'-"

* x * % % * % % %
* x k % %k * % % %
* x * % % * % % %

381.

* * % kx * %k kx k% % %
* * % *x ¥ % kx % % %
* * % kx * %k kx k% % %

aaGATGTGAT
- - GAT AAGAT

* k *k *k k *k %k %

141. .

CGTCCAtcaa
CTCTCACT G-
CTTTCACT G-

* % % % *¥ % *x % *
* * * k * % k %k *
* % % % *¥ % *x % *

191.
Tggaactaga

241 ..

ttccaggctg
TT- - - - - - -

291 ..

CAGAGTCT GG
CCAAGCCT GG
CCAAGCCT GG
* % k% % *¥ %k *x *& * %
* * * k * %k k *k % %

* %

E I
E I
E I
E N I
E I

* *
* * %k *
* *

E R

* %

341. .

ctaggtgcgec
CCCGT GGGCG
CCCGT GGGCG

* * % *x ¥ % kx % % %

* * % kx * %k kx k% % %
* * % *x ¥ % kx % % %
* * % kx * %k kx k% % %

gct caaagct
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rCYCS 276 GAGGCAGAAG GAGTCCTAAQ agCCQg g-- -~ =« == === ==« ===« ===

* k k% k k k kx k% %k % * k *k k *k %k % %

* % ¥ * * * *¥ %k % % * * % * % % % *
* k% k% % k k * %k %k % * % % * % % *x %
* % ¥ * * * *¥ %k % % * * % * % % % *
alignment
position 401.... ... 411. .. ....421.......431....... 441..
P882274 277 c at tacatca ccacgcccaa gaacTGATACTTTAGCAGGG CAACGCACCA
P882275 326 - - - - - - - - - - - - - - - - oo - oo oo GTTACCTGAGCCGAG CCACACCCGG
rCYCs 302 - - - - - - - - - - - - - ----TGTTACCTGAGCCCAG CCGCACCCAA
* % * ¥ ¥ ¥ *x * * * *x *x * *x *x * * x ¥ k * * * kx *x %
* k ¥ k¥ ¥ * * * * * *¥ * *x *x * * k ¥ *k *¥ * k¥ kx *x %
* * ¥ ¥ ¥ *x * * * * *x * *x *x * * x ¥ k * * * kx *x %
alignment
position 451....... 461. .. ....471.......481....... 491..

P882274 327 ACCAAGCGac tccgcc--CC ACCCTCCCCGCTCCTCCAGC ACACGCaagec
P882275 351 ATCCCAAGGG AGCatcggCC CCGCTACTTGC-CCTCGCCA TCTCGC-- - -
rCYycs 328 ATCCCGAGGG AGCgaccaCC CCGCTACTCGCTCCTCCCCA ACACGC-- - -

* % k% % k k *x % %k % * % % * * * * k% k *¥ * k *¥ *k *¥ *k * *k * * * * *x *x * * * * % *x %
* k% % k% % k¥ * % % % * % % * * % % * % % * * * ¥ % * %
* % k% % k k *x % %k % * % % * * * * * *x *x * * * * % *x %
alignment
position 502.... ... 512.......521.......531.......541..
P882274 375gcacagAGGC ccgacaccacctcgttgtec
P882275 396 - - - - - - AGGC TCCACGCCT ----=------
rCYCS 374 - - - --- AGGC TCCACGCCT ----------
* % k% % * % % * * % ¥ % *¥ % k% *x *
* % k% % * *k % * * % * *x % * * * % % % * * % * % % * % % * *x % *
* % k% % * % ¥ *¥ % % * *x % * * * % % * * % % * * % ¥ % *¥ % k% *x *
* * % * % % * % % * *x % *
alignment
position 561.... ... 562.......571.......581....... 591..
P882274 425 g TACGACCAA AGGCCTGTCG TAACGGCCGG GAAAA---- GCCTCGAGAAG

P882275 430- TACGTCCTA AGGCCTGTCG TAAGTGTCGG GCAAACGAGG CCTCTGAAGG
rCYcs 408 - TACGTCCAA GGGCCTGTCG TAAGTGTCGG GCAAACGAGG CCTCTAGAGG

* % *k k k *x k* %k % * * k¥ k% *x % % *x k% * * % k k k& *k *¥ k¥ *x *¥ K% *k *x ¥ *k *x * *x * * * % % % *¥ % *x *¥ % %

* *k k k k *¥ *k kx % * % * * * * % *x % % * ¥ k¥ k% x¥ *¥ k¥ *¥ *¥ *¥ *x *¥ * *¥ * *¥ * *x *x * * k ¥ * * * * kx *x %
* k * k k¥ *¥ * k % * % % * * * % *x % % * k¥ k¥ k x¥ *¥ k¥ ¥ k¥ x¥ * *¥ * *¥ * *¥ *¥ *x *x * * k ¥ *k * * * *x *x %
* k * k k *¥ *x %k % * % % * * * % *x % % * ¥ k¥ k% x¥ *¥ *¥ *¥ *¥ *¥ *x *¥ k *¥ * *¥ * *x *x * * k ¥ * * * * kx *x %
* k * k k¥ *¥ * k % * % % * * * % *x % % * * k¥ k ¥ *¥ *¥ *¥ * *¥ *x *¥ *x *x * * *k k x¥ * * * * *x *x %
* x * k k x¥ * kx % * % % * * * % *x % % * *k k¥ k *¥ * *¥ *¥ * *¥ *x * *x *x *
* * % k¥ ¥ * *¥ *x * *x % *
alignment
position 602.... ... 6211.......621....... 631.
P882274 471 AAGGGCACGC ACgc cGTACA CCCTAACATGCTCGCCAG
P882275 479 AAGGGCGCCC TCTgGGCACA TCCTACCATGCTAGCTCG
rCYCs 457 AAGGGCGCCC TCTc GGTACA ACCTACCATGCTAGCCCG
* * ¥ * k k *¥ %k % % * * % * * * * * * * * k¥ k% ¥ *¥ k¥ ¥ *¥ ¥ * *¥ *¥ *¥ *¥ *¥ *¥ * * *
* *k k% *k k k x k% %k % * % % * * % x * * * * %k k% *x * k¥ *x ¥ k% *x *x k¥ *x * * *x * *
* * * k¥ * k * %k % % * * % * * * * * * * * k¥ k% ¥ *¥ k¥ ¥ *¥ ¥ * *¥ *¥ *¥ *¥ *¥ *¥ * * *
* k k% *k k k x k% %k % * % % * % * % % * * %k k% *x * k¥ *x ¥ k% *x *x k¥ *x * * *x * *
* * * %k %k % * % * * % * * k¥ k% ¥ *¥ k¥ ¥ *¥ ¥ * *¥ *¥ *¥ *¥ *¥ *¥ * * *
* % * % % * * %k k% *x * k¥ *x ¥ k% *x *x k¥ *x * * *x * *
* * * * * k¥ k% ¥ *¥ k¥ ¥ *¥ ¥ * *¥ *¥ *¥ *¥ *¥ *¥ * * *
alignment
position 651.... ... 661.
P882274 521 ggt cctt ggc gcaggcattg
P882275 529 acc SR S TC
rCYCS 507Cct tgct agc gctcccaatTlC
* * *
* * *
* * *
* *
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* * k% * *¥ * *¥ *x * *k * * * * *x *x * * * * % *x % * % %
* * % % * *x * * * % ¥ * * ¥ * *x * * * ¥ * * * * % %
* * k% * *¥ * *¥ *x * *k * * * * *x *x * * * * % *x % * % %
* * % % * *x * * * % ¥ * * ¥ * *x * * * ¥ * * * * % %
alignment
position 701.... 711. 721.. 731 741 . .
P882274 571 T GCGT AGC cgccag GGG AGCGCGGAGC
P882275 566 GGCGCAGC agaCGG GGA CGGGCGGAAC
rCYCS 554 GGCGCAGt gccCGG GGG AGGGCAGAAC
* * % % * k¥ * % % % * * % * *x % * * * * % % * % % * % % * % % * *x % * * * k% k% * *x k% * *x *
* % % k% % ¥ *¥ % % % * % % * *x % * * * * % % * % % * % % *¥ % % *¥ * % % * * % % *¥ % %k *¥ *x %
* * % k% k% k¥ * % % % * * * % % * % % * % % * % % * *x % * * * k% k% * *x k% * *x *
* % % k% ¥ ¥ *¥ *x % * * * % % * % % * % % *¥ % % *¥ * % % * * % % *¥ % % *¥ *x %
* * % * k k¥ * *x % * * % % * % % * % % * % % * *x * * % % * % % * *x *
* % % k% ¥ ¥ *¥ *x % * * % % * % % * % ¥ *¥ % % * *x % * % ¥ *¥ % % *¥ *x %
* * % * k k¥ * *x % * % % * % % * *x *
* % % k% ¥ ¥ *¥ *x % * % ¥ *¥ % % *¥ *x %
alignment
position 751.... 761. 771..
P882274 621 GAGTTTGGTT Gcactt ACAC CGGTACTTAA
P882275 616 AAGTGTGGTT GCACCGACAC CGGTACATAG
rCYCS 604 AAGTGTGGTT GCATTGACAC CGGTACATAG
* k% % k% k% k¥ *¥ % % % * k% ¥ *¥ % ¥ * *x % * * * k% ¥ *¥ % % * *x % * * % ¥ * * ¥ * *x * * * ¥ * *x * * % %
* % % % k k *x % %k % * % % % % * *x %k % % * * k% k *¥ * * ¥ * *¥ *x * *k * *k * * *x *x * * * * % *x % * % %
* k% % k% k% k¥ *¥ % % % * k% ¥ *¥ % ¥ * *x % * * * k% ¥ *¥ % % * *x % * * % ¥ * * ¥ * *x * * * ¥ * *x * * % %
* % k% % k k *x % %k % * % % % % * *x %k % % * * k% k *¥ * * ¥ * *¥ *x * *k * *k * * *x *x * * * * % *x % * % %
* % % k% % k¥ *¥ % %k x* % * * % * * * k% ¥ *¥ % % * *x % * * % ¥ * * ¥ * *x * * * ¥ * *x * * % %
* % k% % k¥ k * %k *x x % * % * % * * k% k *¥ * * ¥ * *¥ *x * *k * *k * * *x *x * * * * % *x % * % %
* % % % % k¥ *¥ % % % * * % * * * k% ¥ *¥ % % * *x % * * % ¥ * * ¥ * *x * * * ¥ * *x * * % %
* % k% % k k *x % %k % * % * % * * k% k *¥ * * ¥ * *¥ *x * *k * *k * * *x *x * * * * % *x % * % %
* * % * * * k% ¥ *¥ % % * *x % * * % ¥ * * ¥ * *x * * * ¥ * *x * * % %
* % * % * * k% k *¥ * * ¥ * *¥ *x * *k * *k * * *x *x * * * * % *x % * % %
alignment
position 801 811. 821.. 831. 841 . .
P882274 671 gag agt g GGGACG TCCGGCTTCGgagcgggagt GTTCGTTGTG
P882275 666 AGC GC- - GGGACG TCTGTCTTCG AGTCCGAAC- GTTCGTGGTG
rCYCS 654 AGA GC- - GGGACG TCTccct aaGAGTCTGATC- CTTTGTGGTG
* % % * % k% % * % * * % % * % * *¥ % %k *¥ % ¥ * *x % * * % ¥ % * % % * * % % % *¥ % % *¥ *x %
* k k% k% * k¥ * % % % * % * * % k% * * * *x % * *k % k% * % k% * *x * * k% % k% * %k k% * *x *
* % % k% % k¥ ¥ *x k% % * % * * % % * % * * % * * % k% *¥ % k% * *x % * % % % *¥ % % *¥ *x %
* k k% k% * k¥ * % % % * % * * % k% * * * *x %
* % % k% % k¥ ¥ *x k% % * % * * % % * % * * %
* * % * %
* % % * %
* * % * %
* % % * %
* * % * %
alignment
position 851.... 861. 871 881 891. .
P882274 721 ccagcgacta aaaa------ ---------- - - - - - - - - GA GGT GAGAGCG
P882275 713 TTGACCAGCC CGGAACGGTG AGCGCGCGAC GGGGATGCGG ACCGGGAACG
rCYCS 701 TTGACCAGCC CGGACCGGTG AGCGCGCGAC GGGGACGCGG GGCGGGAAGA
* % % k% % %k *¥ *x % % * % % *¥ ¥ % * * % * * * % %k *¥ * % * *x % * % % *¥ % % *¥ * % * * * % % *¥ % %k *¥ *x %
* * % k% * k¥ *¥ % % % * *k % * * % * *x % * * * *k %k * *x % * *x % * % % * % % * *x % * * * k% k% * *x % * *x %
* % % k% % %k *¥ *x % % * % % *¥ ¥ % * * % * * * % %k *¥ * % *¥ *x % * % % *¥ % % *¥ * % * * * % % *¥ % %k *¥ *x %
alignment
position 901.... 911. 921. . 931 941 . .
P882274 747 GGT CGCGGAG GCCGCACCTG GTTAGAQg- - - - - - - - - - - - G CAGAGCTGTG
P882275 763 GGGCGAGGAG GCCGGGGCAG GCCTAACCTA CAAAGCCATG CAGAACTGTG
rCYCS 751 GGGCGAGGAG ACCGAGGCAG GCCTGACCTA CAAAGACATG CGGAACTGTG

* * % * k k x k% %k % * * ¥ * * % * *x % * * ¥ * k% % * k¥ ¥ *x k¥ * *x * ¥ * *x ¥ *x * * * * % * ¥ * kx % % %
* Kk k k k k x k k % * k k k Kk Kk k x *¥ Kk k k k k *k k k¥ Kk k Kk Kk k * *x k *k *k *¥ * Kk k *x *x *k *k *k *¥ * *
* * % * k k x k% %k % * * % * *¥ % *x % * * ¥ * k% % * k¥ ¥ *x k¥ * *x * ¥ * *x ¥ *x * * * * % *x *¥ % kx % *x %

* % % * k k k k *x *x k *x *x %
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g‘(i)gi”t?"oer?t 951 .... ... 961. .. ....971.......981.......991.......

P882274 785 Ggaggcgcgc acttgcgagc gaccgaaacc caagcgggga gcattcgagt
P882275 813 GcCaC-- - --- - - - - - - - - - - - - ooo oo os oo - ooo-- - ----s oo -
rCYCs 801 Glalgl g Citi Gl === =i o oEE RS ESE SR R RSl S S sl

*

*
*
*

alignment
position i00212...... 1012...... 1022......1031... ... 1041. ... ..

P882274 835ggagcccgcg ctgggt ggga gggcggggagtgaagaccct ggactgtgagt
P88227758 817 -8 - - Eo i oE o SE o E s aEaE s i s il i s
rCYCs HJifJ= == cccc 22 cccoo22222 sccccoo222 c2 22002222 22222222 20

alignment
position i10512...... 10621......212072. ... ..1081... ... 1091. ... ..

P882274 885c agaccgagc t gggcgagt a acggcttgaggtgcggcgga gccct aact a
P882275 817 - - - - - - - - - - - - - - - - oo - oo oo oo oo oo oo oo oo o
rCYCS 808 - - - - - - - - oo - - oo oo - oo o oo oo o - o oo oo - - oo oo oo -

alignment

pogition 1102... ... 212222...... 121222......1131...... 1141. ... ..
P882274 935 gggacaggta t ggtctcggt caggGACTGG AGGCGGCTTG GATACAGATC
P882275 817 - - - - - - - - - - - - - - - - oo - ----GGCTGG AGGCGGCGTG GGTGTAGGAC
rCYCs 808 - - - - - - - - - - - e o o oo e o i oo oo o oo - - CGT G GGT GAAGGGC

* k *k k k *k k% kx k% *x *x %k *x * % * * * k% k * % k *k *x %
* * * % * % k% % *¥ % *x *¥ * %
* *k k% % * * k% k * % k *k *x %

alignment
position 1151...... 1162...... 2272......1181... ... 1191. ... ..

P882274 985 CGAGGAggag gcggcctctt ccgtagtggt tgct gaaggg ctatggaaat
P882275 843 CGGGGCCCGG AGTTCTAGAA GGAACTcGCCc cGgeceageeeecTr TCT=- - - -- - -
rCYCs 822 TGGGGCCCAG AGTTCTAGAG GGAGCTt GCC CGCCGCACCT TCT=-=- --- - -

* k k% k% k k x k% %k % * * %k % * % % * % % * % * % % * * * % K%k *x k% %k *x %k *x * k% *x * * %

* * ¥ * k k * %k % % * % % ¥ * * * *x * % * *k * k *x % * k¥ ¥ * * * * * *x * *x *x * * *x *
* % k% % k¥ k *x % %k % * % % % % * *x %k % % * % % % % * * % % * % % * % * * *x *x * * *x *x
* k¥ ¥ * * * * * *x * *x *x * * *x *
alignment
position 1202...... 122122......1221. ... ..1231...... 1241. ... ..
P882274 1035g at aggcaag acttccctcc t g GAAAGCCGAAGCTtagag cttcac-- - -
P882275 886 - - - - - - - --- - - - - - - - - -- GAGAGCAGAAGCTGCTGT TCCTTcAGGA
rCYCS 865 - - - - - - - - -- - oo - oo -- GAGAGCAGAAGCTGCTGT TTCTTaAGAA
* %k ¥ * *¥ *¥ * *¥ *x * * *¥ * * *¥ *x *x * * * * % % * % % %
* k ¥ k¥ k¥ ¥ k¥ x¥x *x * k¥ * k¥ kx¥ * *x *x % * k *x *x %
* %k ¥ % *¥ *¥ * *¥ *x * * *¥ * * * *x *x * * * * % %
* k ¥ k¥ k¥ ¥ k¥ x¥x *x * k¥ * k¥ kx¥ * *x *x % * * * * %
alignment
position 1251......1262...... 1272. ... .. 1281... ... 1291. ... ..
P882274 1081 - - - -----GT TCTTCTTCAG Agggcaaaa- ---------- =-------- --

P882275 914 CTGGGCc aGT TCTTTTCCTG ATTAAGCATC TGGGAGGGTG GGTTTgtaaa
rCYycs 893 CTGGGCt gGT TCTTTTTCTG ATTAAGTTTC TGGAAAGGTG GGTTTcttca

* k * k% k % * % * k %k *k k * %k k k% % * * * k %k * k * kx k¥ * *k *k *k *k *k * *x * * * * % % %
* % * % % % * % % * % *x * ¥ *k k k& *k *¥ *k *x *¥ % *k *x ¥ *k * * * * * * * % % %
* % * k %k *k k * %k k k% % * * * k %k * k * kx k¥ * *k *k *k *k *k * *x * * * * % % %

alignment

position 13021... ... 1311...... 13212. ... ..1331... ... 1341. ... ..
P882274 1102 - - - - - - - === - - - - - - - - - o oo ooo - - - o.-- s o oo - - - - - - - s oo -
P882275 9649 - - ------- - ----- - TCG TAGTCACCCC TGGGATCTC- - AACGTGAGA

rCYCS 943gtcccctttg gatgaccTCG TGGTTACCCC TGGGATCTCa gAACGCGAGA
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alignment
position
P882274
P882275
rCYcs

alignment
position
P882274
P882275
rCYcs

alignment
position
P882274
P882275
rCYCSs

alignment
position
P882274
P882275
rCYCS

1351...

1102 - - = === - - - -
996 GT GAGAC GGT
993 GT GAGAA GGT

* k k% k k k x k% %k %
* % % *k k k *x k% %k %

1401. ..

1102 - - = === - - - -
1046 A GC AAGA Gag
1033 T GC AAGA Gt -

* *k k% * k k kx %
* * % *k k k *x *

1451. ..

7
1093 AAGCACT TAG
1078 AAGCACT TAG

* k k% *k k k x k% %k %

1501. ..

1102 - - - === - - - -
1124 TCT TTGGAAG
1128 TCT TTGGAAG

* % % *k k k x k% %k %
* k k% k k k x k% %k %
* % % *k k k x k% %k %

Pairwise similarities:

TCCTTCCCc a
TCCTTCCCt t

* k *k k *k %k % %
* % ¥ * * % % %

1411. .

aagaGACTTA
----GACTTA

* % % k * %
* % % % * %
* % % k * %

GATCaccccc
GATCtt cagc

* *x * %

TGACTTTAAL
TGACTTTAAa
* % ¥ % *x *¥ % % *%
* k *k *k k * % %k %
* % ¥ % *x ¥ % % *%

file:///Users/cmoraes/ Documents/Corinal%20Paper%20Promoters/...

* x * k% x % %k * * %
* % * k ¥ * k % % *%

1371.

ACCTCCTAAT
ACCTCCAAAT

* *k *k k * % k * % *%
* % *k k % %k * % *x *%

* * * k * % * % *x %

1471.

agcc

cggcagcact
tgacagc- - -

* x * % % * % % *%
* x * % % * % % *%

1381. ..

GCCTTCCCGT
GCCTTCCCGG

* x * k *x % *x * % %
* * ¥ %k * % *x * % *

1431. ..

GAGACCGGAG
GAGACCAGAG

* x * *x k * *x * % *
* x % %k * % % * % *
* x * *x k * *x * % *

1481. ..

* x * % *x *k *x * %
* x * *x *x % %k * %

1391.

GCCGGACTAA
GCCGGACTAA

* * k% k * %k k *k *x %
* ¥ % * ¥ % *x ¥ % %

1441.

CAGGc - - - GG
CAGGagga GG
* * *x % * *
* k *x %
* * *x %

1491.

TCCCTTA
TCCCTTA

* x * *k x % %

ttt

* * % kx *¥ % *
* x * *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.

P882275 [[CYCS

(1171 bp) (1154 bp)
P882274 0.178[ 0.182
(1101 bp) 33% 28 %
P882275 1.000
(1171 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
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Genomatix-L ogo L ogout Personal Messages GEMS-Logo

Genomatix MainGEMSEIDoradoGene2PromoterBiblioSphere
Frequently asked questionsYour ResultsYour SeguencesY our ProtocolHelp

GEMS Launcher Task: DiAlign TF: Multiple alignment plus TF sites
working on C4-HCCS (3 seq.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1 December 2004 Fri May 13 00:43:02 2005

Solution parameters:

Sequence file: C4-HCCS (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

AlliErmEnt @oe # nucleic acids per line: 50

TF output: common TF matches located in aligned regions (common to 3 (100.0 %) sequences)
Family matches: yes
Matlnspector library: Matrix Family Library Version 5.0 (February 2005)
e ALL user_defined.lib (0.75/Optimized)
Selected groups e ALL vertebrates.lib (0.75/Optimized)

(core/matrix sim):

Aligned Sequences:

’NT)_‘Selﬂ;%nece Sequence Description

P928091 sym=HCCS|loc=L 0c3052|taxid=9606|spec=Homo
1/P928091 |sapiens|chr=X]|ctg=NT_011757|str=(+)|start=7095486|end=7096548|len=1063|tss=501,563|comm=hol ocytochrom
c synthase (cytochrome ¢ heme-lyase); (AK097815/501/gold;NM_005333/563/silver;)

P928092 sym=Hccs|loc=Loc15159|taxid=10090|spec=Mus
2P928092 |musculus|chr=X|ctg=NT_083046|str=(-)|start=4043347|end=4044347|len=1001|tss=501|comm=hol ocytochrome c
synthetase; (NM_008222/501/silver;)

3|rHCCS rHCCS rn3_dna range=chrX:45670319-45671118 5'pad=0 3'pad=0 revComp=FALSE strand="7 repeatMasking=non

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.

VSSTAT VSETSF. WSNEKE USNRF2 USRI
alignment position 1. ... ... .. 11........22........31........41. ... ....
P928091 lttattgccta catccCTGAT GGAAGAAAAT GCTAAATTTC TGTTGGAGGT
P928092 1 g---- - - - - s e e s e e oo o e oo o AAAAAC CAAAAAAG- -
rHCCS lcctat----- -----CTGCT GGTTTACCAT ACACAAAT AC TATAAAAGCT
* k¥ k¥ k¥ k¥ %k *k k k k k¥ k¥ kx k k¥ *k k¥ ¥ k¥ k¥ kx kx *x k¥ *¥ *x %k *x ¥ *x * %k *x *x %
alignment position 51. .. ... .. 61........71........81........91........
P928091 51 AA@- - - - - - - - - - - - - - - oo oo oo oo - ----TGAAAA
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P928092
rHCCS

alignment
P928091
P928092
rHCCS

alignment
P928091
P928092
rHCCS

alignment
P928091
P928092
rHCCS

alignment
P928091
P928092
rHCCS

alignment
P928091
P928092
rHCCS

alignment
P928091
P928092
rHCCS

alignment
P928091
P928092
rHCCS

alignment
P928091
P928092
rHCCS

alignment
P928091
P928092
rHCCS

41

position
60
16
91

position
110

16

111

position
160

16

116

position
207

16

166

position
207

16

216

position
207

58

266

position
252
108
315

position
302
157
341

position
352
176

380 AGAGGCGGAG A CGGAGAGAA Ggcgg
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TActttatat aatgtgaaat ataatacttt tattatat ga aagcTGAAAA

* %

TTCAACGATT

* k k k k x ¥ x % %

ACAACTGTTA CTAGAGTCCT

* *k k k k *x k *x % %

111.......

121.......
t acccagtta

131. .
agaagaat tt

gcatgcact a

161.......
gttcactttt

171.......

181.

211... ...

221.......
TGCTACAATT

231.

* k% k *k k k * *x k* %

261... .. ..

T GAAAGGACT

* k k k k¥ k *x k& x %

271. . ... ..

*

AA AAAATACAAGTTGACCTTTC AAgAACCT AA

gttcgtcaAA AAAATACAAATCGACCTTTC AAaAACCGAA

* %
* %

* k* k k k k *k k * %
* % k k k k ¥ *x k¥ %

361......

* k k k k *k k *k x %
* k% k k k *k * k& x %

371... ...

- - - AAAAAAA AACAAATTTA AAA- ACTCCT
TAGAAAAACA CAGCGACGTGcctt ACCCCT
GTGAAAAACA CAGCAACTTGACA-ACTCCT

* k k k k k k¥ k % %

* k k k k *x k *x % %
* k k k k k k¥ k % %

* % k x k kx %

GCATAAagca
tccct aactt
ACCTAAgtcc

* %k k x Kk %

caaagagagc

AGGGGCGGGC

* 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* %

411... ...

t acatagtag
ctcaccct

461......
ccctgccacc

511. ... ..
C CAGAAAGcg

* k% * k %k k * %

* k* % * % k% k k* %

421.......
agctcttcac

gagcggcttacec

4 71. .. ...
gccacattTT

521......
gcccccgca-

AGGGGCGGAG A CGGAGAGAA Ggctcgggcg

* % * k *k k * k %

* % * * k& x k¥ k% %

* k *k k * k %
381.
CCAAAGC- AC

CGGAAGCGAC
CCAAAGCGAC

* k *k k k *k k * % %

* *x k k * k %

431. .
tctagggaag
ggccggccgG

481.

GAAAAAGGCT
AAAACACCG

GAAAACACCG

* k *k k k *k k * % %
* * k% *k ¥ * ¥ % %
* k k% k k k * * %
* * k% *k ¥ * ¥ % %
* k k% k k k * * %

531.....

* * % *x * %

141. . .
agcagccaga

191. .. ..
at gggCACCT

----- CACTC
* * % % %

241. ..

agattta-- -

GGAGAT GACT
GGAGAT GACT

* k k kx *k x * % % %
* k *k * k% * * % % %
* k k kx *k x * % % %

391. ..

TCCTTCTGCC
ACCCcgcgagt
TCCCTCTGCT

* *k k k *k x * % kx *%

441 . . . .
cctctggagc
CGGAGT Taa-
CGGAGT Tt ct
* % k% % % % %

491. . . ..
CCTGGCCTGG
CCTGGCCCGT
CCCAGCCCTT

* k k kx *k x * % %k %
* *k *k x* k% * * % % %
* k *k kx *k x * % %k %
* *k *k x* k% * * % % %
* k *k kx *k x * % %k %
541

gcggagcgag
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* kK k k k k kK k kK k k k k ok kk *k x k¥ %k %

* k kx kx kx *x kx kx kxkx *x *x k k k k * k¥ x * *

* kK k k k k kK k kK k k k k ok kk *k x k¥ %k %

* k kx kx kx *x kx kx kxkx *x *x k k k k * k¥ x * *

* k % k *k % % %
alignment position 551. . ... .. 561.......571.......581.......591.......
P928091 TS i A T e I R
P928092 226 aaggggtgga ccgacccgcc cttaaacacaccgccccgcacgtaggggcg
rHCCS 405 - - - - - - - - - - o oo oo o oo oo oo oo - o oo - - -
alignment position 601. . ... .. 611.......621.......631...... 641.......
P928091 381 - - - - - - i - - oo oo oo GCAGTTACAG GCCGGGGC GA GGAGGGG- AC
P928092 276 gagacggaga gaaggct cGGGCGGCTCGAGGCCTCGGA GC GGAAGGGgGT
rHCCS 405 - - - - - - - - - - - oo oo - GG GCGGCTATTG GCCTCGGA GC GGAAGGG- GT

* k k *k k kk k kk Kk k k k k k kkk*k *k *x *x *k k k¥ *k *x *% * %
* k% k k k k ok k¥ kkk x k k k k¥ k k kk *k *k % Kk *k *¥ *k *x % * *
* k k *k k kk k kk Kk k k *k k k k kk*k *k *x *x *k k k¥ *k *x *%

alignment position 651. . ... .. 661.......671.......681...... 691.. . ....

P928091 410 GGAACCCGCT CTCCGTGATT GACggaaaat att aCTCTTC AGCCCGcctc
P928092 326 GGGAGCGATC CGCCCGACCT GACGAcc-GT TCCTCTCCTC AGCGCGagct

rHCCS 436 GGGACCGATC CTCCCTGACT GACAAg agGT TCCTTTCCTC AGCttgcgagt
* k k kx k *x kx kx kxkx *x * k k k k x¥x k¥ k¥ ¥ *x *x k k % * k *k k * *¥ ¥ *¥ * % * k k * * %
* k k k k k Kk k kK k k k k ok kk k¥ x¥ k¥ ¥ *k *x %
alignment position 701. . ... .. 711.......721.......732.......742.......
P928091 460 CCCGG TG
P928092 375tgcc CCCGG CG
rHCCS 486 tt gt gt CCCGG Ct
* k kX kK k kK *¥ k¥ k¥ *¥ k * kK 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¥ kk k¥ *x¥ ¥ k¥ k¥ ¥ ¥ k¥ k¥ *x % * k k¥ k¥ k¥ * k% * %
* k kK kK kK k x¥ k¥ k¥ ¥ k *k k k k¥ ¥ k¥ ¥k k¥ *¥ *k k¥ k¥ * k¥ ¥ k¥ *¥ * * * k * * * * * % %
* k¥ k k k k k¥ k¥ k¥ ¥ k¥ ¥k k k ¥ k¥ kk k¥ *x ¥ k¥ k¥ ¥ ¥ k¥ k¥ *x % * k ¥ x k¥ *x * %
* k kX kK k kK *¥ k¥ k¥ ¥ *k * kK k k¥ ¥ k¥ k¥ ¥k ¥ *k * * * k¥ ¥ k¥ *¥ *x * * k * * k¥ * % %
* k k k¥ k¥ ¥k ¥ k¥ ¥k k k *¥x ¥k kk ¥ *x *¥x k¥ k¥ ¥ k¥ kx k¥ *x % * k ¥ x k¥ *x * %
* k k k¥ k¥ k¥ *¥ *k *k k k k¥ ¥ k¥ ¥k k¥ ¥ *k * k¥ k¥ k¥ ¥ *¥ *¥ *x * * k * * k¥ * % %
* k k k¥ k¥ ¥k ¥ k¥ ¥k k k *¥x ¥k kk ¥ *x *¥x k¥ k¥ ¥ k¥ kx k¥ *x % * k ¥ x k¥ *x * %
* k k *¥ k¥ k¥ *¥ * * k k¥ k¥ ¥ * *¥ *¥ * * * % % * * % % * *x *
* k k k¥ k¥ k¥ ¥ *¥ k¥ k k k *¥ k¥ kx k¥ *¥ * * k *k k¥ ¥ * % * *k %
alignment position 751. . ... .. 761.......771.......781..... .. 791... ... ..
P928091 504 CGTGAGAACG CCGGCGGTGA CCGcagccac AGCGGTGACC GAGTGAGAGG
P928092 423 CCCGAGAACG CCGGCTGTGA CCGga- CGTT AGCGGTGACC CCGCGT GAGG
rHCCS 536 caCGA GAAAG CCGGCCGTGA Cchgt CGTT AGCGGTGACC CCGTGT GTGG
* k k k¥ k k¥ kx kx kx kx *x *x k kx kx x ¥ x¥ *x *x * * k k k¥ k *¥ k¥ *¥ ¥ k¥ k¥ k¥ *x % * k x ¥ kx * % *x % %
* k k kx kx k¥ kx kx x kx *x *k kx k kx kx x*x k¥ ¥ *x *x *x % * k k ¥ k * k¥ k¥ *¥ k¥ k¥ k¥ *x % * k x ¥ kx ¥ % * % %
* k k k k k¥ ¥k kx kx kx *x * k k kx kx ¥ k¥ x¥x *¥x *x *x % * k k k¥ k *¥ k¥ x¥ k¥ k¥ k¥ k¥ *x % * k x ¥ kx * % *x % %
* k k k kx kx x kx *k *x k k k kx x¥x x¥ *¥ * *x * * % % % k¥ *x *k %k % % * k x ¥ kx ¥ % * % %
alignment position 801. . ... .. g8112.......821.......831...... 841... .. ..
P928091 554 AAggcggcgg cggcggcggc ggcggcgtga agt cactgct gct cTGGGTT
P928092 472 AAAAACCGCG GGTGCagccgagcgac---- ---»--=-=---- ------ - - TT
rHCCS 586 AAAAGCGGCA GGTGCggttggtggctgtggag------ - - ----TGTGTT
* k kx kx k ¥ kx kx kx x *x % k *x % * k * * % %
* k k k k kx k¥ kx k¥ k *x * %k kx % * * % % * %
* k kx kx k ¥ kx kx kx x *x % k *x % * *
* % * %
* *
alignment position 851. . . .. .. 861. ... 871 ... 881.......891.......
P928091 604 CGGGT TGGCG ACTGAAGGCG GTACCGGCCT CCCGGaac -- ----AGCCCG
P928092 500 CGGCT GGGCG GTTCGACGCGCTCGCGGLCCGCGLCCGege gg gacaAGTCGG
rHCCS 624 CGGCTTGGCG GTTCAACGCGGTCGCGGCCGCGCG---- - - -=-=-=-=-- ----
* k k k k ¥ kx kx kx kx *x k¥ k k k k k¥ k¥ k¥ k¥ * k¥ k k k ¥ ¥ kx kx ¥ *x *x *x %k % * * * *x % %

* k k kK k k k¥ k % % * k k k k k k¥ k kx * *k k k k ¥ *k k¥ k % * k %

* *
* k k k k k k k kk *k k¥ kkkk k k kK k¥ *k ¥k kK *k *kk*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 % * *
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position
698
589
658
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693

position
740
734
743
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* kK k k k k kK k kk k k k ok kk kK k¥ kK k¥ k ¥k k Kk k ¥k k k& *k *x %

GGGGA GGGCT
AGCGGAGACT

GGGGACCACG
GGAGCCGGCG

TCCGGGTCCG
TCCAGGTTAG

* k k k k k k¥ k % %
* *k k k k *x k *x % %

GTGGGACGCG
GTGGGGCGCG

* k % k k kx k¥ kx % %

CCGCTccttg
CCTCTt gt - -

* * *k * %
* k *k k %

Tcatgcgccg
Tttccctgag

911. ... ...

T AGGTGCAG
T GGGGGCAG

921.......
aagggcagget

931......

GGCCGCGGCC
GGCGGCGCCC

961..... ..

981..... ..

c gcgGGACAGT CGGCGAGGT GACTTGGGGA
- ---GGACGGTTGGAGAGGA GACTCGGGGA

* k k k¥ & ¥ * *k k k k k¥ k k k x¥ * *k *¥ ¥ k¥ *¥ * ¥ % %

* k k kX k k k *k k kk k¥ k k k kx * *k k k¥ k k¥ k k¥ * %

. 1071, . ....

1081.... ..

GCTGGAGCAGGTGggcaagc gccgggacgg
GCTGGAGCCGGTGCACTGTG CAGAccg- - -
GCTGGAGTCT GTGACCTGTG GACAcctcgg

* k k k 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 * k k k *k *¥ k xk ¥ %k *x k% %

CTTAGACAG

* k% k k k¥ k x % %

- CTCGACCT
c CTCCCGTT

S

1131.... ..

G T GGGGAAGACACTTGGCagc
CATAGACGGg a aGGCAACACTGGTGGCTTC

G T GGGT AAGAT
* *x * k k k x *k x ¥ %
* *k k ¥ % k¥ % %

R R A

CTGGTGTCCCT
TTGGTGACTTT

TTGTGGCT CC
* x k¥ k * % k¥ * % %
* x * k ¥ k¥ k ¥ % %

1181.... ..

TCGTTTCTTC
TTTTTTTTTA

1221, ... ..

* * k¥ k * & * ¥ * %

1231.... ..

ca-----CCCTTCTCGGACC CCCAGCCCCT
gcgcct gCCCTACTGGGAAC ACGGGTTCGA

* k k k k¥ k k Kk k kk Kk *k *x k¥ *k k ¥k *k k *x %

1271, ...

ctggggatgg gggtcaagtct agGCTCAAT

GTTCAGT

1281.... ..

GGACCTCCCC
GTATTTTCCC

. 1321, . ....

GGGTCACCAC TCCtcggaaat cctcgcccec

CCATCAAGAC T ACacccgtcttcac

* x k¥ k ¥ * *x ¥ % %

1331.... ..
actcccgcct

. 1371, ... ..

cctcctggct gt GACGTGGT Ttctcagcga
- - GACGTGGT Tgcatcttac

1381.... ..

ctgcctcacc
aagtttccag

GGTTTGGTCT
GGGTTCGGCT

CAGgACGGCG
CAG- ACGGTG

* * % * * % % * %

* * % * * % k * %

t- - oo o - oo
-- CGGT GCCG
ac CGGT AGAG

* kx k% k k % %k *%

tt
CTGCCCTTCG
CTGCCCTTTG

* k k kK x k& Kk *x *x %
* k *k x ¥ * * % % *%

GAATTCCTAT
ACCTTCCTAT

GGCTA-

TCCTCCACCC
TTGGACCCCA

tcagtcccaa
actctggec- -
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P928091 997 aatcctcact gccttagat acat ACGTGCCCCCAGAGGTT GGCCTGGGTT

P928092 967 - - - - - - - - - - a-aa- - - - - - - ACGGGTC CCCAAATGGT GGCATAGGCT

rHCCS L0 R T
* k k¥ k¥ k k ¥ * *¥ k¥ k¥ ¥ k¥ k¥ k¥ ¥ ¥ * * k¥ ¥ ¥ ¥ ¥ ¥ * %

alignment position 1451. . .. .. 1461. ..

P928091 1047 TCACAGTAtt t ccctaa

P928092 994 TCAAGGTA-- - - ---- -

rHCCS 801 - --------- - -

* * 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.

P928092 [FHCCS
(1001 bp) (800 bp)

P928091 0.260[ 0.282
(1063 bp) 269%| 33%

P928092 1.000
(1001 bp) 51 %

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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GEMS Launcher Task: DiAlign TF: Multiple alignment plus TF sites
working on promoters.seq (3 seq.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1 December 2004 Tue May 3 21:44:27 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

Alignment output: # nucleic acids per line: 50

TF output: common TF matches located in aligned regions (common to 3 (100.0 %) sequences)
Family matches: yes
Matlnspector library: Matrix Family Library Version 5.0 (February 2005)
e ALL user_defined.lib (0.75/Optimized)
Selected groups e ALL vertebrates.lib (0.75/Optimized)

(core/matrix sim):

Aligned Sequences:

’NT).| SeNq;;Tece | Sequence Description Length
sym=SURF1|loc=Loc6834|taxid=9606|spec=Homo sapiens|chr=9|
1|P881957 |ctg=NT_035014|str=(-)|start=3000201|end=3000801|len=601| tss=501|comm=surfeit 1; 601 bp

(NM_003172/501/silver;)

sym=Surf1|loc=L 0c20930|taxid=10090|spec=Mus musculus|chr=2|
2 |P881959 |ctg=NT_039206|str=(-)|start=4344877|end=4345492|len=616| tss=503,516] comm=surfeit gene 1; 616 bp
(AK002469/503/gold;NM _013677/516/bronze;)

sym=Surfl|loc=Loc64463|taxid=10116|spec=Rattus norvegicus|
3/P881961 |chr=3|ctg=NW_047651|str=(-)|start=5813658|end=5814275| |en=618|tss=501|comm=Surfeit 1, 618 bp
(NM_172068/501/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.

VSZBPF. USEGREVSOAZE VSETSE USNRE?

alignment position 1. . . . . . . . . i11........ 21, .. .....31........41. .......
P881957 1t-------- S T I
P881959 Leecesoo=o=- = e=s°2 o2 - = e2co2 oo 20 soccoc TGGG CACAATGTGT
P881961 lgcattggccg gccatctacg t accgattct ttgt gcTGGG CACAATGTGT
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alignment position 51. . . . . ..
P881957 A -
P881959 15 GGCTCGAAAG

P881961 51
* k¥ k% % * *k *x %
* %

* %

* F
* * *
E
* F
* F *

* F
*

* %

alignment position
P881957 2
P881959 65
P881961 101

GTACTTCT
GTACTTCT

* k% *x * *k *x %
* * k% % k* k % %
* k% *x * *k *x %
* * k% % * k *x %

*

L I

alignment position

*

*

GGCTCGAACG

*

* F F

**********OOO'

GCT CGTGACC

P881957 45
P881959 115 GCT CATGGCC
P881961 151 GCT CATGACC
* * % *x ¥ %k *x % %k *
* ¥ %k * * * * *¥ *x *%*
* * % *x ¥ %k *x % %k %
* ¥ k * * * * * * *%*
* * % *x ¥ %k *x % %k %
* ¥ k * * * * * * *%*
alignment position 201 . . . . . . .
P881957 95 gac GTCAGGA
P881959 160 - - - GTCAGAA
P881961 196 - - - GTCAGAA
* * * * * * %
* % k% * * % %

* * % % *

alignment position

P881957 145
P881959 187
P881961 223
* * * * *x % %
* * * k k % %
* * * * *x % %
* * * k k % %
* k¥ k *x * * % %
alignment position 301 . . . . .
P881957 195 cct ctctc
P881959 200 - - - - - - - -
P881961 236 - - - - - - - -
alignment position 351 . . . . .

20f 4

*
*

L

CTGCGTAATC
CTGTGTAATC

* * % * *¥ % * %

* * * % * %
* * % %
* * * %

EE

*
* * %
* * %

111..

* *

* *
* *
* *

CCGCGGGT GT
CCGCGGGT GT
CCGCTAGT GT

* * % k * *k * %
* k % % * k* *x %
* * % k * k% * %
* k % % * k* *x %
* * % k * k% * %
* k % % * k* *x %
* * % k * k% * %
* * % %
* * * %
* * % %
161.

TGTCAGGATG
AGTTAGGGAG
GGTTAGCGAG

* *
* %

E I I
* %k ok F *

* * % x k¥ %k x %k % *%
* k¥ * k¥ ¥ * k * % %
* * % x k¥ %k x %k % *%
* * * *x % * * *
* * k% % % * % %
* * * *x % * * *
211.. ...

GGgccaggagec

GGTGGtTCTT
GGTGGaTCTT

* ok ok ok K Kk Kk K *
* ok ok ok Kk Kk Kk x *
* ok ok ok K Kk Kk Kk
* ok ko k Kk Kk Kk ok *
261. . ...
cctcccct

E I I
* F F *
E I I

361. .
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71...

GAAGt t AGAG
GAAGg cAGAG

* * % % * %
* k k % * %
* * % % * %
* k k % * %
121. . ...

* *
* %
* *
* %

A GACCTGGAG
ATTCCTGGAG
A GACT TGGAG

* Kk k k *k k k% %
* k% k xk *k % % %
* k k k *k k k% %
* k% k xk *k % % %
* k k k *k k k% %
* k% k xk *k % % %
* k k k *k k k% %

* * %

* * %

* * %
171.. ...

* %
* %
* %
* %
* %
* %
* %
* %
* %
* %

CACCT CACCT
CAGCGAACCT
CAGCGTACCT

* Kk x k *x % Kk %
* % *k k¥ * %k k% %
* Kk x k *x % k %
* % *k k¥ * %k k% %
* Kk x k *x % k %
* % *k k k¥ %k k% %

221. .
t ccgctcc

* k% k k¥ k& % k% %
* Kk k k k k k% %
* k% k k¥ k& % k% %

* k k k %

271. .
g atc

* * %

* %
* %
* %
* %
* %
* %

ct

* *
* %
* *
* %

* k* %
* k% %
* k* %
* % %

E I

* %k k k %
* k *k k %
* %k k k %
* k *k k %

* % %
* * %
* % %
* * %

* %k ok F

AAGGAACTT G ACAGCCGTTG
AAGGCACTT G AGAGCCGCTG

* 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 %

*

*
*
*

131. ......

* k k k k k k& k %
* k k k k x k k%
* k k k k k k& k %
* k k k k x k kx %
* k k k k k k& k %
* k k k k x k kx %
* k k k k k k& k %
* k k k k x k k%
* k k k k k *k k %

* k k k k x k k%

*

*

ECIEE B I I

181. ......

* k k k x k k k %
* k k k *k k k& k %
* k k k x k k k %
* k k k *k k k& k %
* %k k x *x % %

* k* % %

*
*
*
*

231. ... ...

ggtgccccc

281. ... ...

*

*
*
*

* *k k k & *x ¥ *x %

* k k k k k * kx %
* *k k k & *x ¥ *x %
* k k k k k * kx %

141. .. ....
CTCCGGCAGG CGGCAGGGCA
CTCGGGCAGA CGGCAGGGCA
GTCCGGCAGA CGGCAGGGAA

*

* 0% kX X X X X

* k k k k k ¥ x %
* x k k kX *x *¥ % %
* k k k k kx % %
* x k k k& % k% %

* k k k k kx % %

*
*
*
* * k * k % *
* k *k k %
* * k kx %

* k *k k %

E I I I

* * k k %

191.......
GCGGACGcgt gggcgggcag
GCGGATGAGC ATCTG- - - - -
GTGGATGAAC CGCTG- - - - -

*

*
*
*

* % Kk %
* k * %
* % Kk %
* k * %

241. .. .. ..

291. .. .. ..

ccgccg cgeccctctececcctgeectcec

331. ......

* % k k *k k %
* %k k % %
* k *k k %
* %k k % %
* k *k k %

* %
* %
* %
* %

*

*
*
*
*

341. .. ....

tc ccCTGCCCTC TCCTCT- - - -
--CTGTCCTCccaggtccca
--CTGCCCTCTCCTTC- - - -

*

* k *k k %

391. .. ....
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30f4

P881957
P881959 218
P881961 250

DAL o o oo e o

cgctttccag

264 c at cccaaCT

---CT
R

*

*

CTACTCTTCC

alignment position 401

P881957

P881959 268 GGT C-

P881961 269 GGT C-
* % k% *

alignment position 4 51

P881957 314

P881959 314

P881961 315

alignment position
P881957 335
P881959 363
P881961 365

alignment position
P881957 385
P881959 413
P881961 415
alignment position
P881957 435
P881959 452
P881961 453
alignment position
P881957 485
P881959 479
P881961 480

CTACTTTTCC

* * *k % %

* *k %
* * %
* *k %

CTCGCTCAT
TTCGTCCAT
TTCGTCCAT

* % %
* *x %
* % %
* *x %
* % %
*

* %

* * %
* * %
* * %
* * %

* % X X X

*
*
*

*
*
*

* % k% % %

*
*

*
*

*
*

*
*

* % ok ok ok
¥ % %k % ok
L I
* % ok ok ok
E I
L
* % 3k ok F

*

* % F F F
* F X X *
* % %k X X
* % F F F
* F X X *
* % kX X

*

*

*

*

*

AGAACCTGGA
ACCACGTGAG
ACCACGTGAG

*

*

E I
EE
E I I
E N
EE
E I

*

*

*

*

E I I I
EE
* Ok F F *
* % X X X
EE
* Ok F F *

*
*
*

G
G
G
*
*
*
*
*
*

*

*****OO

E

gcacaatact

411.

GCGCCCTT CT
CCGAGGTTCC
CCGAGGTCCC

* * % k * %k k %k % %

51

* % 3k ok F
* F X * *

611.

GTCACGGT
GTCACGGT

* * k& *k *k *k *x %

*
*
*

* % ok ok ok
L I
L

*
*
*

*
*
*

* *
* %
* *

*
*
*

L T
* % ok ok F

*
*
*

*
*
*

*
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-------CCcCcC
cccgggt CCC
-------CCcCcC

* * %
* k%

421. .
CCGCCACTCC

GCTCCTCCCA
AATCCTTCCA

* k k k k *k *k k *x %

* * * % * *x %

* % * * %

* ok F

* * * * %

Y
TCTCT TCCGA
TCTCTTTCGA
* * % ¥ *¥ % *¥ *¥ % %
* k% k ¥ * *x * * * %
* * % ¥ *¥ % *¥ *¥ % %
* k% k ¥ * *x * * * %

E

521. .

¢ CGCA GAAAC
GCGCA AGA AT
A CGCA GAA AT

* Kk xk k x %k k x *x %
* * *k * % *
* k *x % %

* *
* %
* *
* %
* *

571. .
c cgCGGAGCA

- - CGGAGAT
--CGGAGac

* * % % *k % %

* * %
* * %

* * %

* F X X *

*
*
* k Kk %
*
* k Kk %

621.

CTGCCCTCCCctcagcccct
CCTCCTTTCT GGCCActgt C
CTTCCTTTCC GGCCA- - - - C

* k k k * k k k k kx *x % k * %
* k k k k k x k x *

431. 441.

GTTCCCCTCC CGCGCT Gcg a
GATCCCGTTC CTTCCT GGCC
GGTCCCGTTC CTTCCTGGCC

* k k k k k k k k k¥ k *k k k k k *k k & %

* k % k¥ *k x k& *x % * *k & k ¥ %k * %

* % *
* k k k k k k k k k¥ k kK k k k k *k k *k %
* k% % % * % *

481. . ..... 491. .. ....

CCTTGCGGGC GTCCGTCTGG
CCTTGCGGGT GTTGGGCAGT
CCTTGTGGGT GTTGGGCAGC

* k k k k k k k k k *x k k k k k¥ *k x k¥ %

* % *k * % * *k & k ¥ %k * %

* k k k k k k k k k k *k k k k k *k k *k %
* k k k k k k k k k *x 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 *x 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 *x k k k k k¥ * x %

531. ......541.......
GCCCGCACGT CGCCCGGCAA
GCAAGCACAT CAGAGGGTGG
GCAAGCACAT CAGAAGGTGG
* k k ok kK k ok k k k& k Kk kK k k k x k¥ x %
* k k k * k k k k k kx k¥ k Kk k k *k x ¥ %
* k k ok kK k ok k k k& k Kk ok k kK k x k¥ kx %
* k k k * kx k k k kx k k¥ k k k k *k x ¥ %
* k k ok kK k ok k k k& k Kk ok k kK k x k¥ kx %
* k k k * kx k k k kx k k¥ k k k k *k x ¥ %
581. ......591.......

GCCCGGCGGA AGCCGCTCGC
GCCCATCTGA CGCCGCAGCC
g- CCATCTGA CGCCACAGCC

* 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 x Kk *k k k k k& *x ¥ x %
* k k k k k k x * *

* k % k *k k % %

631. 641.

GCCGGGGGCG Gggct ctggg cgggactcag cgg

ACAGAGCGC
GCGGAGCGC

* k k% % %

* * K% % %

* k k% % %

* * K% % %

661. .

CCTCCTG
ATTTCTC
GTTTCTC

*

*

* %k ok F

*

*
*
*
*

*

*
*
*
*

*

*
*
*
*

* *
* %
* *
* %

* %
* %
* %
* %
* %

*
*
*
*

* Ok F F X
E I I I
* % F F *

*

*
*
*

*

* *
* %
* *
* %
671. . ... ..
* * k k ¥ * *¥ *k % %
* Kk x k x %k k x *x %
* * k k ¥ * *¥ *k % %
* Kk x k x %k k x *x %
* * k k ¥ * *¥ *k % %

* * % % %

* % * % %

* * % % %

* % * % %

* * % % %

681. ......691.......
cggggc ¢ GGGTGCGAT
AAGAT- - GGCTGCTGT
AAGAT- - GGCTGCTGT

* k% ¥ *¥ k¥ % * % % * k% ¥ *¥ ¥ % ¥ ¥ %
* k k * * k k % * k% % k *¥ * * * %
* k% k¥ * k¥ * % % * k% k¥ *¥ ¥ * ¥ % %
* k k * * k k % * k% % k *¥ * * * %
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40f 4

alignment position 701 . . . . . . . 711.. ... .. 721. . .... 731. ......

file:///Users/cmoraes/ Documents/Corinal%20Paper%20Promoters/...

P881957 535 GGCGGCGGT G GCTGCGTTGC AGCTGGGGCT Gecggge---- - ------- GG
P881959 527 GATGGCTTTG GCTGT GCT GC CGCGACGGAT GACGCGGTGG TCGCAATGGG
P881961 528 AATGGCTTT G ACTGT CCTGC gaagt CGGAT AACGCGATGG CCGCAGTGGG

* k% k * *k kx * %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 *x %

* k k *k *¥ Kk *x k% %k * * *k % * *¥ *k kx % * * * % k *x % * *k k k *k x k *x ¥ %
* k% k * *k kx * %k % * k % k * %k k *x * % * * * *x % * k k k *k k *k k *¥ %
* k k *k *¥ Kk *x k% %k * * *k % * *¥ *k kx % * *

alignment position 751 . . . . . . . 761.. ... .. 771...... 781. ......

P881957 573 CGGGGCTGGG ACGGGTGAGC GCCGGGTgceE- ----------
P881959 577 CCTACGCGGG ACGGGTAAGC GGGGGTTCAG AGAGGATCCT

P881961 578 CCT GCGCGGG GCCGGTAAGC GGGGGTTCAG AGAGGATCCT g

* k% *x ¥ %k *x % %k % * * % * k¥ %k x %k % % * k% k% x % kx k¥ % % * k k k *k k k& x ¥ %

* * k% *x *¥ k¥ *x % % % * * % * * k% % * * k k ¥ * *¥ * *x % * k k k *k k *k x *¥ %
* k% *x ¥ %k *x % %k % * * % x %k % % * k% k¥ k k *k kx k¥ % % * k k k *k k k& x ¥ %
* * % * * k% % * * k k ¥ * *¥ * *x % * k k k *k k *k x *¥ %

Pairwise similarities:

*
*

* *k k k k& *x *¥ % %
* k k k k k ¥ kx %

791

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.

P881959 [P881961
(616 bp) (618 bp)

P881957| 0.181| 0.155
(601bp) | 41%| 40%

P881959 1.000
(616 bp) 81 %

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
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	Text7: 
	Text8: The description of the complete description of TFBS can be found in additional file 3 (in the “Matrix Family Library” Excell sheet).


