
This Supplementary Material shows the Core Promoters of Complex II subunits/related 
genes identified by phylogenetic footprinting. The conserved regions are shown in color 
codes, which correspond to specific Transcription Factor Binding Sites (TFBS). 
 
The description of the complete description of TFBS can be found in Supplementary 
Table S1 (in the “Matrix Family Library” Excel sheet). 
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GEMS Launcher Task: DiAlign TF: Multiple alignment plus TF sites
working on promoters.seq (3 seq.)

[Alignment] [Pairwise similarities] 

DiAlign professional TF Release 3.1 December 2004 Wed Jun 8 21:31:13 2005 

Solution parameters:

Sequence file: promoters.seq (3 seq.)
Type of sequences: nucleotide sequences
Threshold T: 0.00
'*' signs below alignment denote: diagonal similarity (max. similarity is represented by 10 '*' signs)

Alignment output: complete alignment is shown
# nucleic acids per line: 50

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

Selected groups
(core/matrix sim):

ALL user_defined.lib (0.75/Optimized)
ALL vertebrates.lib (0.75/Optimized) 

Aligned Sequences:

No. Sequence 
Name Sequence Description Length

1 P878032
sym=SDHA|loc=Loc6389|taxid=9606|spec=Homo sapiens|chr=5|
ctg=NT_006576|str=(+)|start=207947|end=208947|len=1001| tss=501| comm=succinate
dehydrogenase complex, subunit A, flavoprotein (Fp); (NM_004168/501/silver;)

1001 
bp

2 P878035

sym=Sdha|loc=Loc66945|taxid=10090|spec=Mus musculus|chr=13|
ctg=NT_078713|str=(-)|start=5811894|end=5812912|len=1019| tss=501,502,514,519|
comm=succinate dehydrogenase complex, subunit A, flavoprotein (Fp);
(AK029520/510/gold;AK010561/522/gold;AK050475/522/gold;
AK049590/522/gold;AK075990/527/gold;XM_127445/509/bronze;)

1019 
bp

3 P878037
sym=Sdha|loc=Loc157074|taxid=10116|spec=Rattus norvegicus|
chr=1|ctg=NW_047549|str=(+)|start=6979031|end=6980031| len=1001|tss=501| comm=succinate
dehydrogenase complex, subunit A, flavoprotein (Fp); (NM_130428/501/bronze;)

1001 
bp

Alignment (DiAlign format):

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

V$GLIF V$NRF1 U$NRF1V$EGRF V$P53F V$INSM V$EREF U$EREF V$RORA

alignment position  1 . . . . . . . . .  1 1 . . . . . . . .  2 1 . . . . . . . .  3 1 . . . . . . . .  4 1 . . . . . . . .

P878032 1  c a c t t t a a g t  t t g t t t a c a t  g t g a c c t c c -  - - - - - - - - - -  - - - A C A A A CA
P878035 1  - - - - - - - - - -  - - - - - - - - - C  CT C C A G C T T C C C A G C T G C T G  - T AA C G A A GA
P878037 1  a g g a t g a c a a  c a g g c c g g t C  CCC G A G C T T T  C C A G C AG C T G  t T AA C G A A GA
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alignment position  2 5 1 . . . . . . .  2 6 1 . . . . . . .  2 7 1 . . . . . . .  2 8 1 . . . . . . .  2 9 1 . . . . . . .
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alignment position  3 5 1 . . . . . . .  3 6 1 . . . . . . .  3 7 1 . . . . . . .  3 8 1 . . . . . . .  3 9 1 . . . . . . .

P878032 212 - - CT T T AAAA  AT GT T G G T G C  CCA C C A C C T C C C C G G AA C A G  G G C- - - - - - -
P878035 304 CACT T T AAAG  AC AT T G G C A C  CT C A C T T A C C C C T G G AG C A G  A G CC C A T C AG
P878037 313 CACT T T AAGG  AC AT T G G T A C  CT C A C T T A C C C C T G G AG C A A  A G CC C A T C AG
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alignment position  6 5 1 . . . . . . .  6 6 1 . . . . . . .  6 7 1 . . . . . . .  6 8 1 . . . . . . .  6 9 1 . . . . . . .
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P878032 494 CT GGC GGGAc  t g c g c g g c g g  c a a c a G C A G A C A T GT CGG GG  GT CC G GGG CC
P878035 516 CT T GC GGGAA  G- - - - - - - - -  - - - - - G C A G A C A T GG CC G GG  GT TGG C GC AG
P878037 525 CT T GC GGGAA  G- - - - - - - - -  - - - - - G C A A A C A T GG CC G GG  GT TGG C GC AG
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alignment position  7 0 1 . . . . . . .  7 1 1 . . . . . . .  7 2 1 . . . . . . .  7 3 1 . . . . . . .  7 4 1 . . . . . . .

P878032 544 T GT CG CGGCT  GC T g a g c g c t  CGG C G C C T G G C G C T G GC C A A  G G CG G T G A GT
P878035 552 T T T CG AGGCT  T C T T CG C G G G  CGG C G C T T G G C G T T A AC T G G  G G CG G T G A GT
P878037 561 T T T CG AGACT  T C T T CG C G G G  CGG C G C T T G G C T C T A GC T G G  G G CG G T G A GT
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alignment position  7 5 1 . . . . . . .  7 6 1 . . . . . . .  7 7 1 . . . . . . .  7 8 1 . . . . . . .  7 9 1 . . . . . . .

P878032 594 CCGT G CCGCG  g a c c g g g g c g  g g g c a g g c g g  g g g c c g a g g c  G G CG G T A G GA
P878035 602 T AGT G CCACG  AA AT GG C A - -  - - - - - - - - - -  - - - - - - - - - -  G G CG C T A G GA
P878037 611 T AGT G CCACG  GT AT GG C G - -  - - - - - - - - - -  - - - - - - - - - -  G G CA C C A G GA
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alignment position  8 0 1 . . . . . . .  8 1 1 . . . . . . .  8 2 1 . . . . . . .  8 3 1 . . . . . . .  8 4 1 . . . . . . .

P878032 644 Gc g g g a c g g t  c c c c a g c g g g  t c c g a g c g g a  g c g g g c g c c g  g g t c c c t g c g
P878035 630 GT GCG c c a - -  - - - - - C G A T T  CCA C C C G A G T  - - - - - - - - - -  - - - - - - - - - -
P878037 639 AT GCG t c t a a  t c c t g C G A T C  CCA C C C G A G T  - - - - - - - - - -  - - - - - - - - - -
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alignment position  8 5 1 . . . . . . .  8 6 1 . . . . . . .  8 7 1 . . . . . . .  8 8 1 . . . . . . .  8 9 1 . . . . . . .

P878032 694 c c c t c T GT CC  CG GGAT C G G G  AAG G G G C T G A G A G A G c c c t g  g g c c g g t g c g
P878035 653 - - - - - T GGCC  T G AGT C T G G G  AAG G T G C A G T  G G G C C GA A G C  C - - - - - - - - -
P878037 669 - - - - - T GAAT  T G GAT C T G G G  AAG G T G C A G C G G G C G GA A G C  G - - - - - - - - -
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alignment position  9 0 1 . . . . . . .  9 1 1 . . . . . . .  9 2 1 . . . . . . .  9 3 1 . . . . . . .  9 4 1 . . . . . . .

P878032 744 a g g g g a a g c c  g c g g g g c g g a  c t c g g g g a c c  c g g g g a g c t c  g g t c c t t a g t
P878035 689 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P878037 705 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

alignment position  9 5 1 . . . . . . .  9 6 1 . . . . . . .  9 7 1 . . . . . . .  9 8 1 . . . . . . .  9 9 1 . . . . . . .

P878032 794 a g a t a GT CCG  CG T CCG GGT G  AAGG T C A C A A C C C C G CG G G C  t t g c t g g g c g
P878035 689 - - - - - GACT G  CT T TCC GGC G  AAGG T C A C G A C C C C G AG G T C  G C GG G C G T GG
P878037 705 - - - - - GACAC  CG T TCC GGC G  AAGG T C A T G A C C C C G AG G T C  G C GG G C A T GG
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alignment position  1 0 0 1 . . . . . .  1 0 1 1 . . . . . .  1 0 2 1 . . . . . .  1 0 3 1 . . . . . .  1 0 4 1 . . . . . .

P878032 844 t c c - - - - CCT  CC GCCG C C T T  GGT C c g g g c c  t g g g g t c c t g  g g a c c c c g c g
P878035 734 AGT CT GGCCT  T C CCCG T C T T  GGT C - T A G C G A A G T T CT C C A  A G GT T A A A GG
P878037 750 AGT CT GGCCT  T C CCT G T C T T  GGT C t T A G C A A A G T T CT C C A  A G GT T A A C GG
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alignment position  1 0 5 1 . . . . . .  1 0 6 1 . . . . . .  1 0 7 1 . . . . . .  1 0 8 1 . . . . . .  1 0 9 1 . . . . . .

P878032 890 g g c t g a g g t a  g c c c c t c g c c  t c a g t g C C T G G C A G G T G G A C  T C GG G G A G GA
P878035 783 GAGGG A- - - -  - - - - - - - - - -  - - - - - - C C G G C C T G T T G C A T  T C T G G A T G CG
P878037 800 GAGGG A- - - -  - - - - - - - - - -  - - - - - - C C A G C C T G T g G C A C  T C T G G A T G T G
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alignment position  1 1 0 1 . . . . . .  1 1 1 1 . . . . . .  1 1 2 1 . . . . . .  1 1 3 1 . . . . . .  1 1 4 1 . . . . . .

P878032 940 GT CGT GT CT G  Cc c a a g g t c a  c c c g g g c g g a  t a g c g g c c g g  t g g c c g c c c t
P878035 813 GACGG GT CT G  CG Ag t a A T C C  GT T G G T A G T C T G G G T GT C G A  C A CT A A g a c t
P878037 830 GGCAG AT CCG  CG A- - - A T C C  GT T G G T A G C C T G G G T GT G G A  C A CT A A - - - -
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alignment position  1 1 5 1 . . . . . .  1 1 6 1 . . . . . .  1 1 7 1 . . . . . .  1 1 8 1 . . . . . .  1 1 9 1 . . . . . .

P878032 990 g g c t g g g c t g  g g - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P878035 863 t a t a a g t g a t  g a g c t t a c a G  GT T T T G T G T A G T G G C CT T A G  C T AC T G T T T T
P878037 873 - - - - - - - - - -  - - - - - - - - - G  GT T T T G T G T A G T A G T CT T A G  C T AC T G T T T T
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*

alignment position  1 2 0 1 . . . . . .  1 2 1 1 . . . . . .  1 2 2 1 . . . . . .  1 2 3 1 . . . . . .  1 2 4 1 . . . . . .

P878032 1002 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P878035 913 T AAAT AT CAa  AG AGAT A T T T  GAA G A T A C C A G G T G A GA C T T  C T GC A C c G T G
P878037 904 T AAAT AT CAg  AG AGAG A T T T  GAA A A T A T C A G G T G A GA C T T  C T GC A C t G T G
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*
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*
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*
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*
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*
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*
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alignment position  1 2 5 1 . . . . . .  1 2 6 1 . . . . . .  1 2 7 1 . . . . . .  1 2 8 1 . . . . . .  1 2 9 1 . . . . . .

P878032 1002 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P878035 963 T T CAT CCAGT  CT T GCG A C T T  CT - T T T T G C A T T T G A AG A G G  T A CA C A G t g a
P878037 954 T T CAT CCAAT  T T T GCG G C T T  CT g T T T T G C A T T G G A AG A G A  G T CA C A G a - -
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*

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

alignment position  1 3 0 1 . . . .

P878032 1002 - - - - - - - -
P878035 1012 c t c a g g g t
P878037 1002 - - - - - - - -

Pairwise similarities:

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

P878035
(1019 bp)

P878037
(1001 bp)

P878032
(1001 bp)

0.086
29 %

0.075
28 %

P878035
(1019 bp)

1.000
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

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

dialign.seq
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Genomatix-Logo
Logout
Logout

Personal
Personal

Messages
Messages GEMS-Logo

Genomatix MainGEMSElDoradoGene2PromoterBiblioSphere
Frequently_asked_questionsYour ResultsYour SequencesYour ProtocolHelp

GEMS Launcher Task: DiAlign TF: Multiple alignment plus TF sites
working on promoters_2.seq (3 seq.)

[Alignment] [Pairwise similarities] 

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

Solution parameters:

Sequence file: promoters_2.seq (3 seq.)
Type of sequences: nucleotide sequences
Threshold T: 0.00
'*' signs below alignment denote: diagonal similarity (max. similarity is represented by 10 '*' signs)

Alignment output: complete alignment is shown
# nucleic acids per line: 50

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

Selected groups
(core/matrix sim):

ALL user_defined.lib (0.75/Optimized)
ALL vertebrates.lib (0.75/Optimized) 

Aligned Sequences:

No. Sequence 
Name Sequence Description Length

1 P876195
sym=SDHB|loc=Loc6390|taxid=9606|spec=Homo sapiens|chr=1|
ctg=NT_004610|str=(-)|start=204488|end=205488|len=1001| tss=501| comm=succinate
dehydrogenase complex, subunit B, iron sulfur (Ip); (NM_003000/501/bronze;)

1001 
bp

2 P876196

sym=Sdhb|loc=Loc67680|taxid=10090|spec=Mus musculus|chr=4|
ctg=NT_039267|str=(+)|start=8395078|end=8396196|len=1119| tss=501,608,609,619|
comm=succinate dehydrogenase complex, subunit B, iron sulfur (Ip);
(AK003052/608/gold;AK009660/609/gold;AK003533/619/gold; NM_023374/501/bronze;)

1119 
bp

3 P876197
sym=na|loc=Loc298596|taxid=10116|spec=Rattus norvegicus|
chr=5|ctg=NW_047726|str=(+)|start=3781027|end=3782027| len=1001|tss=501| comm=similar to
succinate dehydrogenase Ip subunit; (XM_216558/533/bronze;)

1001 
bp

Alignment (DiAlign format):

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

V$ZBPF V$SP1F V$NRF1 U$NRF1 V$EBOX V$P53F V$ETSF U$NRF2 V$CDEF V$EKLF V$MAZF V$CREB
V$E4FF V$YY1F V$MYOD V$EREF U$EREF V$RORA

alignment 
position  1 . . . . . . . . .  1 1 . . . . . . . .  2 1 . . . . . . . .  3 1 . . . . . . . .  4 1 . . . . . . . .

P876195 1  g t a a t t c c a g  c a c t t t g g g a  g g c c a a g g t g  g g c g g a t c a c  g a g g t c a g g a
P876196 1  c t g g c a c c a g  c c a c a t a c t a  g g t a c c c t t t  c t g g c t g c t t  t g g t t t t g g t
P876197 1  g c - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
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alignment 
position  5 1 . . . . . . . .  6 1 . . . . . . . .  7 1 . . . . . . . .  8 1 . . . . . . . .  9 1 . . . . . . . .

P876195 51 g t t c a a g a c c  a g t c t g g c c a  a g a t g a t g a a  a c c c c g t c t c  t a c t a a a a a t
P876196 51 t t t g t g t g t t  t - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P876197 3  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

alignment 
position  1 0 1 . . . . . . .  1 1 1 . . . . . . .  1 2 1 . . . . . . .  1 3 1 . . . . . . .  1 4 1 . . . . . . .

P876195 101 a c a a a a a a t t  a g c c g g g t g t  g a t g g t g t g c  g c c t g t a a t c  c c a g c t a c t c
P876196 62 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P876197 3  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

alignment 
position  1 5 1 . . . . . . .  1 6 1 . . . . . . .  1 7 1 . . . . . . .  1 8 1 . . . . . . .  1 9 1 . . . . . . .

P876195 151 g g g a g g c T GA  GG C AG Ga g a a  t c g c g t g a a c  c c g g g a g g c g  g a g g t t g c a g
P876196 62 - - - - - - - T GA  GG C AG Gg t C T  C AA G T A T C C C  AGA T - - - - - -  - - - - - - - - - -
P876197 3  - - - - - - - - - -  - - - - - - - - C T  C AA G T A T C C C  AGA T - - - - - -  - - - - - - - - - -

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

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

alignment 
position  2 0 1 . . . . . . .  2 1 1 . . . . . . .  2 2 1 . . . . . . .  2 3 1 . . . . . . .  2 4 1 . . . . . . .

P876195 201 t g a g c c a a g a  t c g c g c c a t t  g c a c t c c a g c  c c g g g a a a c a  g t g c g A G A C T
P876196 89 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - G G A C T
P876197 19 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - A G C C T

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

alignment 
position  2 5 1 . . . . . . .  2 6 1 . . . . . . .  2 7 1 . . . . . . .  2 8 1 . . . . . . .  2 9 1 . . . . . . .

P876195 251 C C A T C T CA a a  c a a a c a a a c a  a a a - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P876196 94 C G A C C T CA T T  AA G T A GCg g A  G GG T G A G C T T  GGT T C T C C T A CT G T C T C C A T
P876197 24 C C A C C T CA CT  AA G T A GCc a A  G GA T G A G C T T  GAT T C T C C T A CT G C C T C C A C

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*
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*

*
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*
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*
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*
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*
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*
*

alignment 
position  3 0 1 . . . . . . .  3 1 1 . . . . . . .  3 2 1 . . . . . . .  3 3 1 . . . . . . .  3 4 1 . . . . . . .

P876195 274 - - - - - - - - - -  - - - - - AT T C C  A GG A A T - - - -  - - - - - - - - - -  - - - - - - - - - -
P876196 144 A T G C C g - - - -  - - - - - - - - - -  - GG C A T G C A A  CT T C T G T A C c  g a c g - - - - - -
P876197 74 A T G C C a a t t t  c t g g g AT T C C  A GG C A T G C A A  CT T A C G T A C a  t a t t t a t g a a

*
*

*
*

*
*

*
*

*
*

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

alignment 
position  3 5 1 . . . . . . .  3 6 1 . . . . . . .  3 7 1 . . . . . . .  3 8 1 . . . . . . .  3 9 1 . . . . . . .

P876195 285 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P876196 173 - - - - - - - - - -  - - - - - - - - - -  - T G A C G T T C A  T CT T T t g a t c  a c t t c a g t c a
P876197 124 t a a a t g a a t g  a g c g a c a c c t  t T G A C A T T C A  T T T T T g t g a c  c g c c t c a a t c

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

alignment 
position  4 0 1 . . . . . . .  4 1 1 . . . . . . .  4 2 1 . . . . . . .  4 3 1 . . . . . . .  4 4 1 . . . . . . .

P876195 285 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P876196 202 c t t a a - CA AG  T G T CC CAA T C  A GG T A G G G A C  T GA C A G G T T C T C T A G a t t t a
P876197 174 g c t c g c CA AC  T G T CT CGC T C  A GA G A G G G A C  T GA C G G G T C C T C T A G - - - - -
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*
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*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
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*
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*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

alignment 
position  4 5 1 . . . . . . .  4 6 1 . . . . . . .  4 7 1 . . . . . . .  4 8 1 . . . . . . .  4 9 1 . . . . . . .
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P876195 285 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P876196 251 g C A C A AAG CT  GA C CA GAC A A  G AG T C A C A G G  T GA T T G A C A G AC A C C A C T G C
P876197 219 - C A C A AAA CT  GA T CA GAC A A  G AG T C A C A G G  T GA T T G A C A G AC A C G A C T G C

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

*
*
*
*

*
*
*
*

*
*
*
*
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*

alignment 
position  5 0 1 . . . . . . .  5 1 1 . . . . . . .  5 2 1 . . . . . . .  5 3 1 . . . . . . .  5 4 1 . . . . . . .

P876195 285 - - - - - - AA A-  GA G GT T GA A A  T CG G G G C A G G  GAC C C G G A T A GG A T G G C T C C
P876196 301 A A G T A GAG Aa  GG G T T AAA A A  T CA C A G C C A C  CAG C A G A A T A GG A A A G C C C C
P876197 268 A A G T A GAG A-  GG G AT T AA A A  T CA C A G C C T T  CAG C A A A C T A GG A A A G A C C C
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alignment 
position  5 5 1 . . . . . . .  5 6 1 . . . . . . .  5 7 1 . . . . . . .  5 8 1 . . . . . . .  5 9 1 . . . . . . .

P876195 328 G - C C C c a t c t  a a G T C TTA G C  C CC A C C C C c t  g a a a g t c g c -  - - - - - - - - - C
P876196 351 G - C C C T CC T G  - - G CC TCT G C  C CC GC C C C T C  CAC GC T A C C C T T C C - C T C T C
P876197 317 g c C C C T CC T G  - - G CC TTT G C  C CC A C C C C T C  CAG GC T A C C T  T C C C t C T T T C
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alignment 
position  6 0 1 . . . . . . .  6 1 1 . . . . . . .  6 2 1 . . . . . . .  6 3 1 . . . . . . .  6 4 1 . . . . . . .

P876195 367 C T G C C T CT CA  GA C T C Ct c c c  c t t t c t g a g a  a g g t c a c g g g  GG A A G C C A A A
P876196 397 C C G C C CCT CA  GA C T C CAG A G  G T C A C C T T A G  GAA C A T A - - -  GG A A G C C C A G
P876197 365 C C G C T GCT CC  GA C T C CAG A G  G T C A C C T T A G  GAA C A T A - - -  GG A A G C C C A G
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alignment 
position  6 5 1 . . . . . . .  6 6 1 . . . . . . .  6 7 1 . . . . . . .  6 8 1 . . . . . . .  6 9 1 . . . . . . .

P876195 417 T G GG C ATG CG  CC g CT ACT G C  GCT A T T G C G C  ACG C T C G C T G T G C T T G C C C c
P876196 444 T G GG C ATG CG  CC - CT ACGG G  C CG C T G C T G C  ACA C A C G C A C T T C C T G T A C A
P876197 412 T G GG C ATG CG  CC - CT ACT G G  C CG C T A C G G C  ACA C T C G C A C T T C C T G T C C G
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alignment 
position  7 0 1 . . . . . . .  7 1 1 . . . . . . .  7 2 1 . . . . . . .  7 3 1 . . . . . . .  7 4 1 . . . . . . .

P876195 467 g c c t t c c c t c  c g c c c ACC C G  G - G A A A C C GG  AAG C C GC C T C CC A C T T G G T T
P876196 493 T T G - - - - - - -  - - - - - GCT C G  g a G A A A C C GG  AAG C G GC C T T  CC A C T C G T T G
P876197 461 T T T - - - - - - -  - - - - - ACT C G  G - G A T A C C GG  AAG C T GC C T T  CC A C T C G T T G
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*

alignment 
position  7 5 1 . . . . . . .  7 6 1 . . . . . . .  7 7 1 . . . . . . .  7 8 1 . . . . . . .  7 9 1 . . . . . . .

P876195 516 G C T C G T AC GC  GG c t a g t g G G  T CC T C A G t g g  a t g t a - - - G G CT G G G C GC C G
P876196 531 G C G C T T AG GC  GG C T A GC- G G  T CC T C A G G G T  GAG A G G C C G G CT T C C C A C C G
P876197 498 G C T C T T AG GC  T G C T A GC- G G  A CC T C A A G G G  GAG A G G C C G G CT T C C C A C C G
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alignment 
position  8 0 1 . . . . . . .  8 1 1 . . . . . . .  8 2 1 . . . . . . .  8 3 1 . . . . . . .  8 4 1 . . . . . . .

P876195 563 C G A T GTTC GA  CG G GA CAC C G  G CG G a g a g c g  a c c t c g g g g t  TA A GG GGT GG
P876196 580 C G GT GTTC GA  CG G GA T GC C G  GAG GG g - - - -  - - - - - - - - - -  - A A GG GGT GG
P876197 547 C G GT GTTC GA  CG G GA T GC C G  GAG GG - - - - -  - - - - - - - - - -  TA A GG GGT GG
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alignment 
position  8 5 1 . . . . . . .  8 6 1 . . . . . . .  8 7 1 . . . . . . .  8 8 1 . . . . . . .  8 9 1 . . . . . . .

P876195 613 GG C T GACG TC  AG GAG CCA A G  A TG GC GGC GG  T GG T C G C C C T  CT C C T T G A G G
P876196 615 GG C T GACG TC  AG GAG CCA A A  A TG GC GGC Ga  c GG T C G G G G T  CT C C T T G A A G
P876197 582 GG C T GACG TC  AG GAG CCA A A  A TG GC GGC GG  T GG T C G G G G T  CT C C T T G A A G
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alignment 
position  9 0 1 . . . . . . .  9 1 1 . . . . . . .  9 2 1 . . . . . . .  9 3 1 . . . . . . .  9 4 1 . . . . . . .

P876195 663 C G C C G GT T GC  CG G CC ACa a c  c CT T G G C G G A  GCC T G C C T GC AGG T G A GT C C
P876196 665 C G C G G CT T CC  CG G CT GCC G T  T CT C G G C A G A  GT C G G C C T GC AGG T G A GC C C
P876197 632 C G C G G CT T T T  CG G CT ACG G C  T CT C G G C A G A  GT C G G C C T GC AGG T G A GC C C
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alignment 
position  9 5 1 . . . . . . .  9 6 1 . . . . . . .  9 7 1 . . . . . . .  9 8 1 . . . . . . .  9 9 1 . . . . . . .

P876195 713 T G G A G CCt c a  g a g a g g g a a a  a g t c a g g a a a  g c - C A C A G A G AC T G C C T G G a
P876196 715 G G G A G CCG T G  GT T CA GT G G G  G AG C C G T G C C  c GT C A C C G A G GC T G C C T G G G
P876197 682 C G G A G CCG T A  GT T CA GT G G G  G AA C C G T G C C  g GT C A C C G A G GC T G C C T G G G
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alignment 
position  1 0 0 1 . . . . . .  1 0 1 1 . . . . . .  1 0 2 1 . . . . . .  1 0 3 1 . . . . . .  1 0 4 1 . . . . . .

P876195 762 g c t g a t GG GG  CT G CG GAG A G  A CT G A G G A A G  CAT A G G G C A A GG C C T C A G g g
P876196 765 T A G A - - GA GG  CC G CG GAG A G  G CG G A A G G A G  CCC G G G T C C A GG C C T C G G G G
P876197 732 T G G A - - GA GT  CC G CG GAG A A  G CG G A A A G A G  CCC G G G T C C A GG C C T C A G G A
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alignment 
position  1 0 5 1 . . . . . .  1 0 6 1 . . . . . .  1 0 7 1 . . . . . .  1 0 8 1 . . . . . .  1 0 9 1 . . . . . .

P876195 812 a g a t g g a g g a  c c t c c t c c c c  c t g g t g c a g t  g c t t t g g t t t  g g c t t c G A G C
P876196 813 G A G G A CT T Aa  c c c g g c a t c c  t g c t c t T - - -  - - - - - - - - - -  - - - - - - G A G C
P876197 780 G A G G A CT T Ac  c a g c t c c c t g  c c c c - - T - - -  - - - - - - - - - -  - - - - - - G A G C
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alignment 
position  1 1 0 1 . . . . . .  1 1 1 1 . . . . . .  1 1 2 1 . . . . . .  1 1 3 1 . . . . . .  1 1 4 1 . . . . . .

P876195 862 A T C C c t g t c a  a g t t a t c t t t  C T G C G C C T C G  CAG C A G C T T -  - - - G T G A G T T
P876196 844 A T C C T T T C AG  AC A GC CAT T -  C CG C G C T T C T  CCa t c a c c g g  a g a G A G A G G C
P876197 809 A T C C T T T C AG  AT A GC CAA C -  C CG C G C T T C T  CCC A A G C T G -  - - - G A G A G T C
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alignment 
position  1 1 5 1 . . . . . .  1 1 6 1 . . . . . .  1 1 7 1 . . . . . .  1 1 8 1 . . . . . .  1 1 9 1 . . . . . .

P876195 908 A G G G C ACG Gg  c a a t t t t t t a  c a g c t a a g g g  t g c g g g g g g g  g g g g a c G T T C
P876196 893 G C G G C CGG GA  GG A GG T T G G A  A g A G A G A A C A  GAA A G A C A G A - - - - - - G G T C
P876197 854 G C G G C CGG GA  GG A GG T T G G A  A a A G A T A A C G  GAA A G G C A G A - - - - - - G G T C
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alignment 
position  1 2 0 1 . . . . . .  1 2 1 1 . . . . . .  1 2 2 1 . . . . . .  1 2 3 1 . . . . . .  1 2 4 1 . . . . . .

P876195 958 A G A A A GGG - G  AC T T G AAT T G  C TC A A GGT C A  CAT GG C A A G C GA a t g - - - - -
P876196 937 T G G G A GGA g G  AC A GG GAGA G  GTC A A GGT C A  TAG GA T GA G C GA C C T G T G G T
P876197 898 A G G G A GGA - C  AA G CG AAT T G  GTC A A GGT C A  TAT GA T GG G C GA C C T G T T G T
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alignment 
position  1 2 5 1 . . . . . .  1 2 6 1 . . . . . .  1 2 7 1 . . . . . .  1 2 8 1 . . . . . .  1 2 9 1 . . . . . .

P876195 1002 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P876196 987 C G G G A CCC AG  AA T CA AAT C C  T GC T A G T T G T  ACT C C G C C A G GC T T G T G T g a
P876197 947 T G G A A CCC AG  AA T CA AAT C C  T GA T A T T T G C  ACT C G A C C A A CC T T G T G T a a
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alignment 
position  1 3 0 1 . . . . . .  1 3 1 1 . . . . . .  1 3 2 1 . . . . . .  1 3 3 1 . . . . . .  1 3 4 1 . . . . . .

P876195 1002 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P876196 1037 a a g g g a g g c c  t g c g g g g t g t  c t g g g g t g g g  a c c c g g g a g g  c c a g g t c g c a
P876197 997 a a g g g - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

alignment 
position  1 3 5 1 . . . . . .  1 3 6 1 . . . . . .  1 3 7 1 . . . . . .  1 3 8 1

P876195 1002 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - -
P876196 1087 c c t c c a g g t t  a g g c t g g t c t  g g a t c g g t c a  g g t
P876197 1002 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - -

Pairwise similarities:

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

P876196
(1119 bp)

P876197
(1001 bp)

P876195
(1001 bp)

0.200
34 %

0.209
38 %

P876196
(1119 bp)

1.000
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

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

dialign.seq
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Genomatix-Logo
Logout
Logout

Personal
Personal

Messages
Messages GEMS-Logo

Genomatix MainGEMSElDoradoGene2PromoterBiblioSphere
Frequently_asked_questionsYour ResultsYour SequencesYour ProtocolHelp

GEMS Launcher Task: DiAlign TF: Multiple alignment plus TF sites
working on promoters_2.seq (3 seq.)

[Alignment] [Pairwise similarities] 

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

Solution parameters:

Sequence file: promoters_2.seq (3 seq.)
Type of sequences: nucleotide sequences
Threshold T: 0.00
'*' signs below alignment denote: diagonal similarity (max. similarity is represented by 10 '*' signs)

Alignment output: complete alignment is shown
# nucleic acids per line: 50

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

Selected groups
(core/matrix sim):

ALL user_defined.lib (0.75/Optimized)
ALL vertebrates.lib (0.75/Optimized) 

Aligned Sequences:

No. Sequence 
Name Sequence Description Length

1 P876246

sym=SDHC|loc=Loc6391|taxid=9606|spec=Homo sapiens|chr=1|
ctg=NT_004487|str=(+)|start=11774025|end=11775026|len=1002| tss=501,502| comm=succinate
dehydrogenase complex, subunit C, integral membrane protein, 15kDa;
(AK131051/502/gold;NM_003001/501/bronze;)

1002 
bp

2 P876247

sym=Sdhc|loc=Loc66052|taxid=10090|spec=Mus musculus|chr=1|
ctg=NT_039185|str=(-)|start=15061885|end=15062886|len=1002| tss=501,502| comm=succinate
dehydrogenase complex, subunit C, integral membrane protein;
(AK032458/501/gold;AK012818/501/gold;NM_025321/502/bronze;)

1002 
bp

3 P876248
sym=na|loc=Loc289217|taxid=10116|spec=Rattus norvegicus|
chr=13|ctg=NW_047399|str=(-)|start=4499141|end=4500141| len=1001|tss=501| comm=similar to
integral membrane protein CII-3; (XM_213936/501/bronze;)

1001 
bp

Alignment (DiAlign format):

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

V$SP1F V$CREB V$ETSF V$YY1F V$EBOX V$E4FF V$MOKF

alignment position  1 . . . . . . . . .  1 1 . . . . . . . .  2 1 . . . . . . . .  3 1 . . . . . . . .  4 1 . . . . . . . .

P876246 1  t c t c g a g g c c  c c t c t a c a c a  c t c c c c a a c t  t a g g t c a c a a  t T T AT G T A T C
P876247 1  - - - - - GC T T G  CC - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - T A Ac a c g - -
P876248 1  a c a g t GC T T G  CC - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - T A AT A T C T C

* * * * * * * * * * * * * * * *
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alignment position  5 1 . . . . . . . .  6 1 . . . . . . . .  7 1 . . . . . . . .  8 1 . . . . . . . .  9 1 . . . . . . . .

P876246 51 T GT C T GG T T A  AA G C T T C G T a  t t a g a a a g g -  - - - - - - - G AG  GGA AC C C A A A
P876247 15 - - - - - - - - - -  - - - - - - - - - -  - GGA G GC A C C  A A G T T C A G AA  GAA GG C C A A A
P876248 22 T AT A G GG CT G  AA G A A T C G T g  a GGA G GC C C C  G A G T T C A G AG  GAA AG C C A A A
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alignment position  1 0 1 . . . . . . .  1 1 1 . . . . . . .  1 2 1 . . . . . . .  1 3 1 . . . . . . .  1 4 1 . . . . . . .

P876246 93 GT AT C - T T T T  CT C T T C G G GG T CT C A AC C G G  C C A A C C A C c a  c g - T T T T T A G
P876247 44 CT AG C a T T T T  T C C T T G G G T G T CT C A GC C A G  C T A A C T A G g g  g a - T T T T T A A
P876248 72 GGAG C - T T T T  T C C T T G G G T G T CT C A GC C A G  C T A A C T c a g g  a t t T T T T T A G
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alignment position  1 5 1 . . . . . . .  1 6 1 . . . . . . .  1 7 1 . . . . . . .  1 8 1 . . . . . . .  1 9 1 . . . . . . .

P876246 141 GCCG A CC T GG  GA G G C A G G GG Ga a c g c a a c A  G A C T G C G A AG  T CC T T A A G G A
P876247 93 GACA A CT T GG  AA G G A G G G GG GT GA A GT G - A  G C C T C T G A AA  T CC T C A G G G A
P876248 121 GACA A CT T GG  AA G G A G G G GC t T GA A GT G - A  G C C T C T G A AA  T CC T C C G G G A
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alignment position  2 0 1 . . . . . . .  2 1 1 . . . . . . .  2 2 1 . . . . . . .  2 3 1 . . . . . . .  2 4 1 . . . . . . .

P876246 191 AGAA - - - - T C  t a a a c a a g t c  c g c c g t t t g C  T G T T T G G G AG  T GC GA T A C A A
P876247 142 AT AA a t a a GC  CG G A G A A G t g  g c t g c - - - - C  T G G C A G A G CG  AGC CC T A C A A
P876248 170 AT AA - - - - GC  CG G C G A A G c c  a a c t g c t a t C  T G G T A G A G CG  AGC CC T A C A A
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alignment position  2 5 1 . . . . . . .  2 6 1 . . . . . . .  2 7 1 . . . . . . .  2 8 1 . . . . . . .  2 9 1 . . . . . . .

P876246 237 AAT G A AT AT G  T A C G C A G G T g  g a a c g t a g a c  t g c a g a t t t t  g a g c c a g c g g
P876247 188 AAT A A AC ACT  CG G G C A G G T A AACG C AC T A A  C g g T A A C C AC  T CG GC G A - - -
P876248 216 AAT A A AC ACG  CA G G C A G G T A AAT G C AC T A A  C - - T A A T C AC  T CG GC G A - - -
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alignment position  3 0 1 . . . . . . .  3 1 1 . . . . . . .  3 2 1 . . . . . . .  3 3 1 . . . . . . .  3 4 1 . . . . . . .

P876246 287 c g T T T CT GCC  GA A A T C C T GG CAAA T T C C - -  - - G G T A G A Ag  t c g g c t g c a g
P876247 235 - - T T T T G GCC  AA A A C T T T GA CAAA C GA C g c  t a G C T A G A AA  CT G GC G C G T G
P876248 261 - - T T T T T GT C  AA A A C T T A GA CAAA C GA C - -  - - G C T A G A AA  CT G GA G C G A G
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alignment position  3 5 1 . . . . . . .  3 6 1 . . . . . . .  3 7 1 . . . . . . .  3 8 1 . . . . . . .  3 9 1 . . . . . . .

P876246 333 g a g g c g g a g g  a g g a g a c t a a  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P876247 283 AGAG G AA AAC  CG A A G A A C T G AAa a g c a a a g  c a a a a c a a a a  a a c t a a a a c c
P876248 305 AGAG G AA AAC  CG A A G A G C CG AA- - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
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alignment position  4 0 1 . . . . . . .  4 1 1 . . . . . . .  4 2 1 . . . . . . .  4 3 1 . . . . . . .  4 4 1 . . . . . . .

P876246 353 - - - - - - - - - -  - - - - - - - - - -  - AAA A CC A G A  A A A C A A C C AG  CAA AC C A G C T
P876247 333 AAAA A AA ACC  AA A A A G A A CC CAAA A CA A A A  A A A G T A C C AT  CCA CC A A G C C
P876248 327 AAAC A AA AT C  AA A G G A A C AA GCAA A CA A A A  A G A G G A A C c g  t c t a c a a a c a
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* * * * * * * * * * * * * * * * * * * * * * * * * * * * * * * * * * * * * * * * * * * * * * * * * *

alignment position  4 5 1 . . . . . . .  4 6 1 . . . . . . .  4 7 1 . . . . . . .  4 8 1 . . . . . . .  4 9 1 . . . . . . .

P876246 382 AGGC A g a g c t  g a g c g g a g a a  g c t c c a g a g c  c t t t t a a a g a  g a c t c t c G T C
P876247 383 CGGA A c a c a a  - - - - - - - - AG GAGG T T C C A G  C C T A A A A A T T  CT G AG G T G T C
P876248 377 g c g a a c t g a a  t a a c c a a g AG GAGG T T C C A G  C C T A G A A A T T  CT A AG G T G T C
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alignment position  5 0 1 . . . . . . .  5 1 1 . . . . . . .  5 2 1 . . . . . . .  5 3 1 . . . . . . .  5 4 1 . . . . . . .

P876246 432 ACAT G AC ACC  CC C a a c c c c g  a c c c c c a g c c  g g c g C G C C T C  CGC CC t c g - -
P876247 425 AT AT G AT AGT  CC C - - - - - - -  - - - - - - - - - -  - - - - C G C C T C  CGC CC C G C C G
P876248 427 ACAT G AC Ag c  g t c c c c c g c -  - - - - - - - - - -  - - - - - - - - - -  - - C CC G G C C C
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* * * * * * * * * * * * * * * * * * * * * * *

alignment position  5 5 1 . . . . . . .  5 6 1 . . . . . . .  5 7 1 . . . . . . .  5 8 1 . . . . . . .  5 9 1 . . . . . . .

P876246 480 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - GG  T GG C GG GG Cc  g c c t g G C GT C
P876247 454 GCT C C GC C- C  CC A A A G G C AG GGCC A CA C GG  G GG GA G g a g c  g a T - - G C GT C
P876248 454 GCT C C GC Cg C  CC A A A G G G AG GGT T A CG C GG  G GG C GG GG Cg  t - T - - G GGT C

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

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*

alignment position  6 0 1 . . . . . . .  6 1 1 . . . . . . .  6 2 1 . . . . . . .  6 3 1 . . . . . . .  6 4 1 . . . . . . .

P876246 502 ACTT C CG TCC  AG A C C GGA AC CCAA GAT GGC  T GC GC T G T TG  CTG AGG T GA C
P876247 501 ATTT C CG TCC  AG GC C GGA AC TCAA GAT GGC  T GC G t T C T TG  CTG AGG T GA C
P876248 501 ACTT C CG TCC  AG GC C GGA AC TCAA GAT GGC  T GC GC T C T TG  CTG AGG T GA C
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alignment position  6 5 1 . . . . . . .  6 6 1 . . . . . . .  6 7 1 . . . . . . .  6 8 1 . . . . . . .  6 9 1 . . . . . . .

P876246 552 TTCA G - - T GG  GA C T G G G A GT  T GGT G CC T G C  G G C C C T C C GG  AGA T C - T G A A
P876247 551 TTTA G CC T GG  GG C T A G G A GT  CCAC G CC C G C  G A C C G T T G GG  GGA AC C T G A A
P876248 551 TTTA G CC T GG  GG C T G G G A GT  T CGT T CC c g t  t a c t c t t - GG  GGA GC C T G A A
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alignment position  7 0 1 . . . . . . .  7 1 1 . . . . . . .  7 2 1 . . . . . . .  7 3 1 . . . . . . .  7 4 1 . . . . . . .

P876246 599 CT GG C CC CT C  Ac g t t t t g c t  g a t a a c t g t t  t a t c c t g T GC  CT G GG C A GG G
P876247 601 T T AG T CC CT G  AG G G G G T G AC AGCG G t G T G T  G C C T - - - T GC  GGG GA C A GG G
P876248 600 T T GG T CC CT C  AG T G G G T A AC AGT G G g G T G T  G C C C - - - T GC  GGG AA C A GG G
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* * * * * * * * * * * * *
alignment position  7 5 1 . . . . . . .  7 6 1 . . . . . . .  7 7 1 . . . . . . .  7 8 1 . . . . . . .  7 9 1 . . . . . . .

P876246 649 AAAG GAC CCA  TG GGT GT G GA GGCC a a g c g C  T C G G G G A T CC  T AG AG A C C C C
P876247 648 AAAG GAC CTG  CG GGT GT G CA GGCC G CG C - C  C C T G G G A T CT  T AG CA C C C C C
P876248 647 AAAG GAC CTG  TG G- T GT G CA GGCC G GG T - C  C C T G G G A T CT  T AG CA C C C T C
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alignment position  8 0 1 . . . . . . .  8 1 1 . . . . . . .  8 2 1 . . . . . . .  8 3 1 . . . . . . .  8 4 1 . . . . . . .

P876246 699 T T T T C - C Cg t  c c c c c c c a g c  c g c t c c g g t g  c G C T C C G T AG  GGC T T C G G G G
P876247 697 T CT T C t C CCC  CG G C G G A G AG - - - - - - - - - -  - G C T C G G A AG  GGC T T A G A G G
P876248 695 T CT T C - C CCC  CG G C A G A G AG - - - - - - - - - -  - C C T C G G A AA  GGC T T A G A G G
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alignment position  8 5 1 . . . . . . .  8 6 1 . . . . . . .  8 7 1 . . . . . . .  8 8 1 . . . . . . .  8 9 1 . . . . . . .

P876246 748 T CAC T g a c t t  c g t a t c g a g g  g g c c C T C G G C  T C T C G C C C CT  T CT GT T T T C C
P876247 736 T CAC A CT g t g  t g t g G C C G AG T GG- C GC G G C  T G T C A T T G T T  T CT GC C T C G C
P876248 733 T CAC T CT g t g  t a - - G C C G AG T GG- C GC G G C  T G T C A T T G T T  T CT GT C T C G C
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alignment position  9 0 1 . . . . . . .  9 1 1 . . . . . . .  9 2 1 . . . . . . .  9 3 1 . . . . . . .  9 4 1 . . . . . . .

P876246 798 CCAC C T C c t c  t a g t a c t t c t  a a CG C AA A T T  G C T C T C G G GC  CT G CA C C C A G
P876247 785 CCAC C T C T AA  AG C C T C T T - -  - - CG A AA A C T  G C T C T T G T GG  CCC CA a a a a g
P876248 780 CCAC G T C T AA  AG C C T C T T - -  - - CG C AA A C T  G C T C T T G T GG  CCC CA C C C A G
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alignment position  9 5 1 . . . . . . .  9 6 1 . . . . . . .  9 7 1 . . . . . . .  9 8 1 . . . . . . .  9 9 1 . . . . . . .

P876246 848 AGCC G AG Ct c  t g a g a a a a T A ACT T C AA G G T  C A G C C A C C CA  T GG GT C C T A C
P876247 831 c t g c t g - - - -  - - - - - - - - T A ACT T C GA G A T  C A G C G G G C CC  CT A GG C C T G C
P876248 826 GT CC G AG Cc t  c a a t - - - - - -  - - - - - - - - - -  - - - - - - - - - C  CT A GG C C T A C
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alignment position  1 0 0 1 . . . . . .  1 0 1 1 . . . . . .  1 0 2 1 . . . . . .  1 0 3 1 . . . . . .  1 0 4 1 . . . . . .

P876246 898 GAT T T CG AGA  GC G t a t t t a g  a c a t t t a g c t  t c - G G A G A GA  GAG AT C T T C G
P876247 869 AGT T T T G GGG  Gg a c - - - - - -  T T AG G GA T T G  T A G A G G G A GG  GGC T C C T T G G
P876248 851 AAT T T T G GGG  GA G g g g g g a t  T T AG C GA T T G  T A G G G G G A GG  GGC T C C T T G G
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alignment position  1 0 5 1 . . . . . .  1 0 6 1 . . . . . .  1 0 7 1 . . . . . .  1 0 8 1 . . . . . .  1 0 9 1 . . . . . .

P876246 947 T GT A T T T T GC  CT T T G C T T CG AAt g c c t t c a  g a c a c t a g c t  g c t c c c a c c g
P876247 913 AGCA C CT Ac t  g g g t g c - T T T  AACT C CT G G C  A a - - - T C C T G  CT A GC A A C C G
P876248 901 AGCA C CT AGT  CT G T G C T T T T  AACT C CT G G C  A g c t c T A C GG  CT G GC A G C C T
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* * * * * * * * * * * * * * * * * * * * * * * * * * * * * * * * * * * * * *

alignment position  1 1 0 1 . . . . . .  1 1 1 1 . . . . . .  1 1 2 1 . . . . . .  1 1 3 1 . . . . . .  1 1 4 1 . . . . . .

P876246 997 t g a g t g - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
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P876247 959 GT GG A AA CT G  T C g G G C A T CC T AAT G CA T C C  C T C C C A A G CC  AAG G- - - - - -
P876248 951 GT GG A GA CT G  T C a G G C T T CC T AAT G CA T C C  C T C C C A T G CC  AAG Gt c a a g a

* * * * * * * * * * * * *
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alignment position  1 1 5 1

P876246 1003 -
P876247 1003 -
P876248 1001 a

Pairwise similarities:

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

P876247
(1002 bp)

P876248
(1001 bp)

P876246
(1002 bp)

0.164
35 %

0.186
41 %

P876247
(1002 bp)

1.000
73 %

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

Extract alignment region

Positions in alignment from:  to: 

Output file

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

dialign.seq
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Genomatix-Logo
Logout
Logout

Personal
Personal

Messages
Messages GEMS-Logo

Genomatix MainGEMSElDoradoGene2PromoterBiblioSphere
Frequently_asked_questionsYour ResultsYour SequencesYour ProtocolHelp

GEMS Launcher Task: DiAlign TF: Multiple alignment plus TF sites
working on promoters_2.seq (3 seq.)

[Alignment] [Pairwise similarities] 

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

Solution parameters:

Sequence file: promoters_2.seq (3 seq.)
Type of sequences: nucleotide sequences
Threshold T: 0.00
'*' signs below alignment denote: diagonal similarity (max. similarity is represented by 10 '*' signs)

Alignment output: complete alignment is shown
# nucleic acids per line: 50

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

Selected groups
(core/matrix sim):

ALL user_defined.lib (0.75/Optimized)
ALL vertebrates.lib (0.75/Optimized) 

Aligned Sequences:

No. Sequence 
Name Sequence Description Length

1 P876742

sym=SDHD|loc=Loc6392|taxid=9606|spec=Homo sapiens|chr=11|
ctg=NT_033899|str=(+)|start=15519538|end=15520538|len=1001| tss=501| comm=succinate
dehydrogenase complex, subunit D, integral membrane protein;
(AK075360/520/gold;NM_003002/520/bronze;)

1001 
bp

2 P876743

sym=Sdhd|loc=Loc66925|taxid=10090|spec=Mus musculus|chr=9|
ctg=NT_039473|str=(-)|start=10108845|end=10109850|len=1006| tss=501,506| comm=succinate
dehydrogenase complex, subunit D, integral membrane protein;
(AK013503/507/gold;AK013962/502/gold;NM_025848/502/bronze;)

1006 
bp

3 P876744
sym=Sdhd|loc=Loc363061|taxid=10116|spec=Rattus norvegicus|
chr=8|ctg=NW_047799|str=(-)|start=23593559|end=23594559| len=1001|tss=501| comm=succinate
dehydrogenase complex, subunit D, integral membrane protein; (XM_343388/519/bronze;)

1001 
bp

Alignment (DiAlign format):

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

V$AREB V$EBOX V$ETSF U$NRF2 V$RORA V$EREF V$HNF4 U$EREF V$SF1F V$YY1F V$FKHD

alignment position  1 . . . . . . . . .  1 1 . . . . . . . .  2 1 . . . . . . . .  3 1 . . . . . . . .  4 1 . . . . . . . .

P876742 1  g c - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P876743 1  c c t g t G C T CC  A A G G T C G G AA  CC C A G A GA T T  C C G A G T G CC A T T c c c g A CC A
P876744 1  - - - - - G C T CC  A A G G T C A G AA  CC C A G A GA T C C C G A T T G CT A T T t c g a A CC A
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alignment position  5 1 . . . . . . . .  6 1 . . . . . . . .  7 1 . . . . . . . .  8 1 . . . . . . . .  9 1 . . . . . . . .

P876742 3  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - G T C G C C CA AA T  CT T CC C T GT T
P876743 51 GCGAC C A GCT  A A T - - A A C CG  CA T G C T CC T G T G G C C CA AA C CT T T C C G CT G
P876744 46 GCGAC C G GCT  A A T a t A A C CG  CA T G C T T C T G T T G C C CA AA T  CT T T C T G CT G
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alignment position  1 0 1 . . . . . . .  1 1 1 . . . . . . .  1 2 1 . . . . . . .  1 3 1 . . . . . . .  1 4 1 . . . . . . .

P876742 24 T T a c a c c t t t  t c t t t t c t CC  AC G C T A CG CT  T A T A T AC CT G GC A Cc T G AG C
P876743 99 T T T T C g A ACC  C T T T C C T C CC  AC G C A G CG CT  T G C C T CC CG G GC A C- T G AG C
P876744 96 CT T T C c A ACC  C T T T G A T C CC  AC A C A G CG CT  T G C C T CA CG G GC g g t c g c t a
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* * * * * * *

alignment position  1 5 1 . . . . . . .  1 6 1 . . . . . . .  1 7 1 . . . . . . .  1 8 1 . . . . . . .  1 9 1 . . . . . . .

P876742 74 ACT AC C G GT C  A C C A G G G a c a  g g a g a g c c a t  a a c t t t g t c t  t t c g t g a g g g
P876743 148 ACT GT A G AT C  A C T G G G G C GG  GA G G C - - - - -  - - - - - - - - - -  - - - - - - - - - -
P876744 146 - - - - - - - - - -  - - - - G G G T GG  GA G G C - - - - -  - - - - - - - - - -  - - - - - - - - - -

* * * * * * * * * * * * * * *
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alignment position  2 0 1 . . . . . . .  2 1 1 . . . . . . .  2 2 1 . . . . . . .  2 3 1 . . . . . . .  2 4 1 . . . . . . .

P876742 124 g a a t g g g a t G  C A G C C G G G AT  CG A G c a c c a g  t g a g c - - CG C CA G T G T A CA G
P876743 173 - - - - - - - - - G  C A G C C C G G AT  CG A G T G GG GC C G C T G T G Cc G CA G T G T C CA G
P876744 157 - - - - - - - - - G  C A G C C G G G AT  CG G G T G GG CC C G C T C T G CT G CA G T G T C CA G
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alignment position  2 5 1 . . . . . . .  2 6 1 . . . . . . .  2 7 1 . . . . . . .  2 8 1 . . . . . . .  2 9 1 . . . . . . .

P876742 172 ACCT C C G AGC  G T G C C C A G GA  CC a c c a a g g a  a g g t g a a a c t  T C C T T T C CC T
P876743 214 AGCT C C G T GA  G T G C C C G G GA  T C T G C G c C T C A C C C - - - - - -  T C C T T C C CC T
P876744 198 GGCT C T G T GA  G T G C C C G G GA  T C T G C G t C T C A C C C - - - - - -  T C C T T T C CC T
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alignment position  3 0 1 . . . . . . .  3 1 1 . . . . . . .  3 2 1 . . . . . . .  3 3 1 . . . . . . .  3 4 1 . . . . . . .

P876742 222 T CACC C T CCC  C G T C C C C GCA  CC T GT GCA GT  A A A C T GC GC C T T C T G C T GC T
P876743 258 GT T CC T T CCT  C A T C C T C GTA  CC T GC GCA GT  G A A T T GC GC C T T C T G C T GT T
P876744 242 GT T Ct - - - - T  C A T C C T C GTA  CC T GC GCA GT  G A A C T GT GC C T T C T G C T GT T
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alignment position  3 5 1 . . . . . . .  3 6 1 . . . . . . .  3 7 1 . . . . . . .  3 8 1 . . . . . . .  3 9 1 . . . . . . .

P876742 272 CGGCG GC CAC  C A GGC GC T GC  AA C T C C GC T T  C A T C G GC T T C GC C CA G C T C C
P876743 308 CGGCG GC CAC  C A GGC GT T GT  AA C T C C GC T T  C G T C C GC T T C AC C AA G C T C G
P876744 288 CGGCG GC CAC  C A GGC GT T GT  AA C T C C GC T T  C G T C C GC T T C AC C AA G C T C G
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alignment position  4 0 1 . . . . . . .  4 1 1 . . . . . . .  4 2 1 . . . . . . .  4 3 1 . . . . . . .  4 4 1 . . . . . . .

P876742 322 GCCAT T G T T C  G C C T C A G G CT  CG C C A C c t t c  c g a c a g c t g t  g t t t g c g c a t
P876743 358 GCCAT T G T CG  G A G T C A g g c g  c t t c g C T G GG G T G C G CA C- -  - - - - - - - - - -
P876744 338 GCCAT G G T CA  G C G T C A A T CT  GT T C A C T G GA G T A C G CA C- -  - - - - - - - - - -
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alignment position  4 5 1 . . . . . . .  4 6 1 . . . . . . .  4 7 1 . . . . . . .  4 8 1 . . . . . . .  4 9 1 . . . . . . .

P876742 372 GCGCG A C GGG  T G T G C A C C GC  CT C T C GAC TT  C C G GT TC AC c  c a g c a t t t c c
P876743 396 GCGCG G T GGC  A G C G C A C C GT  CT C C T GCC TT  C C G GT TC AC G CT T CA G G T T G
P876744 376 GCGCG G T GGC  A G A G C A C C AC  CT C C T GCC TT  C C G GT TC AC T  CT T GA G G T T G
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alignment position  5 0 1 . . . . . . .  5 1 1 . . . . . . .  5 2 1 . . . . . . .  5 3 1 . . . . . . .  5 4 1 . . . . . . .

P876742 422 t c t t c c c t g t  t t t c t t t c g t  c g T C G T GG GT  G G G A A T T GT C GC C TA A GTG G
P876743 446 CCT CA C C GT T  C T T T T A C g c -  - - - - - G GG GC G G G A C T T AC T  AC A TA A C TG T
P876744 426 CT T CG C C GT T  C T T T T A C - - -  - - T C G G GG GC G G G A C T T AC G AC A TA A C TG C
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alignment position  5 5 1 . . . . . . .  5 6 1 . . . . . . .  5 7 1 . . . . . . .  5 8 1 . . . . . . .  5 9 1 . . . . . . .

P876742 472 TTCCG GG TTG  Gt GGA T G A CC  TT GA G C CC TC A GG A A CGAG A TGG CGG T TC T
P876743 490 TTCCG GG TTG  T A GA G T G A CC  TT GA G C CC TC GA A A G CGAC A TGG CGG T TC T
P876744 471 TTCCG GG c c G  T A GGG T G A CC  TT GA G C CC TC A A A A G CGAA A TGG CGG T TC T
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alignment position  6 0 1 . . . . . . .  6 1 1 . . . . . . .  6 2 1 . . . . . . .  6 3 1 . . . . . . .  6 4 1 . . . . . . .

P876742 522 CT g g a g g c t g  a g t g c c g t t T  GC G G T G CC CT  A G G A G GC CG A GG T GA G G GG T
P876743 540 CT T AA A G CT G  G G C G T T C T CT  GC A G T G GC CA A G G A G CT CG A GG T GA G G T G T
P876744 521 CT T AA A G CT G  G G C G T T C T CT  GC A G T G GC CA A G G A G CT CG A GG T GA G G T G T
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alignment position  6 5 1 . . . . . . .  6 6 1 . . . . . . .  6 7 1 . . . . . . .  6 8 1 . . . . . . .  6 9 1 . . . . . . .
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P876742 572 CT T c c c a c c c  t g A G G T G C T T  AG C G T A GC CT  C C A G C CA GG G AA G GG G A T G g
P876743 590 CT T GG C C AT C  A A A G G T T C T T  GC T G C A GG CT  G A A G C AG GG G AG A GG A A GG -
P876744 571 CT T GG C C AT C  A A A G G T T C T T  GC T G C A GC CT  G G A G C AG GG G AA A GG A A GG -
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alignment position  7 0 1 . . . . . . .  7 1 1 . . . . . . .  7 2 1 . . . . . . .  7 3 1 . . . . . . .  7 4 1 . . . . . . .

P876742 622 a AGT G A G GAC  T C A T C T G C CG  GG T G G - GA GA T C T C T T G AG G AG A AG A A AA T
P876743 639 - AGT T A G AGC  T C G C C C G C T G  GG T G G T GG GA C G T C T T G AG A GG A GG G A AC T
P876744 620 - AGT G A G GGC  T C G A C T G C CG  GG T a G T GG GA C G T C T T G AG A GG A AG A A AC T
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alignment position  7 5 1 . . . . . . .  7 6 1 . . . . . . .  7 7 1 . . . . . . .  7 8 1 . . . . . . .  7 9 1 . . . . . . .

P876742 671 ACCg a a a t - -  - - - - - - - - - -  - - - - - - - - - -  - - - - C AC AG C AA T GA C C AC T
P876743 688 T GCT C T T GT G  C C C T c g a g g c  a c C A C C T A T G C G G A C GC AA C GT T GA C C GC T
P876744 669 T CCT C T G GT G  C C C T c g g g g -  - - C A C C T C T G C G G A C GC AG C GG T GA C C GC G
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alignment position  8 0 1 . . . . . . .  8 1 1 . . . . . . .  8 2 1 . . . . . . .  8 3 1 . . . . . . .  8 4 1 . . . . . . .

P876742 695 GT AGT C T AGG  G G T C C A G A TG  TT T A C c c g a a  g g t a t a t t t c  a - - - - - - - - -
P876743 738 AT AGC C T AAA  G G C C C A A GTG  TT T A C g t g CT  G G C T G GT GT C CC C AG C T CG T
P876744 716 GT AGC C C AG-  G G C C C A A GTG  TT T A C a a c CT  G G C T G GT CT C CC C T G C T CG T
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alignment position  8 5 1 . . . . . . .  8 6 1 . . . . . . .  8 7 1 . . . . . . .  8 8 1 . . . . . . .  8 9 1 . . . . . . .

P876742 736 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P876743 788 ACT T T C C GCT  T C T G C A C T GT  GG T T G T GA CC C C G G G CT AA T  AT G AA A A CA A
P876744 765 ACT T T T C GCT  T C T G G A C T GT  GG T T G T GA CA C C G G G CT AA T  GT G AA A A CA A
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alignment position  9 0 1 . . . . . . .  9 1 1 . . . . . . .  9 2 1 . . . . . . .  9 3 1 . . . . . . .  9 4 1 . . . . . . .

P876742 736 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P876743 838 ACT CC T A T t t  g a G T G T G G AT  GG A A G G AG T C C G T T T GA T A a  t T T GT T C T G A
P876744 815 ACT CC T A T c c  g t G T G T G G AT  GG A A G G AA T C T G T T T GA T A g  - T T GT T T T T A
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alignment position  9 5 1 . . . . . . .  9 6 1 . . . . . . .  9 7 1 . . . . . . .  9 8 1 . . . . . . .  9 9 1 . . . . . . .

P876742 736 - - - - C T T GCT  G - - T G a g c t g  a c g a g t t g a g  g g a a t a a t c a  g a a a g a g a g c
P876743 888 GT GGC T T GCT  G - - T G T - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P876744 864 GT GGC T T GCT  a t a T G T - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

alignment position  1 0 0 1 . . . . . .  1 0 1 1 . . . . . .  1 0 2 1 . . . . . .  1 0 3 1 . . . . . .  1 0 4 1 . . . . . .

P876742 780 t c c c t c t g g a  a g t c g c a g t c  c t g a t g a g g c  t a a t c c a c a t  a g c AG T T CT G
P876743 902 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - AG T G CT G
P876744 880 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - AG T T CT G

* * * * * * *

alignment position  1 0 5 1 . . . . . .  1 0 6 1 . . . . . .  1 0 7 1 . . . . . .  1 0 8 1 . . . . . .  1 0 9 1 . . . . . .
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P876742 830 T T - T T C t c c c  c g t t c a c t g t  c c c t a g a a t g  c t c c c c a c t c  g c t c c c a c c c
P876743 909 T C- T T C C T CG  A T C T A G C C AT  GT A G A C AA GA C T A A C CT A- -  - - - - - - - - - -
P876744 887 g c t T T C C T CG  A T C T A G C C AT  GT A G A C AA GA C T A A C CT A- -  - - - - - - - - - -
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alignment position  1 1 0 1 . . . . . .  1 1 1 1 . . . . . .  1 1 2 1 . . . . . .  1 1 3 1 . . . . . .  1 1 4 1 . . . . . .

P876742 879 t g a g t c g g g a  a a g a g g g t t a  g G A G C T T G CC C A T T T CT T C T  GG A GT T G GT g
P876743 946 - - - - - - - - - -  - - - - - - - - - -  - G A G C T T G CC G G G A G CC CC G T G A CT G c - T C
P876744 925 - - - - - - - - - -  - - - - - - - - - -  - G A G C T AG CC G G T A G CT CC C T G A CT G G T T C
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* * * * * * * * * * * * * * * * * * * * * * *
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*
*

alignment position  1 1 5 1 . . . . . .  1 1 6 1 . . . . . .  1 1 7 1 . . . . . .  1 1 8 1 . . . . . .  1 1 9 1 . . . . . .

P876742 929 t g t t t g g a t g  t g g g a g t g g a  g g g g g g a t c a  g t t c g a a a a t  c a t t t a a c c t
P876743 974 CCGAG G G CT G  C C A T A A A A AC  CG T G C A CC CT  C A C - - - - - - -  - - - - - - - - - -
P876744 954 CCGAG T G CT G  G C A T A A C A AC  CA T G C A CC AT  C A C t c a g g g c  t t c g a t a a - -
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alignment position  1 2 0 1 . . . . . .  1 2 1 1 . . . . . .  1 2 2 1

P876742 979 g g g c a t t t g t  g t t a c c t c a g  g t a
P876743 1007 - - - - - - - - - -  - - - - - - - - - -  - - -
P876744 1002 - - - - - - - - - -  - - - - - - - - - -  - - -

Pairwise similarities:

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

P876743
(1006 bp)

P876744
(1001 bp)

P876742
(1001 bp)

0.215
39 %

0.213
39 %

P876743
(1006 bp)

1.000
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

Extract aligned sequences
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	Text3: 
	Text4: The description of the complete description of TFBS can be found in additional file 3 (in the “Matrix Family Library” Excell sheet).


