
This Supplementary Material shows the Core Promoters of Complex I 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” Excell sheet).
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Genomatix-Logo License Agreement Your Comments Personal GEMS-Logo

Genomatix MainGEMSElDoradoGene2PromoterBiblioSphere
Frequently_asked_questionsYour ResultsYour SequencesYour ProtocolHelp

GEMS Launcher Task: DiAlign TF: Multiple alignment plus TF sites
working on NDUFA1_HMR.seq (3 seq.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1 December 2004 Mon Mar 14 20:25:14 2005 

Solution parameters:

Sequence file: NDUFA1_HMR.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 P914042
P914042 sym=NDUFA1|loc=Loc4694|taxid=9606|spec=Homo
sapiens|chr=X|ctg=NT_011786|str=(+)|start=3272907|end=3273632|len=726|tss=538|comm=NADH
dehydrogenase (ubiquinone) 1 alpha subcomplex, 1, 7.5kDa; (NM_004541/538/bronze;)

726 bp

2 P914043
P914043 sym=Ndufa1|loc=Loc54405|taxid=10090|spec=Mus
musculus|chr=X|ctg=NT_039702|str=(-)|start=4319612|end=4320330|len=719|tss=599,619|comm=NADH
dehydrogenase (ubiquinone) 1 alpha subcomplex, 1; (AK007840/619/gold;NM_019443/599/bronze;)

719 bp

3 P914044
P914044 sym=na|loc=Loc363441|taxid=10116|spec=Rattus
norvegicus|chr=X|ctg=NW_048033|str=(+)|start=100444|end=101164|len=721|tss=501|comm=similar to
NADH dehydrogenase; (XM_343760/501/bronze;)

721 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$VMYB V$SMAD V$FKHD V$EBOX V$HESF V$MYT1 V$PAX2 V$CREB V$ZBPF V$SP1F V$GLIF V$EGRF
V$HAML

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

P914042 1  t c t - - - T T C T  CT G T G T C C AG  C T C A T A GA C A G CT G T CG CT C  C CA T A T C C T C
P914043 1  - - - - - - - T C T  CA G T G T C C AG  T T C G T A GA C G G CGG T CG CC C  C CA T A T C C T C
P914044 1  c g t t c c T T C T  CA G T G T C C AG  T T C A T A GA C A G CGG T CG CC C  C CA T A T C t T C
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alignment position  5 1 . . . . . . . .  6 1 . . . . . . . .  7 1 . . . . . . . .  8 1 . . . . . . . .  9 1 . . . . . . . .

P914042 48  T G G T C C C A C G  GG T T T C G C CG A A C GGG TGG A T T T A T AA AC C  A CG C C GA G A C
P914043 44  GG G C C C C A C G  GG T T T T G C CG A A C GGG TA G A C T T G T AG AC G  A CG C C GA G A C
P914044 51  GG G C C C T A C G  GG T T T T G C TG A A C GGG TA G A C T T G T AG g t C  A CG C C A A G A C
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alignment position  1 0 1 . . . . . . .  1 1 1 . . . . . . .  1 2 1 . . . . . . .  1 3 1 . . . . . . .  1 4 1 . . . . . . .

P914042 98  T C T C G G G C T C  AT T T T C c t c t  t c c T C T T C G C T GCT C AA GT C  G CC G T A A G C C
P914043 94  CC T C C G G T T C  AT T C T C G - - -  - - - T C C T C G C T ACT C AA GC C  G CC A T A G G T T
P914044 101  CC T C A G G T T C  AT T C T C A - - -  - - - T C C T C A C T ACT C AA AC C  G CC G T A G T T T
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alignment position  1 5 1 . . . . . . .  1 6 1 . . . . . . .  1 7 1 . . . . . . .  1 8 1 . . . . . . .  1 9 1 . . . . . . .

P914042 148  GC C T T C T GT T TA C C A C T GTC A C G GGT CT T C T GT A T CA T T G  G AT T G T G G G T
P914043 138  GC C T T C T GT T TA GC GC T GCC A C G C GT CT T C T GGA T CA T C G  G AT T G T G G G T
P914044 145  Gt C T T C T GT T TA GC GC T GCC A C G C GT CT T C T GT A T CA T C G  G GT T G T G G G T
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alignment position  2 0 1 . . . . . . .  2 1 1 . . . . . . .  2 2 1 . . . . . . .  2 3 1 . . . . . . .  2 4 1 . . . . . . .

P914042 198  CA C C C G C T T C  T T T T C C G G T C  G A A C C A CA G T  G CAG C CT T C G  T CG C T A C T G C
P914043 188  CG C T T G C T T C  T T C T C C G G GC  G G A C C A CA G A G CT G C CT T C A  T CA C T G C T G C
P914044 195  AG C C T G C T T C  T T C T C G G G GC  G G A C C A CA G c  G CT G C CT T C G  T CA C T G C T G C
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alignment position  2 5 1 . . . . . . .  2 6 1 . . . . . . .  2 7 1 . . . . . . .  2 8 1 . . . . . . .  2 9 1 . . . . . . .

P914042 248  T G C C G C T T T C  T C C G G G C T CT  G G G T C G CA G G C CGG G CG CT T  T CT G C G T C C A
P914043 238  T G C A G C T G T C  CC C G G A G C CT  G C A T C A CA G A G CCG G CG CT T  T CG G C G G C C C
P914044 245  T G C C G C T G T C  CC C G G A C C Cc  t C A T C A CA G A G CGG G CG CT T  T CG G C G G C C A
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alignment position  3 0 1 . . . . . . .  3 1 1 . . . . . . .  3 2 1 . . . . . . .  3 3 1 . . . . . . .  3 4 1 . . . . . . .

P914042 298  GC A G C C C C T T  T C C G C C C A GG  C T T T T T GA A A A GGA A GG T G C  A CA C C T G A t c
P914043 288  GC C G C T C C T T  T C C G C C C A GG  C T T T T T GA A G A GGA A CG T G C  A CA C C T G A C G
P914044 295  GC C G t T C C T T  T C C G G C C A GG  C T T T T T GA A G A GAA A AG T G C  A CA C C T t A C C
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alignment position  3 5 1 . . . . . . .  3 6 1 . . . . . . .  3 7 1 . . . . . . .  3 8 1 . . . . . . .  3 9 1 . . . . . . .

P914042 348  c a c c g c c T T T  CC T G G A G A AA G C T GC T CT G C C A- T T t t AG A GTC C T GA G C T
P914043 338  GG T A G A A T T C  CC G G G A G A AA G T T GC T CC G C C At T T AGAG A T CC C C A A G T T
P914044 345  GG T A G A A T T C  CC T G G A G A AA G T T GC T CC G C C A- T T AGAG A T CC C C A A G T T

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*

*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

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

P914042 397  CC GA A A C A GC  CG T G G C T G CC  T G G g t t g c a c  t t g GC CC CT G C AC GT C A C T C
P914043 388  CT GA A A C T GC  CG C G A C G T CC  G G G A C C - - - - - - - GC TT CG C GTC GT C A C A C
P914044 394  CT GA A A C T GC  T G T G A C C T AC  G G G A C C - - - - - - - GC TT CC G GTC GT C A 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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*
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*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

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

P914042 447  CA C G T T G C G C  GC T C C G C C Gg  g a g t c g a a g c  - - - - - - - - - -  - - - - - - - - - -
P914043 431  TC C G T G G T G G  T C T C T G A T GC  A G C G G A T C A G A T AG G AG Ga g  t a g g a c g a c a
P914044 437  CT C T T G G T G G  T C T C T G C T GC  A G T G A A T C G G A CAA G AG Gg g  g t t a a a - - - -

* * * * *
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
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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 . . . . . . .

P914042 477  - A A A A G A C A C  T G A C G G A A GA  G G A C T G CG A G A GCC C GA g C G  C CC G T C T C T C
P914043 481  g A A A G A A T C C  T G T C C G G G AA  C G C T T G CT G G A CCG C GA AC G  C CA G T C A C T T
P914044 483  - A A A A T A C A C  CG C C G G G G AA  T G C T T G CC A G A CCG C GA AC G  C CA G T T A C T T

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

*
*
*
*
*

*
*
*
*
*

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

P914042 526  T T G T G C C C T A  GC A G A T T C CG  T C G C T T Ct - -  - T CC G GA GC C  G T A C G T GG C A
P914043 531  T T G G G C C C C C  AC A G C C A C CG  T C G C T T CC T C C T CC G GA GC C  G T A C G GGG C A
P914044 532  T T G G G C C C T C  GC A G C C G C CG  T C G C T T CC T A C T - - - GA GC G  G T A C G GGG C A
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*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

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

P914042 573  CC GC C C C GC T CG C G GGC G GC  C G c g g g g c t t  g c t g g GA AG A  G AG G C G A A G C
P914043 581  CC GC C C C T C C CG C G T GC T GC  C G - - - - - - - -  - - - - - GA AG A  G AG G T A A A G C
P914044 579  CC GC C C C T C T CG C G T GC T GC  C G - - - - - - - -  - - - - - GA AG A  G CG G T G A A G C
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*
*
*
*

*
*
*
*
*
*

*
*

*
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*
*

*
*

*
*

*
*

*
*

*
*

*
*

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

P914042 623  CA - - G G T C A C  CT t t c a a g g a  c c c a g a a g t a  g g g t t t t g g c  c t a g - - - - GT
P914043 618  CG - - G G T C A C  CT C T G A G G AG  C C G G T - - - - -  - GAC G GG T T G  G CG T G C G A GT
P914044 616  Cc c c G G T C A C  CT C T G A G G AG  C C G G T a a c g g  t GAC G GG T T G  G AG T G T G A GT
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*
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*
*
*
*
*
*

*
*
*
*
*
*
*
*

alignment position  7 0 1 . . . . . . .  7 1 1 . . . . . . .  7 2 1 . . . . . . .  7 3 1 . . . . . . .  7 4 1 . . . . . . .

P914042 667  AA C GG GG C A G AG A T GT G GTT C GA GA T T C T C C Cc G G AC T C T  C CG T C A T G G G
P914043 660  AA C GG T G C G G AG A T GT G GTT C GA GA T T C T C C CT G G CC T C G  C CA T T A T G G G
P914044 666  AA C GG T G A G G AG A T GT G GTT C GA GA T T C T C C CT G G CC T C G  C CA T T A T G G G
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*
*
*
*
*
*

alignment position  7 5 1 . . . . . . .

P914042 717  CG T G T G C T T G
P914043 710  GG T G T G C T T G
P914044 716  GG T G T 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.

P914043
(719 bp)

P914044
(721 bp)

P914042
(726 bp)

0.526
68 %

0.467
67 %
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P914043
(719 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 questions or bug reports, please contact support@genomatix.de

© Genomatix Software GmbH 1998-2005 - All rights reserved. GEMS Launcher 4.1.0

dialign.seq
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Genomatix-Logo
Personal
Personal

Password
Password

Messages
Messages

Logout
Logout GEMS-Logo

Genomatix PortalGEMSElDoradoGene2PromoterMatBase
Frequently_asked_questionsYour ResultsYour SequencesYour ProtocolHelp

GEMS Launcher Task: DiAlign TF: Multiple alignment plus TF sites
working on ndufa2 (3 seq.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1.1 September 2005 Fri Oct 20 20:30:09 2006 

Solution parameters:

Sequence file: ndufa2 (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 6.1 (June 2006)

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 Lengt

1 GXP_123839
GXP_123839 loc=GXL_103357|sym=NDUFA2|geneid=4695|acc=GXP_123839|taxid=9606|spec=Homo
sapiens|chr=5|ctg=NC_000005|str=(-)|start=140006924|end=140007924|len=1001|tss=501|descr=NADH dehydrogenase
(ubiquinone) 1 alpha subcomplex, 2, 8kDa|comm=GXT_2834145/NM_002488/871/bronze

100
b

2 GXP_83080

GXP_83080 loc=GXL_69065|sym=Ndufa2|geneid=17991|acc=GXP_83080|taxid=10090|spec=Mus
musculus|chr=18|ctg=NC_000084|str=(-)|start=36869998|end=36871022|len=1025|tss=501,525|descr=NADH
dehydrogenase (ubiquinone) 1 alpha subcomplex,
2|comm=GXT_13006391/AK018732/570/gold;GXT_13017074/AK003608/546/gold;GXT_13131667/NM_010885/546/bronze

102
b

3 GXP_309531
GXP_309531 loc=GXL_260322|sym=Ndufa2_predicted|geneid=291660|acc=GXP_309531|taxid=10116|spec=Rattus
norvegicus|chr=18|ctg=NC_005117|str=(-)|start=29443334|end=29444334|len=1001|tss=501|descr=NADH dehydrogenase
(ubiquinone) 1 alpha subcomplex, 2 (predicted)|comm=GXT_21781541/XM_214570/566/bronze

100
b

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$GATA V$STAF V$ZBPF V$SP1F V$YY1F V$PARF V$ZNFP V$CLOX V$HEAT TSS

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

GXP_123839 (NDUFA2) 1  g c c c a t c a t c  a c t t g g a g t a  g g - - - - - - - -  - - - - - - - A G T  G A G G A C T G G G
GXP_83080 (Ndufa2) 1  a a c c a c g t c c  c t a a a a g a g a  g g c a c a a g c c  a t g g t t t A C T  A A G G A A G G G A
GXP_309531
(Ndufa2_predicted) 1  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

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

GXP_123839 (NDUFA2) 36  G A C G G A G T T T  G g a g c t g - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
GXP_83080 (Ndufa2) 51  T A G G G A G G T A  G A G C T G C c t c  a a a a a a T T C A  A A A C G C C G G T  C C T C C A C A A A
GXP_309531
(Ndufa2_predicted) 1  - - - - G A G G T G  G G G C T G C - - -  - - - - - - T T C A  A A A C G C C G G T  C C T C A A C A A A
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* * * * * * * * * * * * * * * * * *
*

*
*

*
*

*
*

*
*

*
*

*
*

*
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*
*

*
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*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

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

GXP_123839 (NDUFA2) 53  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - T C G  G C C T C A C T T A  G G A C C C T G T G
GXP_83080 (Ndufa2) 101  a G A A A T G A A A  C T T G A G G G C A  G C T C A G C T G G  G C C T C T C C T A  A G G A C C A A T G
GXP_309531
(Ndufa2_predicted) 38  - G A A A C A A A A  T T T G A G G G C A  G T T C A G C A G G  G C C T C T C C T A  A A G G C C A A 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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*

* * * *
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

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

GXP_123839 (NDUFA2) 76  G C T T C T C C G G  G C T C A a g c g t  c a c a c a t a c a  t a c a t a c a c a  c a c a c a c a c a
GXP_83080 (Ndufa2) 151  G T T C G C G C G G  C T C C A - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
GXP_309531
(Ndufa2_predicted) 87  G T T C G C G C G C  C T C C A - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

*
*
*

*
*
*

*
*
*

*
*
*

*
*
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*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

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

GXP_123839 (NDUFA2) 126  c a c a c a c a c a  c A C A C A C A C A  C - - - A C C C G G  C T T A A G C T C A  G A A g c t a c a a
GXP_83080 (Ndufa2) 166  - - - - - - - - - -  - T C A G T C A C A  C g a c A C C T T G  C T T A A A T T C A  G C A A A C T C G A
GXP_309531
(Ndufa2_predicted) 102  - - - - - - - - - -  - A C A G T C A C A  C - - - A A C T G G  C T T A A A T T C A  G C A A A C T C A A
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alignment position  2 5 1 . . . . . . .  2 6 1 . . . . . . .  2 7 1 . . . . . . . 2 8 1 . . . . . . .  2 9 1 . . . . . . .

GXP_123839 (NDUFA2) 173  t a a t G C G C C A  A G T G C C C C A A  G T G C C A T G G G  G A A G A A A T A A  C G G a t g g c c t
GXP_83080 (Ndufa2) 205  C - - - G A G C C T  A G C G T C T C T A  G T C C C G C G G G  C A G G A A A G A G  T G G T c G A C T C
GXP_309531
(Ndufa2_predicted) 138  C - - - A A G C C T  A G T G T C T C T A  G T C C C G C G G G  C A A G A A A G A G  T G G T t G A C T C

*
*
*

*
*
*

*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

* *
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

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

GXP_123839 (NDUFA2) 223  G A G C C T T A C T A T C T C GC T C C  G G C A T T T T G t  t a t c g t t c t t  t c g c t g t c a C
GXP_83080 (Ndufa2) 252  G A G C C T T A C T A T C T C GT T C T  G G C A T T T T G G  C A G C G G C C T C  T C A A C G - - - T
GXP_309531
(Ndufa2_predicted) 185  T A G C C T T A C T A T C T C GC T C C  G G C A T T T c G G  C C G C G G T C T C  T C A G C G - - - C
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alignment position  3 5 1 . . . . . . .  3 6 1 . . . . . . .  3 7 1 . . . . . . . 3 8 1 . . . . . . .  3 9 1 . . . . . . .

GXP_123839 (NDUFA2) 273  C A A C A A T C G a  g t c t c c a a - -  C A G - - C A A C A  C C G C A G C G A C  A A G C T C T T T C
GXP_83080 (Ndufa2) 299  C C G C A A T C G C  G A A A T G T C C c  c c t a a C A A G A  C A G C G G C G A C  A A A C T T T T A T
GXP_309531
(Ndufa2_predicted) 232  C A G C A A T C G C  G A A A T A T C C t  C A A - - C A A A A  C A G C G G C G A C  A A A C T T T T A T
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alignment position  4 0 1 . . . . . . .  4 1 1 . . . . . . .  4 2 1 . . . . . . . 4 3 1 . . . . . . .  4 4 1 . . . . . . .

GXP_123839 (NDUFA2) 319  C C A C A GT GC A C C t c a g a a t c  a a c C C A C A C T  G C T T T G C G T T  C G C A G C C T T T
GXP_83080 (Ndufa2) 349  C C A C A A T GC A C C A C GA A A a c  c t g t - - - - - -  - - - - - - - - - -  - - - - - - - - - -
GXP_309531
(Ndufa2_predicted) 280  C C A C A A T GC A C C A C GA A A g c  c t g C G A C A G A  G C T T T G C C T T  C C G T G C C T T C
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* * * * * * * * * * * * * * * * * * * * * * * * * * *

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

GXP_123839 (NDUFA2) 369  C C G C T T C C T g  t t t t t c c c t c  c g a c c a a c c c  c g a g c g c a a a  g a a a t t g a c c
GXP_83080 (Ndufa2) 373  - - - C T T C C T T  C G C G T C A C C A  C a c g a t g c c t  c c t g - - - - - -  - - - - - - - - - -
GXP_309531
(Ndufa2_predicted) 330  C G G C T T C C T T  C G C G T C A C T A  C c a t t c t g c c  c c t a t a a a g g  c c t c a t t t a a
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* * * * * * * * * * * *

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

GXP_123839 (NDUFA2) 419  t c g c a g c g g t  c c t a c a a t a c  t t t t a t a T C A  T T G G C C A A G C T T T A C C C C GC
GXP_83080 (Ndufa2) 404  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - T C A  T T G G C T A A G A T T T A T C C C GC
GXP_309531
(Ndufa2_predicted) 380  t t - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - G C T A A G A T T T GT C C C GC
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alignment position  5 5 1 . . . . . . .  5 6 1 . . . . . . .  5 7 1 . . . . . . . 5 8 1 . . . . . . .  5 9 1 . . . . . . .

GXP_123839 (NDUFA2) 469  C C C T - - GC C - - - - T C A T GC A  G C C T A T G G G C  T A G G C T T T A G  G G T C C G C G G T
GXP_83080 (Ndufa2) 427  C C C T t t C C C T GC G T C A T C C A  A T C G A C G G C G  A A G A C T G G A G  G G C C C G C T A T
GXP_309531
(Ndufa2_predicted) 399  C C C T - - C C C C GC G T C A T C C A  A T C G A T G A C G  G A G A C T A G A G  G G T - C G C T A T
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alignment position  6 0 1 . . . . . . .  6 1 1 . . . . . . .  6 2 1 . . . . . . . 6 3 1 . . . . . . .  6 4 1 . . . . . . .

GXP_123839 (NDUFA2) 513  T G G T C A G A c c  g g a g c a c t t g  g c C T G A A G A C  C T G G A A T T G G  C G A C T T C G A T
GXP_83080 (Ndufa2) 477  T G G T C C G A T T  G A G G G - - - - -  - - - T G A A A G G  T C GT G A T T G G  G C G C T C C T T T
GXP_309531
(Ndufa2_predicted) 446  T G G T C C G A T T  G A G G G a g - - -  - - C T G A A A G G  C C G T G A T T G G  G T G C T C C T T T
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alignment position  6 5 1 . . . . . . .  6 6 1 . . . . . . .  6 7 1 . . . . . . . 6 8 1 . . . . . . .  6 9 1 . . . . . . .

GXP_123839 (NDUFA2) 563  A T T A A C A A G G A T G GC GGC GG  C C G C A G C A A G  T C G A G G A G T C  G G G G C A A A G C
GXP_83080 (Ndufa2) 519  GC T A A C A A A G A T G GC GGC T G  C C G C T G C T A G  C C G A G C G G T C  G G C G C A A A G C
GXP_309531
(Ndufa2_predicted) 491  GC T A GC A A A G A T G - - - - - - G C GGC C G C A A G  C C G A G T A G T C  G G T G C A A A G C
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alignment position  7 0 1 . . . . . . .  7 1 1 . . . . . . .  7 2 1 . . . . . . . 7 3 1 . . . . . . .  7 4 1 . . . . . . .

GXP_123839 (NDUFA2) 613  T G G G C C T G C G  T G A G A T T C G C  A T C C A C T T A T GT C A GC GC T C  G C C C G G C A G C
GXP_83080 (Ndufa2) 569  T G G G G T T G C G  T G A G A T T C G C  G T T C A C T T A T GC C A GC GT T C  C C C A G G C A G C
GXP_309531
(Ndufa2_predicted) 535  A G G T A C T G C G  T G A G A T T C G C  A T T C A C T T A T GC C A GC GT T C  C C C A G G C A G C
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alignment position  7 5 1 . . . . . . .  7 6 1 . . . . . . .  7 7 1 . . . . . . . 7 8 1 . . . . . . .  7 9 1 . . . . . . .
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GXP_123839 (NDUFA2) 663  C A GGGC GT C A GGT GA GGC GC - GGC G T G G T G  A G G C G G G C G G  G C T T C G G G A c
GXP_83080 (Ndufa2) 619  C A GGGT GT G A GGT GA GGC Gg a A GC G T G G G A  A G G C G A G T G A  G C T T C G G A A -
GXP_309531
(Ndufa2_predicted) 585  C A GGGT GT G A GGT GA GT C GT - A GC G T G G G A  A G G C G A G T G A  G C T T C G G A A -
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alignment position  8 0 1 . . . . . . .  8 1 1 . . . . . . .  8 2 1 . . . . . . . 8 3 1 . . . . . . .  8 4 1 . . . . . . .

GXP_123839 (NDUFA2) 712  G C C A G G G T C A  C G A C C T C G A C  C T C C C T G A A G  T T G A G G G a a g  c c c c c g c c c a
GXP_83080 (Ndufa2) 668  G C T G G A G C T A  T G A C C T T G A C  C T C C G G G C A G  G G G C G G G G G c  - - - - - - - - - -
GXP_309531
(Ndufa2_predicted) 633  G g T G G A G C T C  T G A C C T T G A C  C T C C G G a - - -  - G G C G G G G G g  t g t c a g g g t c
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alignment position  8 5 1 . . . . . . .  8 6 1 . . . . . . .  8 7 1 . . . . . . . 8 8 1 . . . . . . .  8 9 1 . . . . . . .

GXP_123839 (NDUFA2) 762  c a g c a c g c - -  - - - - - - - - - -  - G C G G C G C T C  T C T C C g - - - -  - - - - - - - G C C
GXP_83080 (Ndufa2) 708  - - T G T G T A C C  T T T G C C C G C T  A G C G G C A G T C  T C T C t c t t c c  c c c c C C C C C C
GXP_309531
(Ndufa2_predicted) 679  a g T G T G T A C C  T T T G C C C G C T  A G C G A C A G T C  T C T C C t - - - -  - - - - C C C G C C
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alignment position  9 0 1 . . . . . . .  9 1 1 . . . . . . .  9 2 1 . . . . . . . 9 3 1 . . . . . . .  9 4 1 . . . . . . .

GXP_123839 (NDUFA2) 788  C C G C A G G G A C  T T C A T T G A G A  A A C G C T A C G T  G G A G C T G A A G  A A G G C G A A T C
GXP_83080 (Ndufa2) 756  C C G C A G G G A T  T T C A T C G T G C  A A C G G T A C G T  G G A G C T G A A G  A A G G C G C A C C
GXP_309531
(Ndufa2_predicted) 721  C C G C A G A G A T  T T C A T C C A G C  A A C G G T A C G T  G G A G C T G A A G  A A G G C G C A C C
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alignment position  9 5 1 . . . . . . .  9 6 1 . . . . . . .  9 7 1 . . . . . . . 9 8 1 . . . . . . .  9 9 1 . . . . . . .

GXP_123839 (NDUFA2) 838  C C G A C C T A C C C A T C C T A A T C C GC GA A T GC T C C GA T G T G C A  G C C C A A G C T C
GXP_83080 (Ndufa2) 806  C C A A C C T G C C C A T T C T GA T C C GC GA A T GC T C GGA GG T G C A  G C C C A A G C T T
GXP_309531
(Ndufa2_predicted) 771  C C G A C C T G C C C A T T C T A A T C C GC GA A T GT T C A GA GG T G C A  G C C C A A G C T C

*
*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*
*

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

GXP_123839 (NDUFA2) 888  T G G G C C C G C T  A C G G T G A G T g  c g G G A C G C C A  G G G G T C T G G G  G C T C C G G T A G
GXP_83080 (Ndufa2) 856  T G G G C C C G C T  A T G G T G A G T A  C T G G T C G C C G  G A G G T C A G G G  G C C C G G G T T G
GXP_309531
(Ndufa2_predicted) 821  T G G G C C C G T T  A T G G T G A G T A  C T G G T C G t t G  G A G G T C A G G G  G C C C G G G T T 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 . . . . . .

GXP_123839 (NDUFA2) 938  G G G A A C A A G G  G T T T G A G A A G  - A G A A G G G A C  C G C C C A A G G T  C G T G C A G A A A
GXP_83080 (Ndufa2) 906  C A G A A T A C G G  G A T G G A G A G A  - T G A A G G G G C  C T C C C A A C G T  C C T G G G G A A A
GXP_309531
(Ndufa2_predicted) 871  C A G A A T A C G G  G A T A G A A A A a  c A T A A G G A G C  C T C C C C A C G T  C A T G G G A A G 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 . . . . . .

GXP_123839 (NDUFA2) 987  C c c g t g g a g a  a a c t a - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
GXP_83080 (Ndufa2) 955  C G G G G C T G A A  G G A C C A A A A C  T C G T A C T G A T  A A A G g A A T T C  A C A T T T A C T T
GXP_309531
(Ndufa2_predicted) 921  C G G G G C T G A A  G G A C C A A A A C  T C C A A C T G A T  A A A G a A A T T C  A C A T T T A C T T
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alignment position  1 1 5 1 . . . . . .  1 1 6 1 . . . . . .  1 1 7 1 . . . . . . 1 1 8 1

GXP_123839 (NDUFA2) 1002  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  -
GXP_83080 (Ndufa2) 1005  A G T T G T G T G A  T G C T T T T T A T  T - - - - - - - - -  -
GXP_309531
(Ndufa2_predicted) 971  A G T T G T G T G A  T G C C T T T T A T  T c a t g g c a a c  a
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Pairwise similarities:

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

GXP_83080
(1025 bp)

GXP_309531
(1001 bp)

GXP_123839
(1001 bp)

0.341
49 %

0.334
46 %

GXP_83080
(1025 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

dialign.seq
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Genomatix-Logo
Personal
Personal

Password
Password

Messages
Messages

Logout
Logout GEMS-Logo

Genomatix PortalGEMSElDoradoGene2PromoterMatBase
Frequently_asked_questionsYour ResultsYour SequencesYour ProtocolHelp

GEMS Launcher Task: DiAlign TF: Multiple alignment plus TF sites
working on CVW-ndufa3 (3 seq.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1.1 September 2005 Fri Oct 20 20:31:45 2006 

Solution parameters:

Sequence file: CVW-ndufa3 (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 6.1 (June 2006)

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 P914067
P914067 sym=NDUFA3|loc=Loc4696|taxid=9606|spec=Homo
sapiens|chr=19|ctg=NT_011109|str=(+)|start=26873850|end=26874850|len=1001|tss=501|comm=NADH
dehydrogenase (ubiquinone) 1 alpha subcomplex, 3, 9kDa; (NM_004542/501/bronze;)

1001
bp

2 mNDUFA3 mNDUFA3 m6_dna range=chr7_random:9785301-9786471 5'pad=0 3'pad=0 revComp=FALSE strand=?
repeatMasking=none

1171
bp

3 P914068
P914068 sym=na|loc=Loc361494|taxid=10116|spec=Rattus
norvegicus|chr=1|ctg=NW_047555|str=(-)|start=9304776|end=9305776|len=1001|tss=501|comm=similar
to NADH-ubiquinone oxidoreductase B9 subunit (Complex I-B9) (CI-B9); (XM_341773/501/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$STAT V$BRNF V$ZBPF V$YY1F V$NKXH V$EKLF V$RARF V$RORA V$MZF1 TSS

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

P914067
(NDUFA3) 1  a g a g c c - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

mNDUFA3 1  t t a a t g - - - -  - - - - - C CC T G T CT C A A A A T A A AA A GT A A T G  A A A G G G C T G A
P914068
(na) 1  a g a t a c t t a a  t g a g a C CC T A T CT C A A A A T A A AA A GC A A T G  A A A G G G T T G A
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alignment
position  5 1 . . . . . . . .  6 1 . . . . . . . .  7 1 . . . . . . . .  8 1 . . . . . . . .  9 1 . . . . . . . .

P914067
(NDUFA3) 7  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

mNDUFA3 42  A A A A T G T G G C  T C A AC A AT A A AAGA T A T G C C T AA A AT C C A C  C A G C a g g g a c
P914068
(na) 51  C A A A T G T G G C  T C A AC A AT A C AAAA T A T G C C T AG A AT C C A C  C A G C c g g a g c
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alignment
position  1 0 1 . . . . . . .  1 1 1 . . . . . . .  1 2 1 . . . . . . .  1 3 1 . . . . . . .  1 4 1 . . . . . . .

P914067
(NDUFA3) 7  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

mNDUFA3 92  c t g g g a t a g t  a G A AT C T A T C ACCA A G T G G A C GG A GG A G T G  G C T C A A T C g g
P914068
(na) 101  c t g g g t c a t g  - G A AT C T A C C AGCA A G T G G A C CG A GG A G T G  C C T C A G T C a t

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

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

P914067
(NDUFA3) 7  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

mNDUFA3 142  A G A T G G G T A G  C C T Ag c c t g T  CCT G G T T T C A G T T T T C A G C A  C T A A G G G G C A
P914068
(na) 150  A G A T G G G T A G  C C T A- - - - - T  CCT G G T T T C A A T C T GC A A C A  C T G A G G G G C A

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

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

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

P914067
(NDUFA3) 7  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - C G C A G A A A

mNDUFA3 192  G A T G G A G G g A  A A A GC C AT G A T CT G C A T G C T  A GT A AC A C A A  A G C A C A G G C A
P914068
(na) 195  G A G G G T G G a A  A A A AC C AT G A GCCG C A T G C T  A GT A AC A T A A  A G C A C A G A C T
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* * *

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

P914067
(NDUFA3) 15  G C T C C T A A C C  C A T CT G GG A T  GAg a c c T A G C G CT T CC A GGA C GA GC C G A T G

mNDUFA3 242  G T C C T T A A T A  T A T T T G GG A T  T AAT T - T A G A A TT T CC A GA A T GA GC T T A T G
P914068
(na) 245  G T T C T T A A T C  T A T T T G GG A T  CAAT T - T A G A A TT T CT G GA A T GA GT T C A T G
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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 . . . . . . .

P914067
(NDUFA3) 65  T T G A G C T G A G  A C C T C G Aa - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

mNDUFA3 291  T C T A G A T G T G  A T C T C A AT G T  AAAG C T G A C T  T T T T T t t t t t  t a a g g t t t a t
P914068
(na) 294  T C T A G A C G C G  A C C T C A AT G T  AAT G A G G A C T  T T C T T g c a g a  a g a t c t t g a a



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

3 of 7 4/10/07 3:23 PM

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

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

P914067
(NDUFA3) 83  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

mNDUFA3 341  t t a t g a g t a c  a c t g t t g c a g  t c t t c a g a c a  c a c c a g a a g a  g g g c g t c a g a
P914068
(na) 344  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

P914067
(NDUFA3) 83  - - - - - - - G G A  C A G GT T AG T C AT T C A C C T T C T c c c g g g c t c  a g t t t c t t c g

mNDUFA3 391  t c c c a t t G C A  G A T GG T T G T C AGT C A C C A T G T g g t t a c t g g  a a a t t a a a c c
P914068
(na) 344  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

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

P914067
(NDUFA3) 126  t c t g t a a a a t  g g g c t t t c a t a c - - - - - - - - - - - - - - - - - - - - - - - - - - - -

mNDUFA3 441  t t t g g a a g a g  c a g a c a g a g c  t c t g a g c c a t  c t c t c c a g c c  c a a a g c t g a c
P914068
(na) 344  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

P914067
(NDUFA3) 148  - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A

mNDUFA3 491  t t t a t t a c a g  g a g a a c g t t a  t GT T A C T T C T  C CG A T G C A T T  T G C T GA GT T A
P914068
(na) 344  - - - - - - - - - -  - - - - - - - - - -  - GT T A C T T C T  C T G A CG C A T C  T T C T A A GG T A
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alignment
position  5 5 1 . . . . . . .  5 6 1 . . . . . . .  5 7 1 . . . . . . .  5 8 1 . . . . . . .  5 9 1 . . . . . . .

P914067
(NDUFA3) 149  T A A A C T A T A A a a t g g g g a c t  a t t t t g t t c c  g c c t t a g g t g  g g t c g c a g c a

mNDUFA3 541  T A A A C T A T A A Ga a a a t - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P914068
(na) 373  T A A G C T A T A A Ga g a - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
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alignment
position  6 0 1 . . . . . . .  6 1 1 . . . . . . .  6 2 1 . . . . . . .  6 3 1 . . . . . . .  6 4 1 . . . . . . .

P914067
(NDUFA3) 199  g g a g g a c t a g  t c a c t c c g g a  g c g a c t t c t A G GC T GA G A C T  A A G G A G A T T C

mNDUFA3 557  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - GG T GA G G C C  A G C A G G T G T T
P914068
(na) 387  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - A A GG T GA G A C C  A G G A G G T G T G
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alignment
position  6 5 1 . . . . . . .  6 6 1 . . . . . . .  6 7 1 . . . . . . .  6 8 1 . . . . . . .  6 9 1 . . . . . . .

P914067
(NDUFA3) 249  C A C G C A G G T c  c g c a a a g t c a  g g c t t g c g c t  t g c t c c t g a c  a c c a c t t c c t

mNDUFA3 576  C A A G G T G G T T  T A A AT C T T T C a g t C C T C T T A A GC - - - - - - -  - - - - - - - - - -
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P914068
(na) 408  C A A G G T G G T T  T A A T T C T T T C t g g C C T C C T A A GC - - - - - - -  - - - - - - - - - -
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alignment
position  7 0 1 . . . . . . .  7 1 1 . . . . . . .  7 2 1 . . . . . . .  7 3 1 . . . . . . .  7 4 1 . . . . . . .

P914067
(NDUFA3) 299  t t a c c t c c a c  g g c t c c a t c t  t t g t t c t g c g  c g a g t g c g c a  c g c g c a g g c t

mNDUFA3 609  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P914068
(na) 441  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

P914067
(NDUFA3) 349  c c g a a a g c g g  g c c g t C GC A C AGAG G G A C C A C AA C T C C C A G  A G T G C T C C G C

mNDUFA3 609  - - - - - - - - - -  - - - - - C T C A C T CCA G A A C T A C AA C T C C C G A  A A G G G T C C A C
P914068
(na) 441  - - - - - - - - - -  - - - - - C T C A C T CT A G A A C T A C AA C T C C C G A  A A G G C T T C A C
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alignment
position  8 0 1 . . . . . . .  8 1 1 . . . . . . .  8 2 1 . . . . . . .  8 3 1 . . . . . . .  8 4 1 . . . . . . .

P914067
(NDUFA3) 399  G T C C T T G C t t  t c g c c t c t a c  t t g t g c t c c a  g g g c g c a c g c  g c a g c C C T GG

mNDUFA3 644  G T C C T C GC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C C A A G
P914068
(na) 476  G T C C T T GC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C C A A G
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alignment
position  8 5 1 . . . . . . .  8 6 1 . . . . . . .  8 7 1 . . . . . . .  8 8 1 . . . . . . .  8 9 1 . . . . . . .

P914067
(NDUFA3) 449  G A GC GG GT T C T C G CG C At a g  - - - - G G A C C A C AA C T C C C A G  G G T G C T C C G C

mNDUFA3 657  G GGC GG GGC C T C A CGC AA G G AGAA G G A C C A C AA C T C C C A G  A G A G C T C C G C
P914068
(na) 489  G GGC GG GGC C T C A TGC AA G G AAAA G A A C C A C AA C T C C C A G  A G A G C T C C c t
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alignment
position  9 0 1 . . . . . . .  9 1 1 . . . . . . .  9 2 1 . . . . . . .  9 3 1 . . . . . . .  9 4 1 . . . . . . .

P914067
(NDUFA3) 495  g t c c t c g c c g  c t g t c g c C G C CGCG GA G A C A A AGA TGG C T G C GA GT A A G T G

mNDUFA3 707  t c c t t g t - - -  - - - - - - - C G C CGCC A A G A A C A AGA TGG C C G G GA GT A A G T A
P914068
(na) 539  g c t c t t g t - -  - - - - - - - - - -  - - CC A A G A C C A AGA TGG C T G C T A GT A A G T A
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alignment
position  9 5 1 . . . . . . .  9 6 1 . . . . . . .  9 7 1 . . . . . . .  9 8 1 . . . . . . .  9 9 1 . . . . . . .

P914067
(NDUFA3) 545  C A GG T T C C G G  T G G CG c a C G G GGCT C GG GT A G TT C TGG GA A C C T C T G G G C G

mNDUFA3 747  C A GG T T t g g a  G C T CG - - C G G GGAT C A A GT A G TT C CA G GA A A C T GT G G G C T
P914068
(na) 575  C GC G T T C T G G  G C G CG - - C G G GGAC C A A GT A A TT C CA G GA A A C C GT G G C T T
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*
*
*
*

*
*
*
*

*
*
*
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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 . . . . . .

P914067
(NDUFA3) 595  G T C C T G G G A C  T G A GG t g c g g  c a g g g c a g g g  g t G G AA G C G A  T G G G G T C C G T

mNDUFA3 795  G A T C C G T G G C  T G A GT C T C A G T GGA G C C T T G - - G G GA C C G G  T a - - A T C C G T
P914068
(na) 623  G A C C C G T G G C  T G A GG C T C A G T AGA G C C T T G - - G G GA G C G G  T A G G A T C C G T
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*

*
*
*
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* * * *
*

*
*

*
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*
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*
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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 . . . . . .

P914067
(NDUFA3) 645  g - C T G G A G G G  G A A CG C AG A A GT CA C G A G G G G Gc t c c t c C A G GG C A G GG GT

mNDUFA3 841  C C C A G A A T A G  G G G CG C GG C A GT CA C G A G G G T G- - - - - - C A G A G C A G GG GT
P914068
(na) 671  C C C A G A A G A G  G G G CG C AG C A GCCA A T A G G G T G- - - - - - C A G A G C A G GG GT
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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 . . . . . .

P914067
(NDUFA3) 694  G GC A C G A GA G GGT TA G AGG T CACC Gg g g g c a g c t a c t t g C  A G G G G T G A C g

mNDUFA3 885  G A T A C G A GA G T GT TA G AGG T CACC GC A GT A G T C C C- - - - C  A A G G G T G A C T
P914068
(na) 715  G A T A C G A GA G T GT TA G AGG T CACC GC A GC A G T C C C- - - - C  A A G G G C G A C T
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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 . . . . . .

P914067
(NDUFA3) 744  c t T C T T G C C A  C C C CT T CA G G AGT C g g C G C C T T C C T C A A G A  A T G C C T G G G A

mNDUFA3 931  G - T C T T C T C A  C C T CT C T A G G AAT C T C T G C C T T C C T C A A G A  A T G C C T G G G C
P914068
(na) 761  T - T T T T C T C A  C C T CT - - A G G AAT C T C C G C C T T C C T T A A G A  A T G C C T G G G 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 . . . . . .

P914067
(NDUFA3) 794  C A A G G A G C C a  G T G CT G GT C G T GT C C T T C G T  C GT C GG G G G C  C T C G G T G C G T

mNDUFA3 980  G A A G G A G C C G  G T G CT G GT G G T GT C C T T C T C T GT C T G G G G C  C T C G G T G A G T
P914068
(na) 808  A A A G G A G C C G  G T G CT G GT G G T GT C C T T C A C T GT C T G G G G C  C T C G G T G A 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 . . . . . .

P914067
(NDUFA3) 844  g a g t g c t - - C  C A G GC G CA A A CT T G C A T C G T  C CA C CC c c g t  c c c c c t a c a t

mNDUFA3 1030  g c c c c c t T C C  C C G GC G CG A A AGT G C A T C C T  C CA C CC G G A A  G T C A T C A g c a
P914068
(na) 858  a c - - - - - T C C  C C G GA G CG A A CGT G T A T C C T  C CA C CC T G A A  G T C A T C A a t 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 . . . . . .

P914067
(NDUFA3) 892  c c c t c c a t c t  t g t a c c c c t a  a a g c c c t a t c  g c c g c c c t c g  g g t c c c c t c t

mNDUFA3 1080  t t c c a c g g c a  c a g t t t c a T C T C- - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P914068
(na) 903  t t c - - - - - - -  - - - - - - - - T C T C- - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
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*

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

P914067
(NDUFA3) 942  a g t g t g t c t g  c a c c c c c a c g  GCAT C C C C T T  a t c t a t c c c c  a t a c c c a t t a

mNDUFA3 1102  - - - - - - - - - -  - - - - - - - - - -  GCAT C C C C T T  G CC A GC C A T A  T C C T G A C A T t
P914068
(na) 910  - - - - - - - - - -  - - - - - - - - - -  GCAT C C C C T T  G CC A GC C A T A  T C C T G A C A T g
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*

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

P914067
(NDUFA3) 992  t a a c c t c t c c  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

mNDUFA3 1132  A C T G T C G C T C  T T C CC T CA C C ACA- - - - - - -  - CA C AA G A G G  T G C A C A T T - -



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

7 of 7 4/10/07 3:23 PM

P914068
(na) 940  A C T G T C G C T C  T T C CC T CA C C ACAt a c a c c t  a CA C AA G A A G  T G C A C A T T t a
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* * * * * * * * * * * * * * * * *

alignment
position  1 4 5 1 . . . . . .  1 4 6 1

P914067
(NDUFA3) 1002  - - - - - - - - - -  - -

mNDUFA3 1172  - - - - - - - - - -  - -
P914068
(na) 990  a c c c a g c t t g  t 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.

mNDUFA3
(1171 bp)

P914068
(1001 bp)

P914067
(1001 bp)

0.227
36 %

0.193
36 %

mNDUFA3
(1171 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 1998-2006
- All rights reserved. GEMS Launcher 4.3.0 License Agreement

dialign.seq
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Genomatix-Logo
Personal
Personal

Password
Password

Messages
Messages

Logout
Logout GEMS-Logo

Genomatix PortalGEMSElDoradoGene2PromoterMatBase
Frequently_asked_questionsYour ResultsYour SequencesYour ProtocolHelp

GEMS Launcher Task: DiAlign TF: Multiple alignment plus TF sites
working on C1-NDUFA4 (3 seq.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1.1 September 2005 Fri Oct 20 20:35:27 2006 

Solution parameters:

Sequence file: C1-NDUFA4 (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 6.1 (June 2006)

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

1 P876208

P876208 sym=NDUFA4|loc=Loc4697|taxid=9606|spec=Homo
sapiens|chr=7|ctg=NT_007819|str=(-)|start=10274926|end=10275986|len=1061|tss=501,552,561|comm=NADH
dehydrogenase (ubiquinone) 1 alpha subcomplex, 4, 9kDa;
(AK024837/552/gold;AK130950/561/gold;NM_002489/501/silver;)

2 P876209

P876209 sym=Ndufa4|loc=Loc17992|taxid=10090|spec=Mus
musculus|chr=6|ctg=NT_039340|str=(-)|start=8662756|end=8663771|len=1016|tss=501,505,514,516|comm=NADH
dehydrogenase (ubiquinone) 1 alpha subcomplex, 4;
(AK005084/533/gold;AK008357/546/gold;AK008506/548/gold;NM_010886/537/silver;)

3 rNDUFA4 rNDUFA4 n3_dna range=chr4:37251038-37252042 5'pad=0 3'pad=0 revComp=TRUE strand=?
repeatMasking=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.

V$P53F V$ZF5F V$AHRR V$HESF V$CLOX V$ETSF V$DMTF V$XBBF V$E2FF V$NRSFV$HEAT TSS

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

P876208
(NDUFA4) 1  c g t a a c a c a g  g a a g c a g c t g  c a g t c t t c t c  a a a c c g c a g C  CG C T G A C C T T

P876209
(Ndufa4) 1  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - C  CG T T G A C C C C
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rNDUFA4 1  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - C  CG T T G A C C C C
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*
*
*
*

*
*
*
*
*

*
*
*
*
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*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

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

P876208
(NDUFA4) 51 AGC G GCA A G A  G G C C C GACC T GCC C TC C A G g c g c c c G G C GC  T C G G C T C C C A

P876209
(Ndufa4) 12 GGC G GCT G G A  G A C T C GACC T GTC C TG C GG g a t c TGG G C GC  T G A G C C T G C A

rNDUFA4 12 AGC G GCT G G A  G A C T C GACC T GTC C TG C GG g a t t TGG G C GC  T G C G C C T G C A
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*
*
*
*
*

*
*
*
*
*
*
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*

*
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*
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*
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*
*
*
*

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

P876208
(NDUFA4) 101 GAG G CGC C G C  G C A G C T CCC T  C a g c g g c a g t  c a c a g c t g g C  CA G C G C GC A C

P876209
(Ndufa4) 62 GAG G CGC C T G  G C A G C T CCC T  C c G G GG C C C T  C C G GGC G G CG CGG C G C GC GC

rNDUFA4 62 GAG G CGC C T G  G C A G C T CCC T  C t G G GG C T C T  C T G AGA G G CC CA G C G C GC GC
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*
*
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* * * * * * * * * * * * * * * * * *
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*
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*
*
*

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

P876208
(NDUFA4) 151 CCG GCAC GC G C GC C C C CA- G  G GC C T C T G C G  C G C GGA C C CG  GC T C T C A G G C

P876209
(Ndufa4) 112 CCC A CAC GC G C GC C C C CAA G  C GC G T C C A C G  C G C GGC C C T G  GC C G G G A G G C

rNDUFA4 112 ACC GCAC GC G C GC C C C CAA G  C GC G T C A G C G  C G C GGC C C AG  GC C T A G A G G C
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*

*
*

*
*
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*
*
*
*

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

P876208
(NDUFA4) 200 GCC G CGG G A G  A g g c c c c c t a  C T C A CG G A G C  G C G CGG C C CG  T G C G C C C A C G

P876209
(Ndufa4) 162 GCC G CT A A G G  A A G C C G CG- -  C CC G CC G A G C  G C A CT G C C AG  CG G A C C G C C G

rNDUFA4 162 GCC G CT A G G G  A A G C C G CG- -  C T C G CC A A G C  G C A CT t C C AG  CC G A C C G C C G
*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

* *
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

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

P876208
(NDUFA4) 250 c t c c g a c c g c  a t t c c t c a g t  a c g t g g c a c c  C T T GGA A A GT  GC C T G T C T G G

P876209
(Ndufa4) 210 GAT G ACC C T G  G T C T A T ACG C  A T G C c G T - - -  C C T GAA A A GT  GC C T G T C T C A

rNDUFA4 210 GAT G ACC C T G  A T C T A C ACG C  A T G C t G T - - -  C C T GAA A A T T  GC C T G T C T T A
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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 . . . . . . .

P876208
(NDUFA4) 300 T CA A T CG a a g  a g t c c t c g t t  t c g a c - C - - -  - - - - - - A A AA  AA A T T C C C C T

P876209
(Ndufa4) 257 CCA G T CG A G A  C G C T C T Gc c t  g c t a t g c a a a  a a a t a a A A AA  AT A A A C C T A T

rNDUFA4 257 T CA G T CG A G A  C G C T C T Ga t t  t c t g t g C - - -  - - - - - - A A AA  AT A A T C C T A T
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*

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

P876208
(NDUFA4) 340 CAG A AAT A T G C A T GG C ACG G  C AA T GA a g g c  a t t t c a c t a t  g a a g t g g a a t

P876209
(Ndufa4) 307 CAA A AAG A T G C A T GG T GGA G  A AC T GA t g g a  t c a t g A A C T C  AA A A A T G C G A

rNDUFA4 298 CAA A AAT A T G C A T A G T GGA G  A AC T a a a g g a  t g t t t A G C T T  AA C A A T G G G A
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* * * * * * * * * * * * * * * * *

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

P876208
(NDUFA4) 390 g a t g a t g g t c  c g a c c a g GT C  A GG A CG A A C A  T A T GAG G G GT  T A g - A T C T A A

P876209
(Ndufa4) 357 AGA A GT G G T C  G G G A C A - T T T  A GG G Ca a t C G  C G C GAG G G CT  GA C T A C C T A T

rNDUFA4 348 AGA A GT G C T G  G T A C C A - GT T  A GG G CG A C C G  C G C GAG G G CT  GA A C A C C C A T
* * * * * * * * * * * * * * * * * * * * * * * * * * * *
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alignment
position  4 5 1 . . . . . . .  4 6 1 . . . . . . .  4 7 1 . . . . . . .  4 8 1 . . . . . . .  4 9 1 . . . . . . .

P876208
(NDUFA4) 439 GCA G GCA C T A  T T A A A GACA G T CG C AT C C G G GC C CTC C T GC  CG C A A G C T G C

P876209
(Ndufa4) 406 T CA G GCA C C T  T A G A G GACA G C CG C AT C C G G GC T TTC C T GC  T G C A G G C T G C

rNDUFA4 397 T CA G GCA C C A  T A G A G GACA G C CG C AT C C G G GC T TTC C T AC  T G C A G G C T G C
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alignment
position  5 0 1 . . . . . . .  5 1 1 . . . . . . .  5 2 1 . . . . . . .  5 3 1 . . . . . . .  5 4 1 . . . . . . .

P876208
(NDUFA4) 489 CCT C CCA G C C  A A G G G T CCT T  C AG G T A G GA G GT C CTG GG TG AC T T T GG A A G

P876209
(Ndufa4) 456 CCT C a g c G C C  A G G G G T CCT T  C AG G T A G GA G GT C CTG GG TG AC T T T GG A C G

rNDUFA4 447 CCT C CCA G C C  A G G G G T CCT T  C AG G T A G GA G GT C CTG GG TG AC T T T GG A C G
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* * * * * * * * * * *
alignment
position  5 5 1 . . . . . . .  5 6 1 . . . . . . .  5 7 1 . . . . . . .  5 8 1 . . . . . . .  5 9 1 . . . . . . .

P876208
(NDUFA4) 539 T CC G T AG T G T  C T C A T T GCA G  A T A A T T T T T A  G C T T AG G G CC  T g g t g g c t a g

P876209
(Ndufa4) 506 T CC G CT C A G C C A G G T T GCA G  A AG C GG C T T A  G C G T GT G T CC  T A A T C T T C T C

rNDUFA4 497 T CC G CT C A G C  C A G G T T GCA G  A AG C GG T T T A  G T G T GT G T CC  T A A T C T T C T C
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alignment
position  6 0 1 . . . . . . .  6 1 1 . . . . . . .  6 2 1 . . . . . . .  6 3 1 . . . . . . .  6 4 1 . . . . . . .

P876208
(NDUFA4) 589 g t c g g t t c t c  t c c t t t c c a g  t c g g AG A C C T C T GCCG C A AA CA T GC T C C GC

P876209
(Ndufa4) 556 T CT g c GT G T A  G G T - - - - - - -  - - - - AG GC C T GT GCCG C A AA CA T GC T C C GC

rNDUFA4 547 T CT c g GT G T A  G G T - - - - - - -  - - - - AG GC C T GT GCCG C A AA CA T GC T C C GC
*
*

*
*

*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

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

P876208
(NDUFA4) 639 CAG A TCA T C G GT C A G GCCA A GAA GCA T C C G A G C GT A A G T T  Cg t g a c c g c t

P876209
(Ndufa4) 595 CAG A TCC T C G GGC A A GCCA A GAA GCA T C C C A G C GT A A G T T  CA C G g T C T T T

rNDUFA4 586 CAG A TCC T C G GGC A A GCCA A GAA A CA T C C C A G C GT A A G T T  CA C G a T C T T T
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alignment
position  7 0 1 . . . . . . .  7 1 1 . . . . . . .  7 2 1 . . . . . . .  7 3 1 . . . . . . .  7 4 1 . . . . . . .

P876208
(NDUFA4) 689 c t c c t a a t g t  t t t c c c t t g t  c c t t c t t g c g  t c g GGG T G CG  CC T C T T T C T G

P876209
(Ndufa4) 645 GCC A GGG T G G  C C T C T T AGC T  G T - - - - - - - -  - - - GGT T G CT  CC T G C C C G T G

rNDUFA4 636 GCC A GAG T G G  G C T C T T AGC T  G T - - - - - - - -  - - - GAT T G CG  CC T T C C C G T G
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alignment
position  7 5 1 . . . . . . .  7 6 1 . . . . . . .  7 7 1 . . . . . . .  7 8 1 . . . . . . .  7 9 1 . . . . . . .

P876208
(NDUFA4) 739 T T C C CT G G G A  A C G T C C T CA T  T T a c a g c c a c  t t a c c g t c c g  t c a g a c c a g a

P876209
(Ndufa4) 684 T CC C CT G G G G  A C G T T C T CT T  T T C T CT G T T c  c t t g g g g t t a  c a t t c t g t t G

rNDUFA4 675 T CC C CT G G G G  A C G T T C T CT T  T T C T CT G T T t  c t g a g - - - - -  - - - - - - - - - G
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alignment
position  8 0 1 . . . . . . .  8 1 1 . . . . . . .  8 2 1 . . . . . . .  8 3 1 . . . . . . .  8 4 1 . . . . . . .

P876208
(NDUFA4) 789 c c c t g c c t c g  c c t a g t g t t t  g t c a t c t t a g  t t g t c c c a g g  c c t c t g t g a c

P876209
(Ndufa4) 734 T T G G GAT G A C  C T G A T T GCT T  G AA G CC T C T A  C C T GGG G T Gg  a g - - - - - - - -

rNDUFA4 711 T T G G CCT A A C  C T G A T A GCT C  G AA G T C T C T A  C T G GGG G T Gg  g g a a g g - - - -
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alignment
position  8 5 1 . . . . . . .  8 6 1 . . . . . . .  8 7 1 . . . . . . .  8 8 1 . . . . . . .  8 9 1 . . . . . . .

P876208
(NDUFA4) 839 c c t c t a c g c c  a t g c a t t GT G  G GG T T T T G T C  T G A CAG G A GG  AA G G A G A c g g

P876209
(Ndufa4) 776 - - - - - - - - - -  - - - - - - - GT G  A GG T T G C C T G  A A G CAG A A GG  T G G C A G A G A T

rNDUFA4 757 - - - - - - - - - -  - - - - - - - - - -  - GG T T G C C T G  A A G CCG A A GG  T G T C A G A C A T
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alignment
position  9 0 1 . . . . . . .  9 1 1 . . . . . . .  9 2 1 . . . . . . .  9 3 1 . . . . . . .  9 4 1 . . . . . . .

P876208
(NDUFA4) 889 a c a c t g c t c g  g a a a a a a a a c  c t a g t t t t t t  c t a g t T A G T G  AA T A T T G G A A

P876209
(Ndufa4) 809 CAG G GAg A A A  G G T A A A CA- -  - - - - - - - - - -  - - - - - T T C T G  AG T G T T G G A A

rNDUFA4 786 CAG G GAa A A A  G G T A A A CA- -  - - - - - - - - - -  - - - - - T T C T G  AG T G T T G G A A
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alignment
position  9 5 1 . . . . . . .  9 6 1 . . . . . . .  9 7 1 . . . . . . .  9 8 1 . . . . . . .  9 9 1 . . . . . . .

P876208
(NDUFA4) 939 CAG T CT G G T G  G C C G C T CT C T  t t t g c a g g t t  g t g c g g t C CA  GG A G G G A T A G

P876209
(Ndufa4) 842 CAC T GT G G C -  - - - - - - - T C T  C AG A T T A C T T  G G T CC- - C AA  GA G G G G T G A G

rNDUFA4 819 CAC T GT G G C C  A C C G A T CT C T  C AG G T T A C T T  G G T CC- - C AA  GA A G G G T G A 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 . . . . . .

P876208
(NDUFA4) 989 AT G T GCG C T G  T G T g G G T CA G  A GA C T A G C A T  A G G T CA G G T T  CC C T A T G t g t

P876209
(Ndufa4) 882 T GG T ACG T T G  A G T - G A T T A G  A AT C CA A G A G  A G G CCA A G T T  T G T T A T G C t g

rNDUFA4 867 T GG T At a T T G  A G T - G A T T A G  A AT C CA A G A G  A G A CCA A G T T  T G T T A T G C t 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 . . . . . .

P876208
(NDUFA4) 1039 t a t a c c a t c t  c t g g a g g t t c  t t g - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

P876209
(Ndufa4) 931 - CT C T T T G C G  G C T T T T AGA G  T CA C T G c A T T  G C A CCA C C AA  AC C T T C A G A A

rNDUFA4 916 c CT T T T T G A G  G C T A T T AT A T  T CA C CG g A T T  G C A CCA C C AA  GC C T T C A G A A
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alignment
position  1 1 0 1 . . . . . .  1 1 1 1 . . . . . .  1 1 2 1 . . . . . .  1 1 3 1 . . . . . .

P876208
(NDUFA4) 1062 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

P876209
(Ndufa4) 980 GT G C AAG G G a  - - - T C G T CA T  C GT G T A A T C C  C C A CT T T G CT

rNDUFA4 966 AT A C AAG G G g  t c g T C G T CA T  C T T G T A A T C A  T A A CT T T G CT
*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

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

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.

P876209
(1016 bp)

rNDUFA4
(1005 bp)

P876208
(1061 bp)

0.238
38 %

0.262
40 %

P876209
(1016 bp)

1.000
85 %

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

Extract Alignment Region

Positions in alignment from:  to: 

Output file

Extract Aligned Sequences

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

© Genomatix Software GmbH 1998-2006
- All rights reserved. GEMS Launcher 4.3.0 License Agreement

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.seq (3 seq.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1 December 2004 Mon Jun 6 23:08:24 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 P921898

sym=NDUFA5|loc=Loc4698|taxid=9606|spec=Homo sapiens|chr=7|
ctg=NT_007933|str=(-)|start=48380931|end=48382034|len=1104| tss=501,604| comm=NADH
dehydrogenase (ubiquinone) 1 alpha subcomplex, 5, 13kDa;
(AK022209/645/gold;NM_005000/542/bronze;)

1104
bp

2 P921899

sym=Ndufa5|loc=Loc68202|taxid=10090|spec=Mus musculus|chr=6|
ctg=NT_039340|str=(-)|start=21360789|end=21361930|len=1142|
tss=501,522,608,609,618,620,629,632,633,636,641,642| comm=NADH dehydrogenase (ubiquinone) 1
alpha subcomplex, 5; (AK011579/642/gold;AK019201/632/gold;AK008155/632/gold;
AK008414/636/gold;AK011947/642/gold;AK008156/636/gold;
AK009985/618/gold;AK019207/641/gold;AK019215/632/gold;
AK010090/632/gold;AK019242/633/gold;AK010092/618/gold;
AK019324/522/gold;AK019430/620/gold;AK009338/618/gold;
AK008286/636/gold;AK019245/620/gold;AK009461/632/gold;
AK019084/632/gold;AK009608/632/gold;AK009642/620/gold;
AK019354/629/gold;AK019364/618/gold;AK019291/632/gold;
AK009652/632/gold;AK009840/618/gold;AK019359/609/gold;
AK009493/632/gold;AK009396/632/gold;AK019368/620/gold;
AK010024/632/gold;AK009775/608/gold;NM_026614/501/bronze;)

1142
bp

3 P921900
sym=Ndufa5|loc=Loc25488|taxid=10116|spec=Rattus norvegicus|
chr=4|ctg=NW_047689|str=(-)|start=21329033|end=21330033| len=1001|tss=501| comm=NADH
dehydrogenase (ubiquinone) 1 alpha subcomplex 5; (NM_012985/508/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.



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

2 of 6 4/10/07 3:22 PM

V$NRF1 U$NRF1 V$SP1F V$HOXC V$RORA V$FKHD V$NF1F

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

P921898 1  g a g g - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P921899 1  c a a a g a a c a C  A T GC A T CT T T  T AT A A A G C C A T GA T T C C A C A  T T C T A G A ACA
P921900 1  - - - - - - - - - C  A T GC A T CT T T  T AT A A A G C C A T GA T T C C A C A  T T C T A G A ACA
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alignment position  5 1 . . . . . . . .  6 1 . . . . . . . .  7 1 . . . . . . . .  8 1 . . . . . . . .  9 1 . . . . . . . .

P921898 5  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P921899 51  CA C T C AAC A A  T G AC A G AT GT  T CT T G G G A T C T GG Ag g G A C A  G A G A A C A GGG
P921900 42  CA C T T AAC A A  T G AC A G AT GT  T CT T A G G A C C T GG Aa a G A C G  G A G A A T A GAG
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alignment position  1 0 1 . . . . . . .  1 1 1 . . . . . . .  1 2 1 . . . . . . .  1 3 1 . . . . . . .  1 4 1 . . . . . . .

P921898 5  - - - - - - - - - -  - - - - - - - - - -  - - T A G G A A A A AGT GG T A T G G  T C T G A T A T CA
P921899 101  AC T A T GAC C T  C A T A A A CA CC  CAc T G G A A C A AAG AC T A C G A  C T T C A T A ACC
P921900 92  AC T A T GAC C T  C A T A A A CT CC  CAT T G G A A C A AAG AC T A T G A  C T T C A T A ACC
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alignment position  1 5 1 . . . . . . .  1 6 1 . . . . . . .  1 7 1 . . . . . . .  1 8 1 . . . . . . .  1 9 1 . . . . . . .

P921898 33  T T T C A T c t g g  a a a - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P921899 151  T T T C A T T C A t  C A GT C T CC T C  AAG A G A A A A C GGA T G C A T C A  G A T G G T T AAT
P921900 142  T T T C A T T C A c  C A GC C T CC AC  AGG A G C A A A C GGA T A T A T C A  G A T G G T T AAT
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alignment position  2 0 1 . . . . . . .  2 1 1 . . . . . . .  2 2 1 . . . . . . .  2 3 1 . . . . . . .  2 4 1 . . . . . . .

P921898 46  - - - - - - - - - -  - - - - - - - - - -  T AA G A T G A T G T AT T T C A G C C  A G T G A A A T CG
P921899 201  T C C A C T T T A T  A A T T T C CA CT  T AT G A G T A T G CAT T C A C A C A  c - G T G G A GGG
P921900 192  T C C A C T T T A T  A G T T C C CA T T  T AT G A A T A T G T AT T C A C G C A  A G G G G G A GAG
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* * * * * * * * * *

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

P921898 76  Aa a a g a g c g a  t g g a a a a t g a  c c t c a c a c t c  c a t a g g g c t t  t g g t t c g t a a
P921899 250  AA A G C AT T C T  T C AT G G T G CT  C- - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P921900 242  AG C A T T T T T T  T C AT G A T G CT  C- - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

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

P921898 126  g a c a c a g a g a  a t a c t g a t a t  c c t t g t g c g a  a g a a c t a a c t  t g c t g t t g a g
P921899 271  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P921900 263  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
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alignment position  3 5 1 . . . . . . .  3 6 1 . . . . . . .  3 7 1 . . . . . . .  3 8 1 . . . . . . .  3 9 1 . . . . . . .

P921898 176  a g a t c a a t t c  a g a g g a t g c t  c a A G C T C C G T  T AT CA C T T T C  A T T T T A C T AA
P921899 271  - - - - - - - - - -  - - - - - - - - - -  - - A G G c c t g c  T T C CA C C C T C  A T T T C C A T AA
P921900 263  - - - - - - - - - -  - - - - - - - - - -  - - A G G T C C G T  T T C CA C C C T C  A T T T C A A T CA
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alignment position  4 0 1 . . . . . . .  4 1 1 . . . . . . .  4 2 1 . . . . . . .  4 3 1 . . . . . . .  4 4 1 . . . . . . .

P921898 226  AC T G A GAA A G  g a a g g t t g a g  g a A T G C A T C A ACG GT T A A G C  A C A G T G C AGG
P921899 299  CC T G A GGA A G  T C CG g g T A AA  AT A G C A G T C G AAG GC T G A G C  A A A A T C A AAG
P921900 291  GC T G A GGA A G  T G CG c a T A AA  ACA T C A A T C A AAG GC T G A G C  A A A A T C A AAG

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

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

P921898 276  T T C C T ACA G C  G A CT g g - - - -  - - A G T T T T T T  GGT AG T T G G G  A G T G T T T Cc c
P921899 349  T C C C T GCA G T  G A CT A C GT T G  CAA G T T T T T C CGT AG C G T A G  C G C T T T T CT T
P921900 341  T C C C T G- A G T  G A CT A C AT T G  AAA G T T T T T C - GT AG C G C A G  C G T T T T T CT T
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alignment position  5 0 1 . . . . . . .  5 1 1 . . . . . . .  5 2 1 . . . . . . .  5 3 1 . . . . . . .  5 4 1 . . . . . . .

P921898 320  t c a a t c t t t g  g g c a a g c c g t  c a g c a g t g g c  a g g a a c a g g a  a c a g a c a g c t
P921899 399  AA C C T T T A G T  A C T - - C AG AG  ACG T C A G T C G GT C T C T A C T A  C A C C A A A GCC
P921900 389  AA C C T T T A G T  C C T a a C AG AG  GCG T C A G T C T  GT C T C T G T T G  C G C C A A A ACC
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alignment position  5 5 1 . . . . . . .  5 6 1 . . . . . . .  5 7 1 . . . . . . .  5 8 1 . . . . . . .  5 9 1 . . . . . . .

P921898 370  g g g a a a c c c t  t t c t t t c c c c  a a t c g t c t t c  t a g c t t a g c t  t t a g g c t t g t
P921899 447  CT g C G T GG A G  C C GC T T GT GT  GAG C T - - - - - - - - - - - - - - - - - - - - - - - - -
P921900 439  CT a C G T GG A G  C C AC G C GT AT  GAG C T - - - - - - - - - - - - - - - - - - - - - - - - -
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alignment position  6 0 1 . . . . . . .  6 1 1 . . . . . . .  6 2 1 . . . . . . .  6 3 1 . . . . . . .  6 4 1 . . . . . . .

P921898 420  a t g c c c a t c G C G CA T GCG TC AAT T T T T C T C T T T T A A GA T G GG C GG GG Ca g
P921899 472  - - - - - - - - - G C G CA G GCG CA AAT C T A C C T C T CC T A G GT G G GC GGG A G CTG
P921900 464  - - - - - - - - - G C G CA G GCG CA AAT C T C T C C C T CC T A G GT G G GC GGG A G TTA
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alignment position  6 5 1 . . . . . . .  6 6 1 . . . . . . .  6 7 1 . . . . . . .  6 8 1 . . . . . . .  6 9 1 . . . . . . .

P921898 470  a g t c t t t g c t  c c t t t g g c g a  t CC T G A A G G G GT G GA G C T A A  G C T G T T T CCA
P921899 513  CC C C T ACC C a  g c c c g a g c - -  - - - - - - - - G G T T G GA G C C A A  G A G T G T T CT T
P921900 505  CC C C T AGC C c  c g - - - - - - - -  - CC T G A G A G G T GG GA G C C A A  G T G C T T T CT T
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alignment position  7 0 1 . . . . . . .  7 1 1 . . . . . . .  7 2 1 . . . . . . .  7 3 1 . . . . . . .  7 4 1 . . . . . . .
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P921898 520  GG G T G ACA G A  G T GG C g a c c t  c g g t g g T C GA TTG AGC A GG T  C T G A G A A T T G
P921899 553  AG G T G ACT C A  G G GG C A GC a t  c g A C G C T C GA TTG AGC GGG C  T T G G G A A AGG
P921900 546  GG G T G ACA C A  G G AG C A GC t t  c t A C G T T C GA TTG AGC GGG C  C T G G G A A AGG
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alignment position  7 5 1 . . . . . . .  7 6 1 . . . . . . .  7 7 1 . . . . . . .  7 8 1 . . . . . . .  7 9 1 . . . . . . .

P921898 570  T T C C C AAA G G  G T T G T G c g t c  a c c g a g t c g t  t g G CG C T G T C  A T G G C G G GT G
P921899 603  T T C C C AGA G G  G C T G T G CG CT  GGA G G C G C T G G- A CG C T G T C  A T G G C G G GCT
P921900 596  T T C C C AGA A G  G C c g c G CG CT  GGA G T C T C T G A- G CG C A G T C  A T G G C G G GCT
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*
*
*

*
*
*
*
*
*
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*

alignment position  8 0 1 . . . . . . .  8 1 1 . . . . . . .  8 2 1 . . . . . . .  8 3 1 . . . . . . .  8 4 1 . . . . . . .

P921898 620  T G C T G AAG A A  G G T G A G a c g a a TG GA GGT C A CTG Tt g g a a t  t t a g a c t g t g
P921899 652  T G C T G AAA A A  G G T G A G CG TG - TG GA GGT C A CCG TGA T G C T  G c g a a t g GGG
P921900 645  T G G T G AAG A A  G G T G A G CG TC - TG GA GGT C A CCA TGG T G C T  G a g g a c - GGG
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alignment position  8 5 1 . . . . . . .  8 6 1 . . . . . . .  8 7 1 . . . . . . .  8 8 1 . . . . . . .  8 9 1 . . . . . . .

P921898 670  g g g g t a g a c t  c a g t c c g a t a  g c c c t a c t t c  c c g c g g g t g t  t g a c c c c t a c
P921899 701  AC C G T AGG C A  G C CG C G T C T C  CCT C A T C G G T  Gg g c a g a g a c  - - - - - - - GCT
P921900 693  GC G G T AGG C A  G C CT T G T C T C  CCT C A T C C G T  Gt t a a g a g g a  t g g a g a a GCT
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*

alignment position  9 0 1 . . . . . . .  9 1 1 . . . . . . .  9 2 1 . . . . . . .  9 3 1 . . . . . . .  9 4 1 . . . . . . .

P921898 720  t g t c g c g g g c  t c g g c g g t g c  t t t T C G G G G A CT C GT T C T G C  A T G C C T T ACC
P921899 744  AA G A G GAG G G  G - - - - - - - - -  - - - T T G G G G G AGT GT T C C G C  T G T C C T G GCA
P921900 743  AA G A G GAC G G  G - - - - - - - - -  - - - T T G G G G G AGT GT T C C G C  T G T C C T G ACA
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* *
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*

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

P921898 770  GG G T A GGG C A  G G t t a g t g g t  t c c g c t c c g a  g a g t c a g g a a  a a a a g c t c c a
P921899 782  GG G G G CGA C A  G G GT G C GT AG  T T G T G T C G G G AGG GT C G G c t  a a c c a g - - - -
P921900 781  GG G G G CGA C A  G G GT T C GT AG  T T G T G T C T G G AAG T T C G G c t  a a t c a g c 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 . . . . . .

P921898 820  a a c a a g c g a g  a c t g a g a g a c  c a g t a g c t g g  c t t t a g a c c a  g t t t t a G CCG
P921899 828  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P921900 831  c c a g g a c t g g  g g - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - G CCC

* * * *

alignment position  1 0 5 1 . . . . . .  1 0 6 1 . . . . . .  1 0 7 1 . . . . . .  1 0 8 1 . . . . . .  1 0 9 1 . . . . . .

P921898 870  GG G G A T T C G T  G G T T T T GT AT  T T C C T T A G C G t g c t g g a t g t  a t g g a a a c c g
P921899 828  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - G G G A T T ACG
P921900 847  CG G G A T GG G C  G G GC T G GC T T  T T C C T G C G C G c t g t t a c g c g  t G G G A T G ACG

* * * * * * * * * * * * * * * * * * * * * * * * * * * * * * *
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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 . . . . . .

P921898 920  t a GT A AAC A G C A t g a a T C GT  GT T T T G T T T T  T GA AC A G A C C  A C T G G C C T T G
P921899 837  - - GT A AAC A T C A CGG - T C CT  GT T T T G T C T C T GC AC A G A C A  A C T G G C C T GG
P921900 897  - - GT A AAC A G C A CGG - T C T T  GT T T T G T T T C T GA AC A G A C T  A C T G G C C T GG
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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 . . . . . .

P921898 970  T G G GA TTG GC T G TGT GCA AT ACT C C T C A C G AGG T A T G T A c  c t t t g t t c t t
P921899 884  T G G GG TTG GC GG TGT GCG AC ACT C C A C A C G AGG T A A G T G C  G A C T T T T T GT
P921900 944  T G G GA TTG GC C G TT T GCG AC ACT C C A C A C G AGG T A A G T A C  G G C T T T T T GT
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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 . . . . . .

P921898 1020  t c t t c g t t c t  t g a a T T CC CA  AGG A A G A C T a  a a t t c c t g t c  a c t t t g c t t a
P921899 934  GT C g t c c - - -  - - - - T T CT CA  AGC A A G A C T g  t g a t c g a c c g  a a c t t g c c c -
P921900 994  GT C t t t g c - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

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

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

P921898 1070  T T G C A GGG T T  A A CG G G At a c  a g a t g t t t c a  a g c c c - - - - -  - - - - - - - - - -
P921899 976  T T G C A AGA T T  A A CG A G Ac c c  c c g t g a g c t c  t g g c c t c c g g  g g c a g c g c t g
P921900 1002  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

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

P921898 1105  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P921899 1026  a g c t t c g c t g  a c c c c g t g g c  a t c c t t t t t g  c a a t g c c t c c  t t t t g c c t t c
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P921900 1002  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

P921898 1105  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P921899 1076  g c c g t g a c c t  c t t a a t t a a g  a c g c g t t t c t  t c a c g g c a t t  c t c t t a g c g t
P921900 1002  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

alignment position  1 4 0 1 . . . . . .  1 4 1 1 . . .

P921898 1105  - - - - - - - - - -  - - - - - - -
P921899 1126  c a g t g g t g t g  g a g t a t t
P921900 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.

P921899
(1142 bp)

P921900
(1001 bp)

P921898
(1104 bp)

0.158
31 %

0.177
35 %

P921899
(1142 bp)

1.000
77 %

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

Extract alignment region

Positions in alignment from:  to: 

Output file

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.seq (3 seq.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1 December 2004 Mon Jun 6 23:21:05 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 P855595
sym=NDUFA6|loc=Loc4700|taxid=9606|spec=Homo sapiens|chr=22|
ctg=NT_011520|str=(-)|start=21876764|end=21877764|len=1001| tss=501| comm=NADH
dehydrogenase (ubiquinone) 1 alpha subcomplex, 6, 14kDa; (NM_002490/577/bronze;)

1001
bp

2 P855596

sym=Ndufa6|loc=Loc67130|taxid=10090|spec=Mus musculus|
chr=15|ctg=NT_039621|str=(-)|start=43832732|end=43833737| len=1006|tss=501,506| comm=NADH
dehydrogenase (ubiquinone) 1 alpha subcomplex, 6 (B14);
(AK002749/558/gold;AK010988/558/gold;AK012328/558/gold; NM_025987/553/bronze;)

1006
bp

3 P855597

sym=na|loc=Loc315167|taxid=10116|spec=Rattus norvegicus|
chr=7|ctg=NW_047781|str=(-)|start=1179476|end=1180476| len=1001|tss=501| comm=similar to
NADH dehydrogenase (ubiquinone) 1 alpha subcomplex, 6 (B14); NADH dehydrogenase (ubiquinone)
1 alpha subcomplex, 6 (14kD, B14); (XM_235518/597/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$NRF1 U$NRF1 V$ECATV$PCAT V$YY1F V$NEUR V$PLAG V$HICF V$E2TF V$NFKB V$CREB V$RORA
U$T3R U$T3Rbis V$E4FF V$STAT V$ETSF

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

P855595 1  a - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P855596 1  t c - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
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P855597 1  a c a a g t t c g g  t g g a c a c a a a  c c t g c a g a g g  c a g a g a a a t c  a c t g c a a g t t

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

P855595 2  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P855596 3  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P855597 51 c t g a g g c c a a  c c t g g c t g g t  c t a c a t a a g t  g a g t t t a a g g  t c a g c c g c a a

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

P855595 2  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P855596 3  - - - - - - - - - -  - - - - A A A A C A  A T G G C A T G AA  G T A A G T A A A C  A A A - - - - - - -
P855597 101 t c a g a c g a c a  a c g a A A A A C A  A T G A C A A T AA  G T A A A C A A A C  A A A c a a t a t g

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

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

P855595 2  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P855596 32 - - - - - - - - - -  - - - - - - - - C G  G G G C T G A G AA  A C G C C A A A A A  G C T C A A G C C a
P855597 151 g a g t t t t c a t  t a t a a t c c C G  G G G C T G A G AA  A C G G C A C A A A  G C T C A A G C C g

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

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

P855595 2  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P855596 64 G A GG CG C T T T  T GCG A T C G A C  A C C A T G T C T A  C A A G A A A A C g  g t t t t c c g g a
P855597 201 G A GG CG C T T T  T GCG A T C T A C  A C C A A G T C T A  G A A G A A A A C -  - - - - - - - - - -
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*

*
*
*
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*
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*
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*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

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

P855595 2  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P855596 114 a g c a c a t a c a  c a a t a t g c t c  a g c a g t a c g c  a c T G T T G C T G  C G G A A A G A C T
P855597 240 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - T G T T T C T G  C G G A A A G A C C

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

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

P855595 2  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P855596 164 G C CA T t g c c g  c c t g g c a c c g  t t a t c t a t g c  c c g a g g t c t t  c t c c t c c g a g
P855597 258 G C CA T c a - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

* * * * *

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

P855595 2  - - - - - - - - - -  - - GC C G C C A G  G C G G C A G G Ac  a a - - - - - - - -  - - - - - - - - - -
P855596 214 c c t g c c a a c c  a c GG C G C C T G  G C T G A A G G AA  C A A A C t t t t g  g t a a g a g c a g
P855597 265 - - - - - - - - - -  - - - - - - C C C G  G C T G G A A C AA  C A A A C c g - - -  - - - - - - - - - -

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

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

P855595 22 - - - - - - - GC C C CAC C G C A G C  C c a g g c g c c a  t t a t c t g c c t  c a g c a g t t a C
P855596 264 a c a g a g c GC C T CAC C G C T G C  C T G A A G - - - -  - - - - - - - - - -  - - - - - - - - - C
P855597 286 - - - - - - - - - -  - - AC C G C T G C  C G G A A G - - - -  - - - - - - - - - -  - - - - - - - - - C

* * * * * *
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*
*

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

P855595 65 C T CG GG G T C C C GCC A C G A G G  A G G T T C T T CA  A G G C C T G C G c  g c c c a c g g a c
P855596 291 C T CG AC G CT G C GCC T C C T G G  T G G T T C C T CA  G C G C C G C C G T  T G A A C G A G - -
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P855597 301 C T CG AC G CT G C GCT C C C T G G  T G G T T C T T CA  G C G C C G C G G T  C G A A G G A G - -
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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 . . . . . . .

P855595 115 a c t a c c a a g g  a g c g c g g c g g  g c a g c c g g a t  a g c a g g a c g c  t g a g g g a a a c
P855596 339 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P855597 349 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

P855595 165 c c c g c a g t c g  c t c g g c g t c c  c c g g c g c c a g  c t c a c g a c c c  a g c g a c c t c c
P855596 339 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P855597 349 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

P855595 215 t g c g g c c c g a  g c g t c c c c t g  g c g g c a a c g c  c g g c t c g t t a  g a g c g a g c g a
P855596 339 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P855597 349 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

P855595 265 c a g a t g g t g t  a g t C C A A A G G  C C A A G C G G CG  T T T C T G T A GA T GA GC A T G C G
P855596 339 - - - - - - - - - -  - - - C C A A C C c  c g g A T C G G T G  T T T C C G C GGT A GA GC A T G C G
P855597 349 - - - - - - - - - -  - - - C C A A C C A  C C A A T C G G T G  T T T C C G C GGT A GA GC A T G C G

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

* * * * *
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

alignment
position  7 0 1 . . . . . . .  7 1 1 . . . . . . .  7 2 1 . . . . . . .  7 3 1 . . . . . . .  7 4 1 . . . . . . .

P855595 315 C A g c a c c c a c  c g t t c g c t c a  g c c a g a g a g a  g g c t t c C C A G C C A A T C C G A G
P855596 376 C A TT GC A GA G C CCg a g g c t t  - - - - - - - - - -  - - - - - - C C A G C C A A T C A G A G
P855597 386 C A TGGC A GA G C CCg t - - - - - - - - - - - - - - - - - - - - - - - - - C C A A T C GG A G
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*
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alignment
position  7 5 1 . . . . . . .  7 6 1 . . . . . . .  7 7 1 . . . . . . .  7 8 1 . . . . . . .  7 9 1 . . . . . . .

P855595 365 A G CC T C A Ga g  t c a t c c t c c c  g c c c a c c c a g  c a t a c a - - - G  G C G G G G C G T t
P855596 410 A G CC CT A GT C c a g t c a g t c c  t t c c c t c T GC  A C T G C A G G A G  G C A C G G C A G C
P855597 411 A G CC CC A GT C a a - - - - - - - -  - - - - - - - T CC  A C C G C A G A G G  G C G T G G C G T C

*
*

*
*

*
*

*
*

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

alignment
position  8 0 1 . . . . . . .  8 1 1 . . . . . . .  8 2 1 . . . . . . .  8 3 1 . . . . . . .  8 4 1 . . . . . . .

P855595 412 c c t c c t t a g c  c a a t g g g a a a  a g a c a t t c g c  c c g c g g t c c G  C A C G C G C T G c
P855596 460 G A GT CC C GT g  g c a c c g C G C G  T - - - - - - - - -  - - - - - - - - - G  C G C A C G C T G A
P855597 446 G C GT CC T GT a  a c g c t a C G C G  T - - - - - - - - -  - - - - - - - - - G  C G C G C G C T G A

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

P855595 462 t t g c a a a g g g  g t g g g g t t g t  G G A G T G G A T G  C T T T GGC A A G A T G GC G Gg g -
P855596 492 A G G- - - - - - -  - - - - - - - - - -  G G C G G G G C T T  C C T C GGC A A G A T G GC G GC C G
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P855597 478 G A G- - - - - - -  - - - - - - - - - -  G G C G G G G C T T  C C T T A GC A A G A T G GC G GC C G
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alignment
position  9 0 1 . . . . . . .  9 1 1 . . . . . . .  9 2 1 . . . . . . .  9 3 1 . . . . . . .  9 4 1 . . . . . . .

P855595 511 - - - - - A G CG G C GT C C G C C A A  G C T A C T T C T -  - - A C C G C C A G  C A C C T T C G T G
P855596 525 C G GC CA C CG G C CT G C G C C A A  G C T G C T G C T g  c g G C A G C C A G  T A C C T C G G T G
P855597 511 C G GC CA G CG G C CT G C G C C A G  G C T G C T T C T -  - - G C A G C C A G  T A C C T C G G T G
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alignment
position  9 5 1 . . . . . . .  9 6 1 . . . . . . .  9 7 1 . . . . . . .  9 8 1 . . . . . . .  9 9 1 . . . . . . .

P855595 553 A A GC CC A T T T  T CAG T C G G G A  C A T G A A C G AG GC C A A GC GGA G GG T GC GC GA
P855596 575 A A GC CC A T T T  T CAG T C G C G A  C C T G A A C G AG GC C A A GC GGA G GG T GC GC GA
P855597 558 A A GC CC A T T T  T CAG T C G G G A  C C T G A A A G AG GC C A A GC GGA G GG T GC GC GA
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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 . . . . . .

P855595 603 GC TC TA C CG C GCc T GG T A T C GGG A G GT G CC GA A C A C T G G T  G A G A G G T A G C
P855596 625 GC TC TA C CG C GCTT GG T A T C GGG A G GT G CC GA A C A C C G G T  G A G A G G C A G G
P855597 608 GC TC TA C CG C GCTT GG T A C C GGG A G GT G CC A A A C A C T G G T  G A G A G G C A G G

*
*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*
*

*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

alignment
position  1 0 5 1 . . . . . .  1 0 6 1 . . . . . .  1 0 7 1 . . . . . .  1 0 8 1 . . . . . .  1 0 9 1 . . . . . .

P855595 653 G G c t t a c g t G G GGA C C C G G A  G G C C G C C G CT  C A A G G T c g t a  g c c g g c c c g g
P855596 675 G G T G CA T T C G G GGC G C C G G A  G G C A C C T G CC  C A A G G T c t c -  - - - - - - - - - -
P855597 658 G G T G CA T T C A G GGC C C C G G A  G T C A C C A G T C  C A A G G 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 . . . . . .

P855595 703 c c g g g g t t t c  t c a T G G GC C C A GC T G A GG TC A C C A A C T T G G  G C A G A G G C G A
P855596 714 - - - - - - - - - -  - - - T C G G C C G A GC T G A GG TC A C GT A GT GG G  A C A G A A A C G A
P855597 694 - - - - - - - - - -  - - - - - - GC C G GGC T G A GG TC A C C T A C T A G G  A C A G A A A t G 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 . . . . . .

P855595 753 c t g c g g g t G C T TCA GG GGA A GA G GG T C A CC C G A G C C t a c c  a t g g g c c g g a
P855596 751 G C CC TG G- G C T TCG GG GGA A GGG GG T C A CC C G A G C C A G A G  T G C C C C A C A C
P855597 728 G C CC TG G- G C T TCG GG GGA A GGG GG T C A CA C G g a C C A A A G  T G C C C C A C C 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 . . . . . .

P855595 803 c c t g g c g g c g  g c g c g g t g g t  c a g a c c g g c c  g t g c c t a g c a  t t c g t a c G T G
P855596 800 C G GG AC A GG G C T T C C G A - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - G C G
P855597 777 C G GG AC A GG G C T T C C G A - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - G A G
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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 . . . . . .

P855595 853 C T AT CG G AG C T T T G G T C T C T  T T T G T C C T T c  g c a a t t g g c g  g g a g g a c g a t
P855596 820 C C Cc AG T T G C T T T G G T G G C C  T T T G T T C C T t  a - T T T C T T A T  G G A G C C C C T G
P855597 797 C C CT AG T CG C T T T G G T G G C C  T T T G T T C C T a  t g T T T C T T A C  A G A G C C C C A G
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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 . . . . . .

P855595 903 g a c t g t c a g t  g a c a c a c t c a  c t t t g t g g g t  g a g g c a g c g g  a g g c a c c g a g
P855596 869 G G AG GG G CG -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P855597 847 G G AG GA G CG a  g c a g g g a c t a  t g a g a a a g - -  - - - - - - - - - -  - - - - - - - - - -

* * * * * * * * *

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

P855595 953 a g g t GA A GT G A T GT G C C C A G  G G C C C A G G CC  G A G C C A C T G T  T G T a c c c a g -
P855596 878 - - - - - - - - - -  - - - - - T C C G C  G G T C C T G A GC  T A G C C C C G G G  T G C T T C T T G A
P855597 875 - - - - GA A T T G A CGC G T C C G C  G G T C C C A C GC  T A G C C C C A G G  T G T T T C T G G A
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alignment
position  1 4 0 1 . . . . . .  1 4 1 1 . . . . . .  1 4 2 1 . . . . . .  1 4 3 1 . . . . . .  1 4 4 1 . . . . . .

P855595 1002 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P855596 913 A C CC a g C T T T  A CAG T T C C A G  A G A A G G T T CT  A G A T G C C C A T  T C G A t T T T G T
P855597 921 A C CC g a C T T T  A CAG T T C C A G  A A A A T G T T CC  A G A T G C C C A T  T A G A c T T T G T
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alignment
position  1 4 5 1 . . . . . .  1 4 6 1 . . . . . .  1 4 7 1 . . . . . .  1 4 8 1 . . . . . .  1 4 9 1

P855595 1002 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - -
P855596 963 A A CT AA A GT G G CGA A G G G C T  T T A G C A G T T A  T c t g t t a c t t  a g t c
P855597 971 A A CT AA A GT G G CAA A G G G C T  T T A G C A G T T A  T - - - - - - - - -  - - - -
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Pairwise similarities:

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

P855596
(1006 bp)

P855597
(1001 bp)

P855595
(1001 bp)

0.298
32 %

0.277
34 %

P855596
(1006 bp)

1.000
71 %

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

Extract alignment region

Positions in alignment from:  to: 

Output file

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.seq (3 seq.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1 December 2004 Mon Jun 6 23:42:11 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 P878819
sym=NDUFA7|loc=Loc4701|taxid=9606|spec=Homo sapiens|chr=19|
ctg=NT_077812|str=(-)|start=989762|end=990762|len=1001| tss=501| comm=NADH dehydrogenase
(ubiquinone) 1 alpha subcomplex, 7, 14.5kDa; (NM_005001/517/bronze;)

1001
bp

2 P878820

sym=Ndufa7|loc=Loc66416|taxid=10090|spec=Mus musculus|
chr=17|ctg=NT_039649|str=(+)|start=10247921|end=10248946| len=1026|tss=501,524,526|
comm=NADH dehydrogenase (ubiquinone) 1 alpha subcomplex, 7 (B14.5a);
(AK010299/526/gold;AK002476/501/gold;AK003468/501/gold; NM_023202/524/bronze;)

1026
bp

3 P878821
sym=na|loc=Loc299643|taxid=10116|spec=Rattus norvegicus|
chr=7|ctg=NW_047773|str=(+)|start=16320701|end=16321701| len=1001|tss=501| comm=similar to
NADH oxidoreductase; (XM_216859/524/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$AHRR V$HIFF V$P53F V$SP1F V$ECAT V$HESF V$MTF1 V$YY1F V$CREB V$EBOX V$TBPF V$STAF
V$WHZF V$NFKB

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

P878819 1  a g a t a t g a a t  t c a g a g a a c g  t g t c g g g g c c  a g a a t a c a g a  t c g t t a a a g g
P878820 1  n n n n n n n n n n  n n n n n n n n n n  n n n n n n n n n n  n n n n n n n AC C  AA A G C T T T C A
P878821 1  a a a a - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - AC C  AA A G C T T T C A
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alignment
position  5 1 . . . . . . . .  6 1 . . . . . . . .  7 1 . . . . . . . .  8 1 . . . . . . . .  9 1 . . . . . . . .

P878819 51  g a a c c a t c a g  a a c c c c - - - -  - - - - - - - - - G  T G A T G A A AT G  AG A A T C GG C T
P878820 51  A AG G C A G t c t  t a c t a c g g T A  T C C G C GT T T C  T T A C A A A GT C  AT A T C C T c - -
P878821 18  A AG A C A G a c a  t t g t a a a t T A  T C C A G GT T T G  T G A C A A A GT T  AT A T C C T T C T
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alignment
position  1 0 1 . . . . . . .  1 1 1 . . . . . . .  1 2 1 . . . . . . .  1 3 1 . . . . . . .  1 4 1 . . . . . . .

P878819 88  C CC G G A T T CC  G G C T G GC A G g  g g t t a g g g c a  g g g t a g a g g t  c a c a t c a g g g
P878820 99  - CC T G A A CCT  A G C T A CT A G A  A T T A A AC GT C  AC C A A A T CC A  G- T T A T AA T C
P878821 68  T CC T A A A CCT  A G C A G T T A G G  A T T A A AC AT C  AC C A A A C CC A  Gc T A A T AA G C
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alignment
position  1 5 1 . . . . . . .  1 6 1 . . . . . . .  1 7 1 . . . . . . .  1 8 1 . . . . . . .  1 9 1 . . . . . . .

P878819 138  t t t a g g t - - -  - - - - - - - - - -  - - - - - - - - - -  - - C G C C G GC A  GT C G G C CA A A
P878820 147  C T G G T A C T CG  G G A G G A- - - -  C T C C G CT CC G  AC C C C A G GA A  GT G G T C CG A A
P878821 118  C T G G T A T T T A  G G A G G Ac c c g  C T C C G AC CG G  AC C C C A G GA A  GT G G T C GG A A
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position  2 0 1 . . . . . . .  2 1 1 . . . . . . .  2 2 1 . . . . . . .  2 3 1 . . . . . . .  2 4 1 . . . . . . .

P878819 163  T GC C C C C ACC C GA T T AC C T G C GT GC AC TG T CC C T GA GAA C CGG T C C TG C C
P878820 193  T GT T C C C ATC a - C T C AC C T G C GT GC AC TG T CC C T GC GAA C CGG T C C TG C C
P878821 168  A GT T C C C AT C C GC T C AC C T G C GT GC AC TG T CC C T GC GAT C CGG T C C TG C C
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alignment
position  2 5 1 . . . . . . .  2 6 1 . . . . . . .  2 7 1 . . . . . . .  2 8 1 . . . . . . .  2 9 1 . . . . . . .

P878819 213  C AGG A C C T T G  G T G A C CT G G A  G G A A A GA AG c  t g g g t t c a g a  c c c g g c c c g t
P878820 242  C AGC A C T T T G  G T T A C CT A C A  G G A A A T A AG G  GA A A G T T Ag g  c t C G A C AT G T
P878821 218  C AGC A C T T T A  G T T A C CT A C A  G G A A A GA AG A  GA C A G T T Aa a  c c C G A C AG G T
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alignment
position  3 0 1 . . . . . . .  3 1 1 . . . . . . .  3 2 1 . . . . . . .  3 3 1 . . . . . . .  3 4 1 . . . . . . .

P878819 263  t t g g c t c c t c  t a a t c c c t c c  c c c t g c c c c c  a a a t t c g g g c  c c c - C A CC T C
P878820 292  T CA G C T T T CT  T C T C T CT T T A  T T C A G GT T T C  T A A A C A C CC G  CA G T C G CC T C
P878821 268  C CA G C T T T CT  T C T T T CT T T A  T T C A G GC T T C  T A A A C A C CC G  T A G T C A CC T C
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alignment
position  3 5 1 . . . . . . .  3 6 1 . . . . . . .  3 7 1 . . . . . . .  3 8 1 . . . . . . .  3 9 1 . . . . . . .

P878819 312  A CC C T G G CCA G C T T GAT A G G C T G C A CA CG G CT g GT G T CC A TGA T G GCG GC
P878820 342  A CC C T A G CCA G C T T GAT GG G C T G C A CGCG A CT C GT G T CC A TGA T G GCG GC
P878821 318  A CC C T A G CCA G C T T GAT GG G C T G C A CGCG A CT C GT G T CC A TGA T G GCG GA

*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*

*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*

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

P878819 362  G c g g c g g c g g  T C T G GCG GA G A GG A G TC AC G TGC T T C G GG G AGA GC C TT T A
P878820 392  G A- - - - - - - -  T C T G GCG GA G A GG A G TC AC G TGA GC A G GG G AT G C C T TT T A
P878821 368  G A- - - - - - - -  T C T A GCG GA G A GG A G TC AC G TGA GC A G GG G AT G C C A TT T A
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position  4 5 1 . . . . . . .  4 6 1 . . . . . . .  4 7 1 . . . . . . .  4 8 1 . . . . . . .  4 9 1 . . . . . . .

P878819 412  T AGG A C G T T C  T A G C A CC G C C  c a c - - T C CC G  T C T C G C G AT A  CC a c g c c g c g
P878820 434  T AGT C G G CT C  T G A C C AC G C C  T C A C T T T CG C  T C T C G C G AG A  CC G C A C GC g G
P878821 410  T AGT C G G CT C  g G A C C AC G C C  T C A C T T C CG C  T C T C G C G AG A  CC G C A C GC a G
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position  5 0 1 . . . . . . .  5 1 1 . . . . . . .  5 2 1 . . . . . . .  5 3 1 . . . . . . .  5 4 1 . . . . . . .

P878819 460  t c t T T C C CAG C A GC C CC A G C GGT GG AGAC G TC A C C G GCt g  c g c c c t t c a g
P878820 484  - - - T A C C CAG G A A T C CT C G G GA C A G AGTC G TC A C C A GCG T  CC T T C G GA - -
P878821 460  - - - T A C C CAG G A A C C CT C G G GGC A G AA TC G TC A C C G GCG T  CC T T C G GA - -
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position  5 5 1 . . . . . . .  5 6 1 . . . . . . .  5 7 1 . . . . . . .  5 8 1 . . . . . . .  5 9 1 . . . . . . .

P878819 510  t a t c G C G GAC  G G A A GAT GG C GT C C G CC AC C  CG T C T C A T C C  Ag c g G C T G C G
P878820 529  - - - - G C G GAA  G G A A T AT GG C GT C C G CT AC T  CG C G T T A T C C  AA A A G C T G C G
P878821 505  - - - - G C G GAA  G G A A T AT GG C GT C C G CT AC T  CG C G T T A T C C  AA A A G C T T C G
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alignment
position  6 0 1 . . . . . . .  6 1 1 . . . . . . .  6 2 1 . . . . . . .  6 3 1 . . . . . . .  6 4 1 . . . . . . .

P878819 560  G AA C T G G GCG  T C C G G GG T G C  G c g g g g c g g a  c a g g g c t g c a  c c a t G G GG G G
P878820 575  G AA C T G G GCG  T C T G G GG T G C  G T G T G CT Gt T  CC G A T C C GG G  CC G - G G AA G G
P878821 551  G AA C T G G GCG  T C T G G GG T G C  G T G T A CT G- T  CC G A C C C CG G  CC G - G G AA G G
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alignment
position  6 5 1 . . . . . . .  6 6 1 . . . . . . .  6 7 1 . . . . . . .  6 8 1 . . . . . . .  6 9 1 . . . . . . .

P878819 610  C T T C G G G CT C  C G T G T GT C C G  G G A c c c g c t c  c t g c t c c t c a  c c T C C C T C C T
P878820 624  A T T T G G G T T C  T G T A C GC C C T  T G A A T CC T A -  - - - - - - - - - -  - - T C C C CC T T
P878821 599  C T T T G G G T T C  T G T A A GC C C T  C G A A A CC T A -  - - - - - - - - - -  - - T C C C T C T T
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*
*
*

*
*
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*
*

*
*
*

*
*
*

*
*
*

alignment
position  7 0 1 . . . . . . .  7 1 1 . . . . . . .  7 2 1 . . . . . . .  7 3 1 . . . . . . .  7 4 1 . . . . . . .

P878819 660  A Ag c c g g g a c  c c t t c g c t c t  c c c c g a a t c t  c c c t g G G AA C  CC C C A G CT A G
P878820 661  A AC A T C T CCT  T A G T T CA G T G  g a t a a T C CA -  - - - - - G G AT C  CC T G A A T T T G
P878821 636  A AC A T C T GCT  T A G T T CG G T G  c g g a g T C CA -  - - - - - G G AT C  CC T G A A T T T G
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*
*
*

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

P878819 710  T CA C C C C T T C  A G C C - - - C G g  g a c c c t c t c c  t g g c c t g g g a  a c c a c t c a g g
P878820 705  T GA C T C C AGT  A G T C - - - A G A  C T C A A GG T C C  T A A A T G T T T T  T g g - C C GG G T
P878821 680  T GA C T t c c a a  t a g a c a g A G A  C T C A A T G T C C  T A A A T G T T T T  T t g a C C GG A T
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*
*

alignment
position  8 0 1 . . . . . . .  8 1 1 . . . . . . .  8 2 1 . . . . . . .  8 3 1 . . . . . . .  8 4 1 . . . . . . .

P878819 757  c - C T GGG ATT T C C c c a g t c c  c c g a c c t t c T  T A G C C T T GG A  T c t g t g g g c c
P878820 751  T AC T GGG ATT T C C - - - - - - - - - - - - - - - - T TGG C C T T AG A  T T G c - - - - - -
P878821 730  T CT T GGA ATT C C C - - - - - - - - - - - - - - - - T TGG C T T T AG A  T T G t c c - - - -
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*
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*

*
*

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

P878819 806  c g g a c t C T GG  C T T T g c t c t t  c a c c t g c a g g  a c c c a c a t c c  g t t t c c c c g a
P878820 779  - - - - - - C T GG  C T T T A GC T C C  C - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P878821 760  - - - - - - - - GG  T T T T A GC T T C  C - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

* * *
*
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*
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*
*

*
*

*
*

*
*

alignment
position  9 0 1 . . . . . . .  9 1 1 . . . . . . .  9 2 1 . . . . . . .  9 3 1 . . . . . . .  9 4 1 . . . . . . .

P878819 856  g t g t t c a t c c  c c t g c c t t c c  c t t a a a a t g c  g c a t c c c c g g  a c c a t c c c t g
P878820 794  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P878821 773  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

P878819 906  g T C C C T T GCC  C T C T C CT T T C  C T C T C T C - - C  t g g g g t g c c t  t g c a g g c c g a
P878820 794  - CC C C G C CCC  G C C C C T C T T C  C T A T C c c t t T  - - - - - - - - - -  - - - - - - - - - -
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P878821 773  - T C C C T C CCC  T C C T C CT T T C  C T A T C T C - - T  - - - - - - - - - -  - - - - - - - - - -
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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 . . . . . .

P878819 954  c CT C T C C T CT  C C T C t t c c c a  c a g c a t g a c c  t - - - - - - - - -  - - - - - - - - - -
P878820 823  - CT C T C T T CG  C C T C A T T T G T  C T C C C AC GT g  - - - - - - A GA C  CA G G T G T T T C
P878821 800  - CT C T C C T T G  C C T C A T T T G T  C T T C C AC GT t  c c a c t c A GA A  CT G G T G T T T C
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*
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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 . . . . . .

P878819 985  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P878820 866  c t c a t c C CCC  G T A T C AG C T T  G G A A T CT T t g  t t t g t t - - - -  - - - - - - - - - -
P878821 849  t t t c t - C CCT  G T A T C AG C T T  T G A A T CT T g t  g c c c c t a t t t  t c g g a a g g t c
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*
*

*
*

*
*

*
*

*
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*
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*
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*
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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 . . . . . .

P878819 985  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - G C AG G  GG A A G C T G c a
P878820 902  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - T G T T
P878821 898  g a a g g c c a g t  t t t t a g a t t t  t g g a a g a a a a  c a g a g G C CG G  GG A A G C T G T A

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

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

P878819 1000  g c - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P878820 906  T GT T T T T GT T  T T T G T T T T T C  T T T T T CG AG A  CA G G g t t t c t  c t g t g t a g c c
P878821 948  A AT T T C T GT A  T C T T A AT T T A  G G G T C T A AG A  AA G G a a g t a t  a t c t a g a g c t

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

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

P878819 1002  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P878820 956  c t g g c t g t c c  t g g a a c t c a c  t t t g t a g a c c  a g g c t g g c c t  t g a a c t c a t a
P878821 998  c a g c - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

P878819 1002  - - - - - - - - - -  - - - - - - - - - -  -
P878820 1006  a a t c c g c c t g  c c t c t g c c t c  c
P878821 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.

P878820
(1026 bp)

P878821
(1001 bp)

P878819
(1001 bp)

0.253
33 %

0.248
32 %

P878820
(1026 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.
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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.seq (3 seq.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1 December 2004 Tue Jun 7 00:08:43 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 P884734
sym=NDUFA8|loc=Loc4702|taxid=9606|spec=Homo sapiens|chr=9|
ctg=NT_008470|str=(-)|start=32242802|end=32243802|len=1001| tss=501| comm=NADH
dehydrogenase (ubiquinone) 1 alpha subcomplex, 8, 19kDa; (NM_014222/501/silver;)

1001
bp

2 P884735
sym=Ndufa8|loc=Loc68375|taxid=10090|spec=Mus musculus|chr=2|
ctg=NT_039206|str=(-)|start=13477407|end=13478407|len=1001| tss=501| comm=NADH
dehydrogenase (ubiquinone) 1 alpha subcomplex, 8; (AK002744/590/gold;NM_026703/590/bronze;)

1001
bp

3 P884736
sym=na|loc=Loc296658|taxid=10116|spec=Rattus norvegicus|
chr=3|ctg=NW_047653|str=(-)|start=1194484|end=1195484| len=1001|tss=501| comm=similar to
Aa2-258; (XM_216044/581/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$SORY V$BRNF V$SP1F V$ZBPF V$NRF1 U$NRF1 V$MINI V$GATA

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

P884734 1  t a c a t c t c c a  a c t g g a t t a t  a a a c t c c a t a  a g a g c a a g g a  t c t t g a c a t t
P884735 1  c g c g c t c g - -  - - - - - - - - - -  - - - - - - - - - -  T - - - - - - - - -  - - - - - - - - - -
P884736 1  g g g a t a c a c g  c g c t c a t a c g  g a t a c a c a c a  T - - - - - - - - -  - - - - - - - - - -

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

P884734 51  t t a a a t a t t c  t t a t t c c t a t  g t t t a a a a c t  g g c a g a t a g c  A CA CACA CA C
P884735 10  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  A CA CACA CA C
P884736 32  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  A CA CACA CA C

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

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

P884734 101  Ag t c a a t g - -  - - - - - - - - - -  - - - - - - - - - -  - - - C AC A C A C  A CA T a t a a g t
P884735 20  AC A C AC A C AC  A C A C A C g a a t  g a a t g a a t g a  a a g a a t - - - - - - - - - - - - - -
P884736 42  AC A C AC A C AC  A C A C A C a c a c  a c a c a c a c a c  a c a C AC A C A C  A CA T c a c t a -

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

* * * * * * * * * * *

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

P884734 126  a t a t a t g GAA T GA A T G C A T C  T T A G CT T T G C T GC T TA T T A G A TA Tg - G TC C
P884735 56  - - - - - - - GAA T GA G T G A A T C  C T A C CT AT G C G A C T TA T T A G GTA TCTG TGC
P884736 91  - - - - - - - GAA T GA A T G A A T C  C CA C CT AT G C G GC T TA T T A G GTA TCTG TGT

*
*
*
*
*
*

*
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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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*
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*
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*
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*
*
*
*
*
*

*
*
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*

*
*
*
*

*
*
*
*

*
*

*
*

*
*

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

P884734 175  T T G A AA A A AT  T A C T C G G G C A  A GT T T G T G A A A G T G CC T G G C  A CA AGGT GT T
P884735 99  T T G A GC A C T A  T A G T T G A A C A  A GT T T T T G A A A G C A T T T G G C  T GA GGGT CC T
P884736 134  T T G A GC A C GT  T A G T T G A A C A  C GT T T T T - A A A G T G CT T G G C  T T A GGGT CC T
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alignment position  2 5 1 . . . . . . .  2 6 1 . . . . . . .  2 7 1 . . . . . . .  2 8 1 . . . . . . .  2 9 1 . . . . . . .

P884734 225  T C G C AG A A g c  - - - - A A A A A G  C CG T CT T T T T  C C A G T C a c a g  c t a t t c a a g g
P884735 149  T G G C GG A G g c  t t a a A A A C A G  T T G T CT T T C A C T A G CC t g a a  A GT GGAG AC A
P884736 183  AG T C T G A G a g  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  A GT GGGT AC A

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

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

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

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

P884734 271  t a t a g t a a g t  g a a t c a a a t g  a g c c CC T T A C C T C C CA T C T A  c a T AT T C CC C
P884735 199  T G G A CG A A T G  G G G - - - - - - -  - - - - GC T T A C C T C C CG T T T A  T GT AT T C CC C
P884736 203  T G G A CG A A AG  G G G - - - - - - -  - - - - CC T T A C C T C C CA T T T T  T GT AT GC CC C
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alignment position  3 5 1 . . . . . . .  3 6 1 . . . . . . .  3 7 1 . . . . . . .  3 8 1 . . . . . . .  3 9 1 . . . . . . .

P884734 321  GA T A T A T T T G  C T C C C T G T G T  A CT C CA T G g c  g c c t g t t t t t  a g c t t c c a g c
P884735 238  GA A A T A C T GG  C T C C C G G T G T  A CT G CA T G T T  A A C A GC T A G T  G T C T AAC AG A
P884736 242  GA T A T A T T T G  C T C C C G G T G T  A CT G CA T G T T  A A C A GC T A G A  G T C T AAC AG A
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alignment position  4 0 1 . . . . . . .  4 1 1 . . . . . . .  4 2 1 . . . . . . .  4 3 1 . . . . . . .  4 4 1 . . . . . . .
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P884734 371  t g t t a g g a T C  C G G A G T C T C A  G T g g a t a c G G C A T C AC T A T G  A CA ACCT GG A
P884735 288  CA C C AA C T T C  A G C t g t c t t -  - - - - - - - - G G C G T C AC T A T G  A CA ACCA GG A
P884736 292  CA C C AA C T T C  A G C A C T C T C A  G T - - - - - - - -  - G T C AC T A T G  A CA ACT A GG A
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alignment position  4 5 1 . . . . . . .  4 6 1 . . . . . . .  4 7 1 . . . . . . .  4 8 1 . . . . . . .  4 9 1 . . . . . . .

P884734 421  GG GG TGG GCG G A GC C g a a t c GAA GCC CC A C C C C GCT GGA g g CT GAAA AG T
P884735 329  GA T G TGG GCG G A GA C C A G A T GAA GCC CC G C C C C T CG GGA C - CG CT AG AC T
P884736 333  GA T G TGG GCG G GGC C C A T A T GAA GCC CC G C C C C GCG GC C C - CA GT AG AC T
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alignment position  5 0 1 . . . . . . .  5 1 1 . . . . . . .  5 2 1 . . . . . . .  5 3 1 . . . . . . .  5 4 1 . . . . . . .

P884734 471  T C T T GG T A T T  G C G C A C G C T C  C CT C GC T C g t  g g t t g g g - C A  G GG CAAT AC G
P884735 378  T C C T GG A A T G  G C T T A C G C T T  C GC C T C CT C C A G C G GC C C T A  G AG CAGT GC G
P884736 382  T C C T GG A A T G  G C G T A A G C T C  C GT C T T T C C G A G C G GC T C C A  G AA CAGT GC G
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alignment position  5 5 1 . . . . . . .  5 6 1 . . . . . . .  5 7 1 . . . . . . .  5 8 1 . . . . . . .  5 9 1 . . . . . . .

P884734 520  CC T G CG T G T T  G C C G GA T GC G C AT GCG CA G g  c g c c g t g t g g  c a c t c g g c g g
P884735 428  CT T G CG C G T C  G C T G GA GA C G C AT GCG CA G A T G G T AC C G G G  C AG T CT t g g c
P884736 432  CA T G CG C C T C  G C C G GA GA C G C AT GCG CA G A T G G T AT T G G G  C AG T CT g a g a
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alignment position  6 0 1 . . . . . . .  6 1 1 . . . . . . .  6 2 1 . . . . . . .  6 3 1 . . . . . . .  6 4 1 . . . . . . .

P884734 570  t c g - - A A A GG  G G A G T T C A A G  G AG A CG GG g g  C G A C GC G G C T  G AG GGCT T C T
P884735 478  c A G C CA A A GG  G G A C T T G A A G  G AG A CG GG - -  C G A C AC G G C C  G AG GGCA CC T
P884736 482  a A G C CA A A GG  G G A A T T G A A G  G AG A CG GG - -  C G A C AC T G C C  G AG GGCA CC T
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alignment position  6 5 1 . . . . . . .  6 6 1 . . . . . . .  6 7 1 . . . . . . .  6 8 1 . . . . . . .  6 9 1 . . . . . . .

P884734 618  CG T C GG G G T C  G G G G C T G C a G C CG T CA TGC C G GG GAT A GT G GAG CT GC Cc A
P884735 526  GG T C AG G G T C  G C G G C T A C C G C CG T CA TGC C G GG GAT A GT G GAG CT GC CA A
P884736 530  GG T C AG G G T C  G C G G C T G C C G C CG T CA TGC C G GG GAT A GT G GAG CT GC CA A
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alignment position  7 0 1 . . . . . . .  7 1 1 . . . . . . .  7 2 1 . . . . . . .  7 3 1 . . . . . . .  7 4 1 . . . . . . .

P884734 668  CT C T AG A G GA  G C T G A A A G T A  G AT G AG GT G A G G C T a - T C C G  G AG GACA GG C
P884735 576  CT C T GG A A GA  G C T G A A A G T G  G AG G AG GT G A G G C T CT T C C T  G AG GGCA GG C
P884736 580  CT C T GG A A GA  G C T G A A A G T A  G AG G AG GT G A G G C T T T A C C T  G AG GGCA GG C
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alignment position  7 5 1 . . . . . . .  7 6 1 . . . . . . .  7 7 1 . . . . . . .  7 8 1 . . . . . . .  7 9 1 . . . . . . .

P884734 717  a a G G GA G A CA  T G G G G C T G C G  G CT T c t c g g g  c c t g g g c c t a  g c c c c c c t t g
P884735 626  - - G G GA A G CC  T G G G A T T G C A  G CT T T C AG G C G G G C Cc a g g c  a CG GT T C CG G
P884736 630  - - G G G- A G CC  T G G G A T T G C A  G CT G T C AG G C G G G C Ca t a c t  - CG GT T C CG G
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alignment position  8 0 1 . . . . . . .  8 1 1 . . . . . . .  8 2 1 . . . . . . .  8 3 1 . . . . . . .  8 4 1 . . . . . . .

P884734 767  g g c t c c g c g g  a t c c t g g g a c  c c g g g c c c c c  c t c c c c a g t c  c t c c a a c g c a
P884735 674  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P884736 676  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

P884734 817  t a t a c a g g t c  g a c c c c c g g a  g g t c c c c t c c  g c a g c t t t g g  g a g t c g c c t c
P884735 674  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P884736 676  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

alignment position  9 0 1 . . . . . . .  9 1 1 . . . . . . .  9 2 1 . . . . . . .  9 3 1 . . . . . . .  9 4 1 . . . . . . .

P884734 867  c C C T CT C T AC  C C C A C C C T G T  C GC A T C T T G C A G T G GC T C T A  G a a t c c t c c c
P884735 674  - C C T CT G C GA  C C T G C A T G G T  C AC A T C T C G C C T T G GC T C C A  G CC AT T C CT G
P884736 676  - C C T CT G C GA  C C T G C A C G G T  C AC A T C CC G C C T t - GC T C C A  G AC AT T C T T G
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alignment position  9 5 1 . . . . . . .  9 6 1 . . . . . . .  9 7 1 . . . . . . .  9 8 1 . . . . . . .  9 9 1 . . . . . . .

P884734 917  c c t t t c g c c c  t c C A C A G C G A  C CT A T T T C T C C T T C CG T G A A  T a a t a GT GA T
P884735 723  T G C G - - - - - -  - - C A C T G C G A  C CG G CC T C T C T T C T T G T G A A  T CG G- GT GA T
P884736 724  T G C G - - - - - -  - - C A C C G A G A  C CG A CC T C T C C T C T T A T G A A  T CG G- GT GG T
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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 . . . . . .

P884734 967  AC A T T T T A T T  A a g c a c c a a c  c a g t c a t t t t  a c t t a - - - - -  - - - - - - - - - -
P884735 764  AC T T T C C A T T  A G C A T C A C C T  A GC C CC T T G C T C T C CC T C C C  G GT GAGG CG A
P884736 765  AC T T T C C G T T  A G T A T C A C C T  A GC C CC T T G C T C T C CC T C C C  C GT GAGG CG 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 . . . . . .

P884734 1002  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P884735 814  GC C T GC C T CC  t c t t g g t g c t  c a c c t t c c C C T T C C AA G T C T  G T C AAAA T C T
P884736 815  GT C T GC C T CC  c c a a a t g c t c  a - - - - - - - C C T T C C AA G T C T  G T C AAAA CC 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 . . . . . .

P884734 1002  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P884735 864  CG G T GC A G AG  C A G G C C T G g g  t GC C GC GG C A G C A C AC A G T A  C GT GT T G GA C
P884736 858  CG G T GC A G AG  C A G G C C T G g a  a GC C GC GG C A G C A C AC A G T G  T GT GT T G GA 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 . . . . . .

P884734 1002  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P884735 914  AG T G AG T C T G  G c a T G G G C C A  G GG T GT T T T G G T A A T G G G A C  A CA Ag T A AA G
P884736 908  AA T G AG T C T G  G t g T G G G C C A  G GT T GT T T T G G T A A T G G G A C  A CA At T A AA G
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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

P884734 1002  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - -
P884735 964  CA T T T A C T T C  T T C G A G A G A C  A T T T AA GT A T  T T g t t a t g - -  - - - -
P884736 958  CA T T T A C T T C  T T C A A G A G G C  A T T T AA GT A T  T T t g t t a t g t  g c a c
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Pairwise similarities:

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

P884735
(1001 bp)

P884736
(1001 bp)

P884734
(1001 bp)

0.242
43 %

0.251
38 %

P884735
(1001 bp)

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.

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.seq (3 seq.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1 December 2004 Tue Jun 7 00:50:41 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 P921928
sym=NDUFA9|loc=Loc4704|taxid=9606|spec=Homo sapiens|chr=12|
ctg=NT_009759|str=(+)|start=4612044|end=4613044|len=1001| tss=501| comm=NADH
dehydrogenase (ubiquinone) 1 alpha subcomplex, 9, 39kDa; (NM_005002/503/bronze;)

1001
bp

2 P921929
sym=Ndufa9|loc=Loc66108|taxid=10090|spec=Mus musculus|chr=6|
ctg=NT_039356|str=(-)|start=2341012|end=2342012|len=1001| tss=501| comm=NADH
dehydrogenase (ubiquinone) 1 alpha subcomplex, 9; (NM_025358/501/bronze;)

1001
bp

3 P921930
sym=na|loc=Loc362440|taxid=10116|spec=Rattus norvegicus|
chr=4|ctg=NW_047696|str=(-)|start=16340910|end=16341910| len=1001|tss=501| comm=similar to
NADH dehydrogenase (ubiquinone) 1 alpha subcomplex, 9; (XM_342761/501/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$YY1F V$BRNF V$OCT1 V$AP1F V$STAT V$NRF1 U$NRF1 V$STAF V$BRAC V$CREB V$HIFF V$TEAF
V$VBPF

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

P921928 1  t t g g g a - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P921929 1  g g a t g t t c c t  g g c G G C GT T G  G CG T - - - - - -  - - - - - - - - - G  CGA GGGGC T T
P921930 1  t t t t g a t - - -  - - - G G C GT T G  G CG T g c a c t t  a c t t t g g c g G  CGA GGGGC T T

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

P921928 7  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P921929 36 a g GG T G G G G G  C G C C T C T G C A  T T T C T A T T T A  A C T C C C C Ca c  t t g t a c a c t g
P921930 45 g a GG T G G G G G  C G C C T C T G C A  T T T C T A T T T A  A C T C C C C Cc a  c t g t a a t - - -
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alignment position  1 0 1 . . . . . . . 1 1 1 . . . . . . .  1 2 1 . . . . . . .  1 3 1 . . . . . . .  1 4 1 . . . . . . .

P921928 7  - - - - C A C A C C  C T A T T t - - - -  T GG T T T C T C T  T C T C C A C T T t  t c c c c t c g t t
P921929 86 t a c G C A G A C C  C T A T T A CA C C  T T T T T C C T C c  g T G C A A C T CC  T T - - - - - - - -
P921930 92 - - - G C A G A T C  C T A T T A CA C C  T GT T T T C T C T  T T G C A A C T T C  T T - - - - - - - -
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alignment position  1 5 1 . . . . . . . 1 6 1 . . . . . . .  1 7 1 . . . . . . .  1 8 1 . . . . . . .  1 9 1 . . . . . . .

P921928 49 c t t g t c c c c c  c t t t t c t c t c  t c c t g g g c c c  t g g a t c t c c t  g a G CGCGG A G
P921929 128 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - G AGT GC A G
P921930 131 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - G AGT GC A G
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alignment position  2 0 1 . . . . . . . 2 1 1 . . . . . . .  2 2 1 . . . . . . .  2 3 1 . . . . . . .  2 4 1 . . . . . . .

P921928 99 GG CT A C G C C T  C C T T C T T C C T  C CG G A c t c a c  c A G G G C T GCC  AGC T T AGC T T
P921929 136 GG GC A C C C T T  C C T T C T T A C C  C CT G C - - - - -  - A G A G C T GT C  T GA CT CT T T T
P921930 139 GG AC A C C C T T  C C T C C T T A C C  C CT G A - - - - -  - A G A G C T GT C  AGA CCCT T T C
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alignment position  2 5 1 . . . . . . . 2 6 1 . . . . . . .  2 7 1 . . . . . . .  2 8 1 . . . . . . .  2 9 1 . . . . . . .

P921928 149 AC AT T T T C A G  G G A A C A GG A A  A c t g a g a g t c  a g g a a a g g t g  a g c t c t t c t a
P921929 180 T G GT A A T T A G  C C C A T A GA A A  A AG g G T C T T T  G A A A G - - - - - - - - - - - - - - -
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*
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*
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*
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*
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*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

alignment position  9 0 1 . . . . . . . 9 1 1 . . . . . . .  9 2 1 . . . . . . .  9 3 1 . . . . . . .  9 4 1 . . . . . . .

P921928 789 AA GC G A A G A G  G A G A A T GC G G  g g - - - G A C - A  C G T T A G G GAT  c g a g a g a a t c
P921929 690 GA GG G A C G A G  G A G A A C CC G G  A CA C T G A C - A  G G T T C G A GAT  - - - - - - - - - -
P921930 693 GT GA G A C G A G  G A G G A C CT G G  A CA C T t a a a A  G G C T C G A GAT  - - - - - - - - - -
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*
*
*

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

*
*
*

*
*
*

*
*
*

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

P921928 835 a g AA T T C T G A  T A T G G T T G T A  A GG G T T T A G G  G t t a t - - - - -  - - - - - - - - - -
P921929 729 - - AG T G C G T G  G A T T G T GG G G  A AG G T T G C G G  t c c a a g a g a g  t a c t t a t c c a
P921930 733 - - AA T G C G G A  G A T T G T T G G G  A AG G T T G A G G  G c a a a g g a a c  t a c t t a g g g a

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*
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*
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*
*
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*
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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 . . . . . .

P921928 870 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P921929 777 g g GG A A A G G G  G G C T T G GA C G  G CA G G A C A T C  G A T T G A C T T C  AT G GT GGT G A
P921930 781 - - GG A A A A G G  G G T T T G GA C A  G CT G G A C A T C  G A T T G G C T T C  AT G GT AGT A 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 . . . . . .
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P921928 870 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P921929 827 T C GC A C T G G A  A A T C A G AA T C  C GC G C C A C A G  A - - - - - - - T G  T CA GGT T G T G
P921930 829 T T GC A A T G G A  A A T C A T AA T C  C GC T C C A C G G  A t g g a g t c T G  T CA GGT 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 . . . . . .

P921928 870 - - - - - - - - - -  - - - - - - - - G A  G AA A T A T T T G  T A T G G G G CGG  GGG GAGAA A T
P921929 870 GC GG T A G G G A  C T G C A G CA G C  G AG A G A T G G T  T G T G G A G AGT  CGG GAGCT G G
P921930 879 GC GC T A G G G T  C T G C A G CA G A  G AA A G A T G T T  T G T G G A G AAT  T GG GAGCT G G
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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 . . . . . .

P921928 902 GT GT A A G G g a  g g g a a a a a a g  g c t a g t g g c g  a g a g g t t t t c  t t A GAT T G A T
P921929 920 GT GG A A A G A A  A A G T G A AG G a  C CG C T T A G A A  T T T G T C A - - -  - - G CGT T G T T
P921930 929 GT GG A A A G A A  A A G C G A AG G -  C CG C T T A G A A  T T T G T C A - - -  - - A CAT T G 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 . . . . . .

P921928 952 T T T A T G A C C T  T G T G C A AA C C  C T T A A T g g g t  c t c a a t t c a t  a t g a g c a c a a
P921929 965 T A T T T A C T C T  T C T G t c GT G A  T T G A A T G T G t  t c a c a g c - - -  - - - - - - - - - -
P921930 973 T A T T T A C T C T  T C T G C T GT G C  T T G A A T C T G -  - - - - - - - - - -  - - - - - - - - - -
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*
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*
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*
*
*

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

Pairwise similarities:

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

P921929
(1001 bp)

P921930
(1001 bp)

P921928
(1001 bp)

0.156
40 %

0.156
34 %

P921929
(1001 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

dialign.seq



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

6 of 6 4/10/07 3:19 PM

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



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

1 of 6 4/10/07 3:19 PM

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.seq (3 seq.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1 December 2004 Tue Jun 7 01:08:06 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 P982079
sym=NDUFA10|loc=Loc4705|taxid=9606|spec=Homo sapiens|chr=2|
ctg=NT_005416|str=(-)|start=138902|end=139902|len=1001| tss=501| comm=NADH dehydrogenase
(ubiquinone) 1 alpha subcomplex, 10, 42kDa; (NM_004544/501/silver;)

1001
bp

2 P982083

sym=Ndufa10|loc=Loc67273|taxid=10090|spec=Mus musculus|
chr=1|ctg=NT_039173|str=(-)|start=6870406|end=6871447| len=1042|tss=501,506,542| comm=NADH
dehydrogenase (ubiquinone) 1 alpha subcomplex 10;
(AK013675/517/gold;AK005339/522/gold;NM_024197/558/silver;)

1042
bp

3 P982085
sym=Ndufa10|loc=Loc314071|taxid=10116| spec=Rattus norvegicus|chr=9|ctg=NW_047817|str=(-)|
start=7820309|end=7821309|len=1001|tss=501| comm=NADH dehydrogenase (ubiquinone) 1 alpha
subcomplex 10; (XM_234089/558/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$MAZF V$CREB V$E4FF V$HESF V$MOKF V$EREF V$SF1F V$REBV V$EBOX

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

P982079 1  t g g a t g a g a c  c a c t t a g c c t  t c a g c t c c g g  a g g c g a - - - -  - - - - - - - - - -
P982083 1  t t c t c t c a g a  a a c c t a g g c a  g g g a g a a t g t  g a c g c c c c t a  g a a c t c a g a t
P982085 1  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
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alignment position  5 1 . . . . . . . .  6 1 . . . . . . . .  7 1 . . . . . . . .  8 1 . . . . . . . .  9 1 . . . . . . . .

P982079 37 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P982083 51 g g g g a a t g g a  c t c t c t c c t c  a g c g a c c a g a  a g g GCG GG GA  G CG G AT C CT C
P982085 1  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - GCA GT GA  G CA G AT C CT C

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

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

P982079 37 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P982083 101 C C T A C A Ga a c  t c a a a - - - - -  - - - - - - - - - -  C AGAAA GT GG  G T C t a c g t t t
P982085 18 C C C T C A Ga c t  g g g a g t g g g t  c c a t g c a a c c  C AGGAA GT GG  A T C c t c t t g t

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

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

P982079 37 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P982083 136 g g - - - - - - - -  G C G T G G A G C A  GG GA G ACAG C A - - - - - - - - -  - - C A GA T T C T
P982085 68 c a g a g c t c g a  G C G T G G A G C A  GA GA G GCAG C A g g t t c t c a c  t g C A GA A T C T

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

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

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

P982079 37 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P982083 167 G G G G A G CG A G A G G AT T C A C C  CC AC A GAAC A C Ct g g g a g t g  g g g g - - - - - -
P982085 118 G G G G A G CG A G C G G AT C C A C C  CC AC A GAAT A C Cc a g a g a g a  g g a g g g g g t a
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*
*
*
*
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*
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*
*

*
*
*
*

*
*
*
*

*
*
*
*

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

P982079 37 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P982083 211 G T C A C A CT T T  T G T CA C A C A A  CT CA A GCAT C T GCGAG A- AC  C CG A GC T CA A
P982085 168 G T C A C A CT T T  T G T CA C A C A A  CT CC A GCAT C T GCGAG Aa AC  C CG A AC T CA A
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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  3 0 1 . . . . . . .  3 1 1 . . . . . . .  3 2 1 . . . . . . .  3 3 1 . . . . . . .  3 4 1 . . . . . . .

P982079 37 - - - - - - - - - -  - - - - - - - C C C  A- - - - - - - - -  - - - - GG CC GG  C CT T g c c a g g
P982083 260 A G C T G G GA G C C T C a a g g C C C  A- - - - - - - - -  - - - - GG CA GG  A CT T CT A GC C
P982085 218 G A C T G G CA G C C T C c g t g c a a  t t c a c a a g g c  t c a g GG T G GG  T CT T T T C GC C

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

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

P982079 57 t c c c t c t c c c  t g a c a g g c g c  c c c g c g a c a g  g g g t c c c a c c  c c g t c c c t c C
P982083 297 C T T T G C CA C T  T T C AT A C T A T  Aa c t t g t c t a  g g a t c t a g GC  G - - - - - - - - C
P982085 268 C T T C C C CA G A C T T GT A C T G T  At g g g t c g a g  g a a g t a - - GC  A - - - - - - - - C

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

*
*

*
*

*
*
*

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

P982079 107 GC T C C T CG C C C c c t c t t t t t  c c a c t t t c c c  t c c c c a g c g a  g a a c g t t c t g
P982083 339 GC T C C T CG C C C A A AC A A T C T  AA g c t c a a g c  a a c t a g a g c g  t c g a c a a - - -
P982085 308 GC T C C C CG C C C A A AC A A T C T  AA a c c c c g g c  c c a g a g c c g c  a a t c t a g a - -
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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 . . . . . . .

P982079 157 a g a g c t a g g a  a t g t t c t c t a  g g a g g t c g c t  t t g a c g t c c a  c a c c g c g c c t
P982083 386 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P982085 356 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
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alignment position  5 0 1 . . . . . . .  5 1 1 . . . . . . .  5 2 1 . . . . . . .  5 3 1 . . . . . . .  5 4 1 . . . . . . .

P982079 207 g g g g g a t t c t  g c g g g g a g c a  c a g g a c c c t g  g g a c g a g a c g  c a g a a g t c g c
P982083 386 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P982085 356 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

P982079 257 t c c a c g c c c t  g g g c g G C C T C  AG CT C Cc g c g  a c a c c g c a g c  a a c t c a g a a c
P982083 386 - - - - - - - - - -  - - - - - G C C T A  AG CT C CGCC C C T T CCC T C T -  - - - - - - - - - -
P982085 356 - - - - - - - - - -  - - - - - - C C T A  AG CC C CGCC C C T T CCC T C T -  - - - - - - - - - -

* *
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*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

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

P982079 307 c c a g g c a g g g  g c c g g g c a g c  c a g c a t g c t g  c c c c c a c g t t  c a c c t c c a a c
P982083 410 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P982085 379 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

P982079 357 t c c c a c c t c t  c g g c c c t c g c  c c c a a c c c g c  a g g a c c c t g g  c a g c g c a c t g
P982083 410 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P982085 379 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

alignment position  7 0 1 . . . . . . .  7 1 1 . . . . . . .  7 2 1 . . . . . . .  7 3 1 . . . . . . .  7 4 1 . . . . . . .

P982079 407 g c t g t c t c c g  c g g a a g c c c c  c g a g g g c c t c  g g c g c G GC CC  C GC C CC c t g g
P982083 410 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - G GC CC  C GC C CC G T C c
P982085 379 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - G GC T C  T GC C CC A T C t
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*
*

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

P982079 457 a a g g - - - - - -  - - - - - - - - - -  T T CC C GACA G G CGCCG CG GG  C AC C CC G g c c
P982083 425 c a g t t c c g g a  a t a t t t t c T T  T T T T C GACA G G CGCCG CG AA  C AC T CA G TG-
P982085 394 c g g g t a g t - -  - - - - - - - - T T  T T T C C GACA G G CGCCG CG GA  C AC T CGG TT -
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*

alignment position  8 0 1 . . . . . . .  8 1 1 . . . . . . .  8 2 1 . . . . . . .  8 3 1 . . . . . . .  8 4 1 . . . . . . .

P982079 491 GT G A C GTC A C GG C AG C GC GC CG g c c g CGA G A GAGGG CC CC  G T C G CG A CC G
P982083 474 GT G A C GTC A T GG C AG C GC GC CG CGG ACGA G C T AGGA CC CC  G T C G CG T T C A
P982085 433 GT G A C GTC A T GT C AG C GC GC CG CGG ACAA G A T AGGA CC CT  G T C G CG T T C A
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alignment position  8 5 1 . . . . . . .  8 6 1 . . . . . . .  8 7 1 . . . . . . .  8 8 1 . . . . . . .  8 9 1 . . . . . . .

P982079 541 C GT C C C c t t g GG T CC T T G A T CC T G A GCT G A C CGGGT AGCC A TGG CC T TGc
P982083 524 T GT C C C TC T - GG T CC T T G A G CC GG C GCAG A C GGCGA AGTC A TGG CC T TGA
P982085 483 C GT C C C TC T - GG T CC T T G A G CC GG C GCAG G C AGCGA AGCA A TGG CC T TGA
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* * * * * * * * * * * * * * * * * * * * * * * * * * * * *
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

alignment position  9 0 1 . . . . . . .  9 1 1 . . . . . . .  9 2 1 . . . . . . .  9 3 1 . . . . . . .  9 4 1 . . . . . . .

P982079 591 GGC T C C T G A A G C T GG C A G C G  AC GT C CGCG T  C CGCCC GG Gt  c g t g GC G GC G
P982083 573 GGT T G C T G A G A C T CG T C C C G  GC GT C GGCT C C CGCGC GC GG  C CT C GC G GC C
P982085 532 GGT T G C T G A G A C T T G T C C C G  GC GT C GGCG T  C CGCGC GC GG  C CT C GC G GC C
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alignment position  9 5 1 . . . . . . .  9 6 1 . . . . . . .  9 7 1 . . . . . . .  9 8 1 . . . . . . .  9 9 1 . . . . . . .

P982079 641 GGC GC C CA GC GC GTG GT G A G  CG Gg c g g c g g  g g t g g c a g g g  t g g c g g g g t g
P982083 623 GGA GC C CA GC GC GTG GT G A G  CG GC G GGT G G C T CT CC T T GC  T T G G AT C - T C
P982085 582 GGA GC C CA GC GC GTG GT G A G  CG GC G GGT G G C T T T CC T C GC  T T G G AT C c T 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 . . . . . .

P982079 691 g c a g g g t g g c  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P982083 672 G G C C T G t c g g  c T C CG A G C C C  T G AC G CT CC G G Cg g c g t c t g  T CA G AC C CG T
P982085 632 G G C C T G - - - -  - T C CG A G A C C  T G AC A CT CC G G Ca t t g t t g a  T CA G AC C CT T

* * * * * * * * * * * * * * * * * * * * * * * * * * * *
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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 . . . . . .

P982079 701 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P982083 722 G A G C C G CG A G C T C CT G A G G C  CT CC g c t c a c  a g c a c c - G GT  G CA G CG G GA C
P982085 677 G A G C T A CG A G C T C T T G A G G C  CT CC a c c t a c  a g c t c a g G GT  G CA G CG G GA 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 . . . . . .

P982079 701 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P982083 771 T C A C T T T C C C G G C T G C A t a c  GG AG A GCCG A G AT GCC GG AG  C t c c GG A GC C
P982085 727 T C A C A T T C C C G G T T G C A c t t  GG GG A ACCG A G AT GCC AG AG  C c g t GG A GC 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 . . . . . .

P982079 701 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P982083 821 T G G G C C CG C A T G C T C A T C G G  T T CA G - - - - -  - - - - AA AC T G  C T T T GT G GA A
P982085 777 T G G G C C CG C G T G C T C A T C C G  T T CA G t g a t t  g g t g AA GC T G  C T T T GT C GA A
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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 . . . . . .

P982079 701 - - - - - - - - - -  - - - - - G G G G T  GG CG G GGT G G G GAGCA Gt t c  c a c a t c t c c c
P982083 862 C G C C T T GT A G A C T CT G G G G T  GA CG T GAT G T  G GAGCA GC AA  C AG A GA T T T G
P982085 827 C G C C T T GT A G A C T CG G G T G T  - - CG T GACG T  G GAGCA GG AA  C AG C GA T T T G



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

5 of 6 4/10/07 3:19 PM

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

* * *
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

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

P982079 736 c c g g c c t c t g  g c g g c g g c t c  c c a g g t c g c t  c t c c g g g t g g  g t T T GG G GG A
P982083 912 G G G T A G A- - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - T T GG G g a g
P982085 875 G G G T A G A- - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - T T GG G GG 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 . . . . . .

P982079 786 c c c c t c c t g c  c t c c g g a a t t  g t t t g g t c t t  t g g t c g t g g a  c a g a c c t c a g
P982083 927 g a t t A G GA C C T T T T A G G G T G  CA T G C AG- - -  - - - - - - - - - -  - - - - - - - - - -
P982085 890 g g a g A G GA C T  T C C T A A G A T G  CA T G C AG- - -  - - - - - - - - - -  - - - - - - - - - -
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alignment position  1 3 5 1 . . . . . .  1 3 6 1 . . . . . .  1 3 7 1 . . . . . .  1 3 8 1 . . . . . .  1 3 9 1 . . . . . .

P982079 836 g g g g c c a c g a  g c t t c t c c a g  g c c a t t t t a t  c t c a g c t t t a  a g c a AA A CG C
P982083 954 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - AA T AA T
P982085 917 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - AA T AG T
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alignment position  1 4 0 1 . . . . . .  1 4 1 1 . . . . . .  1 4 2 1 . . . . . .  1 4 3 1 . . . . . .  1 4 4 1 . . . . . .

P982079 886 T G G A G C GC G G A G G T G A T C A G  GG CC C CGAG G C T Gc c c t g a t  g c g g g a g g c c
P982083 960 G G G T G A CA G T  A G G T G C T T A G  GG GA C CGT G G C T GGAA AC AG  G AC A CG T c T T
P982085 923 G G G T G A T A G T  A A A T G C C T A G  GG GA C CGT G A C T GGAA AC AG  G AC A CG T t T T
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alignment position  1 4 5 1 . . . . . .  1 4 6 1 . . . . . .  1 4 7 1 . . . . . .  1 4 8 1 . . . . . .  1 4 9 1 . . . . . .

P982079 936 c g t g t g c a g g  t g g c a g g c c g  g g g g c a c a c g  c g c t t g t c a t  t a g a t a a t t c
P982083 1010 A T G A C G GC A T  C A T AA C T T C T  T T GC T T T a t a  g t a - - - - - - -  - - - - - - - - - -
P982085 973 A T G A C G AC A T  C A T AG C T T C T  T T GC T T T c t -  - - - - - - - - - -  - - - - - - - - - -
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*

alignment position  1 5 0 1 . . . . . .  1 5 1 1 . .

P982079 986 a c g t a g c a g c  c c t g t c
P982083 1043 - - - - - - - - - -  - - - - - -
P982085 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.

P982083
(1042 bp)

P982085
(1001 bp)

P982079
(1001 bp)

0.150
22 %

0.136
25 %

P982083
(1042 bp)

1.000
71 %



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

6 of 6 4/10/07 3:19 PM

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.seq (3 seq.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1 December 2004 Tue Jun 7 02:18:19 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 P865912
sym=NDUFAF1|loc=Loc51103|taxid=9606|spec=Homo sapiens|
chr=15|ctg=NT_010194|str=(-)|start=12484677|end=12485677| len=1001|tss=501| comm=NADH
dehydrogenase (ubiquinone) 1 alpha subcomplex, assembly factor 1; (NM_016013/501/bronze;)

1001
bp

2 P865914

sym=Ndufaf1|loc=Loc69702|taxid=10090|spec=Mus musculus|
chr=2|ctg=NT_039207|str=(-)|start=60384597|end=60385597| len=1001|tss=501| comm=NADH
dehydrogenase (ubiquinone) 1 alpha subcomplex, assembly factor 1;
(AK010328/501/gold;NM_027175/501/bronze;)

1001
bp

3 P865917

sym=na|loc=Loc296086|taxid=10116|spec=Rattus norvegicus|
chr=3|ctg=NW_047657|str=(-)|start=47582514|end=47583514| len=1001|tss=501| comm=similar to
NADH dehydrogenase (ubiquinone) 1 alpha subcomplex, assembly factor 1;
(XM_215814/501/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.

Warning: No common TF matches found.

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

P865912 1  c c g t c t c t a c  t a a a a a t a c a  a a a a t t a g t c  g g g c a t g a t g  g c g c g c a c c t
P865914 1  g t g t g c a c a a  g c t c t g t t g t  g t g g a t t a c a  t a GGGG CACG ACT GAGGA AA
P865917 1  g g a t t a t g t g  g - - - - - - - - -  - - - - - - - - - -  - - GGGG CACG AT T GAGGA AA
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alignment position  5 1 . . . . . . . .  6 1 . . . . . . . .  7 1 . . . . . . . .  8 1 . . . . . . . .  9 1 . . . . . . . .

P865912 51 g t a a t c c c a g  c t a c t c g g g a  g g c t g a g g c a  g g a g a a t c g c  t t g a a t c t - -
P865914 51 GCCAG GAT T G  AT AGCT A T CT  AGGT GT ACA G T GGCT C T CCA AAG GCAGT T A
P865917 30 GCCT G GAT T G  GT T GCT A T CT  AGGT GT ACA G T GGCT C T CCA GAA GCAGT T A
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alignment position  1 0 1 . . . . . . .  1 1 1 . . . . . . .  1 2 1 . . . . . . .  1 3 1 . . . . . . .  1 4 1 . . . . . . .

P865912 99 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P865914 101 AGT GG CT T T C  T a AAGT C ACG CAGC AGACA G T T CT CA AGGG ACT ACAGG GA
P865917 80 AGT GG AT T T C  T g AAGT C ACA CAGC AGACA G T T CT CA AGGG ACT ACAGG GA
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alignment position  1 5 1 . . . . . . .  1 6 1 . . . . . . .  1 7 1 . . . . . . .  1 8 1 . . . . . . .  1 9 1 . . . . . . .

P865912 99 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - GGGAG GCAG AGG T T GT A GT
P865914 151 AGa a g a g g c c  CA AGCGG CCA GGCa t c t a g A A GT GAA GAGG CGA T AGCA GT
P865917 130 AGa c a c a - - -  CA AGT GG CCA GGC- - - - - - A A GT GAA GAGG AGT T AGT A GT
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alignment position  2 0 1 . . . . . . .  2 1 1 . . . . . . .  2 2 1 . . . . . . .  2 3 1 . . . . . . .  2 4 1 . . . . . . .

P865912 118 GAGCC GAg a t  c g c g c c a c t g  c a c t c c a g c c  t g g g c g a c a g  a g c g a g a a t c
P865914 201 GCAGA GAT CC  T G T T T AA AAg  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P865917 171 GCGGA GAT CC  T G CT T GA AAa  a t a g g g g t t g  g g g a t t t a g c  t c a g t g g t a g
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alignment position  2 5 1 . . . . . . .  2 6 1 . . . . . . .  2 7 1 . . . . . . .  2 8 1 . . . . . . .  2 9 1 . . . . . . .

P865912 168 c g - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - T CT C AA
P865914 221 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P865917 221 a g c g c t t g c c  t a g g a a g c g c  a a g g c c c t g g  g t t c g g t c c c  a a g c T CCG AA
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*

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

P865912 176 AAAAA AAAAA  AA AAAAA AAG Ac g c a g g g a t  g g a g t t t g c c  g c c t g a a a - G
P865914 221 - - - - - - - - - -  - - - - - - - - - -  - - - A GGAT T G G T AT T T ACAT  ACG GGGGC GG
P865917 271 AAAAA GAAAA  AG GAAAA AAT  Aa a A GGAT T G A T AT T T ACAT  AT G AGGGC GG
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alignment position  3 5 1 . . . . . . .  3 6 1 . . . . . . .  3 7 1 . . . . . . .  3 8 1 . . . . . . .  3 9 1 . . . . . . .

P865912 225 GAT AC AGGAA  GG AGAGg c g a  a a a a c t t a t c  t g a a t t c t c a  c t g c t t c c t t
P865914 248 GGT AC AAGAA  GC T GAGC GAA GAGC T GGCT C A CAAAT GACA GGA c AT T T CA
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P865917 321 AT T AC AAGAA  GT AGAGC GAA GAGC T CGCT C A CAAAG GACA GGA a AT T T CA
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alignment position  4 0 1 . . . . . . .  4 1 1 . . . . . . .  4 2 1 . . . . . . .  4 3 1 . . . . . . .  4 4 1 . . . . . . .
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P865914 298 GAAAG CGACC  CC GCT GG GGA AT T T T GAg g A C CT GAA GCCT  CCG GT T GT CT
P865917 371 GAAAG CGAAC  CC GCT GG GGA ACT T T GAa t A C CAAAA GCCT  CAG GT T GT CC
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alignment position  4 5 1 . . . . . . .  4 6 1 . . . . . . .  4 7 1 . . . . . . .  4 8 1 . . . . . . .  4 9 1 . . . . . . .

P865912 325 g - - GC T ACGG  GG T CCT T GCT  GT CC T T CCT G G GCT t c t g t a  c t c g g c c g g a
P865914 348 T ACGC T T T AG  GA T ACT T T CC GT T A CT CT T G A ACT AT CT GA AGC T CT T g t t
P865917 421 CAT GC T T T AG  GA T ACCT T t t  GGT A CT CT T G T ACGAC CT GA AAC T CT A- - -
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alignment position  5 0 1 . . . . . . .  5 1 1 . . . . . . .  5 2 1 . . . . . . .  5 3 1 . . . . . . .  5 4 1 . . . . . . .
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alignment position  5 5 1 . . . . . . .  5 6 1 . . . . . . .  5 7 1 . . . . . . .  5 8 1 . . . . . . .  5 9 1 . . . . . . .
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P865914 440 ACCa c a ACCG  GA AGCGT GGC GAAC CGGGC G A GAAAA GT AG AAG GACt a t t
P865917 505 ACCT g c ACCG  GA AGCGT GGA GAAC CGGGC G G AGAAA ACAG AAG GACT G GC
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alignment position  6 0 1 . . . . . . .  6 1 1 . . . . . . .  6 2 1 . . . . . . .  6 3 1 . . . . . . .  6 4 1 . . . . . . .

P865912 450 C- - - G GAAGg  t a c - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P865914 490 c g g g G GAAGC  CG AAT GT G- -  GGGT CT GAG A A GGT GA GCGG AAC CT T CT CA
P865917 555 C- - - G GAAGC  CA T AT GT Gg g  GGGT CT GAG A A GGT AA GCT G ACC CT T CT CC
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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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P865917 602 T AGAT GGGAA  a c t CAGG GAC AAGG AGGCG G G GA- - - - - - -  - - - - - - - - - -
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alignment position  7 0 1 . . . . . . .  7 1 1 . . . . . . .  7 2 1 . . . . . . .  7 3 1 . . . . . . .  7 4 1 . . . . . . .

P865912 501 g g t g t g t c c c  g g g t g t g g g g  a g g c g a c AG A G CCCT G GC- -  - - - ACT T G AG
P865914 571 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - AG A G T CCT G GCg g  g t g AGGT G AG
P865917 635 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - AG A G T CCT G GC- -  - - - AGGT G AG
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P865917 653 GGT T G AGGGG  CC GT CAC T CC T CGG GAG- - -  C GCCT A GCT T  CCG GAGGC T G
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alignment position  8 0 1 . . . . . . .  8 1 1 . . . . . . .  8 2 1 . . . . . . .  8 3 1 . . . . . . .  8 4 1 . . . . . . .

P865912 596 GGCCG T Ga g t  g - - - - - - - - -  - - - - CGGGA G G T AT AC GCCA AGG CGGAA GA
P865914 641 GGACG T Ga c c  a a c c c c g CGC CT GC CGAGA G G T GAAC GCCT  GGT CT T CA GA
P865917 700 GGg a c g t g g t  t a a c t c - CGC CAGC CGAGA G G T GAAC GCCT  GGT CT T CA GA
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alignment position  8 5 1 . . . . . . .  8 6 1 . . . . . . .  8 7 1 . . . . . . .  8 8 1 . . . . . . .  8 9 1 . . . . . . .

P865912 633 AT t t t g c c a c  t c a c t a c c T G T GT G ACCT C G G GT AAa t t a g  c c t t g g a a c g
P865914 691 GT GAg T T T GG  T C T CT GG - T G T GT G ACCT C G A AT AAt t AT T  T AA T T GT G GA
P865917 749 GT GAc T T T T G  T C T CT GG - T T  T GT G AT CT C G A AT A- - - AT T  T AA T T GT G GA
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alignment position  9 0 1 . . . . . . .  9 1 1 . . . . . . .  9 2 1 . . . . . . .  9 3 1 . . . . . . .  9 4 1 . . . . . . .

P865912 683 t c a g - - - - T T  T C T T CGT CT C T AT A AT T GA A A T AAT A AT AG t a c c t c t c - -
P865914 740 AT CT C CT T T T  T T T T AGT CT T  T GT A AT T GG A A T AAT A CT AG AAG T - ACC T G
P865917 795 GT CT C CT T T T  c g T T AGT CT T  T GT C AT T GG A A T AAT A CT AG AAG T t ACC CG
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alignment position  9 5 1 . . . . . . .  9 6 1 . . . . . . .  9 7 1 . . . . . . .  9 8 1 . . . . . . .  9 9 1 . . . . . . .
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P865914 789 T CT CA GGGT C  AG GAT T A T CG T GAG AAGT C A G T AAAA ACAC ACG GAGAA T A
P865917 845 T CT CA GGAT C  AG GAT T A T T G T GAG AAAT C A A T AAAA ACAC ACG GAGAA T A
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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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*
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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 . . . . . .

P865912 766 GT T T C T GGCA  CA T GGT A AGG CAT G GAT AG c  t t t a c t a a t t  c t a c t c a c t t
P865914 839 GT T GC T GGCA  CA T GGGA AGC CCT A GGT T G A A CAGT C GT T T  CT G T ACT C AG
P865917 895 GT T T C T GGCA  CA T GGT A AGC CCT A GAT t - A A CAGT C GT T T  CT G T ACAT AG

*
*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*
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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 . . . . . .

P865912 816 c t - - - - - - - -  - - - - - - - - - -  - AGC T GCGT G G AT T GT GT T G T CA AAACC CA
P865914 889 T AGT A CAGT C  AT Ac t g C T AG GAGC GGT GT G A AT AT C T T AT  T AA AAACT CA
P865917 944 T AGT A CAGT C  AT Ag t a C T AG GAGC GAT GT G A ACACC CT AT  T AA AAACT CA

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
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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 . . . . . .

P865912 847 CCGT C AACCT  Ca g g g c g g t a  t t g t c c a g t t  a a t a g t t t a g  a t t t t c t g t t
P865914 939 CAGT T AGCT T  Cg g a c c g a c g  t c a c c c g g t t  a c t g a g t t t g  a c c g a g t t t c
P865917 994 CCGT T Ag c - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

* * * * *

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

P865912 897 t a c t g g t a g a  a a a a a a a a a a  t g a a a c a a a g  c a t t t a t a a t  t a a a g t t a t a
P865914 989 t t g t a a g a a a  t t a - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P865917 1002 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

P865912 947 t t a t t a g a g a  a g t a a c a c t a  c g g a g g g t t t  g g a a a a c a t t  t t a t g a g c t a
P865914 1002 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P865917 1002 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

alignment position  1 2 5 1 .

P865912 997 t c a t t
P865914 1002 - - - - -
P865917 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.

P865914 P865917
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(1001 bp) (1001 bp)

P865912
(1001 bp)

0.097
28 %

0.143
28 %

P865914
(1001 bp)

1.000
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

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 C1-NDUFB1 (3 seq.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1 December 2004 Tue Jun 7 14:05:14 2005 

Solution parameters:

Sequence file: C1-NDUFB1 (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 P303789
P303789 sym=NDUFB1|loc=Loc4707|taxid=9606|spec=Homo
sapiens|chr=14|ctg=NT_026437|str=(-)|start=73587406|end=73588406|len=1001|tss=501|comm=NADH
dehydrogenase (ubiquinone) 1 beta subcomplex, 1, 7kDa; (NM_004545/501/bronze;)

1001
bp

2 mNDUFB1 mNDUFB1 m5_dna range=chr12:96654325-96656324 5'pad=0 3'pad=0 revComp=TRUE strand=?
repeatMasking=none

2000
bp

3 rNDUFB1 rNDUFB1 n3_dna range=chr6:126249139-126250606 5'pad=0 3'pad=0 revComp=TRUE strand=?
repeatMasking=none

1468
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$STAT V$IKRS V$YY1F V$NRF1 V$EREF V$RREB

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

P303789 1  g t c a - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
mNDUFB1 1  g a a a c t a g G A  AT G G GA T C T T  G G G A A a c g t g  G T G A T T G T G G t a g c g c c g a g
rNDUFB1 1  - - - - - - - - G A  AT G G GA T C T T  G G G A A t c a - -  G T G A T T G T G G a g g c a c t a a g

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

* * * * * * * * * *

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

P303789 5  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
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mNDUFB1 51 a - - GA AG T T A  AT T C T A T C AA  G G C G T G G C A T  g a g C C T C T C A A G GG T CT T T G
rNDUFB1 41 c g c GA CG T T A  AT T C T A G C AA  G G C G T G G C A T  a a a C C T C T C A A G GG T CT T 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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*
*
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*
*
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*
*
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*
*
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*
*
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*
*
*

*
*
*

*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

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

P303789 5  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
mNDUFB1 99 GAAT T AA GG A  GC T A CG A A GG  C A C c t g C T G G  C C T C G T G T T C T C T G A GC CCA
rNDUFB1 91 AAGT T AA GG A  GC T A GG A G GG  C A C - - - C T G G  C C T C G T G GT C T C T G A AC CCA

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
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*
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*
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*
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*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

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

P303789 5  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
mNDUFB1 149 AGAT G GG AA A  GG C A g A G A T G  G G G A G G C T T G  G G G A G T A CG G C G GT A CA AGG
rNDUFB1 138 AGAT G GG AA A  GG C A c A G A T G  G G G A G G C T T G  G G G A G T A AA G C G GC A AC AGG

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
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*
*
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*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

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

P303789 5  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
mNDUFB1 199 GGAAa GA GC C  CA G G CT G G AC  G C G G A T T A A C  T T T T A G C T C C A G c t G AT GAA
rNDUFB1 188 GGAA- GA GC C  CA A G CA G G AC  T C C G A T T A A C  T T T T A G T T C C A G a g G AT GAA

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
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*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*

*
*

*
*

*
*

*
*

*
*

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

P303789 5  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
mNDUFB1 249 AGCT C AG AG G  AA C T AG A C AG  G A G G g a g g g c  - - - - - - - AA G G A GG A AG CAT
rNDUFB1 237 AGAT C AG AG G  AA A T GG A C AG  A A G G a g g g c a  a g g g g c a AA G G A GG A AC CAT

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

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

P303789 5  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - C T T C T C T T -  - - - - - - - - - -
mNDUFB1 292 AGGCG CG CC C  C- A A CA C C CC  G A G G T T T C A G  C C c g g g g a a a  a g t c a c t t c t
rNDUFB1 287 AGGAG CG CT C  Ca A A CA C C CC  G A G G C T T C A G  C C T T C T C T T -  - - - - - - - - - -

*
*

*
*

*
*

*
*

*
*

*
*

*
*
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*
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*
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*
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*
*

*
*

*
*

*
*

*
*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

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

P303789 13 - - - - T CC CT C  GC T G AC C A CT T C T GC C G GGA A C G A C C G GG A C A GT C GC AGC
mNDUFB1 341 c t t c C CC CT T  GC G G AA C G CT T G T T C C A GGA A C C A C G G AG A C T GT C AC AAC
rNDUFB1 326 - - - - C CC CT T  GC G G AA C G CT T G T T C C A GGA A C C A C G G AG A C G GA C AC AAC
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alignment position  4 0 1 . . . . . . .  4 1 1 . . . . . . .  4 2 1 . . . . . . .  4 3 1 . . . . . . .  4 4 1 . . . . . . .

P303789 59 CGAAG CG GC G  GG G G CG A G T C  C t c G G G G G A G  A C C G G G T CG G A G T C G GG GCC
mNDUFB1 391 CGAAA CC GC G  GG A G CG C G T C  C - - G G G C G A C  A C C G G G C CG A C G CG G GA ACC
rNDUFB1 372 CGAAA CC GC G  GG A G CG C G T C  C - - G G G C G A C  A C C G G G C CG a  t G CG G GA ACC
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alignment position  4 5 1 . . . . . . .  4 6 1 . . . . . . .  4 7 1 . . . . . . .  4 8 1 . . . . . . .  4 9 1 . . . . . . .

P303789 109 Cc g t G CT CC C  GG A G GG C C a a  t g a c g c c g c C  T T C C C C A GC C C G - - A GG CT C
mNDUFB1 439 CA- - T CC CC T  T G A G GG C C T -  - - - - - - - - - C  C T C C C A A CC C G A - - A GG CT C
rNDUFB1 420 CA- - G CT CC T  T G A G GG C C T -  - - - - - - - - - C  C T C C C A A CC C G A g a A GG CT C
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alignment position  5 0 1 . . . . . . .  5 1 1 . . . . . . .  5 2 1 . . . . . . .  5 3 1 . . . . . . .  5 4 1 . . . . . . .

P303789 157 GCT CC T T T C T  CC C G CC C T CA  C T T G C C T C G T  C A G g c C T CC C C C AA C G- CCG
mNDUFB1 475 CT T T C CG T C T  CC C G T C C T CA  C C T G C C A G G C  C A A T - C T CC C C C c g g c a CCG
rNDUFB1 458 CT T T C - T T C T  CC C A T C C T CA  C C T G C C A G G T  C A A T - C T CC C C C GG T A- CCG

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

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

P303789 206 T CCAC AGCC C TT C C CA A C CC  C T A G G C G A A T  C C A G G T T CA A G A CG T AG AAA
mNDUFB1 524 T CCGC CGCC C TT C C CA A C CC  C T A G T G G A A C  G C A G G T C GG A G A GC G AG CAG
rNDUFB1 505 ACCGC T GCC C TT C C CA A C CC  C T A G T G G A A C  G C A A G T C GG A G A GC G AG T AG
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* * * *

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

P303789 256 AGCCG AT GC T  GG G T CA G C AG  C G c c a g g g a c  t a c c g G C CG G C A GA A GC CCC
mNDUFB1 574 AGCT A GC GC G  CG C T CA G C GG  C G G A G A G C A -  - - - - - G C CG G C A GG A GC CCC
rNDUFB1 555 ACCT A GC GC G  CG C T CA G C GG  C G G A G A A C A -  - - - - - G C CG G C A GG A GC CT C
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alignment position  6 5 1 . . . . . . .  6 6 1 . . . . . . .  6 7 1 . . . . . . .  6 8 1 . . . . . . .  6 9 1 . . . . . . .

P303789 306 ACAGT GG CA G CC G C CA T T TT GG a GC T G G A G  A C T A G C G GC G G A GA C GA GGA
mNDUFB1 618 T GT GT GG T G G CC G C CA T C TT GG - GC C T GA G  C A G A G C G GC T  G A GG C GG GGA
rNDUFB1 599 T GT GT GG T G G CC G C CA T C TT GG - GC C T GA G  C A G C G C G GC T  G A GG C GG GCA
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alignment position  7 0 1 . . . . . . .  7 1 1 . . . . . . .  7 2 1 . . . . . . .  7 3 1 . . . . . . .  7 4 1 . . . . . . .

P303789 356 GGAa C CA GG G  CG A G AC C A T C  T C C G G G G G g t  g g g c a c g g t g  c t g t c - - GGA
mNDUFB1 667 CGA- C CC GG G  CG A C AC C A T C  T G T A G G G G T G  G T G A C G A AC C G G GT C AG GGA
rNDUFB1 648 CGA- C CC GG G  CG A C AC C A T C  T G T A G G G G T G  G C G A G G A AC C G G T T C AG GGA
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alignment position  7 5 1 . . . . . . .  7 6 1 . . . . . . .  7 7 1 . . . . . . .  7 8 1 . . . . . . .  7 9 1 . . . . . . .

P303789 404 AGGCG AC GG C  Gg t c a c g c c t  G C A C G C C T C G  T C T G T C T GG A G C GA A AT T T T
mNDUFB1 716 AGAGG AC AG C  GC a a AA G C T C  G C A A A C C T T G  T C A G C C T GG A T C CA C GT CT T
rNDUFB1 697 AAGT G AC GG C  GC c - AA G C T C  G C A A A C C T T G  T C A G C T T GG A T C CA A GT T T T

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

alignment position  8 0 1 . . . . . . .  8 1 1 . . . . . . .  8 2 1 . . . . . . .  8 3 1 . . . . . . .  8 4 1 . . . . . . .

P303789 454 AT T CA GA Aa t  t a t t g g t a a t  g t t t g g a a g c  t a a a a a a a a a  A A AA A T G AGA
mNDUFB1 766 AT T CA a a a c g  t g t c g c g a t c  A T T C A C A G C T  T - - - - - - - - -  A A GA T GT ACG
rNDUFB1 746 AT CCA GA Ac c  t a t c a c g a t -  A T T T A A A G C T  C - - - - - - - - -  A A AA T GT AGA
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alignment position  8 5 1 . . . . . . .  8 6 1 . . . . . . .  8 7 1 . . . . . . .  8 8 1 . . . . . . .  8 9 1 . . . . . . .

P303789 504 GGAGT CA AC C  CT G A GG A G GA  A A A a g t a g t a  t g a t t t g c t g  g c g t - - C A- C
mNDUFB1 807 GGAT T CG CG C  GT G A GA A G GG  A G A G A G A A G C  G C C G G T T T G C C G AC G CC Ac C
rNDUFB1 786 GGACT CA CT C  GT G A GA A G GG  A G A G A G A G G C  G T C G A T T GG C C A T C G CC A- C

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

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*
*
*
*
*

alignment position  9 0 1 . . . . . . .  9 1 1 . . . . . . .  9 2 1 . . . . . . .  9 3 1 . . . . . . .  9 4 1 . . . . . . .

P303789 551 CCCT C T G CT C CGT GCG GG CG C G GC G A A T G G  C A G G T C C c g A G G T C G CA GCT
mNDUFB1 857 CCCT C T C AT C AGG GCT GG CG C G GC G A G T G G  C A G C T C C T T A G G T C A CG GCT
rNDUFB1 835 CCCT C T C CT C AGG GCG GG CG C G GC G A G T G G  C A G C T C C T T g  G G T C A CG GCT
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*

alignment position  9 5 1 . . . . . . .  9 6 1 . . . . . . .  9 7 1 . . . . . . .  9 8 1 . . . . . . .  9 9 1 . . . . . . .
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P303789 601 T CCAC T G GC G  CG G G T T G a g t  t c c - - - - - - C T GT T GC C CT T G GTC T CG GGG
mNDUFB1 907 T CCGC CG GC G  CC A G T G G C CT  A G C T C C C T GC G GC T GT C CT T G GTC GCC T T G
rNDUFB1 885 T CCGC CG T C G  CC A G T G G C CT  A G C T C C C T GC G GC T GT C CT T G GTC GCG c t t
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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 . . . . . .

P303789 645 T - CGC t g t a g  g c g c t g A G GC  T G C A G GT GGG T T T GGG GAG C C C GG g g g g c c
mNDUFB1 957 T - CAC C- - - -  - - - - - - A G GC  T G A A G GT GGG T C T GGG GAC C C C GG C GC CAC
rNDUFB1 935 g a CAC C- - - -  - - - - - - G G GC  T G A A G GT GGG T C T GGG GAC C C C AG T GC CAC
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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 . . . . . .

P303789 694 g c c g c g a c g a  g g a t c a c g g c  g a c g g t g g c g  G G G A G G G T T C T A GG C AA g c c
mNDUFB1 996 CC- - - GT GG T  GG T G a t g c g G  G C - - - - - - - -  G G G A G G G T T C T G GG G AA CGC
rNDUFB1 975 CCt c t GT GG T  GG T G c a - - - G  G C - - - - - - - -  G G G A G G G T T C T G GG G AA CGC
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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 . . . . . .

P303789 744 c t c g g t g c t g  t g c a t g t g t g  g a g g g g t g g t  c t g g g c t t c c  c c g g g g c t t c
mNDUFB1 1035 T CGCA T - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
rNDUFB1 1014 T CT CA T - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
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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 . . . . . .

P303789 794 c g a a c g a a g g  t g a c g G G A AA  G G A A A A T G G G  G T T T T C T T C G G G T G g a g g a t
mNDUFB1 1041 - - - - - - - - - -  - - - - - G G A GG  G G A A A c a - G G  G T C G C C T T C G G - T G A CC CCT
rNDUFB1 1020 - - - - - - - - - -  - - - - - G G A GG  G G A A A T C G G G  G T C G C C T T C G G G T G A CC T CT
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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 . . . . . .

P303789 844 g g - - G AT T T C  CG G G CC G G AG  C T T T T G G A A A  G G G T T - - - - -  - - - - - - - - - -
mNDUFB1 1074 GCGCG CT GC C  CG C C CC A C GC  C T T T T A C A A A  G A C T G - - - - -  - - - - - - - - - -
rNDUFB1 1055 GCGCG CT GT C  AG C T T C A C AC  C T T T C A C A G A  G A a t t c g c t a  t g c t a g c t t a
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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 . . . . . .

P303789 877 - - - - - - - - - -  T T C T GA G G c t  g t c a t a a c a g  g a a a a c g t c c  g t a g a g a t g t
mNDUFB1 1109 - - - - - - - - - -  CT C T GG G G AC  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
rNDUFB1 1105 a t c a a a g c g t  CT T T GG G G AC  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
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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 . . . . . .

P303789 917 GACCC AG T G A  CC G C CC G C T A  A C C G G A C T G G  A G A G a a g a c c  g g c c c - - - - -
mNDUFB1 1119 GAT CT GA T G G  CC T G GC T C T C  G G G G G A C T c G  G A A G G G T T C T  C A AG G AT CCG
rNDUFB1 1125 GAT CC GA T G G  CC T C GC T C T C  G A G G G A C T A G  G A A G G G C T C T  C A AG G AT CCC
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alignment position  1 3 5 1 . . . . . .  1 3 6 1 . . . . . .  1 3 7 1 . . . . . .  1 3 8 1 . . . . . .  1 3 9 1 . . . . . .

P303789 962 - - - - - - - - - -  - - - - - - - - - -  G G A T C C C A C G  C C T G G C C T G A A G CA G GG AAg
mNDUFB1 1169 ACT CT T G AG C  CC A C Aa T A GG  G A A T G C A G C T  C C T A T C C AG A A G CG G GG c g c
rNDUFB1 1175 AT T CT T G AA C  CC A C Ag T A GG  G A A T G C A G C T  C C T A T C C AG A A G CA G GG AAc
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alignment position  1 4 0 1 . . . . . .  1 4 1 1 . . . . . .  1 4 2 1 . . . . . .  1 4 3 1 . . . . . .  1 4 4 1 . . . . . .

P303789 992 a c g c t g c c t c  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
mNDUFB1 1219 g g T CG CC CA G  GC G T CT G T CT  C C T C G T C C A A  C T C T C C T g a t  t G T G A AA CCC
rNDUFB1 1225 a t T CG CC CA G  GC A T CC G C CT  C C T G G T T C A A  C T C T C C T a a a  c G T G A AA CCC
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alignment position  1 4 5 1 . . . . . .  1 4 6 1 . . . . . .  1 4 7 1 . . . . . .  1 4 8 1 . . . . . .  1 4 9 1 . . . . . .

P303789 1002 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
mNDUFB1 1269 GCACG T A GC C  AT T T GC C T T T  T A A A A A C A a G  G C T T T C T GC T  T G GT T T C CAG
rNDUFB1 1275 GCACT T A CC C  AT T T GC C T T T  T A A A A A C A t G  G C T T T C T GC G T G GT T T C CAG
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alignment position  1 5 0 1 . . . . . .  1 5 1 1 . . . . . .  1 5 2 1 . . . . . .  1 5 3 1 . . . . . .  1 5 4 1 . . . . . .

P303789 1002 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
mNDUFB1 1319 t c c g - - - - T G  T T A T GA T C T C  A A C G G T T T C g  g t t t t g c t c c  a t c c a - - - - -
rNDUFB1 1325 c g t g t g t a T G  T C G T GT T C GC  A A A G G T T T C a  t a g c t c c a t g  c a t t c a c t t g

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

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

P303789 1002 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
mNDUFB1 1360 - - T T C CA T A T  CT T A GG T G AC  A C T T T G T A A T  A A T T - A T AA A G A AC T GT GGG
rNDUFB1 1375 t t T T C CT T G G  CT T A GG T G AT  A C T T T G T A A T  A C T T a A T AA G G A AC T GT GGG
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alignment position  1 6 0 1 . . . . . .  1 6 1 1 . . . . . .  1 6 2 1 . . . . . .  1 6 3 1 . . . . . .  1 6 4 1 . . . . . .

P303789 1002 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
mNDUFB1 1407 GT CCA GT CC A  AC A C AA G G T A  T T a t C T C T T A  A A A A G T C T A C A T GT g c c t g c
rNDUFB1 1425 GT CCA GT CG G  AC A C AA G G T A  T T g c C T C T T A  A A A A G T C T A C A T GT - - - - - -
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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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*
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*
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*
*

*
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*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

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

P303789 1002 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
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mNDUFB1 1457 a g t g g t g g t g  g c g c a t g c c t  t t a a t c c c a g  c a c t t g g a a a  g c a g a g g c a g
rNDUFB1 1469 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

alignment position  1 7 0 1 . . . . . .  1 7 1 1 . . . . . .  1 7 2 1 . . . . . .  1 7 3 1 . . . . . .  1 7 4 1 . . . . . .

P303789 1002 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
mNDUFB1 1507 g t g g a t t t c t  g a g t t c a a g g  c c a g g c t g g t  c t a c a g a g t g  a g t t c c a g g g
rNDUFB1 1469 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

P303789 1002 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
mNDUFB1 1557 c a g c c a g g g c  t t t a a a g a g a  a c c c c t g t c t  t g a a a a a c a a  a a c a a c a a a a
rNDUFB1 1469 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

alignment position  1 8 0 1 . . . . . .  1 8 1 1 . . . . . .  1 8 2 1 . . . . . .  1 8 3 1 . . . . . .  1 8 4 1 . . . . . .

P303789 1002 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
mNDUFB1 1607 a a a g t c t a c a  t g t t t c c a g c  a t g a a t c c a g  a t a g a a g a c t  c a g c a a a a t a
rNDUFB1 1469 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

P303789 1002 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
mNDUFB1 1657 a g a c t c a c a g  c a g t g t c t g t  t a t t c t t g a a  a a g g g a a a g a  a a c t t t a a t c
rNDUFB1 1469 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

alignment position  1 9 0 1 . . . . . .  1 9 1 1 . . . . . .  1 9 2 1 . . . . . .  1 9 3 1 . . . . . .  1 9 4 1 . . . . . .

P303789 1002 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
mNDUFB1 1707 c c a g c a c t t g  g a a a g c a g a g  g c a g g t g g t a  t t t a a g g g a a  a t a c c t t g t g
rNDUFB1 1469 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

P303789 1002 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
mNDUFB1 1757 t t a g a g a a a a  a t a t t a a g a a  a t a t g t g g g a  t g t g g g g t t a  g t t g t t t t t t
rNDUFB1 1469 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

P303789 1002 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
mNDUFB1 1807 g t t t t t a a a a  a g t c t c a c a c  a c a c a c a c a t  g g a g a g a g a g  a g a g a g a g a g
rNDUFB1 1469 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

alignment position  2 0 5 1 . . . . . .  2 0 6 1 . . . . . .  2 0 7 1 . . . . . .  2 0 8 1 . . . . . .  2 0 9 1 . . . . . .

P303789 1002 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
mNDUFB1 1857 a g a g a g a g a g  a g a g a g a g a g  a g a g a g a g a g  g c t c t g c a a a  g a a g a a a a g a
rNDUFB1 1469 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

P303789 1002 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
mNDUFB1 1907 g a g g a g g a g t  t a t t t a a c t g  t t t a c c t c c g  t a c a c a g g a g  a g a g a g t a g a
rNDUFB1 1469 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

P303789 1002 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - -
mNDUFB1 1957 a c a a a a g a g c  t t a a g c c t g a  t c a g g a t a c a  g a t t g t c t g g  g g a c
rNDUFB1 1469 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - -

Pairwise similarities:
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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.

mNDUFB1
(2000 bp)

rNDUFB1
(1468 bp)

P303789
(1001 bp)

0.123
42 %

0.134
44 %

mNDUFB1
(2000 bp)

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.

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.seq (3 seq.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1 December 2004 Tue Jun 7 14:28:13 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 P914132
sym=NDUFB2|loc=Loc4708|taxid=9606|spec=Homo sapiens|chr=7|
ctg=NT_007914|str=(+)|start=987533|end=988533|len=1001| tss=501| comm=NADH dehydrogenase
(ubiquinone) 1 beta subcomplex, 2, 8kDa; (NM_004546/501/bronze;)

1001
bp

2 P914133

sym=Ndufb2|loc=Loc68198|taxid=10090|spec=Mus musculus|chr=6|
ctg=NT_039341|str=(+)|start=8838279|end=8839314|len=1036| tss=501,503,510,536| comm=NADH
dehydrogenase (ubiquinone) 1 beta subcomplex, 2;
(AK028334/501/gold;AK007495/536/gold;AK010642/503/gold; NM_026612/510/bronze;)

1036
bp

3 P914135
sym=na|loc=Loc362344|taxid=10116|spec=Rattus norvegicus|
chr=4|ctg=NW_047690|str=(+)|start=309516|end=310516| len=1001|tss=501| comm=similar to NADH
dehydrogenase (ubiquinone) 1 beta subcomplex, 2; (XM_342664/532/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$CREB V$E4FF V$ETSF V$EGRF V$WHZF V$SF1F V$STAF V$P53F

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

P914132 1  c c t g a g c c t a  t g c c a a c c c a  g c c t t a a a g c  c a g t g g a t c g  a a t c a a g c c a
P914133 1  a C C T C G AA T T  G G C T AA GG C T  C G A G G C GT T A  G GA ACT T T c c  c c C A T G T T C C
P914135 1  - C C C C G AA T G  G T C T AA GG A T  T A A G G C GT T A  G AA ACC T T t a  c t C A T A T T C C
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alignment
position  5 1 . . . . . . . .  6 1 . . . . . . . .  7 1 . . . . . . . .  8 1 . . . . . . . .  9 1 . . . . . . . .

P914132 51 t t t g t g g c a t  t a t c t - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P914133 51 T G G C C G AC T T  A T T CCG AG t g  t G C C G G GT T G  G GT T CC T C A G  G T G A T T C c c g
P914135 50 T G G C C G CC T T  A T T CCA AG g a  g G C A G G GT T G  G GT T CC T C A G  G T G A C T C t g a
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*
*
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*
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*

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

P914132 66 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P914133 101 T G C C A C CA GT  C C A GGT T C T G A A A T T T AA C A  C Cc t g g c t g a  t t a g t c a - - -
P914135 100 T G C C A G CG GT  C C A CGT T C T G A G A T T T AA C A  C Ct g g c t g c t  g g t g a a t c a t
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alignment
position  1 5 1 . . . . . . .  1 6 1 . . . . . . .  1 7 1 . . . . . . .  1 8 1 . . . . . . .  1 9 1 . . . . . . .

P914132 66 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P914133 148 - - - - - T T C AG  A A C AAT GC T G A A A C A A CG A t  g c t a t a a a a t  a a a c a t t g c g
P914135 150 c a g g t T T C AG  A A C AGT AC T G G A A C A A CG A -  - - - - - - - - - -  - - - - - - - - - -
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alignment
position  2 0 1 . . . . . . .  2 1 1 . . . . . . .  2 2 1 . . . . . . .  2 3 1 . . . . . . .  2 4 1 . . . . . . .

P914132 66 - - - - - - - - - -  - - - - - - - - - -  - A T T G C T G C G  T AC GAA C T T A  - GC C T G G C A C
P914133 193 a T G T T A T A AA  A T A AAC AT T G C G T G G T T C A G  A AA GGG C T T A  g GC C T T T A A C
P914135 179 - T G T T A T A AA  C T A AAC AT G G C A T G G T T C A G  A AA GGA C T T A  - GC C T T T A A C
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alignment
position  2 5 1 . . . . . . .  2 6 1 . . . . . . .  2 7 1 . . . . . . .  2 8 1 . . . . . . .  2 9 1 . . . . . . .

P914132 94 A A T G C C t g t a  a t c c c a g c t a  c t c g g g a a g t  t g a g g c a g g a  g a a t c g c t t g
P914133 243 A A G G G C CC AC  A G T GGC A- - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P914135 227 A A G G G C CC AC  A G T GGC A- - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
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*

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

P914132 144 a g c c t g g g a g  g c a g a g g t t g  c a g t g a g c c g  a g a t g g t g t c  a c t g c a c t c c
P914133 260 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P914135 244 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

P914132 194 a g c c t g g g t g  a c a g a g c a a g  g c c t t g t c t c  a a a a a g a a a a  a a a a a a a a a a
P914133 260 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P914135 244 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

P914132 244 a a a a g a a t t a  t a c a c c a c t c  a g t t t t a g g a  g g g g c A G A A C  A CG g g g a g a g
P914133 260 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - A G A A C  A t G C A T G A A A
P914135 244 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - A G A A C  A CG C A C G A A A
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alignment
position  4 5 1 . . . . . . .  4 6 1 . . . . . . .  4 7 1 . . . . . . .  4 8 1 . . . . . . .  4 9 1 . . . . . . .

P914132 294 c c c t a c a g g a  t c a g a g g g g c  a a c c a a c a a g  c t g t t t c a g A  A GG C A T G G G G
P914133 275 G C A C C G T C T A  T A T GAG CC - -  - - - - - - - - - -  - - - - - - - - - A  A AG C A G G G A G
P914135 259 G C A C C G T T CA  T A T AAG CC - -  - - - - - - - - - -  - - - - - - - - - G  A AG C A a - - - -
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alignment
position  5 0 1 . . . . . . .  5 1 1 . . . . . . .  5 2 1 . . . . . . .  5 3 1 . . . . . . .  5 4 1 . . . . . . .

P914132 344 C A G C t c a g c a  a c c a t a a g t t  a t g c g t g g g c  t t t g c t c t c g  g g a g a g a g g t
P914133 304 C A G C a g T A AG  G T C AG- - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P914135 284 - - - - - - T A AG  G T C AG- - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
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P914132 394 t t c c t g c a g c  C G A AGG AC T C A C A G C T AA T C  T GG GT C A G G A  G CG G C T G C C G
P914133 319 - - - - - - - - - -  C C A AGA GC A C C T T G C C AG G C  T GT GCC A C G A  G GC A G C C A G G
P914135 293 - - - - - - - - - -  C T A AGA GC A C C T T G C C AC G C  T GC GT C A C G A  G AC A G C C A G A
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position  6 0 1 . . . . . . .  6 1 1 . . . . . . .  6 2 1 . . . . . . .  6 3 1 . . . . . . .  6 4 1 . . . . . . .

P914132 444 G C T C C C CC a c  t c c t g - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P914133 359 G C T C C T CC T G  A A G GAC GA c C T A T C T G CC C G  T T A ACC T G G A  G CC T C T A A G G
P914135 333 G C T C C T CC CA  A A G GAC GA t C T A T C T G CC C G  T T A ACC C G G A  G CC T C T A A G G
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position  6 5 1 . . . . . . .  6 6 1 . . . . . . .  6 7 1 . . . . . . .  6 8 1 . . . . . . .  6 9 1 . . . . . . .

P914132 459 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P914133 409 T C C G C C AA T g  g c t t g a a C T T  G T C C C C T G T G  G CC T AC C A T C  A GC C C G G G T A
P914135 383 T C C G C C AA T a  g t c t g a g C T T  G T C C G C T G T G  G CC T AC C A T C  A GC C C C G A T A
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position  7 0 1 . . . . . . .  7 1 1 . . . . . . .  7 2 1 . . . . . . .  7 3 1 . . . . . . .  7 4 1 . . . . . . .

P914132 459 G A G A T G A- - -  G C GACT CT G T GA C GT C AC G G Ga g g c g c g g g  c g g a g c g c C G
P914133 459 G A G A C G Ca g t  G C GACG CA G T GA C GT C AC G G GCC GGG A C T - - - - - - - - - C G
P914135 433 G A G A C G C- - -  G C GACG CA G T GA C GT C AC G t t CC AGG A C T - - - - - - - - - C G
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position  7 5 1 . . . . . . .  7 6 1 . . . . . . .  7 7 1 . . . . . . .  7 8 1 . . . . . . .  7 9 1 . . . . . . .

P914132 506 GG GA A GCG AA GT A GGC AG G G G C G A G G CG G C  T g g g g a c c g c  g g g g c g g a c g
P914133 500 GG GA A GTG AC GC A T CA GG G G T G G G A A CT G C  a g t c t t - - - -  - - - - - - - - - -
P914135 471 GG GA A GTG AC GC A T CA GG G G T G G G G A CT G C  T c t c c c - - - -  - - - - - - - - - -



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

4 of 6 4/10/07 3:58 PM

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*

alignment
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P914133 536 - - - G C T AG T A  T G T CT G CG C T  C A C C C G T C T G  G T A CCT T T C G Gc C GC G T C GG
P914135 507 - - - G C T AG GA  T G T CT G CG C T  G G C C C G CC T G  G CA CCT T T C G GTC GC G T T GG
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position  9 0 1 . . . . . . .  9 1 1 . . . . . . .  9 2 1 . . . . . . .  9 3 1 . . . . . . .  9 4 1 . . . . . . .
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P914133 633 T C C GT C AG TG A G T GT C GG G C G G G G g c - - G A  G GG T T C G G C C  G GC T T G A A C A
P914135 604 T C C GT C AG TG A G T GT C GG G T  G G G G a c c - - A  G GG CT C G G C C  G GC T C G A A C A
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position  9 5 1 . . . . . . .  9 6 1 . . . . . . .  9 7 1 . . . . . . .  9 8 1 . . . . . . .  9 9 1 . . . . . . .
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P914135 652 G G C A G C GC T G  C C A T CC c - G A C GC T GT CA C C T TG AAG C A G T  C GC C C G A G C G
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position  1 0 0 1 . . . . . .  1 0 1 1 . . . . . .  1 0 2 1 . . . . . .  1 0 3 1 . . . . . .  1 0 4 1 . . . . . .

P914132 756 g - - - - - - - - -  - - - - - G CC G C GT C C C G AGG C A TG CTG GGA C C TG T A G T C C -
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position  1 0 5 1 . . . . . .  1 0 6 1 . . . . . .  1 0 7 1 . . . . . .  1 0 8 1 . . . . . .  1 0 9 1 . . . . . .

P914132 791 G C G T G t c t c c  t g a a g c c g c g  a c t c g a g g a g  - - - - - - - - - -  - - - - - - - - - -
P914133 780 G C C T G G AC CG  A G A C- - T G G C C T T T T A GT C G  G CT T GG T G G G  C T A G A G G T g a
P914135 750 G C C T G G AC GG  A G A Ct g T G G C T T T T T G GT C G  G AT T GG T G G G  G T A G A G G T t -
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position  1 1 0 1 . . . . . .  1 1 1 1 . . . . . .  1 1 2 1 . . . . . .  1 1 3 1 . . . . . .  1 1 4 1 . . . . . .

P914132 821 A G G G A C CC CG  C T G GCC GG A G G G A G A G GG a g  a g a c t t c g c t  g g g c a g a t g g
P914133 828 A G G G A T GG CG  C A G GGT T G C G G G A G A G AG G C  G T T AAC T A A G  A Cc c g a g t g a
P914135 799 - - G G A T GG CA  C A G GGT T A G G G G A G A G AG G C  G T T AAC T A G G  A Ct t g a g t g c
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*
*
*
*

*
*
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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 . . . . . .

P914132 871 g a c a c c g t g t  g c a g g g c c g t  c a t g g t a g t a  g g g g c c g c c t  g c c c t c g g g a
P914133 878 t A A G A A T C CA  G T C CCG CA C A G T C T C C - - - -  - - - - - - - - - -  - - - - - - - - - -
P914135 847 a A A G A A T C CA  G C C GT G CA C A G T C T C 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 . . . . . .

P914132 921 g a c g c a c g c g  t g a a t g c g g a  g C G G G C T G A G  C Ca g t c g g c g  c c g g c g c - - -
P914133 904 - - - - - - - - - -  - - - - - - - - - -  - C G G A C T G A G  C CT T CC A A G C  A GC T G G C T A G
P914135 873 - - - - - - - - - -  - - - - - - - - - -  - G G G C C T G A A  C CT T CC A A G T  C GC T G G C T A G
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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 . . . . . .

P914132 968 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - G G
P914133 933 T G G A G G T C CC  G A G CGC AT G G A G A C g g GT G G  A GA T GG G C T C  A GA G A C A A G A
P914135 902 T G T A G G T C CG  G A G CGC AA G G A G A C c a GT G G  A GA T GG G C T C  T GA G A C C A G 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 . . . . . .

P914132 970 G C G G T C CA GG  C G G AGG AA G C a g c g t g c g c g  g c - - - - - - - -  - - - - - - - - - -
P914133 983 C G G G T C CA GG  C A G GGc a g a c  a c g g a g a c c t  t g a g t c a g t a  a g g t a g t a t a
P914135 952 G T G G G C CA GG  C A G GGA AT G C c t t g g a g g a c  t g a g g a t t t t  t c c a t c a g t c
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*
*
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*
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*
*
*

*
*
*

*
*
*

* * * * *

alignment
position  1 3 5 1

P914132 1002 - - - -
P914133 1033 g t c t
P914135 1002 - - - -

Pairwise similarities:
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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.

P914133
(1036 bp)

P914135
(1001 bp)

P914132
(1001 bp)

0.133
25 %

0.139
27 %

P914133
(1036 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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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 Jun 7 14:48:40 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 P876211
sym=NDUFB3|loc=Loc4709|taxid=9606|spec=Homo sapiens|chr=2|
ctg=NT_005403|str=(+)|start=52145450|end=52146450|len=1001| tss=501| comm=NADH
dehydrogenase (ubiquinone) 1 beta subcomplex, 3, 12kDa; (NM_002491/572/bronze;)

1001
bp

2 P876212

sym=Ndufb3|loc=Loc66495|taxid=10090|spec=Mus musculus|chr=1|
ctg=NT_039170|str=(+)|start=36282125|end=36283164|len=1040| tss=501,506,518,540|
comm=NADH dehydrogenase (ubiquinone) 1 beta subcomplex 3;
(AK013608/761/gold;AK009008/783/gold;AK007930/749/gold; NM_025597/744/bronze;)

1040
bp

3 P876213
sym=na|loc=Loc301427|taxid=10116|spec=Rattus norvegicus|
chr=9|ctg=NW_047816|str=(+)|start=681579|end=682579| len=1001|tss=501| comm=similar to NADH
dehydrogenase (ubiquinone) 1 beta subcomplex 3; (XM_217400/645/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$HOXH V$TALE V$CMYB V$EGRF V$NF1F V$NEUR V$ECAT V$PCAT V$AREB V$ETSF U$NRF2 V$RORA
V$CREB V$HOXF

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

P876211 1  c t t g c t c c c g  c c t c t c c t c c  c t c t c t g c t g  g c g c c a c c g c  a g c c c c c a c g
P876212 1  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P876213 1  c - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
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alignment position  5 1 . . . . . . . .  6 1 . . . . . . . .  7 1 . . . . . . . .  8 1 . . . . . . . .  9 1 . . . . . . . .

P876211 51 c c c t a g g t g g  g c c c c c a c g t  c g c c c c a c a a  g G C T C G GCT T  CC A C C C G C CT
P876212 1  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P876213 2  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - G C T C A T CC T  CA A G C C A C CT

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

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

P876211 101 CG G CT G C C GC C T T c t c c t c C  T C AC G AC C CT  C C C AA G a t g c  t a c c t g g t t t
P876212 1  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P876213 21 CA G CAG T C GC C T T - - - - - - C  T C AC G AC C CT  C C C GA G c t t g  c t c t c a g g t c

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

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

P876211 151 a c g a g a G G T T  C C GGG A C CA C  C A AC A CA C CG G C T AC C GCC T  T T C C A g a c CA
P876212 1  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - T CA
P876213 65 t g c a g - G G T T  T C GGA T C CG C  C A AC A T T C CT  G C T GC C GCC A  CC C C A c c T CA

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

*
*
*

*
*
*

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

P876211 201 CC C T CG C C AG C T CCC G T CT G  T A GT T T C C GC G G C CG A AGG A  GA A g a a a a c C
P876212 4  CC T T CG T C AG C T CCC G A CT A  C G GC G T C C GA A G C CG G AGG A  GA A A T - - - - T
P876213 114 CC T T CG T C AG C T CCC G G CT A  C C AT G T C C GC A G C CG G AGA A  GA A A A - - - - C
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*
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*
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*
*

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

P876211 251 CC T CT T C A T C T - - AG C A CT T  T G Cc t - - - - -  - - - - - - - - - -  CC C C C A A A GA
P876212 50 CC T CT T C A CC C - - GG C A CC G  T G CG c c c c c c  c c c c c g c a a c  CC C C C C A A GA
P876213 160 CC T CT T C A CC C c g GG C A CC G  T G CG t t g t c g  c c c t t c c t a -  CC C C C C A A GA

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

* * * * * * * * * * * *
*
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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 . . . . . . .

P876211 284 CA G CAC C GCC GC CTA C C TG T C A CC C T G C t g  t C T CC G GCT T CC T A C C G C CG
P876212 98 CA G CAC C GCC GC CTA C C TG T C A CC C CG C AG C C T CA G GCT T CC T A C C G C CA
P876213 209 CA G CAC C GCC GC CTA C C TG T C A CC C CG C AG C C T CA G GCT T CC T A C C G C CA
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*
*
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*
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*
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*
*
*

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

P876211 334 - - - - - - - - - - - - CCGC C TC C C G CA G CA G CC T GC CA A CTGC AG C G C A A C AA
P876212 148 c c g c c a c c g c c a CCGC C TC C C G CA G CA G CC T GC CA A CTGC AG C A T A A C AA
P876213 259 - - - - - - - - - - - - CCGC C TC C C G CA G CA G CC T GC CA A CTGC AG C A T A A C AA
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*
*
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*
*
*

*
*
*

* * * * *

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

P876211 372 CC A ACC C T CT  C A T T G G G T G a  g a a C A CG C T C T C A AC A ACA G  CC T C C C T T AT
P876212 198 CC A GCC T T CT  C A T T G A G T G G  G C CC A CG C GC T T A AT A ACA A  CC GC T C T C AT
P876213 297 CC A GCC T T CT  C A T T G A G T G G  G T CC A CG T GC T T A AT A ACA A  CC GC T C T C AT
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alignment position  4 5 1 . . . . . . .  4 6 1 . . . . . . .  4 7 1 . . . . . . .  4 8 1 . . . . . . .  4 9 1 . . . . . . .

P876211 422 TGG CTGC A GT  A T Gc c g g c a g  c c c c g c c c t g  t G T GC G GT G T  CT A A G G A T T C
P876212 248 TGG CTGC G CT  A T GAC T T T G G  C C CG C CT c T C G G T GC T CCG C  CT A A A G A T T C
P876213 347 TGG CTGC G CT  A T GGC T T T G G  C C CG C CT t T C G G T GC A CCT C  T T A C A G A T T C
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alignment position  5 0 1 . . . . . . .  5 1 1 . . . . . . .  5 2 1 . . . . . . .  5 3 1 . . . . . . .  5 4 1 . . . . . . .

P876211 472 CG T CCC C A AG C A AGG A C AA C  A t a t t a t c t t  c c c c g c c c t t  c t C T T T T C T A
P876212 298 CG T CCT G G AG C A AGA C A AA C  A C GG C T T T AT  C G T C- - - - - -  - - C T T C T C CT
P876213 397 CG T CCG G G AG C A AGG A G AA C  A A GG C T T C AT  C G T C- - - - - -  - - C T C C T C CT
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alignment position  5 5 1 . . . . . . .  5 6 1 . . . . . . .  5 7 1 . . . . . . .  5 8 1 . . . . . . .  5 9 1 . . . . . . .

P876211 522 CA G T AT C T GT  T A CCT C A GT C  A G AT T GA G GA T G C Ac a t a t a  c t g g g A A A AT
P876212 340 CA A T AT C T T C T A CCT C A AG C  A G AC T CC A GC T G C AA A GT G T  GG G A - A A T AA
P876213 439 CC G T GT C T CC T A CCG C A GT C  A A AC T CC A GC T G C AA A GAG T  AG A A - A A C AA
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alignment position  6 0 1 . . . . . . .  6 1 1 . . . . . . .  6 2 1 . . . . . . .  6 3 1 . . . . . . .  6 4 1 . . . . . . .

P876211 572 AA T CGA C T T C C A GCG T C CC T  C A T G T AG T CT  C T A Cc t g a t t  c a g g a a t c t c
P876212 389 T C T CT A C T T C C A GGC T C CT T  C A T G T CA T CT  C T A CG T T GT C  T G G G A G C C T T
P876213 488 T A T CGA C T T C C A GGC T T T T T  C A T G T CA T CT  C T G T C T T GT C  T G G G A G C C T T
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alignment position  6 5 1 . . . . . . .  6 6 1 . . . . . . .  6 7 1 . . . . . . .  6 8 1 . . . . . . .  6 9 1 . . . . . . .

P876211 622 t a a c CC A G T A T C GGA A C GT T  A A GC G GC T T C T C C GC T T T C C  T G C C G T g A GA
P876212 439 GC G - CC A G T A C C GGA A C GT T  T A CC A T C T CC C C C AT T T T C C  T G T C G T A A GA
P876213 538 GC G - CT A G T C C C GGA A C GT T  T A CT A T C T CC T C C AC T T T C C  T G T C G T A A GA
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alignment position  7 0 1 . . . . . . .  7 1 1 . . . . . . .  7 2 1 . . . . . . .  7 3 1 . . . . . . .  7 4 1 . . . . . . .



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

4 of 6 4/10/07 3:57 PM

P876211 672 AA C T CG A G GT  G A CAA C C TC C GT TT C CGG TT GGC T C C Gg t t  g c a g a g - - - -
P876212 488 AA C T AG A G GA A A CAA C GTC C GT TT C CGG TT GT C T C C GGC T  GT A A G G T T GA
P876213 587 AA C T AG A G GA A A CAA C GTC C GT TT C CGG TT GGC T C C a GC T  GG A A G G T T GA
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alignment position  7 5 1 . . . . . . .  7 6 1 . . . . . . .  7 7 1 . . . . . . .  7 8 1 . . . . . . .  7 9 1 . . . . . . .

P876211 718 - - - T T G A G T G T C CTGA GAG G T C AGA TT G CT GT C AGG TAA A TT A G GGA GTT
P876212 538 AT A T T G A G T G T C CCGG GAG G T C AGA TT G CT GT C AGG TAA T TT A G GGA G CT
P876213 637 AT A T T G A G T G T C CTGG GAG G T C AC A TT G CT GT C AGG TAA T TT A G GGA G T T
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alignment position  8 0 1 . . . . . . .  8 1 1 . . . . . . .  8 2 1 . . . . . . .  8 3 1 . . . . . . .  8 4 1 . . . . . . .

P876211 765 GG T GGG A G GC C C GT T G A T T A  G G AT T AA g a g  c t a g a c t c t A  T T C T G G G G AG
P876212 588 GG T GGG A G AC T T CT G G A T T A  C G CA T AA t c t  a a a c t t t - - -  AT C C A G G G AA
P876213 687 GA T GGG A G AC T T CT G G A t a -  - - - - - - - - - -  - - - - - - - - - A  AT C T G G G A AA
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alignment position  8 5 1 . . . . . . .  8 6 1 . . . . . . .  8 7 1 . . . . . . .  8 8 1 . . . . . . .  8 9 1 . . . . . . .

P876211 815 T G C AGA A A AG G A GAG A c t a a  a t g g a g a a g g  a t g g g a g g c t  g G G A G G G A GA
P876212 635 T G C AGA A G T G G A GAG G G CT G  A A GG G At c c g  a t a AG A CC- -  - G G G A G A A GA
P876213 717 T G C AGA A G T G G A GAG T G T T G  A G AG G Ac g a g  c t c AG A CC- -  - G G G A G G A GA
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alignment position  9 0 1 . . . . . . .  9 1 1 . . . . . . .  9 2 1 . . . . . . .  9 3 1 . . . . . . .  9 4 1 . . . . . . .

P876211 865 T C A AAG A A CT  A G CAG G C GA G  A A CT A AT G a a  g t c CT A GT T T  AG A G T T G G GG
P876212 682 T C C GGG A T CT  A G CT T G G GA G  C G CC G Ct g - -  - - - CA A GGT T  CT T G C T G G GC
P876213 764 T C C GGG A C CT  A G CT A G G GA G  C C CT G CT G c c  t a g t a c a g c t  g g a c g a g g g -
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alignment position  9 5 1 . . . . . . .  9 6 1 . . . . . . .  9 7 1 . . . . . . .  9 8 1 . . . . . . .  9 9 1 . . . . . . .

P876211 915 T A G GAA G A GG T G GT T G G AG G  A T T C A GT G AT  C A T T A C T GT A  GT T G T T A A AT
P876212 727 T G T GT T G A GG C G GAT G A AG G  A T g t c t T G AG A A T T A C GAT G  GT T G T T A A AT
P876213 813 - - - - - - G A GG C G GAT G A AG G  A T AC T GT G AG A A T T A C T GT G  GT G G T T A A AT

* * * * * * *
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*

*
*

*
*

*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

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

P876211 965 CC A - - - G G T G C T T GT T C CC G  C T T C T GC C AC A C G CA A a a t t  - - - - - - - - - -
P876212 777 CC C AGA G A T G T T T T A A A CC G  C C GC T AC C AG A T G CA A T GT A  CT C C T C G C CT
P876213 857 CC C AGA G A T G T T T T A A C AC G  C C GC T GC C AG A T G CA A T T T A  CT C C T C G C CT
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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 . . . . . .

P876211 1002 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P876212 827 CC T GGC T T T T  T G GGT T G T A T  T T GA A T A G GG T A A AG A ACA G  CT C a t a c t t t
P876213 907 CC T GGC T T T T  G G GGT T G T G T  T T GA A T A G GG T A A AG A AGA A  CT C t g t c c c 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 . . . . . .

P876211 1002 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P876212 877 t A A AT A C T T A A A ACT A G AA G  A A AT A AT T GC A A C GG T T Gc t  t c a c a a g c t t
P876213 957 a A A AT A C T T A A A ACT A G AA G  A A AT A AT T GC A A C GG T T Gt t  t c a c 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 . . . . . .

P876211 1002 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P876212 927 g t a t t t t a a g  t a c g g t t t c c  c a a a t a t a a g  t g t t t a c g a c  a c a g t g c t t a
P876213 1002 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

P876211 1002 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P876212 977 a g t g a a a a a g  a g c a a g t c a c  a a a a t c a a g a  c t a c t g c a t a  a t c c t a g g a t
P876213 1002 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

alignment position  1 2 5 1 . . . . . .  1 2 6 1

P876211 1002 - - - - - - - - - -  - - - -
P876212 1027 t a a g g a t t g g  a t a c
P876213 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.

P876212
(1040 bp)

P876213
(1001 bp)

P876211
(1001 bp)

0.364
48 %

0.419
52 %

P876212
(1040 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: 
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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 Jun 7 15:09:12 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 P914161
sym=NDUFB4|loc=Loc4710|taxid=9606|spec=Homo sapiens|chr=3|
ctg=NT_005612|str=(+)|start=26809774|end=26810774|len=1001| tss=501| comm=NADH
dehydrogenase (ubiquinone) 1 beta subcomplex, 4, 15kDa; (NM_004547/501/silver;)

1001
bp

2 P914163
sym=Ndufb4|loc=Loc68194|taxid=10090|spec=Mus musculus|
chr=16|ctg=NT_096987|str=(-)|start=2776611|end=2777611| len=1001|tss=501| comm=NADH
dehydrogenase (ubiquinone) 1 beta subcomplex 4; (AK009807/571/gold;NM_026610/571/bronze;)

1001
bp

3 P914164
sym=na|loc=Loc288088|taxid=10116|spec=Rattus norvegicus|
chr=11|ctg=NW_047356|str=(+)|start=18247379|end=18248379| len=1001|tss=501| comm=similar to
NADH:ubiquinone oxidoreductase B15 subunit; (XM_213619/569/silver;)

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$IRFF V$NRF1 U$NRF1V$ETSF U$NRF2 V$EREF U$EREF V$RORA V$TBPF

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

P914161 1  t t a a t g t t g t  a t g a a t c t a g  c a t g g t a a a g  t a c a g a a a a g  c t t a t t c t c t
P914163 1  a - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P914164 1  t g - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

alignment position  5 1 . . . . . . . .  6 1 . . . . . . . .  7 1 . . . . . . . .  8 1 . . . . . . . .  9 1 . . . . . . . .
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P914161 51 t c t t c t t g g g  t a g g g a a t t c  t g t T T T GC AA A G C A CT T T g t  g a T C T A T T T G
P914163 2  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - AA A G C A AT T T C A  T - T G T T T T C A
P914164 3  - - - - - - - - - -  - - - - - - - - - -  - - - T T T GG AA A G C A AT T T C A  T - T G T T T T C G

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

P914161 101 T T AG C T T A T T  T A A t c CT C A C AACA A CT T T G C T A G GT G G A C  AGg a g t c a t t
P914163 23 A T GT C T C A T T  T A A - - T T C C -  AACA A CCT T G C T A G GA G T G C  AGA G T C AA G G
P914164 29 T T GT C T C A T T  T A A - - CT C C C AACA A CT T T G C T A G GA G T G C  GGG G T C AA A G
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alignment position  1 5 1 . . . . . . .  1 6 1 . . . . . . .  1 7 1 . . . . . . .  1 8 1 . . . . . . .  1 9 1 . . . . . . .

P914161 151 a - - - - T C T CC  AG G AT AAGG A AAAG GAAA c t c a - GAG A C T T  T AA G T G AC T T
P914163 70 T CAT T T C T CC  AG G GT AAGA A AAAG GAAA TT T GG GAG A C A C  T AA T GA CC T T
P914164 77 T CAT T T C T CC  AG G AT AAGA A AAAG GAAA TT T GG GAG A C A T  T AA T GA CC T T
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alignment position  2 0 1 . . . . . . .  2 1 1 . . . . . . .  2 2 1 . . . . . . .  2 3 1 . . . . . . .  2 4 1 . . . . . . .

P914161 196 A T - - - - - - CC  AA G GT GAC A C AGc a c g g t t a  g A C C CA C A A T  GAA A AC CC G G
P914163 120 g a c t a a t g AC  AA G GT CAC C C AGGT T GGA AG A A C C CA C C C T  GGA C T G T A G G
P914164 127 C T - - - - - - AC  AA G GT CAC C C ACT T T GGA AG A A C G CA C C C T  GAA C T G T A G A
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alignment position  2 5 1 . . . . . . .  2 6 1 . . . . . . .  2 7 1 . . . . . . .  2 8 1 . . . . . . .  2 9 1 . . . . . . .

P914161 240 A CT T C T G A CT  CC A CA GCC A g  t c c c a c a c a -  - - - - - - - - - -  - - - - - - GC T C
P914163 170 A CT T C AG G AG  T C A CA GAC A A CCCA G T T T CC C A G T CT C c T C  T AG T CT AC T C
P914164 171 C CT T C AG G AG  CC A CA GAC A A CCCA G T T T CC C A G T CT C g T C  T AG T CT GC T C
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alignment position  3 0 1 . . . . . . .  3 1 1 . . . . . . .  3 2 1 . . . . . . .  3 3 1 . . . . . . .  3 4 1 . . . . . . .

P914161 273 A ACT T T A C AT  AA T AA Gc c c t  g g t t a t g t c a  g t a g a g a c a a  g g C T GC T A G G
P914163 220 A ACT T CA G GA  AA T CA GT T - -  - - - - - - - - - -  - - - - - - - - - -  - - C T GC AA A C
P914164 221 A ACT T CA G GA  AA c CA GT T - -  - - - - - - - - - -  - - - - - - - - - -  - - C T GC AA G C
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alignment position  3 5 1 . . . . . . .  3 6 1 . . . . . . .  3 7 1 . . . . . . .  3 8 1 . . . . . . .  3 9 1 . . . . . . .

P914161 323 A AGA A GC A GC  GC G GT GAC A G A- T G A Gt a g g  t g g g g a g c g g  c g g t g g g - - -
P914163 246 A AGT A GT A GC  AC A GA GAG A A Aa GG A GT T T A C C A C CA G A C A  AGA G GA GG C A
P914164 247 A AGC A GT A GC  AC A GA AAG A A A- GG A GCT T A A C A C CA A A C A  AAA G GA GA C A
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alignment position  4 0 1 . . . . . . .  4 1 1 . . . . . . .  4 2 1 . . . . . . .  4 3 1 . . . . . . .  4 4 1 . . . . . . .

P914161 369 - - - - - - - - - G  CA G GG CGC A C T GCG A GAA GA g c a c t t c g c g  c a t g c g c a t a
P914163 296 A Aa c G AG A AG  CA G T G CGC A C GCGC A GAA T A C G - - - - - - - -  - - - - - - - - - -
P914164 296 A Ac a G AG A AA  CA G T A CGC G T  GCGC A GAC T A C G - - - - - - - -  - - - - - - - - - -
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alignment position  4 5 1 . . . . . . .  4 6 1 . . . . . . .  4 7 1 . . . . . . .  4 8 1 . . . . . . .  4 9 1 . . . . . . .

P914161 410 t c a c c g a g c g  a a C GC GCC G T  GT T C G G- - GA A G G t a g g a g a  a a g a g g c g - -
P914163 328 - - - - - - - - - -  - - C GG GAC G A GGGC G T - - GA A G G A GG A T T G  GCA A AG GC T C
P914164 328 - - - - - - - - - -  - - C AT GAC G A Ga g g c t t g GA G G G A GC C T G G  GT A A AG GC T C
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* * * * * * * * * * * * * * * * * * * * * * * * * * *

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

P914161 456 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - G AG CT C C
P914163 364 C ACC C a G C CT  CG A AC CCC A C CCCT C T CC CG C C C C T T C C T G  CCA G AG CG C 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 . . . . . .

P914161 965 A T CC T GG C T t  g a t c a c t t c c  t g c c t g c g t g  a c c t t a a - - -  - - - - - - - - - -
P914163 865 - - - - - - - - - -  - - - - - - - - - -  - - - - T T T A GA G A A A CT T G T T  c c A C T C T G C A
P914164 881 G T CC T GG C T a  g a c c g t t c c c  c c c a T T T G GA G A A A GT T G T T  a a A C T C T G C G
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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 . . . . . .

P914161 1002 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P914163 891 T AGT C T C G GC  T T T CT T GT C T  GAAA C AT G GC C A t a AT A T G G  T CC T T C AT A T
P914164 931 T AGT C T C G GC  T T T CT T AT C T  GAAA C AT G GC C A t g AT A T T G  T CC T T C AT A 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 . . . . . .

P914161 1002 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P914163 941 C T T T T GA G GC  AG A T T Aa c a c  a t g a c t g a c t  a a t c t a g c a c  a g t a t c t t c c
P914164 981 C T T C T GA A GC  AG A T T Ac a c g  t - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
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alignment position  1 2 5 1 . . . . . .  1 2 6 1

P914161 1002 - - - - - - - - - -  -
P914163 991 t c g a a a a g g g  c
P914164 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.

P914163
(1001 bp)

P914164
(1001 bp)

P914161
(1001 bp)

0.188
39 %

0.233
40 %

P914163
(1001 bp)

1.000
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
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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 Jun 7 15:22:31 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 P862298
sym=NDUFB5|loc=Loc4711|taxid=9606|spec=Homo sapiens|chr=3|
ctg=NT_005612|str=(+)|start=85817233|end=85818233|len=1001| tss=501| comm=NADH
dehydrogenase (ubiquinone) 1 beta subcomplex, 5, 16kDa; (NM_002492/553/bronze;)

1001
bp

2 P862299

sym=Ndufb5|loc=Loc66046|taxid=10090|spec=Mus musculus|chr=3|
ctg=NT_039228|str=(+)|start=3823115|end=3824123|len=1009| tss=501,503,508,509| comm=NADH
dehydrogenase (ubiquinone) 1 beta subcomplex, 5;
(AK013223/553/gold;AK088061/546/gold;AK002279/553/gold;
AK005521/553/gold;AK018562/548/gold;NM_025316/554/bronze;)

1009
bp

3 P862300

sym=na|loc=Loc294964|taxid=10116|spec=Rattus norvegicus|
chr=2|ctg=NW_047625|str=(+)|start=5303108|end=5304108| len=1001|tss=501| comm=similar to
NADH dehydrogenase (ubiquinone) 1 beta subcomplex, 5; NADH dehydrogenase (ubiquinone) 1 beta
subcomplex 5; (XM_215544/501/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$CREB V$YY1F V$PCAT V$SMADV$RARF V$RORA V$EREF U$EREF V$SF1F

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

P862298 1  c a t c t a c a a a  c c c c a t a t a c  t g t c t t g t c c  a c a g c a g g c a  g c a a c a a a a t
P862299 1  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P862300 1  t a g a g g a a g a  a c a g g g t g c g  c c a g g g t a g a  c g a - - - - - - -  - - - - - - - - - -
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alignment position  5 1 . . . . . . . .  6 1 . . . . . . . .  7 1 . . . . . . . .  8 1 . . . . . . . .  9 1 . . . . . . . .

P862298 51 g a g g a a g g a a  t a g a a a t g t c  g g a g g t g a g c  g a c t t CT CC A A GG T C A C T C A
P862299 1  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P862300 34 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - CT CC A A GG T C A C G C T

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

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

P862298 101 C T C c t c a c c a  a a g t g g g c t c  c g g c t c t g c c  a t c c a g g c g g  c c g t t c c a t t
P862299 1  - - - - - CCT C C  G C GGT G G C C T  G T c t a g a g CT  CT GT T GCAT C C T G CA A G A A G
P862300 49 C T C t g CCT C C  C T GGT G G T C T  A T - - - - - - CT  CT AT T GCAC A C T G CA A G A A G

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

*
*
*

*
*
*
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*
*
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*
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*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

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

P862298 151 c t t g - - - - - -  - - - - - - - - - -  - A GT T GT T CT  Cg g c a t c t c g  g c a t c t c g g c
P862299 46 C GC CCAAA G G  C G Ga G G C A G T  C A T T T CT T CT  CT - - - - - - - -  - - - - - - - - - -
P862300 93 C T C CCAAA G G  C G Gc G G C A G T  C A GT T CT T CT  CT - - - - - - - -  - - - - - - - - - -
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alignment position  2 0 1 . . . . . . .  2 1 1 . . . . . . .  2 2 1 . . . . . . .  2 3 1 . . . . . . .  2 4 1 . . . . . . .

P862298 184 a a c c a a a c a a  g a t c c a a a g t  t g g a g a g g t g  g g c a a a c c t a  c t t t a t a C A T
P862299 78 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - C A C
P862300 125 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - C A T

*
*
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*
*
*
*
*
*

*
*
*
*
*
*

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

P862298 234 C AC T T ACC C T  G T GCA G G C A G  G G ACCT G AGG AGT T AT T a a c  g a t c g g g a a g
P862299 81 C AC T T ACC C C  G A GT G A G C A G  C G T CCT T GGG AT T T ACT AG G G AA CA A G C T G
P862300 128 C AC T T ACC C G  G A GT G A G C A G  G G GT CT T GGG AT T T ACT AG G G AA CA A G C A G
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alignment position  3 0 1 . . . . . . .  3 1 1 . . . . . . .  3 2 1 . . . . . . .  3 3 1 . . . . . . .  3 4 1 . . . . . . .

P862298 284 a t t t c a g g g c  g g a t g a a a C T  C T CCT AC AAA GAAG GGCCA A A CC GG C C G C A
P862299 131 C CT T c a g G A A  C G CT G A G G C T  C T T CT AC AAA T ACC CACT A G A CT GG T C G C A
P862300 178 C CT T t a a G A A  C G CT G A G G C T  C T T CT AC AAA T ACC CACT A G A CT GG T G G C A
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alignment position  3 5 1 . . . . . . .  3 6 1 . . . . . . .  3 7 1 . . . . . . .  3 8 1 . . . . . . .  3 9 1 . . . . . . .

P862298 334 G CC AT GT T t t  c g c a t a a c t g  g c a a a a - - - -  - - - - - - - - - -  - - - - - - - - - -
P862299 181 G CC AT GT T T C  T A AT G g A G A C  C C ACAGT GT C GGT G T CCAC G A GG T C A C T T C
P862300 228 G CC AT GT T T C  T A AT G c A G A C  A C ACT GT GCC GGT G T CCAC T  A GG T C A C T T C
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alignment position  4 0 1 . . . . . . .  4 1 1 . . . . . . .  4 2 1 . . . . . . .  4 3 1 . . . . . . .  4 4 1 . . . . . . .

P862298 360 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P862299 231 C GC t g g c g g c  G T GAG G C A A G  T G AAGCA AAC AGGA ACAGG C T T T GC C C T T A
P862300 278 C GC - - - - - - -  G T GAG A C G A A  T G AAGCA AAC AAGA ACAGG C T T T GC C C T T A
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alignment position  4 5 1 . . . . . . .  4 6 1 . . . . . . .  4 7 1 . . . . . . .  4 8 1 . . . . . . .  4 9 1 . . . . . . .

P862298 360 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P862299 281 C T A AACAT G G  C C GCT C C C A C  G G CT CT c g c t  t c a a t c t c c c  a a - - - - - - - -
P862300 321 C T A AACAT G G  T C GCT C C C A C  G G CT CT t t c c  c t c a c t c c c t  c c c c c c c t c c
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alignment position  5 0 1 . . . . . . .  5 1 1 . . . . . . .  5 2 1 . . . . . . .  5 3 1 . . . . . . .  5 4 1 . . . . . . .

P862298 360 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  CGCG T T T - C C G CC AA C GA T A
P862299 323 - GT CT GCC A T  A G AGT T T A C A  G G GCT CT CT T  T GGG Cg c c C C A CC TA C A A T G
P862300 371 c GT AT GCT A T  A G AGT T T A C G  C G GCT CT CT T  CGCG CAC- C C A CC TA C A A T G
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alignment position  5 5 1 . . . . . . .  5 6 1 . . . . . . .  5 7 1 . . . . . . .  5 8 1 . . . . . . .  5 9 1 . . . . . . .

P862298 379 GCG TCACT T C C G GCG T C T C A  A G CCGGC g g t  g a g g a g a a t a  g a a a a c t - - -
P862299 372 T CG TCACT T T T G T CC G C C A G  C G CCT GC CT g  T GAA GCT CG C A GG AA C G G G C
P862300 420 T CG TCACT GT T T T CC G C C A G  C G CCT GC CT a  T GAA GCT AG C A AG CA C C C G T
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alignment position  6 0 1 . . . . . . .  6 1 1 . . . . . . .  6 2 1 . . . . . . .  6 3 1 . . . . . . .  6 4 1 . . . . . . .

P862298 426 - - - T GCCC T C A C TTA A GA T G GC CACAT CCT  GCCT T T GT C C T CA TT GGT A A
P862299 422 C GC T GCCC T C A C TCA A T A T G GC CTCCT CT A GCGT T CGCC C T CA CT GGT GG
P862300 470 C GC T GCCC T C A C TCA A C A T G GC Ct t c c c g -  GCAT T CGCC T  T CA CT GGT GG
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alignment position  6 5 1 . . . . . . .  6 6 1 . . . . . . .  6 7 1 . . . . . . .  6 8 1 . . . . . . .  6 9 1 . . . . . . .

P862298 473 A T T GGCT C T C  T C AGC T T C C G  T G ACCCG CCT  CCCT t c t t c c  t c c T G C C C G T
P862299 472 A T T GT CCC T C  C C GGC T C C C T  T A GCCCT CCC CACT T CCT T C C G- T G G C C G G
P862300 519 A T T GT CCC T C  C C GGC T C C C G  T t g c c t a CCC T ACT T CCT T C C G- T G G C T G T
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Pairwise similarities:
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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.

P862299
(1009 bp)

P862300
(1001 bp)

P862298
(1001 bp)

0.162
35 %

0.176
34 %

P862299
(1009 bp)

1.000
78 %

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

Extract alignment region

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 C1-NDUFB6 (3 seq.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1 December 2004 Tue Jun 7 15:44:43 2005 

Solution parameters:

Sequence file: C1-NDUFB6 (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 Leng

1 P855688

P855688 sym=NDUFB6|loc=Loc4712|taxid=9606|spec=Homo
sapiens|chr=9|ctg=NT_008413|str=(-)|start=32562682|end=32563682|len=1001|tss=501|comm=NADH
dehydrogenase (ubiquinone) 1 beta subcomplex, 6, 17kDa;
(NM_002493/501/silver;NM_182739/501/silver;)

10

2 mNDUFB6 mNDUFB6 m6_dna range=chr4:40417544-40418994 5'pad=0 3'pad=0 revComp=TRUE strand=?
repeatMasking=none

14

3 P855691
P855691 sym=na|loc=Loc297990|taxid=10116|spec=Rattus
norvegicus|chr=5|ctg=NW_047711|str=(-)|start=31999505|end=32000505|len=1001|tss=501|comm=similar
to NADH dehydrogenase; (XM_216378/501/bronze;)

10

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$CREB V$CDEF V$RORA V$EVI1 V$HEN1 V$AP4RV$MYOD V$BEL1 V$EGRFV$BRNF

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

P855688 1  g g t g a a a g c a  t g a - - - - - - -  - - A T T C A T C T  A T G CA A T T T T  G C T A G A T A T T
mNDUFB6 1  c a t a c t t g g t  g t a g t t g g t t  t t A T T T A CT T  A T T T A T T T T T  T T A A C T T A T C
P855691 1  a c c a - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

P855688 42 A A g c t a c t - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
mNDUFB6 51 A A t a g a t t g t  a g a a g t t a c t  c c a g t t a t g a  a t a g a a g g c t  c a t t t a t g g c
P855691 5  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

* *

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

P855688 50 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
mNDUFB6 101 a g t a g c a t a c  c a a t g c t t t a  c a g t a c t a t a  a g c t t t c c c a  c t a a t c c t c t
P855691 5  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

P855688 50 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
mNDUFB6 151 a t t c t g a a a t  c t g g g a g g t g  a t t t t t c a a t  g t t t t g c t a t  t a c a t a t c g t
P855691 5  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

P855688 50 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
mNDUFB6 201 g t t g t g a c g a  a t a t t c g t g c  a c a c c c c t a c  a a a t t t t t a c  t g C C A T A C C T
P855691 5  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - C C A T A C C T
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*

*
*

*
*

*
*

*
*

*
*

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

P855688 50 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
mNDUFB6 251 T T G G G AT G T C  T T A C A AA G T G  G G c C G G C AG A  A T C AA A GA GT  G A G C G A G C C T
P855691 13 C T G G G AT A T C  T T A C A AA G T G  G G a C G G C AG G  A T C AA A GA GT  G A G C C A G T C C
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*

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

P855688 50 - - - - - - - - - -  - - - - - - - - - -  - - - C T T T T C A  C T A T T C CT GT  A C A G A T G G A G
mNDUFB6 301 A T G G A AG C C T  c CC A A AT A A G  G T G C T C T T T A  T T T CT G CA GT  A C A G A G a g g g
P855691 63 A T G T A AG C C T  - CC A A AT A A G  G T G C T C T T T A  T T T CT G CA GT  A C A G A G G A G G
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* * * *

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

P855688 77 G G A C A GA t g -  A GA C A GC T G C  C C A g g g c a c t  t c A GC A GT T A  C T G G C A T A G C
mNDUFB6 351 a a g a A AA C C G  A GA T A GG C G C  T C A A G A T T A C  T t A GC G GG T T  A C G A A A G A G G
P855691 112 G A A G A AA C C C  A GA T A GC T G C  T C A A A G T CA C  T t - - - G AG T T  A C T A A A G G G C

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

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

P855688 126 T G G G A T T T G A  A CT G G GA T G T  A A c t a t t t t c  a t a c a c T C T C  T A G G T C A t t c
mNDUFB6 401 T G G G A GC C A A  A T T C G GA C G C  A A G T G - - - - -  - - - - - - T C T C  T C G G T C A A G -
P855691 159 T G G G A GC T G A  A CT T G AA T G C  A A T T G - - - - -  - - - - - - T C T C  T A G G T C A A G -

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

P855688 176 c A A G G T G G G A  g a g g c a a g c a  a a t a a t t t t g  a a t c t g g c c a  g c a t a t t c a c
mNDUFB6 439 - A A G a - - - G A  A T T C A AG G G G  G C G A G G C AG A  G GT T C G CT - -  - - - - - - - - - -
P855691 197 - A A G G T G G G A  A T T C A AG C G G  G C G G G G C AG A  G GT T C C CT - -  - - - - - - - - - -
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alignment
position  5 0 1 . . . . . . .  5 1 1 . . . . . . .  5 2 1 . . . . . . .  5 3 1 . . . . . . .  5 4 1 . . . . . . .

P855688 226 t g A A A CA T T T  A T G C T T A T C C  T T C C T C C T C C  C a g c a - T A CA  A G T T C T T C C T
mNDUFB6 473 - - A A A CC A T C  G T C C T T G T T C  T T C C G G T CC C  C T C CC C T A CA  A G T T C T T T C T
P855691 234 - - A A A CC C T T  G T c c t t g - - -  - - - C G G T CC C  C T C CC C GA CA  A G T T C T T T C T
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alignment
position  5 5 1 . . . . . . .  5 6 1 . . . . . . .  5 7 1 . . . . . . .  5 8 1 . . . . . . .  5 9 1 . . . . . . .

P855688 275 T a g c a a a a c c  t c c a g t c c t c  t a a t t t a g c a  t a c t t t c g t c  t a a T C T G T C A
mNDUFB6 521 C T G A A CC C T A  G CC - - CC A G G  A C T - - - - - - -  - - - - - - - - - -  - - - T C T C A C A
P855691 276 T T G A A CT C T A  G CC c c CC G G G  A C T - - - - - - -  - - - - - - - - - -  - - - T C T C A C A
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position  6 5 1 . . . . . . .  6 6 1 . . . . . . .  6 7 1 . . . . . . .  6 8 1 . . . . . . .  6 9 1 . . . . . . .
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position  7 0 1 . . . . . . .  7 1 1 . . . . . . .  7 2 1 . . . . . . .  7 3 1 . . . . . . .  7 4 1 . . . . . . .
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position  8 0 1 . . . . . . .  8 1 1 . . . . . . .  8 2 1 . . . . . . .  8 3 1 . . . . . . .  8 4 1 . . . . . . .

P855688 524 G C G t t c C C GC A AGG T CG C T T T GC A G A G CG G  G AG CG C GC - T  T A A G T a a c t a
mNDUFB6 735 G C G- - - C C T C A AGG T CG C T T T GC GG A G CG G  G AG g g g c a g G  T C A G T G A C C G
P855691 491 G C G- - - C C T C A AGG T CG C T T T GC GG A G CG G  G AT CG C GC - G  T A A G T G A C C G
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position  8 5 1 . . . . . . .  8 6 1 . . . . . . .  8 7 1 . . . . . . .  8 8 1 . . . . . . .  8 9 1 . . . . . . .
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position  1 1 0 1 . . . . . .  1 1 1 1 . . . . . .  1 1 2 1 . . . . . .  1 1 3 1 . . . . . .  1 1 4 1 . . . . . .
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P855691 785 A G A - - T C C G G  G T T C C CA C T C  C G G G T C G CA A  C CC GG C CA AC  C C - - - C T T C C
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position  1 1 5 1 . . . . . .  1 1 6 1 . . . . . .  1 1 7 1 . . . . . .  1 1 8 1 . . . . . .  1 1 9 1 . . . . . .

P855688 843 C A C T G CT G C C  G GC A G CC T G A  A C A C T G A AC g  t c c g c t c c c t  g c a g c c a c a c
mNDUFB6 1054 C A C T C CT C T C  A GT T C CA T C A  A G G C C C A AC C  C T G T C C AG AG  C C C G C A T A C C
P855691 830 C A C T C CT C T C  A GT T C CA T T A  A G G C C C G AC C  C T C T C C AG AG  C C C G C A C A C C
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*
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*
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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 . . . . . .

P855688 893 c a a g g a c t g a  t a a c g c t c a g  t g c t - - - - - -  - - - - - - - - - -  - - - - C T G G G A
mNDUFB6 1104 C G G G A GG G C C  C CA A G GG A C A  A T C A G T C CA G  G GG CT C AG GT  T T A G C G G A G A
P855691 880 C G G G A GG G C C  C CA A G GG A C A  A T C A G T C CA G  G CC CT C AG AT  T T A G C G G A G A
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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 . . . . . .

P855688 923 C A C T G GC C A G  T CC C G AG A G T  C C t c c t g g a g  t c t CG G GA GG  C A G G A G T C C A
mNDUFB6 1154 C G C T G T C A G G  T CG C T AT T G T  T C A G G G - - - -  - - - CT G GG GT  C T G G A G T C C A
P855691 930 T G C T G T C A C G  T CG C T AG A G T  T C A G G G - - - -  - - - CC G GG GT  C T G G A G T C C T

*
*
*

*
*
*

*
*
*

*
*
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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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*
*
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*
*
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*
*
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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 . . . . . .

P855688 973 G G A A T AT G T a  T GG C T T T G A G  A G A A T C A T g -  - - - - - - - - - -  - - - - - - - - - -
mNDUFB6 1197 G G A G C AG G T g  g c t g t c a g g t  g t a c t g a g a a  g t c g g g t c t t  a g g t t t t a c a
P855691 973 G G A G C AG G T -  T GG C T T C G G G  A G G A T G A T c c  - - - - - - - - - -  - - - - - - - - - -

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

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

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

P855688 1002 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
mNDUFB6 1247 a g a c g c t c g c  c g c a c a t g c a  g t t c t t t c g a  g t g t a g a t a c  c t t t t c t c g g
P855691 1002 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

alignment
position  1 4 0 1 . . . . . .  1 4 1 1 . . . . . .  1 4 2 1 . . . . . .  1 4 3 1 . . . . . .  1 4 4 1 . . . . . .
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P855688 1002 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
mNDUFB6 1297 g t t a a a c t g g  t c a g a a t t a a  c t g a g a t c a c  a g g c t g t g a t  t t c a g t a t t t
P855691 1002 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

P855688 1002 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
mNDUFB6 1347 g a g a a c a c t t  a c g c g g t g g g  t a g g g t t g a g  g t g c c a g a g a  c t g g c c a g c t
P855691 1002 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

P855688 1002 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
mNDUFB6 1397 g g t a t a g t a c  a g c c c c a t g g  g g t c g c a a c a  g a a g a c a g g g  t t c t a t t t g g
P855691 1002 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

alignment
position  1 5 5 1 .

P855688 1002 - - - - -
mNDUFB6 1447 t a t g c
P855691 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.

mNDUFB6
(1451 bp)

P855691
(1001 bp)

P855688
(1001 bp)

0.208
37 %

0.260
40 %

mNDUFB6
(1451 bp)

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.

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.seq (3 seq.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1 December 2004 Tue Jun 7 15:59:00 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 P906353
sym=NDUFB7|loc=Loc4713|taxid=9606|spec=Homo sapiens|chr=19|
ctg=NT_011295|str=(-)|start=5945188|end=5946188|len=1001| tss=501| comm=NADH
dehydrogenase (ubiquinone) 1 beta subcomplex, 7, 18kDa; (NM_004146/501/bronze;)

1001
bp

2 P906354
sym=Ndufb7|loc=Loc66916|taxid=10090|spec=Mus musculus|chr=8|
ctg=NT_078575|str=(+)|start=8532757|end=8533760|len=1004| tss=501,504| comm=NADH
dehydrogenase (ubiquinone) 1 beta subcomplex, 7; (AK002678/514/gold;NM_025843/511/bronze;)

1004
bp

3 P906355
sym=na|loc=Loc361385|taxid=10116|spec=Rattus norvegicus|
chr=19|ctg=NW_047534|str=(-)|start=11544622|end=11545622| len=1001|tss=501| comm=similar to
NADH dehydrogenase (ubiquinone) 1 beta subcomplex, 7; (XM_341664/507/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$ETSF U$NRF2 V$OAZF V$HEN1V$MINI V$CP2F V$E2FF V$NRF1U$NRF1

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

P906353 1  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - G G C A A G AG A AT T T
P906354 1  c a c a c c t a c g  t a t g t g c a c t  C A C A C C G ACA A A C C T AGG G A A A G T G T T T G G
P906355 1  a c a t g - - - - -  - - - - - - - - - -  C A C A C C G ACA A A C C T AAG G A A A G T G T T T G G
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*
*
*
*

*
*
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*
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*
*
*
*

*
*
*
*

*
*
*
*

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

P906353 14 G A G CC C AGGA  G G T G GA G GCT  G C A G T G a g c c  g a g a t c g c g c  c a a t a c a c t c
P906354 51 A A G T T C GAGT  G T T G GA A AT G  G T A G T G T AT A T C T G T GGG A A A G C AC T T A T C
P906355 36 A G G T T G GAGa  G T T G GA A GT G  a c A G T A T AT A T G C G T AGG A G A G C AC T T A T C

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

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

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

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

P906353 64 c a g t c t g g g c  g a c a g g t a c t  g t g t c t - - - -  - - - - C CAA A A A C A AA A AA T T
P906354 101 T A C CA T AT GC  T A g g c c t g g G  G G T C T A T CCT  A A A A C CAG A A A A A AA A AT T A
P906355 86 T G C CA T GT GC  T A t - - - - - - G  T G T C T A T CCC A A C G C CAt t t  t a t t a t t a t t

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

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

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

P906353 106 C T T AA A Gt g a  c t t t a t g c a a  a a t t a c a t a c  a t t a a c g a t a  t a a t a g a t a t
P906354 151 A T T T A A Ga a a  a a a a - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P906355 130 a t t a t t a t t a  t t a t t a t t a t  t a t - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

* * * * * * *

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

P906353 156 c g t g c c T T T T  T T A A GA G AAA  T T T G A A T GT T  T T C A A AGA A A a a a c t t - - - -
P906354 165 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - A AAA A A A G A GG A GG A G
P906355 153 - - - - - - T AT T  A T T A T A T T AT  T A T T A T T AT T  T T A G A AGA A A G G A GG G GG A G

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

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

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

P906353 202 - - - - - - - - - -  - - - - - - - - - -  - - - - - - T T T G G A A A A T Ga t a  t g a a a a a t a a
P906354 181 G A A GA G GAAC  G C G G AA G AT G  G T T C - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P906355 197 G G G AA G GAAC  G T G G AA T AT G  G T T C a g T T T G T A A A A T Gc c t  g c c a t g c g a t

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

* * * * * * * * * * *

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

P906353 226 t t t t a a t a t g  t g c t t t a g c c  t c g g g c t a c c  a g a a g a g c c c  c a g a t a g G G T
P906354 205 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - G G T
P906355 247 c g t g c t a g t c  a - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

* * *

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

P906353 276 C G A GG G AGGC  C T C A GT C CCa  c a c c g t c c c c  t t c t g c c c c g  c c c a g a t g g a
P906354 208 C C A GG G T GT C  C A C A GT A CCC  A T G T A t a c a c  a t g t a t AC A G C A G GC T T G G T
P906355 258 - - - - - G T GT C  C A C A GT A CCC  A T G T A a - - - -  - - - - - - AC A G C A G GC T T G G T

* * * * * *
*

*
*

*
*

*
*

*
*

*
*

*
*
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*
*

*
*

*
*

*
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*
*

*
*
*

*
*
*

*
*
*

*
*
*

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

P906353 326 t t t c c a g - - -  - - - - - - - - - -  - - - - - - - - - -  - - G C T CAG G G A A G T C C - - - -
P906354 258 G G C AC A CAT T  T a T A AT C CT A  G C A C T G G GCA G A G C A CAG G G G A C c c t g c c a
P906355 293 G G C AC A CAT T  T g T A AT C CT A  G G A C T G G GT A G A G C A T AG G G A A C GC C - - - -
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*

* * *

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

P906353 347 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - CCT  C T C G G GT C C A A C C AT A T C C T
P906354 308 c c t c c c c g c t  t c c a c a c c c g  c a c t c c t CCC T G C A A CT C C C T G G CC A GC C T
P906355 339 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - CCC T G C A G AT C C C T G G CC A GC C T
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*
*

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

P906353 370 G c g a a g a g a c  a c a - - - - - - -  - - - - - - G CAC C T G T C CCG C C T C C GC C T G T C
P906354 358 G G C CT T CT AG  C C A A CT G GCG  T T C G C C G CAC C C G C T CT G T C T C C T C C AC A C
P906355 362 G G C T T T CT AG  C C A A CT G GCG  T T C G C C G CAG C C G C C CT G T C T C C T C C AC G C
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alignment position  5 5 1 . . . . . . .  5 6 1 . . . . . . .  5 7 1 . . . . . . .  5 8 1 . . . . . . .  5 9 1 . . . . . . .

P906353 407 C G C GA G GT GA  C G C C AG g c g g  a c c g g a g c g a  t c c t c t g g a g  t c c T T C AT C T
P906354 408 C G C CA G GGGG  T G T C AG C GAG  C C A G G A A GCG T T C C A T CG - -  - - - T T C AT C T
P906355 412 C A C CA G GAGG  T G C C AG C GGG  C C A G G A A GT C T T C C A CCG - -  - - - T T C g T C T
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alignment position  6 0 1 . . . . . . .  6 1 1 . . . . . . .  6 2 1 . . . . . . .  6 3 1 . . . . . . .  6 4 1 . . . . . . .

P906353 457 C T A T G A T CT C  C G C A GC T GCC  T A A A T GA CCC GG A A Gc t g t g t c t g A C T G A G
P906354 453 C T A T G A CCCC  C G C C GC A GCC  T A G A T GA CCC GG A A Ga C- - - - - - - A C TG A A
P906355 457 C T A T G A CCCC  C G C T GC G GGC  T A G A T GA CCC GG A A Gt C- - - - - - - A C TG A A
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alignment position  6 5 1 . . . . . . .  6 6 1 . . . . . . .  6 7 1 . . . . . . .  6 8 1 . . . . . . .  6 9 1 . . . . . . .

P906353 507 G G G T C A GT GG  T T C C GG G T AG  G A G C T A G GT G A C C C t CGG C T  G C T g c a g g g a
P906354 496 G G G GC A GT GC  T T C C AG G T GG  G A G C G A G GT G A C C C - CGG C T  A C T AA A GA A G
P906355 500 G G G GC A GT GC  T T C C AG G T GG  G A G C G A G GT G A C C C - CGG C T  G C T AA A GA A A
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alignment position  7 0 1 . . . . . . .  7 1 1 . . . . . . .  7 2 1 . . . . . . .  7 3 1 . . . . . . .  7 4 1 . . . . . . .

P906353 557 t c t g c a g c g a  c t g c AGC CAT GG GG GC C CAC C T GG T CCG GC G C T AC C T G G G
P906354 545 G G T AA G GCAG  A GT - AGC CAT GG GG GC G CAC C T GA C CCG GC GC T AT C T G T G
P906355 549 G G T AG G GCAG  A GT - AGC CAT GG GG GC G CAC C T GA C CCG GC GC T AT C T G T G
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* * * * * * * * * * * * * * *
alignment position  7 5 1 . . . . . . .  7 6 1 . . . . . . .  7 7 1 . . . . . . .  7 8 1 . . . . . . .  7 9 1 . . . . . . .

P906353 607 C GA TGC CTCG G T GG AGC CCG A C C C C C T GCA G A T G C CAA C C T T C CC GCC A G
P906354 594 G GA TGC CTCG G T GG AGC CTG A C C C C G A GAA G A T A C CCA GC T T C CC GCC GG
P906355 598 G GA TGC CTCG G T GG AGC CTG A C C C T G A GAA G A T G C CCA GC T T C CC GCC GA
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alignment position  8 0 1 . . . . . . .  8 1 1 . . . . . . .  8 2 1 . . . . . . .  8 3 1 . . . . . . .  8 4 1 . . . . . . .

P906353 657 A C T AC G GCT T  C C C C GA A CGC  A A G G A G C GCG G T G A G g c c C A GT GCG C AG GC
P906354 644 A C C T C G GCT T  T C C G GA G CGC  A A G G A G C GAG G T G A G CT - C A GT GCG C AG GC
P906355 648 A C T AC G Gt c T  T C C G GA G CGC  A A G G A G C GAG G T G A GCT- - - - T GCG C AG A C
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alignment position  8 5 1 . . . . . . .  8 6 1 . . . . . . .  8 7 1 . . . . . . .  8 8 1 . . . . . . .  8 9 1 . . . . . . .

P906353 707 GC a g c c - - - -  - - - - - - - - - -  - - - - - - - - - -  - - A G - - - - - -  - - - - - - AG G G
P906354 693 GC G AC C GCAG  A T C C CG C GGA  A C T C A G C T GC c t g c t t g c g g  a g g g c c GG G T
P906355 694 GC G AC C GCCG  A T C C CG C GGA  A C T C G G C T GC a g A G - - - - - -  - - - - - - GG G T
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* * * * * *

alignment position  9 0 1 . . . . . . .  9 1 1 . . . . . . .  9 2 1 . . . . . . .  9 3 1 . . . . . . .  9 4 1 . . . . . . .

P906353 719 C G T GG G GCGC  G G G T GC C T GA  a c a c c t g g c a  c c c c a g g g c t  g g c a c c c c a g
P906354 743 C G A GT C GGGA  G G G C Ga c c t c  c t t g - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P906355 732 C G G AT C GCGA  G G G C GC C T GA  g - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

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

P906353 769 g g c t g g g c t c  t a a c c t c a g g  t g t t g t a t c t  g g g t t t g g g t  c t a g a c t a g g
P906354 767 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P906355 753 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

P906353 819 a g t c c a c a g g  a c g t g c a t g a  c c c c a c c t c A G T G T G GAG G C g t t c c a g c c c
P906354 767 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - A G T G T G GAG G C t g t g c - - - - -
P906355 753 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

* * * * * * * * * * *

alignment position  1 0 5 1 . . . . . .  1 0 6 1 . . . . . .  1 0 7 1 . . . . . .  1 0 8 1 . . . . . .  1 0 9 1 . . . . . .

P906353 869 a a G GG C ACGG  C T T G AG C AAA  A G C C A G G GAg  c a a a a g t g a g  g c g a c a a - - -
P906354 783 - - G GG G AT GG  C T A A AG C AAA  A G G C T G G GAC G A G A C AGC A G A G A AC G GG a a
P906355 753 - - - - - - - - - -  - - - - - - - AAA  A G G C T G G GAC A A G A C AGC A G A G A AC G GG g 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 . . . . . .

P906353 916 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P906354 831 g a t - G A GACT  G C C C CG G T GC  A C T T C G T CCT  G G G C A CAG C G C G G Ag c c t a -
P906355 786 a g a c G A GACT  G C C C CG G T GC  A C T T C G T CCT  G G A C A CAG C G C G G Ag c c t a g
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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 . . . . . .

P906353 916 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P906354 879 G G A CA T GT T C  T T T G CA T CT C  C A T A C A T T GT  C A C T a g c a - T  T T G GT T AC G T
P906355 836 G G A CA T GT T C  T T T G CA T CT C  C A T A C A G T GT  C A C T c g t a t T  T T G GT T AT G 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 . . . . . .

P906353 916 - - - - - - - - - -  - - - - - - - GT G  G G G G T T C GGG C A G G A AT G C G A C G CG C a g a g
P906354 928 A C A AT A AT AC  A A G G T T G GGG  G G c - - T G GAG C G A T C AT G C t  c - - - - C T T G T
P906355 886 A C A AT A AT AC  A A G G T C G GCG  G G G G A T G GGG C G G T C CT G C A G T G CA C 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 . . . . . .

P906353 949 c t g g g t c g a g  t c t t t t t t t t  t t t t c t t t t g  a g a c g g a g t c  t c g c t t t t t c
P906354 972 C C T GT C T AGT  G T G A T G G T GC  T G G G G G A GGA A C C - - - - - - -  - - - - - - - - - -
P906355 936 C C T GT C T AGT  G T G A T G G T GC  T G G G G A T GGA A C C c a a g g c c  t g t g t g t a c t
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alignment position  1 3 0 1 . . . . . .  1 3 1 1 . .

P906353 999 t t t - - - - - - -  - - - - - -
P906354 1005 - - - - - - - - - -  - - - - - -
P906355 986 c g c a c g g t t c  t t g t t c

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.

P906354
(1004 bp)

P906355
(1001 bp)

P906353
(1001 bp)

0.217
31 %

0.177
28 %

P906354
(1004 bp)

1.000
72 %

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

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.seq (3 seq.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1 December 2004 Tue Jun 7 16:10:54 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 P927722
sym=NDUFB8|loc=Loc4714|taxid=9606|spec=Homo sapiens|chr=10|
ctg=NT_030059|str=(-)|start=21037647|end=21038647|len=1001| tss=501| comm=NADH
dehydrogenase (ubiquinone) 1 beta subcomplex, 8, 19kDa; (NM_005004/510/bronze;)

1001
bp

2 P927731

sym=Ndufb8|loc=Loc67264|taxid=10090|spec=Mus musculus|
chr=19|ctg=NT_039692|str=(-)|start=4936006|end=4937027| len=1022|tss=501,512,522|
comm=NADH dehydrogenase (ubiquinone) 1 beta subcomplex 8;
(AK028070/501/gold;AK010177/522/gold;NM_026061/512/bronze;)

1022
bp

3 P927735
sym=na|loc=Loc293991|taxid=10116|spec=Rattus norvegicus|
chr=1|ctg=NW_047567|str=(-)|start=293982|end=294982| len=1001|tss=501| comm=similar to NADH
dehydrogenase (ubiquinone) 1 beta subcomplex 8; (XM_215269/529/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$MEF2 V$TBPF V$NRF1 U$NRF1 V$EVI1 V$YY1FV$RBPF V$AP1R V$EREF U$EREF V$ZF35 V$NKXH
V$EBOX

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

P927722 1  c a g - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P927731 1  t t t t t t t t t t  c c t g a a a a a t  g GG AGGT T T G GG G C T GG G T C  A G G C GA G C C G
P927735 1  a t - - - - - - - -  - - - - - - - - - -  - GG GGGT T T G GG G C T GT G T C  A G G A GA G C C G
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alignment position  5 1 . . . . . . . .  6 1 . . . . . . . .  7 1 . . . . . . . .  8 1 . . . . . . . .  9 1 . . . . . . . .

P927722 4  - - - - - - - - - -  - - G G C C G AA T  T GT GT GT T GC AC T G GCG T CT  A A G T GA - - - -
P927731 51 C C T C C A G T A A  T c G G C T T GG T  T T T T GT A T T T  GT T G GGT t - G  A G G T GA T T G A
P927735 32 C C T C C A G T A A  T a G G C T T GG T  T T T GT AT T T C GT T G GAT G CG  A G G T GA C T G A
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alignment position  1 0 1 . . . . . . .  1 1 1 . . . . . . .  1 2 1 . . . . . . .  1 3 1 . . . . . . .  1 4 1 . . . . . . .

P927722 38 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P927731 100 G A C A T T T A G A  T G A A C T G AG A - - - - - - - - - C AA C T T T G A GT  A T A T AA G G A A
P927735 82 G A C A T T T A G A  T G A A C C G AG A c t a a g g a g c C AA C T T T G A GT  A T A T AA G G A A
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alignment position  1 5 1 . . . . . . .  1 6 1 . . . . . . .  1 7 1 . . . . . . .  1 8 1 . . . . . . .  1 9 1 . . . . . . .

P927722 38 - - A G A T C A A C  C C A T T T G GA G a a c AGAA CAA CA A G CAA G AC  C A A C AG G T G A
P927731 141 A G A G - - - - - -  - - A T T T G GA G - - - AAAG GAT  CA A A CAA A AC  C A A G AG C T A A
P927735 132 A G A G G T G A G C  C T A T T T G GA G - - - AGAG GAT  CA A A CAA A AC  C A A G AG C T A A
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alignment position  2 0 1 . . . . . . .  2 1 1 . . . . . . .  2 2 1 . . . . . . .  2 3 1 . . . . . . .  2 4 1 . . . . . . .

P927722 86 A T T T G A A G A A  T G A T C A T GT t  t g g g g a t g g a  a g g a a g t g c c  c g t g a a g g a g
P927731 180 A T G T G A A A A A  G G A C T G T GT -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P927735 179 A T G T G A A A A A  T G A G T G C GT -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
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alignment position  2 5 1 . . . . . . .  2 6 1 . . . . . . .  2 7 1 . . . . . . .  2 8 1 . . . . . . .  2 9 1 . . . . . . .

P927722 136 a g g a a a g c a a  g c a g c c a g a g  a a G AGAG T AA GA C A GGC T CA  T T T C AC T a g t
P927731 199 - - - - - - - - - -  - - - - - - - - - -  - - G T GAG GAC AG A A GGC T GG  T T T T AC T T T G
P927735 198 - - - - - - - - - -  - - - - - - - - - -  - - G T GAG GAC AG A C GCC T GA  T T T T AC T T T G
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alignment position  3 0 1 . . . . . . .  3 1 1 . . . . . . .  3 2 1 . . . . . . .  3 3 1 . . . . . . .  3 4 1 . . . . . . .

P927722 186 a c a g c t c c t g  g g g g a g g t g g  t t a AGCT GT C T a c c t g a g t t  g c t c a g g t t c
P927731 227 C A C - - - - - - -  - - - - - - - - - -  - - - AGCG GT C T G A G AT A T T C  G G C T GG C G - -
P927735 226 C T C - - - - - - -  - - - - - - - - - -  - - - AGCT GT C T G A G AT A T T C  G G C G GG A G - -
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alignment position  3 5 1 . . . . . . .  3 6 1 . . . . . . .  3 7 1 . . . . . . .  3 8 1 . . . . . . .  3 9 1 . . . . . . .

P927722 236 c g a g t t c c c a  t C A T C C C T G G AT G GGT C T AA GT C A GCT C AG  G G A G AA A A A G
P927731 255 - - - - - - - - - -  - C A G C C C CG A AAG GGCC T CA GT C G GT T G AA  G G C G AA A A G G
P927735 254 - - - - - - - - - -  - C A G C C C T G A A- - - - - - - - -  - - - - - - - - - -  - - - - AA A A G A
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alignment position  4 0 1 . . . . . . .  4 1 1 . . . . . . .  4 2 1 . . . . . . .  4 3 1 . . . . . . .  4 4 1 . . . . . . .

P927722 286 G A C A C A A C A T  T C T G A A A T G T  CAG Ag a c c t -  - - - G CCT G GT  T T T C CC T T C T
P927731 294 A A T A C A G T A A  C T T G C A A T A T  CAA GT AA Gc A GT A G CT T T GT  T T T C T C T C C T
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P927735 270 A A C A C T A T A A  C T C G A A A T A T  CAA AT GA Gt A GT A G CT T T GT  T T T C T C T C C T
* * * * * * * * * * * * * * * * * * * * * * * * * * * * *
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alignment position  4 5 1 . . . . . . .  4 6 1 . . . . . . .  4 7 1 . . . . . . .  4 8 1 . . . . . . .  4 9 1 . . . . . . .

P927722 332 T C C C G C T T A T  C C T T C c c a g c  c t c t a t c c a a  c c c t t g g c t t  - - - - - - C C C A
P927731 344 T G C T G T C T G T  C C T g g c a c c -  - - - T CAT CAG CC G C T CA C CG  T C C A GG C T C T
P927735 320 T G C T G G C T G T  C T A T C t t g g c  a c t T CAC CAG CC A C T CA C T G  C G C A GG C T C T
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alignment position  5 0 1 . . . . . . .  5 1 1 . . . . . . .  5 2 1 . . . . . . .  5 3 1 . . . . . . .  5 4 1 . . . . . . .

P927722 376 A C T GC G T A T T T A A - - - - AC C CCG CCCC T GT  T G A A CCC t t c  g g c t t t t C T T
P927731 390 A C A GC A T A T T T A A a t a a AGC CCG CCCA GCT  T G A T GCC G GG  A - - - - - - C T T
P927735 370 A C A GC G T A T T T A A - - - - AGC CCG TCCA GCT  T G A C ACC C GG  A - - - - - - C T T
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alignment position  5 5 1 . . . . . . .  5 6 1 . . . . . . .  5 7 1 . . . . . . .  5 8 1 . . . . . . .  5 9 1 . . . . . . .

P927722 422 C A C T C C C G G C  T T C C T C C GT C A- C GT T T GGC CC G G CT C A GC  C G C C GT G A C A
P927731 434 C T G C G C T G G C  T T C g g a g a t c  g c C GT T T GGC CC G A CT C A GC  C A C C GT G A C C
P927735 410 C A G C G C T A G C  T T C A A C G AT C G- C GT T T GT C CC c G CT C A GC  C A C C GT G A C C
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alignment position  6 0 1 . . . . . . .  6 1 1 . . . . . . .  6 2 1 . . . . . . .  6 3 1 . . . . . . .  6 4 1 . . . . . . .

P927722 471 G G C C T T T G C G C A T GT GC AGA a g g GAAA CGT  GA A GAAG GTG A A GA TGG C GG
P927731 484 C G C T T T T G C G C A T GT GC AGA g t - GAAC CGC GGA GAAG GTG A A GA TGG C T G
P927735 459 C G C C T T T G C G C A T GT GC Ac g  g c g a g c g t - C GGA GAAG GTG A A GA TGG C GG
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alignment position  6 5 1 . . . . . . .  6 6 1 . . . . . . .  6 7 1 . . . . . . .  6 8 1 . . . . . . .  6 9 1 . . . . . . .

P927722 521 T GG C C A G G G C  C G G G G T C T T G GGA GT CC AGT  GG C T GCA A AG  G G C A T C C C G G
P927731 533 C C G C C C G G G C  T G C G G C C CT G GGA GT CC GAT  GG C T GCA G AG  G A C A AC C C G G
P927735 508 C GT C C C G G G C  T G C G G C C CT G GGA GT CC GGT  GG C T GCA A AG  G A C A T C C C G c

*
*
*

*
*
*

*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*

alignment position  7 0 1 . . . . . . .  7 1 1 . . . . . . .  7 2 1 . . . . . . .  7 3 1 . . . . . . .  7 4 1 . . . . . . .

P927722 571 a a C G T G A T G C  C G C T G G G CG C ACG GACA GGT  CC G C g a g a a c  g g g c g a g a c c
P927731 583 g G C G T G G T G C  C A C T G G A GG C ACG GAGA GGT  CT G C ACG - - - - - - - - - - - - -
P927735 558 t G C G T G G T G C  C A C T T G A GG C ACG GAGA GGT  CT G C ACG - - - - - - - - - - - - -
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alignment position  7 5 1 . . . . . . .  7 6 1 . . . . . . .  7 7 1 . . . . . . .  7 8 1 . . . . . . .  7 9 1 . . . . . . .

P927722 621 t c a GT G T G GG A A GGG GG T A C CT G AAAT T T G GT G T AT C G GG  A G G g g g g a t c
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P927731 620 - - - GT G T G GG A A GC G GG T G C CT G AAGT T T A CT G C T T C G GG  A T G G AG G C A T
P927735 595 - - - GT G T G GG A A GC G GG T G C CT G AT GT T T G CT G C T T C G GG  A G G G AG G C A T
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alignment position  8 0 1 . . . . . . .  8 1 1 . . . . . . .  8 2 1 . . . . . . .  8 3 1 . . . . . . .  8 4 1 . . . . . . .

P927722 671 g t a g a t g c c g  c g g c g g c a g c  c t c c g g g t a g  GG A G T GG A GG  T G G C GT T G A T
P927731 667 C C T T - - - - - -  - - - - - - - - - -  - - - - - - - - - -  GG G A CGG T GG  C G G A GG T G T C
P927735 642 C C T T - - - - - -  - - - - - - - - - -  - - - - - - - - - -  GG A A T GG T GG  C G T C GG T G T T
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alignment position  8 5 1 . . . . . . .  8 6 1 . . . . . . .  8 7 1 . . . . . . .  8 8 1 . . . . . . .  8 9 1 . . . . . . .

P927722 721 A T A T C C A G A A  A - A T G G G GT G GAG GAT C GCA CT G a t c c t - -  - - - - - - - - - -
P927731 691 C T G G C T G G G G  g t A A G G G GT G GGA GGT C GCG GT G G AT T C GT  G T G C CC A A A G
P927735 666 C T G C C T G G G G  C - T G G G G GT G Gt a c a g t - - -  - T G A AT T A CT  G A G T CC A A A G
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alignment position  9 0 1 . . . . . . .  9 1 1 . . . . . . .  9 2 1 . . . . . . .  9 3 1 . . . . . . .  9 4 1 . . . . . . .

P927722 758 - - - - - - - - - -  - - - - - - - - - -  - - - - - - G CGA AG T C CCG G GC  T C G G AC C T C T
P927731 741 A A G G G A T A C A  G G G T T G C T g t  a GT CCGG CAA GG T G CGA A AC  g a C A GC C T C T
P927735 711 A A G G A A T A C A  A G G T T G C T a t  - GT T CGG CCA GG T G CGG A AC  A G C A AC C T C T
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alignment position  9 5 1 . . . . . . .  9 6 1 . . . . . . .  9 7 1 . . . . . . .  9 8 1 . . . . . . .  9 9 1 . . . . . . .

P927722 782 G C A G C C C C T G  C G A C T T G AA G CCT T - CG Ga g  c g g c t g g a g a  g c g g g c t - - -
P927731 791 G C A G T C A C T G  C G G C T T A GT C CT T T - CT GGG T G G G CGC C T A  A A G C AC C G T G
P927735 760 G C A G T T A C T G  C A G C T T A GT C CT T T t CT GGG T G G G T GT C T A  A A G A AC C G T A
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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 . . . . . .

P927722 828 C G C T T C T G A C  C T G T T C T CT T  CT G CGt T CT A GC C T CCC A CA T GA C CA A GGA
P927731 840 T C C A T C T G A C  C T G C A T C CC T  CT G CG- T CCA GC C T TCC A TA T GA C CA A GGA
P927735 810 C C C A T C T A A C  C T G C T T C CC T  CT G T G- T CCA GC C T TCC A CA T GA C CA A GGA
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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 . . . . . .

P927722 878 C A T GT T C C C G  G G G c c c T AT C CT A GGAC CCC AG A A GAA C GG  G C C G Cc G C C G
P927731 889 C A T GT T GC C G  G G G T C A T AT C CT A GGAC CCC AG A G GAA C GC  G C C G CG G C C G
P927735 859 C A T GA T GC C G  G G G T C A T AT C CT A GGAC CCC AG A A GAA C GG  G C C G CG G C C 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 . . . . . .
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P927722 928 C C A A GA A G T A T A A T A T G CG T  GT G GAAG ACT  AC G A a CC T T A  C C C G GA T G A T
P927731 939 C C A A GA A G T A T A A C A T G CG A GT G GAAG ACT  AC G A GCC A T A  C C C C GA T G A T
P927735 909 C C A A GA A G T A T A A T A T G CG T  GT G GAAG ACT  AC G A GCC G T A  C C C A GA T G A T
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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

P927722 978 GGC A T G GG GT GA GA c a g a g a  g g g t - - - - - -  - - - - - - - - - -  - - -
P927731 989 GGC A T G GG GT GA Gt g - - AG G T AG AGGA CT C GG G T CA- - - -  - - -
P927735 959 GGC A T G GG GT GA GA t g a AG G AAG T CT A CT C GC A T CAg g g g  c a g

*
*
*
*
*
*
*

*
*
*
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*
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*
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*
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*

*
*

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

Pairwise similarities:

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

P927731
(1022 bp)

P927735
(1001 bp)

P927722
(1001 bp)

0.340
50 %

0.384
50 %

P927731
(1022 bp)

1.000
78 %

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

Extract alignment region

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.seq (3 seq.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1 December 2004 Tue Jun 7 17:05:45 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 P922003

sym=NDUFB9|loc=Loc4715|taxid=9606|spec=Homo sapiens|chr=8|
ctg=NT_008046|str=(+)|start=38769028|end=38770040|len=1013| tss=501,513| comm=NADH
dehydrogenase (ubiquinone) 1 beta subcomplex, 9, 22kDa;
(AK026538/513/gold;NM_005005/501/silver;)

1013
bp

2 P922004
sym=Ndufb9|loc=Loc66218|taxid=10090|spec=Mus musculus|
chr=15|ctg=NT_039621|str=(+)|start=20271682|end=20272682| len=1001|tss=501| comm=NADH
dehydrogenase (ubiquinone) 1 beta subcomplex, 9; (AK003540/601/gold;NM_023172/601/bronze;)

1001
bp

3 P922005

sym=na|loc=Loc299954|taxid=10116|spec=Rattus norvegicus|
chr=7|ctg=NW_047779|str=(-)|start=13034523|end=13035523| len=1001|tss=501| comm=similar to
NADH dehydrogenase (ubiquinone) 1 beta subcomplex, 9, 22kDa; NADH dehydrogenase (ubiquinone)
1 beta subcomplex, 9 (22kD, B22); (XM_216929/577/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$ECAT V$ETSF U$NRF2 V$STAF V$TBPF V$ZF5F V$OCT1

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

P922003 1  g a t a t g a a c g  a a t g a a t g c t  t g a g t g a a t t  g g t c c c c a g a  a g c g g t c a g c
P922004 1  t a g a - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P922005 1  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
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alignment position  5 1 . . . . . . . .  6 1 . . . . . . . .  7 1 . . . . . . . .  8 1 . . . . . . . .  9 1 . . . . . . . .

P922003 51 c t c t c c g c c a  a g g c a g a g g G  G A A GGG CCG G  G A GG T G C A CG  t g g g a t g a a t
P922004 5  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  A G AG T T C A CG  A A A G A C A - - -
P922005 1  - - - - - - - - - -  - - - - - - - - - G  G G A GGG AGG G  A G GG T T C A CG  A A A T A C C - - -

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

*
*
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*
*
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*

*
*

*
*

*
*

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

P922003 101 g GAA ACATA G T GA T TG GCc t t t t t g g a g - -  - - - - - - - T T T  T C T T C T T a a a
P922004 22 - GAA GAAAA G T GA T TG GCt T GG G GGG CGG T  G C T T T t t g a g  a g a - - - - - - -
P922005 29 - GGA GAATA G T GA T TA GC- T GG G GGG CGG T  G C T T T c t T T T  T C T T T T T t g g
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*
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*
*

* * * * * * * * * *

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

P922003 142 a a a c t g a a t a  c a t t a c a g a t  g t - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P922004 64 - - - - T GGGA G  G A C T CG G GG A  C T A GCC CAT G  C T AG G C g a t c  A G T C T A C G G C
P922005 77 g t g g T GGGA G  G A C T CG G GG A  T T A GCC CAT G  C T AG G C - - - -  A G T C T A C C G C
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* * * * * * * * * *

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

P922003 164 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P922004 110 T Ga a GCACA C  C C C A CA C CT A  T T C CT C T CT T  T C CA G T T G AA  T T a a a c A C A C
P922005 123 T Gt c GCACA T  C C C A CA C CT A  T A C CT C T AT T  T T CA G T T G AA  T T - - - - A C A C
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alignment position  2 5 1 . . . . . . .  2 6 1 . . . . . . .  2 7 1 . . . . . . .  2 8 1 . . . . . . .  2 9 1 . . . . . . .

P922003 164 - T GA AAACA G  C A C A Aa a a t c  a t a a c t g t a c  g G CT T G T T AA  T T T T T A C A A A
P922004 160 A CAA AAAAA G  C A C A AG T Ca c  a a t g a t t c a t  T G CC C G G G AA  T G C T C A T A A A
P922005 169 A T AA AAAAT G  C A C A AG T Cc a  a t t a - - - - - -  T G CT C G T G AA  T T C T C A T A A A
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alignment position  3 0 1 . . . . . . .  3 1 1 . . . . . . .  3 2 1 . . . . . . .  3 3 1 . . . . . . .  3 4 1 . . . . . . .

P922003 213 T AAA T ACAC C  C T C G T G A AT C  C A g a a C CT A G  A T CA A G A A CC  A G A G C A - - - -
P922004 210 T GAA CAT GC A  C T A G GG A AA C  C A T - - C CT C C  A G CA A G A A CC  A G A T C A G T C A
P922005 213 T CAA T AT GC A  T T C G GG A Ac t  C A T - - C CT C G  A G CA A A A A CC  A G A T C A A T C A
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alignment position  3 5 1 . . . . . . .  3 6 1 . . . . . . .  3 7 1 . . . . . . .  3 8 1 . . . . . . .  3 9 1 . . . . . . .

P922003 259 T T AC CAGCA C  c c a g a a a c c t  c c c c g c g c c c  t c c t c c a c t g  a g c g g c C C T T
P922004 258 T T GC CAGCA C  g C G A GG C CT C  C G G GCA T - - -  - - - - - - - - - -  - - - - - - C T T C
P922005 261 T CGC CAGCA C  t C G A GG C CT C  C G G GAA T - - -  - - - - - - - - - -  - - - - - - C T T C
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alignment position  4 0 1 . . . . . . .  4 1 1 . . . . . . .  4 2 1 . . . . . . .  4 3 1 . . . . . . .  4 4 1 . . . . . . .

P922003 309 T CAA CCCT T A  C A A T GC C GG A  G G G CGC AAt t  c c t g g g t c c t  g t g a c c t t g g
P922004 289 C GT G CCCT G G  A A A g GC C AT G  C C G CGA AAA G  G G - - - - - - - -  - - - - - - - - - -
P922005 292 T GT A CCCT G G  A A A A GC C AA G  C C G CGA AAA G  G G - - - - - - - -  - - - - - - - - - -
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alignment position  4 5 1 . . . . . . .  4 6 1 . . . . . . .  4 7 1 . . . . . . .  4 8 1 . . . . . . .  4 9 1 . . . . . . .

P922003 359 t g a c c g a c G C  C C G G GA C AA G  T C A GAA AGA C  C C AA G G G C GT  G G A A A A C g C T
P922004 321 - - - - - - - - G A  C C C G GG A CT G  T C A GCG AGG C  T C AC G A C C AA  G A C A A A C - C T
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P922005 324 - - - - - - - - G G  C C C G GG A CA G  C C A GCA AAA C  C C AT G G C C AA  G G A A A t C - C T
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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 . . . . . . .

P922003 409 C CT C T T ACC G  A T A A AC T T G A  A G C GAC T CA T  G A CT G C G C At  g g a g g a c c t c
P922004 362 G CCC T T ACC C  A C G A AC T T G A  A G A GAC T CA T  G A CG G C G C GG  C A G G C T C C T C
P922005 365 G CCC T T ACC C  A C G A AC T T G A  A G A GAC T CA T  G A T A G C G C AG  C A G A C T C C T C
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alignment position  5 5 1 . . . . . . .  5 6 1 . . . . . . .  5 7 1 . . . . . . .  5 8 1 . . . . . . .  5 9 1 . . . . . . .

P922003 459 c c c a g c g g A A GC G GAA GTG G C C GCCG GCA A  C T CC GC C C TT C C G GC T g g c c
P922004 412 C CAG GGAAA A GC G GAA GTG G C T C AGA GCA C  G C TC GT C C TT C C G GT T C C G C
P922005 415 C CAG GAAAA G GC G GAA A TG G C G T AGA GCA C  G C TC A T T C TT C C G GC T C C G T
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alignment position  6 0 1 . . . . . . .  6 1 1 . . . . . . .  6 2 1 . . . . . . .  6 3 1 . . . . . . .  6 4 1 . . . . . . .

P922003 509 c c g c t c a g t c  a c c c g C A GC A  G G C GT G CAGT T T CC C GG C TC T C C GC G C G GC
P922004 462 C T CA CAA- - -  - - - - - C C GC C  C G C T T C CGGG T T CC C GG C AG C C C C C G C G GC
P922005 465 C T CG CAA- - -  - - - - - C C GC C  T G C T T C CGGG T T CC C GG C AG C C C C C G C G GC
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alignment position  6 5 1 . . . . . . .  6 6 1 . . . . . . .  6 7 1 . . . . . . .  6 8 1 . . . . . . .  6 9 1 . . . . . . .

P922003 559 C Gg g - - - GA A  G G T C AG C g c c  g t a - - A T GG C  G T T C T t g g c g  t c g g g a c C C T
P922004 504 GGCC GCT GA A  G G T G AG C CG G  A C G CT A T GG C  G T T C T G C G CT  C C C C C G G C C T
P922005 507 A GCC GCT GA A  G G T G AG C CG G  G C G CT A T GG C  G T T C T G T G CT  C C C C C G G C C T
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alignment position  7 0 1 . . . . . . .  7 1 1 . . . . . . .  7 2 1 . . . . . . .  7 3 1 . . . . . . .  7 4 1 . . . . . . .

P922003 604 A CCT GACCC A  T C A G CA A AA G  G T G T T G CGG C T T TA T A A GCG G GC GC T A C G C
P922004 554 A CCT GACCC A  C C A G CA G AA G  G T G CT G CGG C T GTA T A A GCG C GC GC T GC G C
P922005 557 A CT T AACCC A  C C G G CA G AA G  G T G CT G CGG C T GTA T A A GCG C GC GC T GC G C
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alignment position  7 5 1 . . . . . . .  7 6 1 . . . . . . .  7 7 1 . . . . . . .  7 8 1 . . . . . . .  7 9 1 . . . . . . .

P922003 654 C ACC T CGAG T  C G T G GT G CG T  C C A GAG GT A a  g g g a t G G G GA  C C C A G G A C T C
P922004 604 C ACC T CGAG T  C A T G GT G T A T  C C A CAG GT G G  G G AG A G G G GA  C C C G G G G C T C
P922005 607 C ACC T CGAG T  C A T G GT G T G T  C C A CAG GT A G  G G AG A g g a g a  - C C T G G T C T C
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alignment position  8 0 1 . . . . . . .  8 1 1 . . . . . . .  8 2 1 . . . . . . .  8 3 1 . . . . . . .  8 4 1 . . . . . . .

P922003 704 G GGG AGGT G A  C C C T CG G GG C  C C C AT G g a g g  t g g a g a g g c c  c c t g g g t a C C
P922004 654 G GGG ACGGA A  G C C G AG G GG C  C C C GT G GG- -  - - - - - - - - - -  - - - - - - - - C C
P922005 656 G GGG ACGGA A  G C C G AG G GG C  C C T GT G GGt t  g a t - - - - - - -  - - - - - - - - - -
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alignment position  8 5 1 . . . . . . .  8 6 1 . . . . . . .  8 7 1 . . . . . . .  8 8 1 . . . . . . .  8 9 1 . . . . . . .

P922003 754 T GGA GGT T C A  A G G A CT T C- G  G G A a c g g a a t  t g g a a g g t g g  c c t c t c g c t t
P922004 684 A GGC T GAT C A  A G G A CT T g g G  G G A CAC AGT G  A A GG G A G C CC  G C C C T T G A - -
P922005 689 - - - C T GAT C A  A G G A CT T A- G  G G A CAC AGT G  A A GG G A G C CC  G C C C T T G A - -
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alignment position  9 0 1 . . . . . . .  9 1 1 . . . . . . .  9 2 1 . . . . . . .  9 3 1 . . . . . . .  9 4 1 . . . . . . .

P922003 803 c a c a g a a t c c  t a t g g t a g A C  C C G GGT T CA A  A T CC A G G C T T  C G C C A - - - - -
P922004 732 - - - - - - - - - -  - - - - - - - - A C  C C G GGT CCC G  A T GC A G T C CT  C T C T G - - - - -
P922005 733 - - - - - - - - - -  - - - - - - - - A C  C T G GGT CCT G  A T GC A G T C CT  C T C T c t t g c c
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alignment position  9 5 1 . . . . . . .  9 6 1 . . . . . . .  9 7 1 . . . . . . .  9 8 1 . . . . . . .  9 9 1 . . . . . . .

P922003 848 - CT T a t g g c c  g g g a GA C CT T  G T A GAG T T G C  T T GT C G G G t c  t g g g c g t c a g
P922004 759 - CT T - - - - - -  - - - - GA T CT G  G C G GAG AT G A  T T GT G T G G GG  C G c a - - - - - -
P922005 765 t CT T - - - - - -  - - - - T A T CT G  G C A GAG AT G A  T T AT G T G G AG  C 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 . . . . . .

P922003 897 c t t t t t g t t t  a g t a a a a c g g  a c G CAC GAC C  A G CG C A G A GG  G T C G C A G G A a
P922004 792 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - AC C  A G GA C C C A GC  G T A G A A A G T T
P922005 797 - - - - - - - - - -  - - - - - - - - - -  - - G CGC GAC C  A G GA C A C A GC  G T A G A A G G A T
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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 . . . . . .

P922003 947 a a t t a a g t g a  a a t a a a g g A A  A G T GCC T AA A  A T TG T A A T TG T C A T GG GT C C
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P922004 815 G CAT GAAGA A  A T A A - - - - A A  A G T ACC T AG G  A C TG T C A T TG T C A T GG A T C T
P922005 825 G CAT GAAGA A  A T A A - - - - A A  A A T ACC CAG G  A C TG T C A T TG T C A T GA A T 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 . . . . . .

P922003 997 A GCG CT c g c t  c a a t c g t - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P922004 861 A AAG CT AAC G  T T T T T A T g a c  t c t g t c GT C C  C T AA C C T T AA  C A G T A A T T T G
P922005 871 A ACG CT AAT G  T T T T T A T a a c  t c t t - - GT C C  C T AA C C T T AA  C A G T A A T T T G
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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 . . . . . .

P922003 1014 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P922004 911 T CCA T t AT C T  T T A G T T T GC A  G A G T AA CT C A  G a t a t T A G T G  A T T A T T T T A G
P922005 919 T CCA T g AT C T  T T A G T T T GC A  G A T T AA CT G A  G g a a c T A G T G  A T T A T T T T A G
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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

P922003 1014 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  -
P922004 961 C CT G AT T T T A  C A G A T A A GC a  g g c t c a t t c t  a t t c c a c c t c  c
P922005 969 C CT C AT T T T A  T A G G T A A GC t  c a g g a t t g a c  t t 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.

P922004
(1001 bp)

P922005
(1001 bp)

P922003
(1013 bp)

0.188
38 %

0.161
38 %

P922004
(1001 bp)

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.

Extract alignment region

Positions in alignment from:  to: 

Output file

Extract aligned sequences

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

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.seq (3 seq.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1 December 2004 Tue Jun 7 17:18:57 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 P914197
sym=NDUFB10|loc=Loc4716|taxid=9606|spec=Homo sapiens|chr=16|
ctg=NT_037887|str=(+)|start=1949020|end=1950020|len=1001| tss=501| comm=NADH
dehydrogenase (ubiquinone) 1 beta subcomplex, 10, 22kDa; (NM_004548/526/silver;)

1001
bp

2 P914198
sym=Ndufb10|loc=Loc68342|taxid=10090|spec=Mus musculus|
chr=17|ctg=NT_039649|str=(-)|start=1254142|end=1255239| len=1098|tss=501,598| comm=NADH
dehydrogenase (ubiquinone) 1 beta subcomplex, 10; (AK002517/598/gold;XM_128594/501/bronze;)

1098
bp

3 P914199

sym=na|loc=Loc287121|taxid=10116|spec=Rattus norvegicus|
chr=10|ctg=NW_047334|str=(-)|start=802694|end=803694| len=1001|tss=501| comm=similar to NADH
dehydrogenase (ubiquinone) 1 beta subcomplex, 10, 22kDa; NADH dehydrogenase (ubiquinone) 1 beta
subcomplex, 10 (22kD, PDSW); (XM_213242/534/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$OAZF V$STAF V$NRF1 U$NRF1 V$PAX5V$TEAF V$EBOX V$HESF V$HIFF V$PAX1

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

P914197 1  c c t c c c c - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P914198 1  g c t g t t t c t t  a g c c c c t a a c  t c t g g c a g g a  g g t g a c c a g c  a c c t a g a t g a
P914199 1  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
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alignment position  5 1 . . . . . . . .  6 1 . . . . . . . .  7 1 . . . . . . . .  8 1 . . . . . . . .  9 1 . . . . . . . .

P914197 8  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P914198 51 c a c a t a a g t g  a g g a t t t c c a  g g t t g c a a a a  c c a g g t t t t a  a a c a c a t a a a
P914199 1  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

P914197 8  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P914198 101 c t c a a g a g t t  t t g g c a g t g c  a g t c c t g g a c  a g T GA A C A A T  T C AGG A C AC A
P914199 1  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - T GG G C A A C T C GGG G C AC A

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

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

P914197 8  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P914198 151 A g t G C T C AGG  A C C A G A A C C A Cc a g a a GC A G  G G CGA A G C A C T G T G- - C CT A
P914199 19 A - - G C T C AGG  A C C A G A A C C A Ct c t t - GC A G  A G CAA A G C A C T G T Gt g C CT A

* *
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

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

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

P914197 8  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - CA G A CA G
P914198 199 G G G T G G C GGA  C C C T T T t c c t  c c a a g g a t t g  c a t c - - - - - -  - T T CA G A GA A
P914199 66 G G G T A G G AAA  T C C T T T a t g g  a c a c g a g a c a  a g c c c t g c c t  a T T CA G A GA A

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

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

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

P914197 15 G C T C C C A AGT  T A A C T G G C A C CAGC C AGT C C  a t g a g g g g c c  c t t g t a g a G A
P914198 242 G T C C C G A GGT  T C A C T G G G A C CCAC C AGC C C  C a g - G G A A C C T - - - - - - - A G
P914199 116 G T C C C G A GGT  T T A C A G G G A C CCAC C AGC C C  C c a a G G G A C C T - - - - - - - G A

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

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

P914197 65 G C G G G G C CCA  G A G A A G T c t g  t a g g g a c t a g  g c a a t c c a g g  a a a g c t t c c t
P914198 284 G C A G A G T CT A  G A G C A G T T G T  T GAC T g g t g -  - - - - - - - - - -  - - - - - - - - - -
P914199 159 G C A G A G T CT A  G A G C A G T T G T  T GAC T t a t a t  g t a c t c t t t -  - - - - - - - - - -

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

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

P914197 115 g g a g g a g t a g  g g t g t t t g g a  a t c g c g t g c T  A T T T G T T C A C T T T GT C G t g t
P914198 313 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P914199 198 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - T  A T T T A T T T T T  T T T T T C G g a g

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

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

P914197 165 g c g c t c t a a c  g g c c t g t g t t  c t c c a t c a c a  - - - - - - - - - -  - - - - - - - - - -
P914198 313 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P914199 219 c t g g g a a c c g  a a c c c a g g g c  c t t g c c a a g c  g c a c t c t a c c  a c t g a g c t a a

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

P914197 195 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - G T T T AT C T T A T
P914198 313 - - - - - - - - - -  - - - - - - - - T G T GT A C T CT T -  C C AAG C C A T G T T CAC C A T A T
P914199 269 a t c c c c a a c c  c c g a c t c t T G T GT A C T CT T g  C C AAG C C A T G T T CAC t g c A T

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

*
*
*
*
*

alignment position  5 0 1 . . . . . . .  5 1 1 . . . . . . .  5 2 1 . . . . . . .  5 3 1 . . . . . . .  5 4 1 . . . . . . .
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P914197 206 T C C C T G C T g c  a c t c a g c a c a  g t g c c t g g c g  c g c a g t g g g a  a c c g a a t g a c
P914198 344 T C C C T G C T AT  C T T A G C T G G T  AGGT C AGG G C  A A AGC A T T t c  c a g c c a t t - -
P914199 319 T C C C T G C T AT  C T T A G C T G G T  AGGT C AGG G C  A A AGC A T T t c  c g t g c a c t t g

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

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

P914197 256 c c c c t c c t a t  t c c t t a t g t c  a g t t g c c t t t  t g t c t g t t t c  t t t c a t c g t a
P914198 392 - T G G T G A T CT  T T G T C C A A C T  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P914199 369 g T G A T G A T CT  C T G T C C A A C T  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

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

P914197 306 a g c a g g a a t c  t g t c c g g t t c  g c g g c t g c t t  c c c a g g c g c c  c a g a c c a g c g
P914198 411 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P914199 389 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

P914197 356 a c c a g c a c c g  c g t a g g c g c t  c g g c a c AG A C  C G AGA A C G G A - - - - - - - - - -
P914198 411 - - - - - - - - - -  - - - - - - - - - -  - - - - - - AA A a  a c a g g a t g c c  t c a g a g c g c t
P914199 389 - - - - - - - - - -  - - - - - - - - - -  - - - - - - AA A C  C A GGT G C G C G - - - - - - - - - -

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

alignment position  7 0 1 . . . . . . .  7 1 1 . . . . . . .  7 2 1 . . . . . . .  7 3 1 . . . . . . .  7 4 1 . . . . . . .

P914197 396 - G G C C C C ACG C GGG GG C GC C Ct g c g g c g a g  g c g g g t c c c g  g c c g c g c c c g
P914198 435 g G G G A C C ACA A GGG GG T GC T CGAG A - - - - -  - - - - - - - - - -  - - - - - - - - - -
P914199 403 - G A A A C C ACA A GGG GG T GC C a GAG A - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

*
*
*

*
*
*

*
*
*

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

P914197 445 g c g g a g c c GG  G G A A C T A C A A g TCC C ATG GT G C ATC GC G GC - G - CC A GCG C
P914198 460 - - - - - - - - GG  C G A A C C A C T A - TCC C ATG GT G C CTC GC G GC TG c CC A C TA C
P914199 427 - - - - - - - - GG  C G A A C C A C A A - TCC C ATG GT A C CTC GC G GC TG - CC A C TA C

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*

*
*
*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

alignment position  8 0 1 . . . . . . .  8 1 1 . . . . . . .  8 2 1 . . . . . . .  8 3 1 . . . . . . .  8 4 1 . . . . . . .

P914197 493 GC A GA C GCAG C C G C C C T C G g  c g t c c t c t g -  - - - - - - - - - -  - - - - - - - - - T
P914198 501 GC A GGC GCAG C T G t c a c C T T  T CT G C GCA G G  C G T AG A G G T C CC GCG T C CT T
P914199 467 GC A GGC GCAG C T G C C G T C T T  T CT G C GCA G G  C G T AG A G G T C CC GCG T C CT T

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

* * * * *
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

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

P914197 523 A G C G G G C g a c  c t a g g c c g c g  g g a c c c g g a c  g g a g g t a g a g  g c c a g g g CA G
P914198 551 A G C G G G C C- -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - CA G
P914199 517 A G C a G G C C- -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - GA G

*
*
*
*

*
*
*
*

*
*
*
*

* * * * * * * *

alignment position  9 0 1 . . . . . . .  9 1 1 . . . . . . .  9 2 1 . . . . . . .  9 3 1 . . . . . . .  9 4 1 . . . . . . .

P914197 573 C G C G T C C GGG  A G C G G A G t c c  g c g c c c g c c g  c c - - - - - - - -  - - - - - - - - - -
P914198 562 C G G A T C C GGA  C G T G G A G C G A GT AG A AGG T C  G G t g g g g a g a  GT T T G C T T A A
P914199 528 C C G A C C C AGA  C A C A G A A C G A GT GG A AGG T C  C G c a g g g - - -  GT T CG C T T A A
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* * * * * * * * * * * * * * * * * * * * * * * * * * * * * * * * *
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

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

P914197 605 G C C A T G C CGG  A C a g c T GGG A CAAG GATG T G T A CCC T GA GC CC CCG C G CC G
P914198 612 G C C A T G C CAG  A T T C T T GGG A CAAG GATG T G T A CCC GGA GC CC CCG A G CC G
P914199 575 A C C A T G C CGG  A C T C T T GGG A CAAG GATG T G T A CCC GGA GC CC CCG C G CC 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 . . . . . .

P914197 655 C A C G C c g g t g  c a g - - - - - - -  - - - - - - - - - -  - C CCA A T C C C AT CGT C T AC A
P914198 662 C A C G C C T GCT  C C C T C G C C G C AGAC C T CG C T  C C CT A A C C C C AT CAC C T AC T
P914199 625 C A C G C C T GCT  C C C T C G C C G C AGAC C T CG A T  C C CT A A C C C C AT CAC C T AC T
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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 . . . . . .

P914197 687 T G A T G A A AGC  G T T C G A C C T C a T CG T GGA C C G A CCC GT G A C CC TCGT GAG A
P914198 712 T G A C G A A GGC  C T A C G A C C T C GT CG T GGA C T G GCCC GT G A C CC TCGT GAG A
P914199 675 T G A C G A A GGC  C T A C G A C C T C GT CG T GGA C T G GCCC GT G A C CC TCGT GAG 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 . . . . . .

P914197 737 GGT A C g a a g c  c c c a g c c c g g  g g c t c c c t c g  c c g g c c t c t g  g g g a - - C CC C
P914198 762 GGT A C A G GGT  C T A G A A T T T C GCCC G CT T A G  T G GAG A T C C C c c c T A C C CC G
P914199 725 GGT A C A G GGT  C T A G A A T T G C T CCT G CT T A G  T G GAG A T C C C g g - T A C C CC 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 . . . . . .

P914197 785 T G G A T C C CAC  A C C C t g c c t g  g a t c c t c c a a  t g c c t c c g g g  g t c c c g t c t g
P914198 812 C G G A T C C CAC  A T C C A G T T T C CGCC C - - - - -  - - - - - - - - - -  - - - - - - - - - -
P914199 774 C G G A T C C CAC  A G C C A G G T T C CGCC 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 . . . . . .
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P914197 835 C C T G A G A CCG  C C C C C C G C T G CACC C CGg g g  a c a a - C T C C C CA CCC C C GG A
P914198 837 C C T G A A A CCA  C C A C C C G C T G CAT G C CGC T G  T C CCG C A C C C T G AAT C - - - -
P914199 799 C C T a g a a - - -  - - - - - - - C T G CAT G C CGC T G  T C CT G C A C C C AG ACT C C GG A
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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 . . . . . .

P914197 884 G A C C t c c g a g  c t c c g t c g c c  t c c t t t g g c c  t c c c a c t g - -  - - - - - - - - - -
P914198 883 G T C T C A A T CT  C C - - - - - C C C AGT G C AT C T A  A G AT A C C C T C T A CCT T T T A T
P914199 839 G T C C A A A T CT  C C t t a a t C C C AGT G C AT C T A  G G ACT C T T T C T A CCT T A T A T
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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 . . . . . .

P914197 922 - - - - - - - - - -  - - - - - - - - - -  - - CA C CCC G G  A - - - - - - - - -  - - CCT C A CC T
P914198 928 C T G A G A c g c C  C C G G T G C T G T  CACT C Ca g a t  c a c t t c c c a c  g c CCT C C CG T
P914199 889 C C G A G A a a - C  C C G G A G C T G T  CACC C CCA G G  A - - - - - - - - -  - - CCT C C CA T
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alignment position  1 3 5 1 . . . . . .  1 3 6 1 . . . . . .  1 3 7 1 . . . . . .  1 3 8 1 . . . . . .  1 3 9 1 . . . . . .

P914197 939 C c c a g g a t c c  c t t a c t c t c c  c CT G C ACC C C  G G GAT G C C C C GC T T C T T CC C
P914198 978 C T A C C C T G- -  - - - - - - - - - -  - CT G C ACC G C  A G GAT A G T C C AC T T C T T T C C
P914199 927 C T A C C C T G- -  - - - - - - - - - -  - CT G C ACC G C  G G GAT G G T C C AC T T C T T CC C
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alignment position  1 4 0 1 . . . . . .  1 4 1 1 . . . . . .  1 4 2 1 . . . . . .  1 4 3 1 . . . . . .  1 4 4 1 . . . . . .

P914197 989 A G G A C T c t t c  c c t - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P914198 1015 G G G A C T A CCC  T G T C T A T A A T  CCT T T CT G T C  T T CAG C A g a a  c c c c a a c t a a
P914199 964 A G G A C T A ACC  T G T C T A T A A T  T CT T T CT G C C  T T CAG C A a - -  - - - - - - - - - -

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

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

P914197 1002 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - -
P914198 1065 c c t t t c g t c g  a c c c c g g t c g  t t c t t t t a a g  c g g t
P914199 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.

P914198
(1098 bp)

P914199
(1001 bp)

P914197
(1001 bp)

0.204
32 %

0.221
31 %

P914198
(1098 bp)

1.000
72 %

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
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Output file

Extract aligned sequences
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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.seq (3 seq.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1 December 2004 Tue Jun 7 17:53:39 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 P961889
sym=P17.3|loc=Loc54539|taxid=9606|spec=Homo sapiens|chr=X|
ctg=NT_079573|str=(-)|start=9853400|end=9854746|len=1347| tss=501,847| comm=neuronal protein
17.3; (AK000501/847/gold;NM_019056/501/silver;)

1347
bp

2 P961890
sym=Np15|loc=Loc104130|taxid=10090|spec=Mus musculus|chr=X|
ctg=NT_039700|str=(-)|start=13827557|end=13828828|len=1272| tss=501,772| comm=nuclear
protein 15.6; (AK028121/815/gold;NM_019435/544/silver;)

1272
bp

3 P961891
sym=na|loc=Loc299310|taxid=10116|spec=Rattus norvegicus|
chr=X|ctg=NW_048034|str=(+)|start=486187|end=487187| len=1001|tss=501| comm=similar to
neuronal protein 15.6; (XM_216785/541/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$TALE V$AIRE V$CDEF V$PAX3 V$ECATV$PCAT V$COMP V$PBXC V$GLIF V$TBPF V$GKLF V$LEFF
V$IRFF V$SNAP V$SP1F V$E2FF V$ZBPF V$EGRF V$CREB

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

P961889 1  g t c c c c g c c c  c g g g c c c c t t  a c c t c c g c c c  c c a c g a c c a g  c g t c g a C G CT
P961890 1  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P961891 1  g - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - C G CT
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*
*
*

*
*
*

*
*
*

*
*
*

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

P961889 51 C A C C T T C T C G  G CC C G G GCT G T C A A GG AA G G  G C T C C C A G A C  A T CAC C T C T G
P961890 1  C A C C T T C T C G  G CC C G G GCT G T C A A GG GA G G  G C T C C C A G G C  A T CAC C T C CG
P961891 6  C A C C T T C T C G  G CC C G G GCT G T C A A GG GA G G  G C T C C C A G G C  A T CAC C T C CG
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position  1 0 1 . . . . . . .  1 1 1 . . . . . . .  1 2 1 . . . . . . .  1 3 1 . . . . . . .  1 4 1 . . . . . . .

P961889 101 C C C G C C G C C A  C CT C C T C CA a  c t c t c c c a g c  t c a g c c - G G A  G C CGG A G C GC
P961890 51 C C C G C C A C C A  C CT C C T T CA G  A A C T G T T A G T  t c a a a t G G G A  G C CAA T G C AT
P961891 56 C C C G C C A C T A  C CT C C T T CA G  A A C T G T T A G T  t c g a c - G G G A  G C CAA T G C AT
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position  1 5 1 . . . . . . .  1 6 1 . . . . . . .  1 7 1 . . . . . . .  1 8 1 . . . . . . .  1 9 1 . . . . . . .

P961889 150 G C A A C A A C C A  A GT C C G A GA C  T G G A G G C- - -  - - - - A G A T C G  G G GGG A G G GG
P961890 101 G C A A C T A C C A  A GT C C A A GA C  T G G g a G CA A A  A A G G A G G A A A  G G GGG A G G GG
P961891 105 G C A A C T A C C A  A GT C C A A GA C  T G G A G G CA A A  A G G G A G G A C A  G G GGG A A G GG
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position  2 0 1 . . . . . . .  2 1 1 . . . . . . .  2 2 1 . . . . . . .  2 3 1 . . . . . . .  2 4 1 . . . . . . .

P961889 193 A G A A G C G C C A  A g C G C G C T G C  C C T C C C AG G G  A A A C T C A C T G  C C GCC T A C T C
P961890 151 A G A C G C G A C C  g AC G C G T T G C  C C T C C C AA G G  A A A C T C G G T G  C C ACC T C C T C
P961891 155 A G A C G C G C C C  A AC G C G T T G C  C C T C C C AA G G  A A A C T C A G T G  C C GCC T C C T C
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alignment
position  2 5 1 . . . . . . .  2 6 1 . . . . . . .  2 7 1 . . . . . . .  2 8 1 . . . . . . .  2 9 1 . . . . . . .

P961889 243 C C A G C C G GC C A CA GT C A CC A GC T C A A AA T G GC GA C GA c g a  G A AGG G A G T C
P961890 201 C t A G C C G GC C A CA GT C A CC A A C A C A A AA T G GC GA C GA - - -  G A AGA G A G CC
P961891 205 C C A G C C G GC C A CA GT C A CC A A C A C A A AA T G GC GA C GA - - -  G A AGA G A G CC
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alignment
position  3 0 1 . . . . . . .  3 1 1 . . . . . . .  3 2 1 . . . . . . .  3 3 1 . . . . . . .  3 4 1 . . . . . . .

P961889 293 G G C G C T C C G A  C CA C C A T CC A  C C T A C T AA G G a A GC G C G C T C T GGCC G G C CC
P961890 248 G G C G A T C C G A  C CA C C A T CC A  C C T A C T AA G G GA GC G C G C T C T GGCC G G C CT
P961891 252 G G C G C T C C G A  C CA C C A T CC A  C C T A C T AA G G GA GC G C G C T C T GGCC G G C CT
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position  3 5 1 . . . . . . .  3 6 1 . . . . . . .  3 7 1 . . . . . . .  3 8 1 . . . . . . .  3 9 1 . . . . . . .

P961889 343 C G GC GA T T G G T CA C C G c CC G  C T A G G G GA C A  G C C C T G G C C T C C TCT GA T TG
P961890 298 T G A C GA T T G G T TG C C G G T C A  C C A T t G GC T G  G C C C T G G C A T T C TCT GA T TG
P961891 302 T G A C GA T T G G T TG C C G G CC A  C T A T G G GC T G  G C C C T G G C A T T C TCT GA T TG
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position  4 0 1 . . . . . . .  4 1 1 . . . . . . .  4 2 1 . . . . . . .  4 3 1 . . . . . . .  4 4 1 . . . . . . .
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P961891 352 GC A A GC A T A T GCT A C C T CC C C A T T C C CC G T  G A G A A T G G C C  C A GGA G T C Ct
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position  4 5 1 . . . . . . .  4 6 1 . . . . . . .  4 7 1 . . . . . . .  4 8 1 . . . . . . .  4 9 1 . . . . . . .

P961889 443 g - A A A A G G A G  T AG C T A T T A G  C c a a t t c g g c  a g g g c C C - GC T T TTT A GA AG
P961890 398 G A A A A A A G A G  T AG C T A T T G G  C T A C C C CT A A  G A G G- C C c GC T C TTT A GA AG
P961891 402 G A A A A A A G A G  T AG C T A T T G G  C T A T C C CT A T  G A GG- C C - GC T T TTT A GA AG
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position  5 0 1 . . . . . . .  5 1 1 . . . . . . .  5 2 1 . . . . . . .  5 3 1 . . . . . . .  5 4 1 . . . . . . .

P961889 491 C T T G A T T T C C T TT GA A GAT G A A A GA C TA G C  G G A A G C T C T G  C C T CT T T C CC
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P961890 447 C T T G C T G T C C T TT GA A GTT G A A A GA C AA C T  A G A A G C T C C A  C C T CT T T C CC
P961891 450 C T T G C T G T C C T TT GA A GTT G A A A GA C AA g T  A G A A G C T C C A  C C T CT T T C CC
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alignment
position  5 5 1 . . . . . . .  5 6 1 . . . . . . .  5 7 1 . . . . . . .  5 8 1 . . . . . . .  5 9 1 . . . . . . .

P961889 541 C A G T G G G C G a  g g g a a c t c g g  g g c g a t t g g c  t g g g a a c t g t  a t c c a c c c a a
P961890 497 T A C A G G G C c a  T CT A G - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P961891 500 T A C A G G G C G g  T CT A G - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
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position  6 0 1 . . . . . . .  6 1 1 . . . . . . .  6 2 1 . . . . . . .  6 3 1 . . . . . . .  6 4 1 . . . . . . .

P961889 591 A T G T C A C C G A  T TT C T T C CT A T GC A GG AA A T  G A G C A G A C C c  a T CAA T A A GA
P961890 512 A T G T C A C C G C  T TT C T T C TT A C GA A GA AA A T  G A A C A G A C C T  C T CAA A A A CA
P961891 515 A T G T C A C C G C  T TT C T T C TT A T GA A GA AA A T  G A A C A G A C C T  C T T AA A A A CA

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

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

P961889 641 A A T T T C T C a g  c c t g g c c g a a  a a t g g t t g g c  c c c a c g a a g c  c a c g a c a a c t
P961890 562 A C T C T C T C C C  A GA C T A A CA G  A A A t g A T A A C  G T T G A T T C G G  T A GCG A C A CG
P961891 565 A A T T T C T T C C  A GC C T A A CA G  A A A c a A T A A A  G C T A A T T C G A  T T GCG A C G CG
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position  7 0 1 . . . . . . .  7 1 1 . . . . . . .  7 2 1 . . . . . . .  7 3 1 . . . . . . .  7 4 1 . . . . . . .

P961889 691 - - - - - G G A G G  C AA A g a g g g t  t g c T C A AC G C  C C C G C C T C A T  T G GAA A A C CA
P961890 612 G C G T G G G A G G  C AA A A T A GA G  - - - T C C GC A C  C T C G C C G A A C  T C GT A A A C AA
P961891 615 G C G T G G A A G G  t AA A A T A GA G  - - - T C C AC A C  C T C G C C A C A C  T C GAA A A C AA
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position  7 5 1 . . . . . . .  7 6 1 . . . . . . .  7 7 1 . . . . . . .  7 8 1 . . . . . . .  7 9 1 . . . . . . .

P961889 736 A A T C A G a t c t  G GG A C C T AT A  T A G C G T GGC G GA GGC GG GGC G A t g a t t g TC
P961890 659 A C T T A G g C C G  G GG A T C T AT T  T A G C A A GGT A A G GGC GG A GC G A CAA A A a TC
P961891 662 A C T T A a a C C C  G GG A T C T AT T  T A G C G A GGT A A G GGC GG A GT G A CAA A A t TC
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alignment
position  8 0 1 . . . . . . .  8 1 1 . . . . . . .  8 2 1 . . . . . . .  8 3 1 . . . . . . .  8 4 1 . . . . . . .

P961889 786 GC GC T C G C A C  C CA C T G C AG C  T G C G C A CA g t  c g c a t t t c t t t - - - - - - C CC
P961890 709 GC GC T GG G A T  C AA C C G C AG C  T G C G C A CA T T  G T A T T T C C g t  C T CCC T C C CC
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P961891 712 GC GC T GG G A T  C AA C C G C AG T  T G C G C A CT T C  G T A T T T C C g g  C T CCC C A C CC
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alignment
position  8 5 1 . . . . . . .  8 6 1 . . . . . . .  8 7 1 . . . . . . .  8 8 1 . . . . . . .  8 9 1 . . . . . . .

P961889 830 C G C C C C t g a - - - - - - G A CC C T G C A G C AC C A  T C T G T C A T G G  C G GCT G G G CT
P961890 759 C C C C C C G C C C C CC A G G A CT C  C G C A G T AC A A  G C T G T C A T G G  C G GCC C G A CT
P961891 762 C G C C C C C A C C C CC T GG A CT C  C T C A G T AC A A  G C G G T C A T G G  C G GCC C G G CT

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

alignment
position  9 0 1 . . . . . . .  9 1 1 . . . . . . .  9 2 1 . . . . . . .  9 3 1 . . . . . . .  9 4 1 . . . . . . .

P961889 874 G T T t g G T T T G  A GC G C T C GC C  G T C T T T T G G C  G G C A G C G G C G  A C GCG A G G GC
P961890 809 G T T A A G C T T G  T AT G G T C GC T  G C C T G T CA G C  A G C G G G G G C G  A T GAG A G G GC
P961891 812 G T T A A G C T T G  T AT G C T C GC C  G C C T G T CA G T  A G C G G C G G C G  A T ACG A G A GG
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position  9 5 1 . . . . . . .  9 6 1 . . . . . . .  9 7 1 . . . . . . .  9 8 1 . . . . . . .  9 9 1 . . . . . . .

P961889 924 T C C C G G C C G C  C CG C G T C CG C  T G G G A A T C T a  g c t t c T C C A G  G A CT G T GG TC
P961890 859 T C C C G G C T G C  T CG C G T T CG C  T G G G A G T C C -  - - - - - T C C A G  G G CT G T A A TC
P961891 862 T C C C G G C T G C  C CG T G T T CG C  T G G G A A T C T -  - - - - - T C C A G  G G CT G T A A TC
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position  1 0 0 1 . . . . . .  1 0 1 1 . . . . . .  1 0 2 1 . . . . . .  1 0 3 1 . . . . . .  1 0 4 1 . . . . . .

P961889 974 GC C C C GT C C G C TG T G G C GG G  A A A G C G GC C C  C C A G A A C C G A  C C ACA C C G T G
P961890 903 GC C C C A T C C G GTG T G G A GA A  A A A G C G GC A A  C G A G A A C C G A  C C AT G C A G T G
P961891 906 GC C C C GT C C G GTG T G G A GA G  A A A G C G GC A A  A G A G A A C C G A  C C AT G g t a T G
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position  1 0 5 1 . . . . . .  1 0 6 1 . . . . . .  1 0 7 1 . . . . . .  1 0 8 1 . . . . . .  1 0 9 1 . . . . . .

P961889 1024 GC A A GA G GA C C CA GA A C CC G A G G A C G AA A A  C T T G T A T G A G  A A GGT G A G AG
P961890 953 GC A G GA G GA C C CA GA A C CC G A G G A C G AA A A  C G T C T A C G C G  A A GGT G A G AG
P961891 956 GC A G GA G GA C C CA GA A C CC G A G G A C G AA A A  C C T C T A C G C G  A A GGT 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 . . . . . .

P961889 1074 g c g g g g g g g g  g g g g g g g g g t  a g t g g g g a c g  g a a c c c c g a a  g g g g t c a g t c
P961890 1003 g g a g g g g - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P961891 1002 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

P961889 1124 c g g g a t c G G C  A GA T G G G GC G  C T G T A G AG G A  C G T T C T t a g g  c a g t a - - - - -
P961890 1010 - - - - - - - G G A  A AA C G G G AC G  C T G T A G GG G C  C A A T C T g g a c  c a g g g a a a c c
P961891 1002 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

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

P961889 1169 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - G A G  G A C T G C G C G G  C C GGC G A A AG
P961890 1053 a g t g t c a a a g  c g g a c a t t c t  c c g g c c c G A G  A T T T G A G C A G  T G GAC A A A AT
P961891 1002 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

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

P961889 1192 C C T A G A A G A C  T t g g g A A T T T  T G C C T A CC T T  G T G T T C C T C C  T T T GT c t c t c
P961890 1103 C T T C G A A T A T  T c a g a A A T T T  T G C C T A GC T T  G T T T T T C T C T  T T CGT t g c c t
P961891 1002 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

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

P961889 1242 g g t a t c t t c g  t t c c a g g g c c  a g a g g c a g g a  t t g g t t t t a t  T T T GC A G A CA
P961890 1153 t a - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  T T T GC A G T CA
P961891 1002 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

* * * * * * * * * *

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

P961889 1292 G A A A T C A C A C  c t c A A G T GG A  C A G C G C T C A A  A A C A C G T T A G  A A GCA G T A T A
P961890 1165 G A A A T C A C A C  t g a A A G A GG G  C A G C A C CC A A  A G C A T G T T A G  A A ACT T T A T A
P961891 1002 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

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

P961889 1342 G T a c a a - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P961890 1215 A T t a g g g t a a  t a c t a a a c t c  t a a g g t a a c a  c g t g c a t a a t  g c c a g g c t g t
P961891 1002 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

* *

alignment
position  1 4 5 1 . . . .

P961889 1348 - - - - - - - -
P961890 1265 g c t a g a c a
P961891 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.

P961890
(1272 bp)

P961891
(1001 bp)
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P961889
(1347 bp)

0.488
59 %

0.481
67 %

P961890
(1272 bp)

1.000
89 %

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

Extract alignment region

Positions in alignment from:  to: 

Output file

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 C1-NDUFC1 (3 seq.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1 December 2004 Tue Jun 7 19:15:08 2005 

Solution parameters:

Sequence file: C1-NDUFC1 (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 P855801
P855801 sym=NDUFC1|loc=Loc4717|taxid=9606|spec=Homo
sapiens|chr=4|ctg=NT_016354|str=(-)|start=64711588|end=64712588|len=1001|tss=501|comm=NADH
dehydrogenase (ubiquinone) 1, subcomplex unknown, 1, 6kDa; (NM_002494/501/bronze;)

1001
bp

2 mNDUFC1 mNDUFC1 m6_dna range=chr3:51040462-51041402 5'pad=0 3'pad=0 revComp=TRUE strand=?
repeatMasking=none 941 bp

3 rNDUFC1 rNDUFC1 n3_dna range=chr2:140251319-140252373 5'pad=0 3'pad=0 revComp=TRUE strand=?
repeatMasking=none

1055
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$MOKF V$NRSF V$RORA V$EREF U$EREF V$LEFF

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

P855801 1  a a a - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
mNDUFC1 1  c a c c c c g a T G A A T AAC AGA A  C CT A CC T CAT  AG GAC T G AGA  GG AA T C a a t g
rNDUFC1 1  c t c c c c g g T G A A T AAC AGA A  C CT A T C T CAC AG GAC T G AGA  GG AA T C t a t g
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*
*
*

*
*
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*
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*
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*
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*

alignment position  5 1 . . . . . . . .  6 1 . . . . . . . .  7 1 . . . . . . . .  8 1 . . . . . . . .  9 1 . . . . . . . .
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P855801 4  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - A T A T
mNDUFC1 51 t g a t t T T G A G T A T AAG T GG A  T T T T AG GAAC T G T T A A G AGC  CT T T GC A A A T
rNDUFC1 51 t g g t c T T G A G T A T AAG T GG A  T T T T AG GAAC T G T T A A G AGG  CT T T GC A A A T
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alignment position  1 0 1 . . . . . . .  1 1 1 . . . . . . .  1 2 1 . . . . . . .  1 3 1 . . . . . . .  1 4 1 . . . . . . .

P855801 8  AA T A T G T C A C C T T GGA T GA G  T AG C T g t c t t  c t t t a a g c t t  - - - - - - - - - -
mNDUFC1 101 AC A A A G T T C C C T T CGT CAA C  A AG T T T AT CT  T T Ga - - - - - -  - - - - - - - - - -
rNDUFC1 101 AC A A A G T T C C C T T AGT CGA C  A AG T T T GT CT  T T Gg g c a c a c  c t c t t t t c t t
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alignment position  1 5 1 . . . . . . .  1 6 1 . . . . . . .  1 7 1 . . . . . . .  1 8 1 . . . . . . .  1 9 1 . . . . . . .

P855801 48 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
mNDUFC1 135 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
rNDUFC1 151 t t t t t t t t t t  t t t t t t t t t g  g t t c t t t t t t  t c g g a g c t g g  g g a c c g a a c c

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

P855801 48 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
mNDUFC1 135 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
rNDUFC1 201 c a g g g c c t t g  c g c t t c c t a g  g t a a g c g c t c  t a c c a c t g a g  c t a a a t c c c c

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

P855801 48 - - - - - - - - - -  - - C AT C T GT A  A AT T GA GGCT  T A T AA C C ACG  GC AT g a t a t g
mNDUFC1 135 - - - - - - - - - G C A C AT C T CT T  A GT A GA T GCT  AA T AA T C ACA  GC AC a t c c t a
rNDUFC1 251 a g c c c c t g g G C A C ACC T CT T  A AT T GT T GCT  AA T AA T C ACA  - - - - - - - - - -
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* * * *

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

P855801 86 t g c t c g t t t t  g a a g a t g a a a  t a a g a c a a t g  a a t g t a a a c c  a t a t g a t a c a
mNDUFC1 176 c a g t c a c t g t  a a t g a c t c g t  g t a a a g c a c a  c g - - - - - - - -  - - - - - - - - - -
rNDUFC1 291 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

P855801 136 t t a a t g c a c c  g t g c c t g g a c  c a c a g a a t t c  a a t c c a a a t g  c t a g t t a t t a
mNDUFC1 208 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
rNDUFC1 291 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

P855801 186 t t c a g c a c g a  c a c t t t t CT T  T CT T CT GGCT  CA T GT A G GAA  AA T T T T A A T A
mNDUFC1 208 - - - - - - - - - -  - - - - - - - - - A  G T T T T T GGCT  GA CAA A C GAA  CT CT GT A G T A
rNDUFC1 291 - - - - - - - - - -  - - - - - - - CT A  G T T T T T GACT  GA CAG A C GAA  CA CT GG A G T A
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*

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

P855801 236 AA C C T c t t g a  t g a a t a g c c g  t a g a g a t g g g  g t g a a a a a c c  c c c a g a g g a c
mNDUFC1 239 AA C C T G A C c A G C A - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
rNDUFC1 324 AA C C T G A C a A G C A - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
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*
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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 . . . . . . .

P855801 286 a g a g a a t a g g  t a a a c t c t t t  t t t c t t t t a a  t t a t t t t c t t  c c t a a t T C C A
mNDUFC1 252 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - C C C T
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rNDUFC1 337 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - T C C T
*
*
*

*
*
*

*
*
*

*
*
*

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

P855801 336 CT G T A T A G A C A G A AGG CT g -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
mNDUFC1 256 GG A G A T G G A C A A A CT G CT T T  C CC A GC CCc a  a - - - - - - - - -  - - - - - - - - - -
rNDUFC1 341 GG G G A T A G A C A A A CT G CT T T  C CC A GC CCa a  g c c c c a g t a g  a g c c c c a g c c

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
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*
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*
*

*
*
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*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

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

P855801 355 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - A G G C
mNDUFC1 287 - - - - - - - - - -  C C C T CT T CG T  A CC C T T T GT T  T T AT T C A CAG  CC CA CT A A G T
rNDUFC1 391 c c a g c c c c a g  C C C T CT T T G C  A CC T T G T GT T  T T AT G C A CAG  AC TC CT GA GT

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*
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*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

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

P855801 359 CG G GGT GC T A GA GAAC CTT G C CG T GC T GGA At t c a c g t t g  a c g c c c c c a c
mNDUFC1 327 CC G GGT T C T T GG GAAC CTT G T AC T GA AT GA Ag g t a g g a g T  CT GG CC C A C C
rNDUFC1 441 - - - - - - - - - - - - GAAC CTT G T CC T Gt a g c t  a c g a c - - - - T  CT GG CC C A C C

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

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

alignment position  7 0 1 . . . . . . .  7 1 1 . . . . . . .  7 2 1 . . . . . . .  7 3 1 . . . . . . .  7 4 1 . . . . . . .

P855801 409 g g a g c t c t g c  t g c a g a g c c c  t CG A GT CCCg  c a c T T C C GGC  CG CC AG G T G G
mNDUFC1 377 T G - - - - - - - -  - - - - - - - - - -  - CG A GT CCCA - - - GT T C T GC  T G CC AG G G G G
rNDUFC1 475 T G - - - - - - - -  - - - - - - - - - -  - CG A GT CCCA - - - T T T C T GC  T G CC AG G G G G
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*
*
*
*

*
*
*
*
*

*
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*
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*
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*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

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

P855801 459 CG C T G g t t c t  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - G T
mNDUFC1 405 CG C T G C G C T C T G C GCC ACC A  A CC G GA GAT G CG CGC G C AGG  g a GA AG G C G G
rNDUFC1 503 CG C T G C G C T C T G C GGT ACC T  G CC G GA GAT G CG CGC G C AGG  a g GA AG G C G G
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*
*
*
*

*
*
*
*
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*
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*

*
*
*
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*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

alignment position  8 0 1 . . . . . . .  8 1 1 . . . . . . .  8 2 1 . . . . . . .  8 3 1 . . . . . . .  8 4 1 . . . . . . .

P855801 471 T G C C A A C T C G G A G AGA Ct g a  g c t g g g c c a -  - - - - - - - - - -  - - - - - - - C G C
mNDUFC1 455 T G C C A G C T C G G C C AAA CGA G  C AA c c C GAGA AG AGG C G GAG  CC T G CG G A A C
rNDUFC1 553 T G C C C G C T C G G C A AAA CGA G  C AA a g C GAGA AG AGG A G GAG  CC T G AA G C G 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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*
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*
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*
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*
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*
*

*
*

*
*

*
*
*

*
*
*

*
*
*
*

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

P855801 503 AA G A T G GC GC C G T CCG CCT T GCT GCG T CCC CT T T C c C GGC  T G CT GG C C C C
mNDUFC1 505 AA G A T G GC GC C G T CCG TAG T GCT GCG CT CG T T T T C G C GGC  T G CT GG C C C C
rNDUFC1 603 AA C A T G GC GC C G C CCG TAG T A CT GCG CT CG T T T T C G C GGC  T G CT GG C C C C
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* * * * * * * * * * * * * * * * * * * * * * *
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

alignment position  9 0 1 . . . . . . .  9 1 1 . . . . . . .  9 2 1 . . . . . . .  9 3 1 . . . . . . .  9 4 1 . . . . . . .

P855801 553 CG C C A G G C T C C C G AGC GGC C  G T G A GT a t c c  t c c t c g T GCA  G- GC CG A C T C
mNDUFC1 555 CG C C C G G C T G C C G AGC T GC T  G T G A GT GT CT  T - - - - - T T CA  Ga GC CC A T T C
rNDUFC1 653 CG C C A G G C T G C C G AGC T GC T  G T G A GT GT CT  T - - - - - T T CA  G- GC CC A T T C
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*
*

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

P855801 602 GA C C C T C A G A T T A CCC CT C c  t a a g g c g g a c  c c a g c c - - - -  - - - C AC G G G T
mNDUFC1 600 GG C C C T C A G C C T A GCC CT C A  T CC A AC ACGA GC CAC C C T GG  AA T C T C C G G A
rNDUFC1 697 GG C C T T T A G C C T A t - C CT C A  C CC A GC AT GA GC CAC A C T GG  AA T C T C T G T A

*
*

*
*

*
*

*
*

*
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*
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*
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* * *
*
*

*
*
*

*
*
*

*
*
*
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*
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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 . . . . . .

P855801 645 GC A G G A G G C G G C A GCG GCC C  G GG t t C GT CC TG CAGT GACC TT CGCC GG C a
mNDUFC1 650 GG A G G A G G A G G T C GCG GT C C  A GG C - C GACC TG CAGT GACC TT CA CT GG C C
rNDUFC1 746 GT A G G A G G A G G T C GCG GT C C  A GG C - C GT CC TG CAGT GACC TT CA CC Gt C C

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*

*
*
*

* *
*
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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 . . . . . .

P855801 695 g a c g a c c c a a  g g c c c a g c c c  a c g c c t g t c c  c c t a c G C AGG  GC T C T C T G C T
mNDUFC1 699 GC G A - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - G C CGG  GT T C T C C A C T
rNDUFC1 795 GC G A - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - G C CGG  GT T C T C C A C T

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

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

P855801 745 CC C C A T C A C C C G C Ct c t a g c  a c t t a t c c a a  g t t c a a c c t g  a c c A CT C T T G
mNDUFC1 718 CA T C A T T A G C C G T CAG - - - -  C T T T CC T CCA GG CT A - - - - -  - - - A AC C C T G
rNDUFC1 814 CC T C A T C A G C C G T CAG t c a g  C T T T CC T CCA AA CT A - - - - -  - - - A CC C C T G
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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 . . . . . .

P855801 795 GC C T T T G T A A A T G GAC T T T G  G GT C CT T Gc c  t t c c c c a c c t  c t g t a c g t t a
mNDUFC1 756 AC C T C T G C G A A T G GAT T T T G  A GT C T T T T t G T C CCA G G CT T  T T CA AT G T C T
rNDUFC1 856 AC C T C T A C G A A T G AAT T T T G  G GT C T T T T - G T C CCA G G CT C  T T AA T T G C C 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 . . . . . .

P855801 845 g g t c c c g t - -  A A A CCG GGA G  A g g a g a c ACC CT CCC C G GGG  CG CC CC T T A C
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mNDUFC1 806 GG G A G - - - - -  - - - - - - - - - -  - - - - - - - ACC CT T CC G G GGC  T G CC T C C C A A
rNDUFC1 905 CG G A G a c a a c  A A A CAG GGA G  A t - - - - - - - C CT T CC G G GGC  T G CC T C C C A A

* * * * * * * * * * * * * * * * * * *
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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 . . . . . .

P855801 893 AT G A C C A C T C C C G AGT Cg T C  T GA G GG T CCG CA AGC C C T T A  AA CGAG GC T T
mNDUFC1 834 CC T C C C A C T C C A G AGC C- T A  T GA G GG CCGA CG AGG C T T T A  AC CC AA GC T T
rNDUFC1 948 CC T C C C A C T C T A G AGC C- T t  T GA G GG CCGA CG AGA C T T T A  AC CT AA GC T T
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*
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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 . . . . . .

P855801 943 TGA A A G C c t c  g g a c a g g a c a  g g t g c g t c c t  g t c t a a c t c g  c c a g t g g c c c
mNDUFC1 883 TGA A GG C G C C c t g a g t a CC A  A GG A CG ACCT  T C T GT C T CT G  CT GG T G T C C C
rNDUFC1 997 TGA A GA C G C C a t g a g c c CC A  A GG A CG ACCT  T C T GT C T CT G  CT GG T G T C C C
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*
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*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

alignment position  1 3 5 1 . . . . .

P855801 993 t g g g c g a g g
mNDUFC1 933 CG A A C a a a t
rNDUFC1 1047 CG A A C g a a 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.

mNDUFC1
(941 bp)

rNDUFC1
(1055 bp)

P855801
(1001 bp)

0.151
34 %

0.140
32 %

mNDUFC1
(941 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

dialign.seq
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Frequently_asked_questionsYour ResultsYour SequencesYour 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 Jun 7 19:27:17 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 P914220

sym=NDUFC2|loc=Loc4718|taxid=9606|spec=Homo sapiens|chr=11|
ctg=NT_033927|str=(-)|start=8013089|end=8014180|len=1092| tss=501,526,545,592| comm=NADH
dehydrogenase (ubiquinone) 1, subcomplex unknown, 2, 14.5kDa;
(AK098173/545/gold;AK023013/526/gold;AK022785/592/gold; NM_004549/501/silver;)

1092
bp

2 P914221

sym=Ndufc2|loc=Loc68197|taxid=10090|spec=Mus musculus|chr=7|
ctg=NT_039433|str=(+)|start=15232116|end=15233139|len=1024| tss=501,516,520,524|
comm=NADH dehydrogenase (ubiquinone) 1, subcomplex unknown, 2;
(AK002373/536/gold;AK008889/536/gold;AK019002/517/gold;
AK003380/540/gold;NM_024220/532/bronze;)

1024
bp

3 P914222
sym=na|loc=Loc293130|taxid=10116|spec=Rattus norvegicus|
chr=1|ctg=NW_047561|str=(+)|start=13521471|end=13522471| len=1001|tss=501| comm=similar to
RIKEN cDNA 1810004I06; (XM_214989/545/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$TBPF V$ETSF V$EGRF V$INSM V$SP1F V$PBXC

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

P914220 1  g t g a a a c a t t  t t a g g g t g c t  g c c t c c g a a t  c t g a a t t t c a  a c a a t a g a c t
P914221 1  a g g g T - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P914222 1  t - - - T - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
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*

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

P914220 51 a AAA CGAT C C AGT C CT G G GC  T T CT CT AAA T  t c T T T T G T T G  CT GGCCA GAC
P914221 6  - AAA T GAT T C GCT C CT G A CC  T C Cg a a t a c c  c - - - - T G G T G  CT GACCT T AC
P914222 3  - AAA GGAT C T  GCT C CT G G CC  T T CT CT GAA T  a - T T CT G C T A  CT GACCT T CC

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

*
*

*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

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

P914220 101 CT T A AT T T T A GGCT T T G G AG  G- - - - - - - - -  - - G A GT G T C T  AT GCGAA T GA
P914221 51 CT T C AT T T T A GGCT T T G G GG  GT GG GG g a - -  - - - - - AG T A A  CT GCAAA CGA
P914222 51 CT T A AT T T T A GGCA T T G G GG  GT GG GG c g t g  a a G G GAG T A A  CT GCAAA T GA
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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 5 1 . . . . . . .  1 6 1 . . . . . . .  1 7 1 . . . . . . .  1 8 1 . . . . . . .  1 9 1 . . . . . . .

P914220 140 ACGA CT GA A A ACT C AG A A Aa  c g a a a a CTA G C TT T TAT G GA AT T T CAA T T A
P914221 94 ACT G CT GG A A CCCC AG A A AG - - - - - - CTT G C TT T TAT A GG CT T T AGA T AA
P914222 101 ACT G T CGG A A CCCC AG A A AG - - - - - - CTA G C TT T TAT G C G TT T T CAA CAA

*
*
*

*
*
*

*
*
*

*
*
*

*
*
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*
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*
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*
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*
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*
*

*
*
*
*

*
*
*
*

*
*
*
*

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

*
*
*

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

P914220 190 AT T a c g t t t a  t c a a AA C T AC  GC AT CA T GC C  C AT T T GT G G G  T A T T GGA T Ga
P914221 138 AT G- - - - - - -  - - - - AA C T AG  CC AT T A T GA C  C AC T T GT A G A  T G T T Ga - T T T
P914222 145 AT G- - - - - - -  - - - - AA C T AC  CT AT CA CGA C  C AC C T GT A G G  T G T T GGG T T T

*
*
*

*
*
*

*
*

*
*
*

*
*
*

*
*
*

*
*
*
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*
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*
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*
*

* * *
*
*

*
*
*

*
*
*

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

P914220 240 a a a g a t a - - -  - - - - AA T C T T  T C CA GA A- - -  - - - - - - - - - -  - G GGGCA GGG
P914221 176 T T GG AT GC T A AGAT AA T G T T  T T CT GA AGA G  C CA T a g g c c t  g G GGGCA AGT
P914222 184 T T GG AT GC T A AAAT AA T C T T  T T CT GA ACA G  T CA T g a g g c t  - G GGGCA AGT
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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 . . . . . . .

P914220 269 GAGG GAGA G G CAAT T C T G GT  T G GG GA a g t t  g g g a g a a a a g  a - - - - - - - - -
P914221 226 AAGT GAGA G A CAAT T T C G AT  T G T G GT AAC T  G GA C T AC A T A  CA T ACAT ACA
P914222 233 GAGT GAGA a -  - AAT T T C G T A  T G CG AC AAC T  G AA C T AA A T A  AA CAAAT AAA

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

* * * *
*

*
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*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

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

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

P914220 310 - - - - - - - - - -  - - - - - - - - - A  AA T C AG T AT C  T CC T AGT C T T  CG CCCAG T T T
P914221 276 T a c a t a c a t a  c a t a c a t a c A  T A CC AA T GT T  T CC T AGC C T T  T G CCCAC T GT
P914222 281 T a a a t a g - - -  - - - - - - - - - -  - - - C AA CGT T  T CC T AGT C T T  T G CCCAC T GT

* * * * * *
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*
*

*
*
*
*

*
*
*
*

*
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*
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*
*
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*
*

*
*
*
*
*

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

P914220 341 GGCT CGT T T G GGGT AC T C CT  c g a c c c c g c g  t - T A CCA G G C  CC g t g a a t CC
P914221 326 GGGT T AT T T A T T a t a a c c c c  c c c c c a c a c a  c a c a c a c a c a  c a - - - - - - CA
P914222 315 GGGT T AT T T A T T T T AC C C CT  g g a c t g g c t t  a g T A CCT G G C  CC c c a g c a c c
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*
*
*
*

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

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

P914220 390 CACT CCCA C C AGAG AA T T AG  CG CG GG Cg g a  c g a g c a a a g t  g a a - - AC T T A
P914221 370 CACA CACA C T  ACAA T G T C AG  CG CA AG CCT T  C AC G CGT T G T  GG GCCAC T T A
P914222 365 c t c a t - - - - T  ACAA CA T C AG  CC CA AT CCA G  C AG G CGT T G T  CG GCCAC T T A

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

*
*
*
*

*
*

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

P914220 438 GTAG CCCG GA ACTT CGC GT G  CC GG GT T CC C  G CA G c a a c a -  CG T ACCG GGA
P914221 420 GAAG CCCG GA ACCT CGC GT G  CA GA GG T T G C  T AA G GCT G A G  CG CACAG GGA
P914222 411 ATAT CCCG GA ACCT TGC A T G  CA GA GG T T C C  T AA G GCT G C G  CG Cg CAG GGA
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alignment position  5 5 1 . . . . . . .  5 6 1 . . . . . . .  5 7 1 . . . . . . .  5 8 1 . . . . . . .  5 9 1 . . . . . . .

P914220 487 AGCG T T T G G G CGCT GC A C CG  CG CT GC GCC G  T GC C CGT G A G  T C CGGCG CGC
P914221 470 AGCT T T T G G G T GCT GC A C CG  CC GT AC GCA A  T GC C CT T C A G  CC T AGAG CGC
P914222 461 AGCT T T T G G G T GCT GC A C CG  CC CT AC GCt t  T GC C CT T C A G  CC CGGAG CT C
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alignment position  6 0 1 . . . . . . .  6 1 1 . . . . . . .  6 2 1 . . . . . . .  6 3 1 . . . . . . .  6 4 1 . . . . . . .

P914220 537 AGAG GAGG A G Ga g a a a g c t g  a c c g c t T AG G  C CG G GGT A G T  GG T CGT C GT G
P914221 520 GGAG GAGG A C GGT A GC - - - -  - - - - - - T c G G  T CA C GGC G T T  T G GAGT C GT T
P914222 511 GGAA GAGG A G GGT A GC - - - -  - - - - - - T AG G  T CG C GGG G T T  T G T AGT C GT G
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*

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

P914220 587 GT T T T CCT T G T AGT T C G T Gg  t c t G AG ACC A  G GC C T CA A G T  GG AAACG GCG
P914221 560 GT T T T T CC T A T AGT T G G A GT  C- - G AG GT C A  A AC C T CT C G T  GG AACCT GCC
P914222 551 GT T T T T CT T A T AGT T G G A GT  C- - G AG GT C A  G AC C T CA C G T  GG AACCC GCA
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alignment position  7 0 1 . . . . . . .  7 1 1 . . . . . . .  7 2 1 . . . . . . .  7 3 1 . . . . . . .  7 4 1 . . . . . . .

P914220 637 T CAC CAT G A T  - - - C GC A C GG  CG GA AC CCA G  A AC C CT T A C G  GT T T CT G CCG
P914221 608 T CAA GAT G A T  GAAC GG C C GG  CC GG GC CAT G  A GC C CT T A A A  AT T CT T G CCG
P914222 599 T CAA T AT G A T  GAAC GG C C GG  CC GG GC CAT G  A GC C CT T A A G  AT T CT T G CCG
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alignment position  7 5 1 . . . . . . .  7 6 1 . . . . . . .  7 7 1 . . . . . . .  7 8 1 . . . . . . .  7 9 1 . . . . . . .

P914220 684 GAT G AGGC C C GGAG CC T GCC CC CGCC CAA G C TGA CCG A C C  CG CGGCT CCT
P914221 658 GACG AGGC C C GGAG CC T GCC CC CGCC CAA G C TGA ACG A C C  CG CGGCT T GT
P914222 649 GAT G AGGC C C GGAG AC T GCC CC CGCC CAA G C TGA ACG A C C  CG CGGCT T GT
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*

alignment position  8 0 1 . . . . . . .  8 1 1 . . . . . . .  8 2 1 . . . . . . .  8 3 1 . . . . . . .  8 4 1 . . . . . . .

P914220 734 CT AC AT CG G C T T CT T G G G CT  AC T G CT CCGG C CT G ATT G A T AA CCTAA T CC
P914221 708 CT AC AT GG G C T T GT T G G G CT  AC T G CA CGGG C CT G ATGG A C AA CATGc T GC
P914222 699 CT AC AT CG G C T T CC T G G G CT  AC T G CA CGGG C CT G ATGG A C AA CATGA T GC
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alignment position  8 5 1 . . . . . . .  8 6 1 . . . . . . .  8 7 1 . . . . . . .  8 8 1 . . . . . . .  8 9 1 . . . . . . .

P914220 784 GGCG GAGG C C GAT C GC G A CG  GC T G GT GAG T  G CT G CGC G G C  CG g g a t c g g c
P914221 758 GGAT GCGA C C GGT G AT G A GA  GC AG GT GAG G  G CT G CGg g c g  a t c c c g c t - C
P914222 749 GAAT GAGA C C T GT G AT G A AA  GC AG GT GAG G  G CT G CGA G G C  CG t c c t a c c C
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* * * * * * *
*

alignment position  9 0 1 . . . . . . .  9 1 1 . . . . . . .  9 2 1 . . . . . . .  9 3 1 . . . . . . .  9 4 1 . . . . . . .

P914220 834 t g g g a g g a g a  a g g G GT C G T A  GG GC T G CAG A  C T G G CCC G g c  c g t a g g c c c c
P914221 807 - - - - - - - - - -  - - - G GA C G AG  GA GC T G CAG G  G T T G CCC G C T  GA GGT CA t - -
P914222 799 - - - - - - - - - -  - - - G GA G G AG  GA GC T A CAG G  G T T G T CT A C T  AA GGT CA g c c
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alignment position  9 5 1 . . . . . . .  9 6 1 . . . . . . .  9 7 1 . . . . . . .  9 8 1 . . . . . . .  9 9 1 . . . . . . .

P914220 884 c c t g a g g t g C T CT G CT T T T C  CG T G CC T T T T  T GC C T AG C T G  GC CCCAT CT C
P914221 842 - - - - - - - - - C T GT G CT C T AC  GA GG CC T T C C  T GC C T AG C T G  GG GGCGC CT G
P914222 836 t c c c g g a t c c  g - T G CT T T T C  Cc g g - - - - - -  - GC C T AG C T G  GG AGCGC CT 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 . . . . . .

P914220 934 GCCT T T CC G G GGAG T C C G CG  CC CC AT T AG C  T CT T T AG a a t  c a a g c a g a g c
P914221 883 GCT C T CCC A G GGCG T G C A T C  CC CT CT CGG G  T T C T CAG C G C  c a a g a g t AGC
P914222 878 GCT T T CCC A G GT CG T G C A CC  CC GT CT AGA G  T T T T CAG C G C  g - - - - - - AGC
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*
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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 . . . . . .

P914220 984 c a g a g t g t c a  t t t g g c a c T T  GA AG AA ACT G  A GG T GCA G T G  AA GCAGG AAC
P914221 933 CACA - - - - - -  - - - - - - - - T T  GA AG AA AAC C  A AG T GCA G T G  CA AT GGG GAC
P914222 922 CACA - - - - - -  - - - - - - - - T T  AA AG AA ACC C  A AG T GCG C C G  CA ACT GG GAA

*
*

*
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*
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*
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*
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*
*
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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 . . . . . .

P914220 1034 T g - - - - - - - -  - - - - - - - - AG  T C T G T G AAG G  A CC C GAA A c t  a - CT CT C CT C
P914221 969 T T CT AAAC C C CACG GT t a AG  T C T G CG AAG G  A CT C AAG A A G  GG CT CCT CAC
P914222 958 T T CT AAAC C T  CCCA GT t - AG  T C CG T A AAG G  A CT C AAG A G G  GG CT C- - - - -
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* * * * * * * * * * * * * * * * *
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

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

alignment position  1 1 5 1 . . . . . .  1 1 6 1 . . . . . .  1 1 7 1 . .

P914220 1067 AGT T CGt g t t  g t g c t g t g t g  c g c a a a
P914221 1019 AGT T CG- - - -  - - - - - - - - - -  - - - - - -
P914222 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.

P914221
(1024 bp)

P914222
(1001 bp)

P914220
(1092 bp)

0.340
51 %

0.354
53 %

P914221
(1024 bp)

1.000
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

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.seq (3 seq.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1 December 2004 Tue Jun 7 19:41:50 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 P922028

sym=NDUFS1|loc=Loc4719|taxid=9606|spec=Homo sapiens|chr=2|
ctg=NT_005403|str=(-)|start=57233028|end=57234103|len=1076| tss=501,576| comm=NADH
dehydrogenase (ubiquinone) Fe-S protein 1, 75kDa (NADH-coenzyme Q reductase);
(AK098395/637/gold;NM_005006/562/bronze;)

1076
bp

2 P922029

sym=Ndufs1|loc=Loc227197|taxid=10090|spec=Mus musculus|
chr=1|ctg=NT_039170|str=(-)|start=40865305|end=40866347| len=1043|tss=501,525,543|
comm=NADH dehydrogenase (ubiquinone) Fe-S protein 1;
(AK078590/619/gold;AK036926/601/gold;NM_145518/577/bronze;)

1043
bp

3 P922030
sym=na|loc=Loc301458|taxid=10116|spec=Rattus norvegicus|
chr=9|ctg=NW_047816|str=(-)|start=5260820|end=5261820| len=1001|tss=501| comm=similar to
RIKEN cDNA 9930026A05; (XM_217417/501/silver;)

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$MOKF V$ETSF V$TBPF V$SRFF V$PERO V$HNF4V$COUP V$EREF U$EREF V$GKLF V$RORA V$BRNF
V$HNF1 V$LHXF V$RBIT V$HOMF V$HOXF V$SP1F V$DEAF V$NFKB V$SORY V$YY1F V$HNF6 V$SF1F
V$EGRF

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

P922028 1  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
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P922029 1  c g a a g g - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P922030 1  c c c c t c a a t g  t a g c t c t t g t  c c g c c a g g t a  a t c g t t g a g c  a c c t g g a g g c

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

P922028 1  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - G A G
P922029 7  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - C T G GAAC G G G G
P922030 51 c g g c g g g g g t  t t t c a g g t c t  c c g a a a c c c a  t g g c g t c g a C T G T AAC C G G G

* * * * * * * * * * *

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

P922028 4  AG C T G GG G A G  C A G C A G A A A G  A G A G C G C G C A  A AT T G T G G GC G C CCCA C G C T
P922029 18 AG C T G T G C A A  A A G C G G A G G A  C G A G A G C G C C  G GGA G G C C GC G G CCAG C G C T
P922030 101 AG C G G AG G A A  A A G - - - - - - -  - - - - A G C G C T  A GAA G C C C GC G G CCAG C G C T
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alignment
position  1 5 1 . . . . . . .  1 6 1 . . . . . . .  1 7 1 . . . . . . .  1 8 1 . . . . . . .  1 9 1 . . . . . . .

P922028 54 GA A G a g a g GA A A A A GGA C C C GA A GA GA C C G G AAA A t T C CT T A TATA GA GA
P922029 68 GA G G G A- - A A A A A A GGA C C C A GA GC GT C C G G AAA A C T C CT T A TATA GA GA
P922030 140 GA G G G A- - GA A A A A GGG C C G GGA C C GGC C G G AAA A GT C CT T A TATA GA GA
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alignment
position  2 0 1 . . . . . . .  2 1 1 . . . . . . .  2 2 1 . . . . . . .  2 3 1 . . . . . . .  2 4 1 . . . . . . .

P922028 104 CG G A G GC G T T  T C C C T C C A C C  G C G C C Gg a c c g a AGG T T A AA GG TCAA A G T A
P922029 116 CG G A G GC G T T  T C C C T C C G C C  G C C C C GGC T A G - AGG T T A AA GG TCAA GG T C
P922030 188 CG G A G GC G T T  T C C C T C C A C T  G C A C C GGC T A G - AGG T T A AA GG TCAA A G T A
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alignment
position  2 5 1 . . . . . . .  2 6 1 . . . . . . .  2 7 1 . . . . . . .  2 8 1 . . . . . . .  2 9 1 . . . . . . .

P922028 154 CT T T T GC A T T  C C C A C T T C T C  C A C G T A c g a a  t t g g g g g c c c  T G AAT T A A A T
P922029 165 CG T T C CT A G T  C T C G G T C C T C  C G C G T A C C A C  T GCG A C T T G-  G T AACT A A A G
P922030 237 CG T T A CT A G T  C T C G T T C C T T  C A C G T A A A A C  T GCG T C T T G-  T G AAT T A G A C
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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 . . . . . . .

P922028 204 GG C C C AC A A A  T T G T C C A T G G  A C C T T T C G T T  G CGT T T G GAA GT AAAT T A A T
P922029 214 GG C C C AC A G G  T C G T C C G C C G  G C C T T C C C T T  G T CT T T G GAA GA AAAT T A A T
P922030 286 GA C C C AC A G G  T C G T C C G C G G  G C T T T T C C T T  G T GT T T G GAA GG AAAT T A A T
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alignment
position  3 5 1 . . . . . . .  3 6 1 . . . . . . .  3 7 1 . . . . . . .  3 8 1 . . . . . . .  3 9 1 . . . . . . .

P922028 254 AA A A T AGG C A  T g t c T T A A G T  T C G T A C - C T C  C ACG G C T C CC G A AGAT G A C G
P922029 264 AA A GG AGG C A  T T T - T A A A A T  G C C T t c g C T C  C AAG G A C T CC G A AACG A A G G
P922030 336 AA A A G AT G C A  T T T - T A A A A C  G C C T A C - C T C  C AAG G A T T CT  A A AACT A A A G
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alignment
position  4 0 1 . . . . . . .  4 1 1 . . . . . . .  4 2 1 . . . . . . .  4 3 1 . . . . . . .  4 4 1 . . . . . . .

P922028 303 GG A A C c a g C C  C T A G A A G C G C  C G G A G A T G A C  C GAA G A C G CC C G GCCT C G A G
P922029 313 GA A A C GC - C C  t c T G A G G A G C  C G G A G T T G A A  C GAA A G C G CT  C G GACG C A A G
P922030 384 GA A A C GC - C C  C T T G A G G A G C  C G G A G T T G A A  C GAA A G C A T T  C G GCCT C A A G

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*
*

*
*
*

* * *
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

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

P922028 353 GC t g g GG C C A  C T T C C GG C G G A A C T G C GG GT  C CAA G T T G T C c t - - - - - - - -
P922029 362 GC C T C GG C T A  C T T C C GG C G G A A C T G C A G GT  C CAA G T C G T C T T CT CC G C T T
P922030 433 GC C T C GG C T A  C T T C C GG C G G A A C T G C A G GT  C CAA G T T G T C T T CT CC G C T T
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alignment
position  5 0 1 . . . . . . .  5 1 1 . . . . . . .  5 2 1 . . . . . . .  5 3 1 . . . . . . .  5 4 1 . . . . . . .

P922028 395 - - T C C CG C C T  C C g g g c t g g g  c c g a c c t c a g  c t c c g c c c t c  t g g t c g G C T G
P922029 412 CC T C C CG G g c  t c - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - G C T C
P922030 483 T C T C C CG G C T  C C c t c t c g t -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - G C T G
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alignment
position  5 5 1 . . . . . . .  5 6 1 . . . . . . .  5 7 1 . . . . . . .  5 8 1 . . . . . . .  5 9 1 . . . . . . .

P922028 443 AC GGA AA T T G C C GA c a a a c -  - - - - - - - - - -  - - - - T T - - - G T C GAAT g c a a
P922029 428 TC GGA AA T T G C C GA A C A G G T  C C G A A G A C G G  G g a a a a a c a G T C GAAT C T G T
P922030 506 AC GGA AA T T G C C GA A C A G G T  C C A A A G A G G G  G a g a T T - - - G T C GAAT C T G G
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alignment
position  6 0 1 . . . . . . .  6 1 1 . . . . . . .  6 2 1 . . . . . . .  6 3 1 . . . . . . .  6 4 1 . . . . . . .

P922028 475 g g a T T CT A GT C C C T C C G GG C T T T C C G T T C T  C CAG G c c c GG C T GACA G A G T
P922029 478 GT - T T CT A GT C C C T C C T GG C T T T C C G T C C T  C CAG G T C G GG C T GACA G A G G
P922030 553 CT - T T GT T GT C C C T C C T GG C T T T C C G T C C G  C CAG G T C A GG C T GACG G A G T
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alignment
position  6 5 1 . . . . . . .  6 6 1 . . . . . . .  6 7 1 . . . . . . .  6 8 1 . . . . . . .  6 9 1 . . . . . . .

P922028 525 T A G C C GA G GC C GC C A T A T T G A A T A A GC G a c  c c g g c c t c c t  a g GGGG T C G T
P922029 527 T T G C C GT G GC C GC C A T A T T G A C T T A GC G GC  c a GG G T T T T G A - GGGG T C A G
P922030 602 T A G C C GT G GC C GC C A T A T T G A C T T A GC G GC  t - GG G T T T T G A - GGGG T C A G
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alignment
position  7 0 1 . . . . . . .  7 1 1 . . . . . . .  7 2 1 . . . . . . .  7 3 1 . . . . . . .  7 4 1 . . . . . . .

P922028 575 CG T G G T C C A G  A C A G T T T A G C  A G A A C A G C C T  c c g c G G C T CC G G GGAG A A G G
P922029 576 GG A G A CC C G G  A C A G G T C C G C  G G A A C t A C T C  G GT G G G C T CC G G AGGA A A G G
P922030 650 GG G G A T C C G G  A C A A A T C A G C  G G G A C A A C T T  G GT G A G C T CT  A G AGGA A A G G
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*
*
*

*
*
*
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*

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

P922028 625 T G A G G T C T T G  T A T G G A T G G G  A A G G G T G A G G  T GCG T C G G CC A G AGGC T T A T
P922029 626 T G A G G AC G C G  T T G A A G T G G G  C A A G T T G A A G  C GCT T C G A GT  G G T GT T T T C T
P922030 700 T G A G G AC G C G  T T T A A G A G A G  A A A G T T G A A G  T GCT T C G A GT  G G T GT T T T C T
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alignment
position  8 0 1 . . . . . . .  8 1 1 . . . . . . .  8 2 1 . . . . . . .  8 3 1 . . . . . . .  8 4 1 . . . . . . .

P922028 675 T T A T T GA C G G  G A C T G T T T C C  T T T G G C C C A c  g c g a c g t a g T  C T TCTG T T GT
P922029 676 T T T T T GG C A G  G t c t g c a t c c  c a T A G G T C A G  A CAA G C C G T T  C T CCTC T T GC
P922030 750 T T C T T AG C A G  G A C T G T G T T C  T T T A G G T C A A  A CAA G T C A T T  C T CCTC T T GT
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alignment
position  8 5 1 . . . . . . .  8 6 1 . . . . . . .  8 7 1 . . . . . . .  8 8 1 . . . . . . .  8 9 1 . . . . . . .

P922028 725 CC T T G AC T GG G C G C C G C C T C  C C G C C C C G C C G CCT C GG A AG C C CCT G A G A G
P922029 726 CC T T G AC T GG G T A C C A G C T C  C T G C C C C G C C A CCT C T G GAA C C CGGG A G A G
P922030 800 CC T T G AC T GG G C A C C A C C T C  C T G C C C C G C C A CCT C c a GAA C C CCGG A G A A
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alignment
position  9 0 1 . . . . . . .  9 1 1 . . . . . . .  9 2 1 . . . . . . .  9 3 1 . . . . . . .  9 4 1 . . . . . . .

P922028 775 CC G G C AG A T G  g g G G G C T T T T  A G C C A C G G T C  T CT G G T C T GA T G AAGC A G A A
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P922029 776 CC G G C AG G T G  A - G G G T T A T G  A G C C T T G G T T  T CT G G T C T GA T G GAGC C T A A
P922030 850 CC G G C AG G T G  A - A G G T T A c T  A G C C A T A G T T  T CT G G T C T GA T G GAGC A T A A
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alignment
position  9 5 1 . . . . . . .  9 6 1 . . . . . . .  9 7 1 . . . . . . .  9 8 1 . . . . . . .  9 9 1 . . . . . . .

P922028 825 a a g a a g A T G A  G G A T C A G G G G  G T C C T C G G G A  a c g c t g t c a c  g a a t g t a G G C
P922029 825 GC c - - - - - - -  - G A T C A G G A G  A C C T T T G G G A  G T CC G - - - - -  - - - - - - - G G C
P922030 899 GC - - - - A A G A  T G A T C A G G A A  A C C T T T G G G A  G T T C C - - - - -  - - - - - - - G G 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 . . . . . .

P922028 875 T T G C A GG T G A  C C T T C C C T C T  G C A G G G A A A a  t t CA G G A C AT  T T CCCT C T C A
P922029 855 T T G C G AG C T A  C T C T C T C T T T  G C A G G G G A A G  A - CA G G A G AT  G G CCCT G T C A
P922030 933 T T G C T AG C T A  C T T T C T C T C T  G C A G G G G A A G  A - CA G G A G AT  G G CCCT G T C t
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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 . . . . . .

P922028 925 g a G G A GG A G G  C C G T T T T A T T  C C C C G G G a g a  g g a c c a g t g t  c c g a t g a c t t
P922029 904 t c - - A GG A G A  C C G G T T C A T C  T C C C A G G g t c  a c g a g a g a c t  t a a a c c t c a g
P922030 982 - - G G A GG A G A  C C G G G T C A T T  T C - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

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

P922028 975 a g g c c t t a a g  a c t a a g c c t t  t c c c c c c a g a  t t t t t a c a c g  c c t g a t a c a g
P922029 952 g c a t c g - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P922030 1002 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

P922028 1025 t g c a t g a t t G  T T T G G T C G C T  G T T G T G t t a g  c a a t g g c t CA C G CT T C T G T T
P922029 958 - - - - - - - - - G  T T T A G T T G C T  G T C T T G a a c c  t g t c - - - - CA C G CT AC T G T T
P922030 1002 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

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

P922028 1075 T G - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - -
P922029 995 T G t t t t t g t c  t a g c c c g g t g  a t c a t g t t g g  g t a g t a t t t t  a t t c a t t c c
P922030 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.

P922029
(1043 bp)

P922030
(1001 bp)

P922028
(1076 bp)

0.396
54 %

0.442
55 %
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P922029
(1043 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 C1-NDUFS2 (3 seq.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1 December 2004 Tue Jun 7 20:32:24 2005 

Solution parameters:

Sequence file: C1-NDUFS2 (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 Lengt

1 hNDUFS2 hNDUFS2 g17_dna range=chr1:157983624-157985875 5'pad=0 3'pad=0 revComp=FALSE strand=?
repeatMasking=none

2252
b

2 P914253
P914253 sym=Ndufs2|loc=Loc226646|taxid=10090|spec=Mus
musculus|chr=1|ctg=NT_039185|str=(-)|start=15158394|end=15159394|len=1001|tss=501|comm=NADH
dehydrogenase (ubiquinone) Fe-S protein 2; (NM_153064/501/bronze;)

1001
b

3 P914254
P914254 sym=na|loc=Loc289218|taxid=10116|spec=Rattus
norvegicus|chr=13|ctg=NW_047399|str=(-)|start=4601374|end=4602374|len=1001|tss=501|comm=similar
to NADH dehydrogenase (ubiquinone) Fe-S protein 2; (XM_213940/524/bronze;)

1001
b

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$ETSF V$DMTF V$YY1F V$MYOD

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

hNDUFS2 1  c c a g a g a a c t  c t a c t g c c c c  t t t c c a c t c c  c c t a t t t g a g  a t g a g g a c a a
P914253 1  a c t t g a g t c -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P914254 1  n n n n n n n n n n  n n n n n n n n n n  n n n n n n n n n n  n n n n n n n n n n  n n n n n n n n n n

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

hNDUFS2 51 a g g g g g t g a c  t a a g c a a t g a  a a g a c a a a g g  g c t t t a g a g t  g g c t g c a g c a
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P914253 10 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P914254 51 n n n n n n n n n n  n n n n n n n n n n  n n n n n n n n n n  n n n n n n n n n n  n n n n n n n n n n

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

hNDUFS2 101 g t g t g t g t g g  g g g t g t t g g c  a g c a g g g a g a  a g g c a c a a a a  g c t g c a g t g t
P914253 10 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P914254 101 n n n n n n n n n n  n n n n n n n n n n  n n n n n n n n n n  n n n n n n n n n n  n n n n n n n n n n

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

hNDUFS2 151 c c t a g g c a g c  c c c t c a g g a g  c c c c c c a c c c  c a g t c c c a g c  t c a a g c t g c c
P914253 10 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P914254 151 n n n n n n n n n n  n n n n n n n n n n  n n n n n n n n n n  n n n n n n n n n n  n n n n n n n n n n

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

hNDUFS2 201 t c c a g g g c c a  a g c a g c c c a a  a g t c t a t c c t  g a c t t c t c c c  a g g c t g g a t c
P914253 10 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P914254 201 n n n n n n n n n n  n n n n n n n n n n  n n n n n n n n n n  n n n n n n n n n n  n n n n n n n n n n

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

hNDUFS2 251 a a g g c a a a t a  a a t g c a g t c c  t t c c c a t c c c  c c a c c a c c a t  g g c c a c a t t t
P914253 10 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P914254 251 n n n n n n n n n n  n n n n n n n n n n  n n n n n n n n n n  n n n n n n n n n a  t - - - - - - - - -

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

hNDUFS2 301 g c t g t g t t t c  a a c a a t a g a a  a g a a g g c c c a  g g g a a a g a g c  a a g g a a t g a g
P914253 10 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P914254 292 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

hNDUFS2 351 g a c a a c a g a g  g g a c c a a a c c  t c t g c c c t g g  c t c t g t g g c a  g c t g c c t t g t
P914253 10 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P914254 292 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

hNDUFS2 401 c t a g c c c a g g  t c c t g g t c a g  t t c c c a c a g c  t a a g g a t c t g  g c c c c a c c c t
P914253 10 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P914254 292 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

hNDUFS2 451 t t g g t a c a g t  t c c c a t t a g g  t c a a t t c c c a  g g c c a g a a g t  c t g g c t t t c c
P914253 10 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P914254 292 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

hNDUFS2 501 c c t c t t t c t c  t g c a g t g a a g  a a t t c c a c c a  t c t c t g c t t c  c t g g t c t g t c
P914253 10 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P914254 292 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

hNDUFS2 551 t g c c t c a c c c  t g c t g c g c t g  c t g g t g g g c t  g t g t c c c t g g  g a t c c t g t c t
P914253 10 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P914254 292 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

hNDUFS2 601 a g g g g a t a t c  t g g g g a a g g c  c t c t t t c c a g  g c t c a g a g t t  g g a g a g t t g t
P914253 10 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
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P914254 292 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

hNDUFS2 651 a c a a a c t c t a  c g g g t g g g t g  g c c c a g c t g g  a g t t g g g c t t  a g a g g c a g a g
P914253 10 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P914254 292 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

alignment position  7 0 1 . . . . . . .  7 1 1 . . . . . . .  7 2 1 . . . . . . .  7 3 1 . . . . . . .  7 4 1 . . . . . . .

hNDUFS2 701 g g a g a a a a c a  g g a a c t a g c c  t c t a a g g c t g  g a a g a a t c t t  t g t c c a t a c a
P914253 10 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P914254 292 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

hNDUFS2 751 g a a t t g t g a t  c a g a c t c c t g  g t g c t a c t a c  a t t t c c g t g c  t g t t g g c c a t
P914253 10 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P914254 292 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

alignment position  8 0 1 . . . . . . .  8 1 1 . . . . . . .  8 2 1 . . . . . . .  8 3 1 . . . . . . .  8 4 1 . . . . . . .

hNDUFS2 801 t a c c c a g g a g  g g c t a t a g c a  g g g t c a g a a a  g a c g t t a g g g  a a a a g a g g c t
P914253 10 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P914254 292 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

hNDUFS2 851 g a c g c a a g a c  g g a a g t g g g g  t g t g a g g c a t  c t c t a a g g g c  g c t t c c t g g g
P914253 10 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P914254 292 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

alignment position  9 0 1 . . . . . . .  9 1 1 . . . . . . .  9 2 1 . . . . . . .  9 3 1 . . . . . . .  9 4 1 . . . . . . .

hNDUFS2 901 t c t g t g a t t c  t g t a g g t t c g  g g a a g c c t g g  a g g a t g t c a g  g g t c a c c c a c
P914253 10 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P914254 292 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

hNDUFS2 951 a g a g g a c c t c  c a c t c c c c c a  t c t g g g a t g a  g g t g g c t c c t  a c a c a c c c c g
P914253 10 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P914254 292 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

hNDUFS2 1001 a c a c t c c c c t  c c g c a c c a c c  a a t g c c g g c g  g c c t t g g c a t  c c t a t t c t t t
P914253 10 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P914254 292 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

alignment position  1 0 5 1 . . . . . .  1 0 6 1 . . . . . .  1 0 7 1 . . . . . . 1 0 8 1 . . . . . .  1 0 9 1 . . . . . .

hNDUFS2 1051 t t t g t t t t g g  t t t g g c g g g a  g c t c t c a g a c  c c g c c c a g c c  c c a c t t a g g c
P914253 10 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P914254 292 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

hNDUFS2 1101 t C C T T T C T CC  A AT C T CA A T T  T A T GACA T CT  GGAA AT T AG C t g g c t t t c c c
P914253 10 - C C T T CA C AC  A AG C CCG T T T  CC GGACC T CT  GGAA AT GAA C a - - - - - - - - -
P914254 292 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

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

hNDUFS2 1151 a a c t c c t g t C  T T T T GGA T T C  AG T GAT G GGA AAGT AAT T G G C AA A G C C T G g
P914253 50 - - - - - - - - - C  T T T T GGA T T T  CG T AGT A AAG AGAT AGT CA T  C AA A A C T T G g
P914254 292 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
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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 . . . . . .

hNDUFS2 1201 g g c t a c c c t a  t a a g g g c a g g  g c t c a g a t a c  a a T C CGAGA G C AG G A C T AA A
P914253 91 g g g c t t c t g -  - - - - - - - - - -  - - - - - - - - - -  - - T C GGAAA G C AG G A C T AC C
P914254 292 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

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

hNDUFS2 1251 G C A T G AG G GC  G GC C AAG G C G  Ga a g g g a g t a  g g g a a g g a a g  c g c c g c g c g t
P914253 118 G C A G G AG A CT  G AC C AAG A T G  Gt a a g a t a g t  c a a g g a a c g c  c c a t a c a g a g
P914254 292 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

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

hNDUFS2 1301 t t c c a a g a t a  c g c a g g c g g g  c t c g g c - - - -  - - - - - - - - - -  - - - - - - - - - -
P914253 168 a g t g c g t a g g  g g a c c t a g a g  g g a g c g c a g t  t t c t a a g g a a  a g t t c g a g t g
P914254 292 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

hNDUFS2 1327 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P914253 218 c a g a g c g t g g  a c c t a g c g g g  a a g t g c t g g a  t t c t g c g c g a  a g t t g c c t c a
P914254 292 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

hNDUFS2 1327 - G A G A GA G CA  C GA A GT A T C T  GC CCCAC GCA GGAA CGGc a a  t t t t c c c t t g
P914253 268 g G A G A GA G CA  G T A A AT C T C T  CA CGCCC AGA GAAG CCGt g g  g a g g g - - - - -
P914254 292 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

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

hNDUFS2 1376 c t c g c t c c t a  g a a a a g c c a g  c c a g g a g c t g  t g g g a g g a a A C GC C C T C AG T
P914253 313 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - A C GC C C T T AC T
P914254 292 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - GC C C T A AC T
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alignment position  1 5 0 1 . . . . . .  1 5 1 1 . . . . . .  1 5 2 1 . . . . . . 1 5 3 1 . . . . . .  1 5 4 1 . . . . . .

hNDUFS2 1426 A A A G A T G A CC  G CG G T CA C T G  T T AT CT A AAC GCAA GT GAA G C CG A G T C AC A
P914253 324 A A A G A T G A CG  G CA G T CG T C G  T T AT T GA AAC GCAA GT GAA G C T G A G A A GC G
P914254 301 A A A G A T G A CA  G CA G T CG T T G  T T AT T T A AGC Gt g A GT GAA G C T G A G A A GC A
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alignment position  1 5 5 1 . . . . . .  1 5 6 1 . . . . . .  1 5 7 1 . . . . . . 1 5 8 1 . . . . . .  1 5 9 1 . . . . . .

hNDUFS2 1476 GGA C C CGG AT GTT GTc a g t t  c g a c g g t a a a  c g a C CCT GC C A GC T T C C AA G
P914253 374 GA A T C CGG AT GTT GTTC C G T  T C GCAAT T GA CCT C CCT GC C A GC T T C C AA G
P914254 351 GGA T C CGG AT GTT GTTC C G T  T C GCAAT T GA CCT T CCT GC C A GC T T C C AA G
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P914254 887 t C T C T T T T CT  G AG C CCT C C T  T C CCCAG T T C Ct c t c t t c c C T CT T T C G CT C

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

* * * * * * * * * * *

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

hNDUFS2 2013 - - - - A T G C T -  - - - - - - - C G C  T G T CT CT CT g  t c g t t g a c c t  t g a a c a a a c a
P914253 958 G C C T A T G C T -  - - - - - - - C T T  T C CCT CT CT C CT CC CGCCT T  C CA T A C T CC C
P914254 937 G C A T A T G C g a  g g t t g c a C T T  T C CCT CT T T C CT CC CGCCT T  C CC T A C T CC C

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

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

alignment position  2 2 0 1 . . . . . .  2 2 1 1 . . . . . .  2 2 2 1 . . . . . . 2 2 3 1 . . . . . .  2 2 4 1 . . . . . .
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hNDUFS2 2051 c t t t t c t c a c  g t t c a t a t t c  a c c t g g t t g a  t a a t a t c a a t  a t g a t g a a a a
P914253 1000 t g - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P914254 987 c c c g c c c c c a  t c t c t - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

hNDUFS2 2101 t a t g a a g a a g  c t a g g a t c c c  a a c c t t g c a t  g c c c a g g g g t  g a t g g g t g g a
P914253 1002 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P914254 1002 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

hNDUFS2 2151 g t t a t t c c a g  g a a t a a t t t g  t t a g t a g g a a  t g g a a c c t c t  a g a g t t c c a g
P914253 1002 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P914254 1002 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

alignment position  2 3 5 1 . . . . . .  2 3 6 1 . . . . . .  2 3 7 1 . . . . . . 2 3 8 1 . . . . . .  2 3 9 1 . . . . . .

hNDUFS2 2201 c t t g t t t t g c  c g a a g c t a c a  t t a a c t t c a g  a t c a g t g a c t  t g g c a t t a a a
P914253 1002 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P914254 1002 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

alignment position  2 4 0 1

hNDUFS2 2251 a a
P914253 1002 - -
P914254 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.

P914253
(1001 bp)

P914254
(1001 bp)

hNDUFS2
(2252 bp)

0.307
39 %

0.324
32 %

P914253
(1001 bp)

1.000
57 %

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.seq (3 seq.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1 December 2004 Tue Jun 7 20:56:18 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 vertebrates.lib (0.75/Optimized) 

Aligned Sequences:

No. Sequence
Name Sequence Description Length

1 P878333

sym=NDUFS3|loc=Loc4722|taxid=9606|spec=Homo sapiens|chr=11|
ctg=NT_009237|str=(+)|start=46387373|end=46388373|len=1001| tss=501| comm=NADH
dehydrogenase (ubiquinone) Fe-S protein 3, 30kDa (NADH-coenzyme Q reductase);
(NM_004551/560/silver;)

1001
bp

2 P878334

sym=na|loc=Loc433454|taxid=10090|spec=Mus musculus|chr=2|
ctg=NT_039207|str=(-)|start=31738929|end=31740003|len=1075| tss=501,530,575| comm=similar to
NADH-ubiquinone oxidoreductase 30 kDa subunit, mitochondrial precursor (Complex I-30KD)
(CI-30KD); (AK088337/501/gold;AK002501/530/gold;XM_485037/575/bronze;)

1075
bp

3 P878335

sym=na|loc=Loc295923|taxid=10116|spec=Rattus norvegicus|
chr=3|ctg=NW_047657|str=(-)|start=16664085|end=16665085| len=1001|tss=501| comm=similar to
NADH-ubiquinone oxidoreductase 30 kDa subunit, mitochondrial precursor (Complex I-30KD)
(CI-30KD); (XM_215776/550/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$XBBF V$VMYB V$AREB V$SP1F V$RREB V$ZBPF V$EGRF V$GABF V$ETSF V$ZF35 V$EREF V$MOKF

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

P878333 1  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P878334 1  c c a a t a c t g a  g g c t t g g g c c  t g g a c t t c c a  c t t t t a c t c t  t t t c t a a g c T
P878335 1  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - T
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*
*

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

P878333 1  - - - - - - - - - -  - - - - - - - - - C  T C G C T C G A A A  G A C T C C CT A T  G G C T G C G T c c
P878334 51 GC T G T T T CT T  AC T T A C CT - C  T C G C T C C A G T  G A G T T C T T A A  A G A A G C C c t t
P878335 2  GC T G T T T CT T  AC T T A C CT a C  T C G C T C C A A T  G A G T T C T T A A  A G A A G C C T g a

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*
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*
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*
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*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*

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

P878333 32 c a g a a c t t G A  GT CC A T CCGC  CC C C AG G C C G  G G G CA C T G G G  A G G C C C A T C A
P878334 100 GA - - - - - - G A  GC CC A G CCGT  CC C C GG C C G G  G G G CA C AA G G  A A G T C C A T A A
P878335 52 GA - - - - - - G A  GC CC A G CCGT  CC C C GG C C G G  G G G CA C AA G G  A A G T C C A T A A
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*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

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

P878333 82 CC C T G T GCA A  T G T C C C CGCT  CC A C CT T GA G T C G TC T TGG A A A C GG T C G C C
P878334 144 CC C T G T GCA A  T C T G A C CGT G  CC A C CT G GA G T C G CC T AGG A A A C GG T C T C C
P878335 96 CC C T G T GCA A  T C T G A C CGCG  CC A C CT A GA G T C G CC T AGG A A A C GG T C T C C
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*
*
*

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

*
*
*
*
*
*
*
*
*

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

P878333 132 AGG GA AACC G TT CT T C c c g c  t c a g g c c c g - - - C CC G CC C T C GT C A A A A - -
P878334 194 AA G GA AACC G TC CA T C GT CT  CC C C Cc c c c a C C C CGC CC C C C A T T A A A A a a
P878335 146 AA G GA AACC G TC CA T C GACT  CC C C Ca c - - - C C C CGC CC C C C A T T A A A A - -
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*

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

P878333 177 GC T T G GCT C A  Ga GA G C GGGG  GA G G GG T G T G  T A G CG T AG A A C C C A A A A C GC
P878334 244 GC T T A GCT C A  A- GA G C CGGc  - - G C GG T G T A  G A A CT T AG A A C C C A G A A C GC
P878335 191 GC T T A GCT C A  G- GA G C CAGA  GA G C GG T G T A  G A A CT T AG A A C C C A G A A C GC
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alignment
position  3 0 1 . . . . . . .  3 1 1 . . . . . . .  3 2 1 . . . . . . .  3 3 1 . . . . . . .  3 4 1 . . . . . . .

P878333 227 CC G C C CCCT C CC CT C C TCTC AC C C GC C T G G  T T C T T c a g c g  t C C T C G C C T T
P878334 291 CC A C C CTTT C CC TT T C TCTC AC C G GT G C G G  T T C GT T G- - -  - C G T C T T C T T
P878335 240 CC A C C CTTT C CC TT T C TCTC AC C C GT C C G A  T T C T T T G- - -  - C G T C T T C T T
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alignment
position  3 5 1 . . . . . . .  3 6 1 . . . . . . .  3 7 1 . . . . . . .  3 8 1 . . . . . . .  3 9 1 . . . . . . .

P878333 277 CT C T C T AGG C  T C T G C C ACAA  GG A G CT A G G A  C C A CG C T C - A  C C T C A C G A T T
P878334 337 CT C T T CGGC C  T C CG C T GT AC  CG A G AT A G G G  C T A CG T AC - A  C C T C A C G G T T
P878335 286 CT C T T CGGC C  T C CG C C GT AC  CA A A AT A G G G  C T A CG T Ag a A  C C T C A C G G T T
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position  4 0 1 . . . . . . .  4 1 1 . . . . . . .  4 2 1 . . . . . . .  4 3 1 . . . . . . .  4 4 1 . . . . . . .

P878333 326 T C C C T ACCT G  Cc t g t c t c g C  T T T C TC A C C T G C G TT C CC T C  C T T T C A T C C C
P878334 386 T C C C C ACCT G  CG GG T - - - - C  T T T C TT A C C T G C G AT A CC T C  C T T T C A T G C C
P878335 336 T C C C C ACCT G  CG GG T - - - - C  T T T C TT A C C T G C G TT A CC T C  C T T T C A T G C C
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position  4 5 1 . . . . . . .  4 6 1 . . . . . . .  4 7 1 . . . . . . .  4 8 1 . . . . . . .  4 9 1 . . . . . . .

P878333 376 GGA GC - - - - - - C CG GA ACCT CC GC TT C C GG C T C CA C GT C C GC C C G GA A GA
P878334 432 AG G G C T CAG A TC CG GA ACCT CT GC TT C C C G C C C CG C GT C C GC C C G GA A GA
P878335 382 Aa t g t T CAG A TC CG GA ACCT CT GC TT C C C G C C C CG T GT C C GC C C G GA A GA
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alignment
position  5 0 1 . . . . . . .  5 1 1 . . . . . . .  5 2 1 . . . . . . .  5 3 1 . . . . . . .  5 4 1 . . . . . . .

P878333 420 Ag a t c t g CT G  CA CA C T TCCG TT T C CGG T C C G T G CC C TT G G GGC T C C G T g t
P878334 482 AGA GT CACT G  CA CA T T TCCA CT T C CGG T C C G T G CC C TT G G GGC T C C G T G G
P878335 432 AGA T T CAT T G  CA CA T T TCCA CT T C CGG T C C G T G CC C TT G A GGC T C C G T G G
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* * * * * * * * * * * * * * * * * *
alignment
position  5 5 1 . . . . . . .  5 6 1 . . . . . . .  5 7 1 . . . . . . .  5 8 1 . . . . . . .  5 9 1 . . . . . . .

P878333 470 c c t g c T GT C T  T T CC G T CCGC  T G C C T A G T C T  G C A t - C T G A G  T A A C A T G G C G
P878334 532 CC T G - CGT G T  GT T C T C CGGC  T A C T T A G T C G  G C A CA C T A A G  G A A C A T G G C G
P878335 482 CC T G - T GT G T  GT T T T C CGGC  T A C T T A G T C G  G C A CC C T A A G  G A A C A T G G C G
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alignment
position  6 0 1 . . . . . . .  6 1 1 . . . . . . .  6 2 1 . . . . . . .  6 3 1 . . . . . . .  6 4 1 . . . . . . .

P878333 519 GC G G C GGCg g  t A GC C A GGCT  GT G G T G G C G C  G GG AT C TT G G GGG C C t c g g c
P878334 581 GC G G C T GC- -  - A GC C A GGGT  CT G G T G T C G T  G GG CT C TT G G GGG C C G C T T C
P878335 531 T C T G C T GC- -  - A GC C A GGGT  CT G G T G C C G T  G GG CT C TT G G GGG C t G C T T C
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alignment
position  6 5 1 . . . . . . .  6 6 1 . . . . . . .  6 7 1 . . . . . . .  6 8 1 . . . . . . .  6 9 1 . . . . . . .

P878333 569 g c t g a CCAG G  GG T G A G CACG  Gg - C AG C C A -  - - G CT G AG A C  C G G G G T C A G G
P878334 628 CG T A G GCAG G  GG T G A G CAAG  GA A C AG C A G c  a g G T T G AG A C  C A C G G G C A G C
P878335 578 CG T A G CCAG G  GG T G A G CAAA  GA A C AG C A G -  - - G CC G AG A C  C A C G G G C A G C
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alignment
position  7 0 1 . . . . . . .  7 1 1 . . . . . . .  7 2 1 . . . . . . .  7 3 1 . . . . . . .  7 4 1 . . . . . . .

P878333 615 CG C A G CGGc g  t g c c c a g t g C  AG A G AG C T C C  T C A GG G CT C A  t C C C G C GC GT
P878334 678 a - - - - - - - - -  - - - - - - - - - C  GG A G AC C T C C  C C G AG T CT C A  - C C C G C GC C T
P878335 625 GG C A G AGGc a  c a c c t t g c a C  AT A G AC C T C C  T C G GG T CT C A  - C C C G C GC C T
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position  7 5 1 . . . . . . .  7 6 1 . . . . . . .  7 7 1 . . . . . . .  7 8 1 . . . . . . .  7 9 1 . . . . . . .

P878333 665 CT G T G CCTT T TA TC T C CCT G  T G C A GG G a C T  G G G CG A CC C T  C C G T T C T G T T
P878334 709 TT G T G CCTT T TC TC T C CCT G  T G C A GG G G C T  G G G CG A CC C T  C C G T G C T G T G
P878335 674 TT G T G CCTT T TA TC T T CCT G  T G C A GG G G C T  G G G CG A CC C T  C A G T G C T G T T

*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*

*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

alignment
position  8 0 1 . . . . . . .  8 1 1 . . . . . . .  8 2 1 . . . . . . .  8 3 1 . . . . . . .  8 4 1 . . . . . . .

P878333 715 GC T G C CG- - -  GT GA G G CGGG  AG A G CG C C G G  G G C CG A CA C G  C G C C G T G A G T
P878334 759 GC A G C AC- - -  GT AA G A AGGG  AG A G CG C G G C  G G C T G A CA A G  C G C C G T G A G T
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P878335 724 GC A G C Ag c g t  GT GA G A AGGG  AG A G CG C G G C  G G C T G A CA A G  C G C C G T 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 . . . . . . .

P878333 762 AT G T G CGGG C  AG CG C T CT T C  T C T G AA C T A T  C G G CG G GG C C  C C T T - - - - - -
P878334 806 AT G T G CGGA T  GG CG C T T T T T  CC C C CA A C G T  T A G CT G GG G C  C T T T c g T T G T
P878335 774 AT G T G CGGA T  AG CG C T CT T C  T C T T CA A C G T  T A G CA G GG G T  C T T c c a T T G T
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alignment
position  9 0 1 . . . . . . .  9 1 1 . . . . . . .  9 2 1 . . . . . . .  9 3 1 . . . . . . .  9 4 1 . . . . . . .

P878333 806 - - - - - - - AG A TGCC T G TCCT TG C C CT A GG A  T G C CC T T C C C  T a c g t c c t C C
P878334 856 T T C T G T CAG A TGTT T G TCCT TG C C TT G GA A  T G T CC T T C C C  T - - - - - - - C C
P878335 824 T T C T G CCAG A TGTT T G TCCT TG C C CT G GA A  T G T CC T T C C C  T - - - - - - - T C
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alignment
position  9 5 1 . . . . . . .  9 6 1 . . . . . . .  9 7 1 . . . . . . .  9 8 1 . . . . . . .  9 9 1 . . . . . . .

P878333 849 T G G C A AAT C T  t g g a g a t c t g  a c - - - - - T T G  C A G T G G T C T T  C A C C C T G C A T
P878334 899 T G G C A AAT C T  CT GC T T Gt CC  T T G G AG A T T G  C T A T G G T C T C  C A C T T T G C T G
P878335 867 T G G C A AAT C T  CT GC T T Gc CC  T T G G AG A T T G  C T A T G G T C T C  C A C C T T G C T 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 . . . . . .

P878333 894 GC A G A AT CG A  GC CC T C CCT G  T G C C CT t a g g  c c t g t t a t g g  c - - - - - - C C T
P878334 949 T T A G A AT CG A  GC AC T T CCT G  T G C C CT A G A T  A T T T G T T C C C  T T C T G A T C T T
P878335 917 T T A G A AACG A  GT AC T T CCT G  T G C C CT A G A T  A T T T G T T C C C  T T C T G A T C T T
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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 . . . . . .

P878333 938 GA T T G T T CC T  T G T C C A T T T C  AA T C AT C C C C  - - - - - - - - - T  T T T T G T C T G A
P878334 999 GA T C G CCT T T  T G CT C G T T AT  CA g g a t t t g a  t t t t t t t t t T  T G T C C T C C G A
P878335 967 GA T C G CCCT T  T G CT C G T T T T  CA C A AT C T T C  - - - - - - - - - T  A T T T - - - - - -
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alignment
position  1 1 0 1 . . . . . .  1 1 1 1 . . . . . .  1 1 2 1 . . .

P878333 979 T T A A A CT GT C  a g c t c t t t g a  a a g - - - -
P878334 1049 T G A A A T T GT C  t t t g a g c g c a  g g t a a c a
P878335 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.

P878334
(1075 bp)

P878335
(1001 bp)

P878333
(1001 bp)

0.356
60 %

0.366
64 %

P878334
(1075 bp)

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.

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 C1-NDUFS4 (3 seq.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1 December 2004 Tue Jun 7 22:10:52 2005 

Solution parameters:

Sequence file: C1-NDUFS4 (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

1 P855897
P855897 sym=NDUFS4|loc=Loc4724|taxid=9606|spec=Homo
sapiens|chr=5|ctg=NT_006713|str=(+)|start=3450344|end=3451344|len=1001|tss=501|comm=NADH
dehydrogenase (ubiquinone) Fe-S protein 4, 18kDa (NADH-coenzyme Q reductase); (NM_002495/516/bronze;)

2 P855898

P855898 sym=Ndufs4|loc=Loc17993|taxid=10090|spec=Mus
musculus|chr=13|ctg=NT_039590|str=(-)|start=22613656|end=22614693|len=1038|tss=501,533,538|comm=NADH
dehydrogenase (ubiquinone) Fe-S protein 4;
(AK011124/501/gold;AK020552/533/gold;NM_010887/538/bronze;)

3 rNDUFS4 rNDUFS4 n3_dna range=chr2:46407330-46408355 5'pad=0 3'pad=0 revComp=TRUE strand=?
repeatMasking=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.

V$NFAT V$AP4R V$BRNF V$NKXH V$MYOD V$FKHD V$ETSF V$YY1F V$NEUR V$TALE V$WHZF V$RORA
V$SP1F

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

P855897 1  t t t c g t t - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T GG A A A AT A C G A A
P855898 1  c - - - T T T T T T  T T T T T T T G C G A GG C T A G C T T  T T T A G T GT GG A A A AT A T G A T
rNDUFS4 1  t t t t T T T T T T  A T C T T T G G C G A GG C C A G A T T  T T T A G T GT GG A A A AT A T G A T
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alignment
position  5 1 . . . . . . . .  6 1 . . . . . . . .  7 1 . . . . . . . .  8 1 . . . . . . . .  9 1 . . . . . . . .

P855897 21  CA T T AC T A C T  A CA G A A T A T C A AA C T G A a t a  c a g c C C T G T C  C T G AG G G C T T
P855898 48  T A T T AT A A C T  A CA G A C C A T C A AA C T G A G T G  CA G - C C T G T T  C T G AA G G C T T
rNDUFS4 51  T A T T AT A A C T  A CA G A C C A T C A AA C T G A G T G  CA G - C C T G T T  A T G AA G G C T T
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alignment
position  1 0 1 . . . . . . .  1 1 1 . . . . . . .  1 2 1 . . . . . . .  1 3 1 . . . . . . .  1 4 1 . . . . . . .

P855897 71  GC A A AGT GA A T CT G GC A A t A C TT T G G A A A A  GT A C T A C T G C  A G G T T C T C A A
P855898 97  GC A A AC G GA A T CT G GC A A C A C TT T G G G A A A  GT A C T A C T T T  A G T T T C T C A A
rNDUFS4 100  GC A A AC G GA A T CT G GC A A C A C TT T G G G A A A  GT A C T A C T T T  A G T T T C T C A A
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alignment
position  1 5 1 . . . . . . .  1 6 1 . . . . . . .  1 7 1 . . . . . . .  1 8 1 . . . . . . .  1 9 1 . . . . . . .

P855897 121  GG A C CC A A a G  A GC T C T C C A G C T T T T C C A G T  GG G T T C A G C C  C C A AA T A T c C
P855898 147  AG A C T C A A G a  A GC C C T C C G G C T C T T C C A G T  GG G C C C A G C C  T C A GA T A T T C
rNDUFS4 150  AG A C T C A A G G  A GC C C T C C G G C T C T T C C A G T  GG G C T C A G T C  T C A GA T A T T C
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position  2 0 1 . . . . . . .  2 1 1 . . . . . . .  2 2 1 . . . . . . .  2 3 1 . . . . . . .  2 4 1 . . . . . . .

P855897 171  T A A T T T C T T C A AT A A A T T A C G AGT T G C A G G TGT T T A A A - T a t g c a a g - - -
P855898 197  c G A G T T C T T T G AA A A A T T A T G AGT T A C A G G TGT T T A c a t T T T T CG A A G C G
rNDUFS4 200  T G A G T T C T T T G AA A A A T T A T G AGT T A C A G G TGT T T A T A - T T T T T G A A G T G
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alignment
position  2 5 1 . . . . . . .  2 6 1 . . . . . . .  2 7 1 . . . . . . .  2 8 1 . . . . . . .  2 9 1 . . . . . . .

P855897 217  - T A T AT T T T G  G T C T T T T C G T  T AT C A T T G T A  AA A C A C C A g t  c c t a a c a a g c
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P855898 247  T T T T CT T T T G  G GC T T C T C A G C CT C A A T G T A  AA T G A C C A A C  C T T AC T A A C -
rNDUFS4 249  T T T T CT T T G G  G GC T T C T C A G C CT C A G T G T A  AA T G A C C A A C  C T T AC T A A C -
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alignment
position  3 0 1 . . . . . . .  3 1 1 . . . . . . .  3 2 1 . . . . . . .  3 3 1 . . . . . . .  3 4 1 . . . . . . .

P855897 266  a g t A AA G A T T  A CA C T T T A T G G T G G T A A T A T  T T A C A G T T A A  T G c a c t t c t g
P855898 296  - - - A AG G A T T  A CT T T C T A T A G AG G C A T C A T  T T G C A T T C A C  T G a g t c c - T T
rNDUFS4 298  - - - A AG T A T T  A CT T c t c - - -  - - - - - - - - - -  - - - C A T T C A C  T a a a t t t t T T

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

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

*
*

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

P855897 316  c a t t t c t t c c  c g c a C A T T T T  T CT T C T T A C T  T A T T T A A A C T  A A G CG T T T c c
P855898 342  T C A T C- - - - -  - - - - C A T T T C C CT C T T T A G T  T C T T T C A G C T  A G A AC T T T A A
rNDUFS4 329  T C A T C- - - - -  - - - - C A T T T T  C CT C C T T A T T  T C C T T T A A C T  A G A t C T T T T A
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position  4 0 1 . . . . . . .  4 1 1 . . . . . . .  4 2 1 . . . . . . .  4 3 1 . . . . . . .  4 4 1 . . . . . . .

P855897 366  c C T C T T T T T T  T AA G C C C C A G T AT T A A A A A G  AA A A T A A A a t  c c c a a a g a a t
P855898 383  T T T C T T T T C T  A GG T C C T C A A T CG C A A A A G G  AA A A C A A A C A  G A A CA T G c c t
rNDUFS4 370  T C T C T T T T C T  A GA C T C T C A A T AT C A A A A A G  AA A A C A A A C A  C A A CA T G a t t
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position  4 5 1 . . . . . . .  4 6 1 . . . . . . .  4 7 1 . . . . . . .  4 8 1 . . . . . . .  4 9 1 . . . . . . .

P855897 416  t t c g c a a c a t  t g c g a t t G C A C T G G C T T G A G  AA C GA A GG A A GT T AG T C C C T
P855898 433  c t g t t t c a c T  G CG G C C - G C A T T G C T T T G A G  AA C GGA GG A A GT GAG T C C C T
rNDUFS4 420  t g t g t t t t - T  G CG G C C - G C A C T G C T T T G A G  AA C GA A GG A A GT GAG T C C C T
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position  5 0 1 . . . . . . .  5 1 1 . . . . . . .  5 2 1 . . . . . . .  5 3 1 . . . . . . .  5 4 1 . . . . . . .

P855897 466  T G C G GT G A T C  C GT C C T T T C A T CC T GG C GT T  T G C C T G C A GC A A GAT GGC GG
P855898 482  AG C G GG G A T C  C GT A C T C GC A T CC T GG C GT T  T G C C T A C A GG A A GAT GGC GG
rNDUFS4 468  AG C G GG G A T C  C GT A C T C C C A T CC T GG C GT T  T G C C C A C A GG A A GAT GGC GG
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alignment
position  5 5 1 . . . . . . .  5 6 1 . . . . . . .  5 7 1 . . . . . . .  5 8 1 . . . . . . .  5 9 1 . . . . . . .
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P855897 516  CG G T GT C A A T G TC A GT GG T A C T G A G G C A G A  CG T T G T G G C G  G A G AA G G G C A
P855898 532  CG G T CT C A A T G TC A GT GT C G C T G A G A C A G G  CG A T G T T G G G  G C G AA G G G C A
rNDUFS4 518  CG G T CT C A A T G TC A GT GT C G C T G A G A C A G G  CG T T G T T G A G  G C A AA G G G C A
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alignment
position  6 0 1 . . . . . . .  6 1 1 . . . . . . .  6 2 1 . . . . . . .  6 3 1 . . . . . . .  6 4 1 . . . . . . .

P855897 566  GT GG CT G T A G C TGC C C T T T C C GT T T C C A G G  GT T C C G A C C A  G G T AA T A G A A
P855898 582  AT GG CT A C A G C TGC C G T T T C C GT C T G T A G A  GT T C C A T C C A  G G T AA C A T A A
rNDUFS4 568  GT A G CT A C A G C TGC GG T T T C C GT C T G C A G A  GT T C C A T C C A  G G T AA C A T A A
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position  6 5 1 . . . . . . .  6 6 1 . . . . . . .  6 7 1 . . . . . . .  6 8 1 . . . . . . .  6 9 1 . . . . . . .

P855897 616  T T T T CA C A C T  T T T C - - - - - -  - - - - T T C A A G  CT T C T T G G G T  C C C T C C A T T T
P855898 632  CT G T CA G C C T  T GT C G A G C T A T T C A T T C A G G  GT T C C C A G G T  C G C T C C A C T T
rNDUFS4 618  T T G T CA G C C T  a GT C G A G C T A T T C A T T C A G G  AT T C C C A G G T  C G C T C C A C T T
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alignment
position  7 0 1 . . . . . . .  7 1 1 . . . . . . .  7 2 1 . . . . . . .  7 3 1 . . . . . . .  7 4 1 . . . . . . .

P855897 656  T T G C GG A G T C  T c t G C T G G C T  G AG T T C C G G A  GG A G G C C T c g  G G GAA GGC GT
P855898 682  T G G G GG A G G C  T GG G C C G G C T  G GG C C C C G G A  GG C G G C C T T -  G G GAA C GC GT
rNDUFS4 668  T G G C GG G G G C  C GG G C C T G C T  G GG C C C T G G A  GG C G G T C T T -  G G GAA C GC GT
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*
*
*

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

P855897 706  CC T C TGT T GA C CC T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
P855898 731  CC T C CC T T GA C CC T T C C T C G G GA T G C G G G G  AC c G A C G C T G  G T T T C C G G C G
rNDUFS4 717  CC T C CT C T GA C CC T T C C T C G G GA T G C G G G G  AC g G A C T C T G  G T C T C C C G C A
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alignment
position  8 0 1 . . . . . . .  8 1 1 . . . . . . .  8 2 1 . . . . . . .  8 3 1 . . . . . . .  8 4 1 . . . . . . .

P855897 721  - - - - - - - - - - - - - - - - - - - - - TT C T C G G G A  Ga a g t c g g g c  g g a c t a g g g a
P855898 781  AG G C GC C T G C  G GG G C C T G G G G T T - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
rNDUFS4 767  AG G C GC C T A T  G GA G C C T C G G G T T C T C G G G A  Gc c c - - - - - -  - - - - - - - - - -
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*

*
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*
*

*
*

*
*

*
*

*
*
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*
*

*
*

*
*

* * * * * * * *

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

P855897 750  c t g t c t g c t a  t c a a t g g g c g  t t g g c c a g g c  g a g t g a g g g c  g t g a g t g c g a
P855898 804  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
rNDUFS4 801  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

alignment
position  9 0 1 . . . . . . .  9 1 1 . . . . . . .  9 2 1 . . . . . . .  9 3 1 . . . . . . .  9 4 1 . . . . . . .

P855897 800  g g c c g g g g a g  g a g g a c c t g t  g g t t t t c t g g  a a g c t t t c g t  a t T CG G C T T G
P855898 804  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - C T G
rNDUFS4 801  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - T GG G T C T G

* * * * * * * *

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

P855897 850  T C G C T G A G G G  A - - - - G A G G G T CC G T G g a g g  t t t t g c c t c c  G G A GC T G C A A
P855898 807  CA G C T G C G G a  c g g g c G A G G G T CT G T G C G G A  - - - - - - - - - -  G G A GC T G T G A
rNDUFS4 809  CA G C T G C G G G  T - - - - G A G G G T CT A T G C G G A  - - - - - - - - - -  G G A GC T G T G A

* * * * * * * * * * * *
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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 . . . . . .

P855897 896  GC T G AA C C T T  A GC C C t c a G A G AA G GG GA G G AGT C T c a c t g  a t t t c t g t t t
P855898 847  AC T G GA T C G T  G GC T C C T - G A G AA G GG GA G G AGT C T G G G C G  A C C T C T C T C C
rNDUFS4 845  AC C G GA C T G T  G GC T C C T - G A G AA G GG GA G G AGT C T G G G C G  A C T T C T C T C C

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

alignment
position  1 0 5 1 . . . . . .  1 0 6 1 . . . . . .  1 0 7 1 . . . . . .  1 0 8 1 . . . . . .  1 0 9 1 . . . . . .

P855897 946  c c a c t t t C - T  G CA T C C C T T C C AT T T G T C A C  CT G T T T G C C C  a c c a c t c c a g
P855898 896  CA A T GT c C - T  A CA T C C C T T C C GC T T G T C A C  CT G C T T G C C C  C A T T C C A G C C
rNDUFS4 894  CA A T GT c c t T  G CA T C C C T T C C GT T T G T C A C  CT G T T T G C C C  C A T T C C A G C 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 . . . . . .

P855897 995  t c c t t a c - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P855898 945  T G A A AG G G T A  A AT C C C T G C T  A T C C T T T C C C  T G G C T T T A G T  T a a t a T C G G C
rNDUFS4 944  T G A A AG G G T A  A AT C C C T G C T  T T C C T T T C C C  T G G C A T T A G T  T a c t g T C G A 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

P855897 1002  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - -
P855898 995  T G G G CT T C C A  A AC A G A A A G G T T G T T G T A T T  CA T c a t t g t g  c a t a
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rNDUFS4 994  T G A G CT T C T G  A AC A G A A A G G A T G T T G T A T T  CA T - - - - - - -  - - - -
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Pairwise similarities:

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

P855898
(1038 bp)

rNDUFS4
(1026 bp)

P855897
(1001 bp)

0.320
54 %

0.335
54 %

P855898
(1038 bp)

1.000
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

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 C1-NDUFS5 (3 seq.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1 December 2004 Tue Jun 7 22:52:13 2005 

Solution parameters:

Sequence file: C1-NDUFS5 (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 vertebrates.lib (0.75/Optimized) 

Aligned Sequences:

No. Sequence
Name Sequence Description Length

1 P914276

P914276 sym=NDUFS5|loc=Loc4725|taxid=9606|spec=Homo
sapiens|chr=1|ctg=NT_004511|str=(+)|start=9463424|end=9464424|len=1001|tss=501|comm=NADH
dehydrogenase (ubiquinone) Fe-S protein 5, 15kDa (NADH-coenzyme Q reductase);
(NM_004552/501/bronze;)

1001
bp

2 mNDUFS5 mNDUFS5 m6_dna range=chr4:122744619-122745729 5'pad=0 3'pad=0 revComp=TRUE strand=?
repeatMasking=none

1111
bp

3 P914277
P914277 sym=na|loc=Loc362588|taxid=10116|spec=Rattus
norvegicus|chr=5|ctg=NW_047719|str=(-)|start=4185309|end=4186309|len=1001|tss=501|comm=similar
to NADH dehydrogenase (ubiquinone) Fe-S protein 5; (XM_342907/501/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$FKHD V$HOXF V$EGRF V$ETSF

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

P914276 1  t g g c t a g g c c  t t c c c t g t g t  c t c t g t a a t t  g a t g g g t t t g  g g t t t t t t t t
mNDUFS5 1  T T AA AC C GA-  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P914277 1  T T AA AC C GG-  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

alignment position  5 1 . . . . . . . .  6 1 . . . . . . . .  7 1 . . . . . . . .  8 1 . . . . . . . .  9 1 . . . . . . . .
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P914276 51 c c t t t c t c t c  t c t c t a c c t c  c t c t c t c t c t  t c t t c a t c c t  c t c t c t c t c a
mNDUFS5 10 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P914277 10 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

P914276 101 c t c t c c c c c t  g a g a t a a g g t  c t t g c t c t g t  t g c c a g g g c t  g g a a t g c a a t
mNDUFS5 10 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P914277 10 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

P914276 151 g g a a t g g t g t  g a t c a t g g c t  c a c t a c a g c c  t c a a t c t c c t  g g g c t c a a GG
mNDUFS5 10 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - GG
P914277 10 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - GG

*
*
*

*
*
*

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

P914276 201 G AT C CT C CCA  C C T CA AC c t c  c t g a g t a g c t  g g a a c c a c a g  g c a t g c a c c a
mNDUFS5 12 A CCT CT C CCA  G A T CA AC A a A T GCT CT T AA C C T CT GA GCT G T CT CT CC A- -
P914277 12 G CCT CT C CCA  G A G CA AC A c A T GCT CT T AA C C T CT GA GCT G T CT CT T C A- -
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alignment position  2 5 1 . . . . . . .  2 6 1 . . . . . . .  2 7 1 . . . . . . .  2 8 1 . . . . . . .  2 9 1 . . . . . . .

P914276 251 c c t c GC C CGG  C T A AT TT T T T ATTT t t t g t a  g a g a - - - - - -  - - - - - GG GGA
mNDUFS5 60 - - - - GC C CGG  C T A TT AT G T T TATT ACCAA A A AGGGA AACT  GCC ACc g t g a
P914277 60 - - - - GC C a - G  C C A TT AT G T T TATT ATCAG A A AAGAA AACA GT C ACGG AGA
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* * * * *

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

P914276 290 G T T T CG C CA-  - T G T T GC C C A GGCT GT t t t c  g a a c t c c t g g  g c t g a a - - - -
mNDUFS5 106 a a c t g g g a a a  c A G T C AC A C A AGT T T T GGG G T CACGG CACA CGA GCT T T AA
P914277 105 G AT T GG G AG-  - A G T C AC C C A AGT T T T GGG G T CACGG CCCA CGA GCT T T AA

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

P914276 334 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - G T GA
mNDUFS5 156 t c a c c a c a t t  t c C T T GG G G T  GAGG GAAGC A C T ACT C T T T C T CG AGT G T GA
P914277 153 c c a c t a c g t t  t t C T T AG G G C GAGG GAAGC A A T ACT C T T T C T CA AGT G T GA
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alignment position  4 0 1 . . . . . . .  4 1 1 . . . . . . .  4 2 1 . . . . . . .  4 3 1 . . . . . . .  4 4 1 . . . . . . .

P914276 338 T CT T CC T Cc c  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
mNDUFS5 206 C CT T GC T CAA  G T A GC AC A A C AAT C AACGG T  C ACGAC AGT G CT g a a a g g g a
P914277 203 C CT T GC T CAA  G T A GC AC A A C AAT C AACT G T  C AT GAC AGT G CT g - - - - - - -
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alignment position  4 5 1 . . . . . . .  4 6 1 . . . . . . .  4 7 1 . . . . . . .  4 8 1 . . . . . . .  4 9 1 . . . . . . .

P914276 348 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - T CAGC CT T CCA- - - -
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mNDUFS5 256 g a a c t c a c t a  c C G GG CG C A G T AGT AT G- G G G AAAGT CGGT  T T A T Ca g c t g
P914277 246 - - - - - - - - - -  - C T GG CA C A G T AGC ACGa G G A AAAGT CAGT  T T A T CC- - - -

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

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

P914276 359 - - - - - - - - - -  - - - - - - - A G G T GCT GGGAT T  G CAGAC GT CA G- C CACc g t a
mNDUFS5 305 t c a g c g t c t g  g a g g c t g G G C T GCT T GCT G C G CAGGC GCAg  a c C CGCT GT -
P914277 281 - - - - - - - - - -  - - - - - - - G G C CGCT GGCT G C G CAGGC GCAA A- C CGCT CT -
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* * * * * * * * *

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

P914276 391 c c a g g c c a a c  g g G CT CG G T T  T CT A T GGT T t  t g t g g g g a g a  c g g c t g a g g g
mNDUFS5 354 - - - - - - - - - -  - - G CT T G G T T  T CT A CAGT T c  c t c - - - - - - -  - - G GCCG GT -
P914277 312 - - - - - - - - - -  - - G CT T G G T T  T CCC T GGT T g  c c g c a g g g a c  a a G GCCG GC-
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* * * * * * * *
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*

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

P914276 441 a a GG T C G GCT  T C C GG CG T C G CGCT GC- - A A A CGT CT CGCT  GAG GT CA TCC
mNDUFS5 382 - - GG T T G AT T  T A C GG CG T C G CT CT GG- - A G A T GT CG t GCT  GCG GGCG TCC
P914277 349 - - GG T C G AT T  T A C GG CG T C G CGCT c t g t A G A T GT CG CACC GCG GGCG TCC
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alignment position  6 5 1 . . . . . . .  6 6 1 . . . . . . .  6 7 1 . . . . . . .  6 8 1 . . . . . . .  6 9 1 . . . . . . .

P914276 489 T TTA CGG CAG GC GTC CGC GT Cg c t a g c t a -  - - GT CG T T CT  GAA GCGG CGG
mNDUFS5 428 T TTA CGG CAG GC GTC TGC GT CCTC Cc g c A G C CGGCG GT CG GGA AT T G Ca -
P914277 397 T TTA CGG CAG GC GTC TGC GT CCTC Ct t a A G C CGGCG GT CG T GA GCT G CGC
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alignment position  7 0 1 . . . . . . .  7 1 1 . . . . . . .  7 2 1 . . . . . . .  7 3 1 . . . . . . .  7 4 1 . . . . . . .

P914276 536 C CAG AG A AGA  G T C AA GG G C A Cg a G CAT CG G G T AGGT AGGG GCT GCT T AT G
mNDUFS5 477 C CAG GG A CCT  G A C AA GG G C A CT - G CAGAG G T GCGGT AGGC GC- T GCT GT G
P914277 447 C CAG GG A CCT  G A G AA GG G C A T T - G CT GAG G T GCGGT AGGC GCT T GCT GT G
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alignment position  7 5 1 . . . . . . .  7 6 1 . . . . . . .  7 7 1 . . . . . . .  7 8 1 . . . . . . .  7 9 1 . . . . . . .

P914276 586 T CCG CG C GGC  a g c t t a g c t t  a a g g a c c t t c  c t t c c g a g g t  CT C T T T A ACA
mNDUFS5 525 T CCG CA C AGC  C A A GA AG T T T  CGT T CAGGA T  T a G- - - - - - -  CT C CT T G ACA
P914277 496 T CCG GT C AGC  C A A GA AG G T T  CGCT AGGGA T  T - G- - - - - - -  CT C CT AG ACA
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alignment position  8 0 1 . . . . . . .  8 1 1 . . . . . . .  8 2 1 . . . . . . .  8 3 1 . . . . . . .  8 4 1 . . . . . . .
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P914276 636 GATT TC C TCT T - - - G g c t t g  c t g t g t g t c c  c c t t c t c c c a  g a c c t g a a c T
mNDUFS5 568 C ATT TC C TCT C t c t G T G G G T  GGCC CAGG- -  - - - - - - - - - -  - - - - - - - - - T
P914277 538 A ATT TC C TCT C - - - G TG G G T  GACC CAGG- -  - - - - - - - - - -  - - - - - - - - - T
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alignment position  8 5 1 . . . . . . .  8 6 1 . . . . . . .  8 7 1 . . . . . . .  8 8 1 . . . . . . .  8 9 1 . . . . . . .

P914276 683 C AGG GC G T GT  T C C CT GC C C T  CCCa g g c c g c  t - - - - - - - - -  - - - - T CA CCT
mNDUFS5 597 C T GG GC G T GT  C C T CC T G C C T  T CCC T T CAC C C CGT AA CT AG GT C g T CA CCC
P914277 564 C CGG GC G T GT  C C T CC T G C C T  T CCC T T CAT C C CACAA CT CG GT C c - - - - - -
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* * * * * * * * * * * * * * * * * * * * * * * *

alignment position  9 0 1 . . . . . . .  9 1 1 . . . . . . .  9 2 1 . . . . . . .  9 3 1 . . . . . . .  9 4 1 . . . . . . .

P914276 720 C CAC a g c t a a  t g g c a c c g a a  g c c t g g a g a t  t g c c g c t c t c  t c c a c t t t c c
mNDUFS5 647 C CAC CC C CGG  C C C T C CG G A G CAAA T CCAC C G - - - - - - - - -  - - - - - - - - - -
P914277 608 - - - C CT C CAG  C C C T C CA G A G T GAT T CCGC C C - - - - - - - - -  - - - - - - - - - -
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alignment position  9 5 1 . . . . . . .  9 6 1 . . . . . . .  9 7 1 . . . . . . .  9 8 1 . . . . . . .  9 9 1 . . . . . . .

P914276 770 a c a t t t g t t t  a g g t t T T T G C CGGA CT AAT G T T T T GG CT T T  CT g t t t c t t a
mNDUFS5 678 - - - - - - - - - -  - - - - - T C T G C CGGA CT CCT G C CT T GG CCT C CT T CCT A CCC
P914277 636 - - - - - - - - - -  - - - - - T C T G C CGGA CT CCT G C CT T GG CCT C CT T CCT A CCC
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*
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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 . . . . . .

P914276 820 a c c t a a a g t c  t a c g a t c c t t  a t c c c a g c t t  t c c a g g c t c t  g c g t g a t t t c
mNDUFS5 713 T GAC AT C CCG  C T C CT t t t t g  T T T T T GT T T T  G AGACA GGGT  T T C T CT G T GT
P914277 671 T GAC AT C CCG  C T C CT - - - - -  T T T T T GT T T T  G AGACA T GGT  T T T T CT G T GT
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*
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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 . . . . . .

P914276 870 g g c c c - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
mNDUFS5 763 A G- - - - - GCT  G G A AT T C A C T  CT GT AGACC A A GCT GG CCT T  GAA CT CA c a g
P914277 716 A Gc c c t g GCT  G A A AT T C A T T  GT AT AGACC A A GCT GG CCT T  GAA CT CA a c 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 . . . . . .

P914276 875 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
mNDUFS5 808 - AGA AG C AT C  T G C CT CT G T C T T CC AAGT G T  T GAGAT T AAA GGC GT GC ACC
P914277 766 t AGA AG C ACC  T G C CT CT G T C T CCC AAGGG T  T GAGAT T AAA GGC GT GC GCT
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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 . . . . . .

P914276 875 - - - - - - - - - -  - - - - - - C G C C GGCC T CCT G A G CT CAT T T CA T T C T T t t c a c
mNDUFS5 857 A CAT CC T GAT  T T T GG T C C C C Ag a g c c c t c t  a - - - - - - - CT  T T C T T CC T G-
P914277 816 C CAT AC T GAT  T T T GA T C C C C AAT C T CCT G A G ACCT C T GCT  T T C T T CC T G-
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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 . . . . . .

P914276 909 c g t c a t g c a c  g c t g c g c t c c  a T T G T CCCC C A AACAT AGCC AGC ACT T CCG
mNDUFS5 899 - - - - - - - - - -  - - - - - - - - - -  - T T G T GCAC T  T GGCT C AGCA GCC GCT C CAG
P914277 865 - - - - - - - - - -  - - - - - - - - - -  - T T G T GCAC C T GACT G AGCA GCC GCT C CAG
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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 . . . . . .

P914276 959 G CT G T - - - - -  - - - - - - - - - -  - - - - - AACT C C g g g c t g t t g  c c c a a c t g g a
mNDUFS5 928 a g c c t c t g t c  c g t c c t c a t t  g t c a t AACT T  C T GT T G T Ct a  t g t t t GT GT G
P914277 894 A T T G G- - - - -  - - - - - - - - - -  - - - - - AACT T  C T GT T G T Ca t  t g c c c GT GT G

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

*
*

*
*

*
*

*
*

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

P914276 989 a c a c t c t g c c  c a c - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
mNDUFS5 978 T GT G T G T GT G  T G T GT GT G T G T GT G T GT GT G T Gt g t g t g t g  a g a g a g a g a g
P914277 924 C GCG T G T GT G  C G T T T GC G T G CGT G T GT GC G T Gc t c g c g c g  c g c a a t t g t g
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*

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

P914276 1002 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
mNDUFS5 1028 a g a g a g a g a g  a g a g a g a g a g  a g a g a g a g a g  a g a g c g a g a g  a g a g a g c g a t
P914277 974 t g g g t - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

P914276 1002 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - -
mNDUFS5 1078 g t a g a t c c t c  c T C T G GG A C T  T T T t c t AT T C T CCC- - -
P914277 979 - - - - - - - - - -  - T C T G GG A C T  T T T - - - AT T C T CCCg a 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.

mNDUFS5
(1111 bp)

P914277
(1001 bp)

P914276
(1001 bp)

0.068
21 %

0.069
26 %

mNDUFS5
(1111 bp)

1.000
76 %

Please note that the similarity value 1.000 marks only the two most similar sequences, it does not necessarily mean that these 
sequences are identical.
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Extract aligned sequences
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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 C1-NDUFS6 (3 seq.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1 December 2004 Tue Jun 7 23:36:06 2005 

Solution parameters:

Sequence file: C1-NDUFS6 (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 P878337

P878337 sym=NDUFS6|loc=Loc4726|taxid=9606|spec=Homo
sapiens|chr=5|ctg=NT_006576|str=(+)|start=1791009|end=1792014|len=1006|tss=501,506|comm=NADH
dehydrogenase (ubiquinone) Fe-S protein 6, 13kDa (NADH-coenzyme Q reductase);
(AK022503/506/gold;NM_004553/501/silver;)

1006
bp

2 mNDUFS6 mNDUFS6 sym=mNDUFS6|chr=13|start=69383481|end=69384469|tss=519 989 bp

3 rNDUFS6 rNDUFS6 sym=rNDUFS6|chr=17|start=44230|end=45095|tss=420 866 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$NRF1 U$NRF1 V$YY1FV$RORA V$CMYB V$VMYB

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

P878337 1  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
mNDUFS6 1  t t c c g g a c a g  c t t t c c a A T G  CT GGGT A A AC  T T C C T T G C A G  T CT AA CT G G A
rNDUFS6 1  t t t c c - - - - -  - - - - - - - A T A  CT GGGAA A AC  T C C C T T G C A G  T CT AA CT G G A
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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  5 1 . . . . . . . .  6 1 . . . . . . . .  7 1 . . . . . . . .  8 1 . . . . . . . .  9 1 . . . . . . . .

P878337 1  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
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mNDUFS6 51 A A C T g a A CT A  C T GCAG CG T T  GC AAAAA T GC  T C A G A A A T C T  a a CT T T C C T A
rNDUFS6 39 A A C T t t A CT A  C CGCT G CA T T  GC AAAAA T GC  T C T T A A G T C T  t c CT T T C C C A
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alignment position  1 0 1 . . . . . . .  1 1 1 . . . . . . .  1 2 1 . . . . . . .  1 3 1 . . . . . . .  1 4 1 . . . . . . .

P878337 1  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - T  GC A C T T C C A G  T CT CG T C T G C
mNDUFS6 101 C A C C A A C AT A  C AGGAC CA GG  AG AGT T G A CT  GC a c a a a c t G  T T T CT T C T G C
rNDUFS6 89 C C C C A A C AT A  C AT AGC T A GG  AA AGT T G A CT  GC A T G T A C T G  G T T CT T C T A T
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*
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alignment position  1 5 1 . . . . . . .  1 6 1 . . . . . . .  1 7 1 . . . . . . .  1 8 1 . . . . . . .  1 9 1 . . . . . . .

P878337 22 T A A G C A G T T G  A CT CCT T C AC  CC AAt a a t t t  t g a t a t t t a a  a t g t c t c a t g
mNDUFS6 151 T G A A C A A CT T  A CT T CT T T AC  T C AAAAC A AA  a c a g a a a a c a  a a a a a c a a a c
rNDUFS6 139 T G A A C A A GGT  A T T T CT T T AC  T G AAAAC A AA  t a a a a t c t - -  - - - - - - - - - -
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alignment position  2 0 1 . . . . . . .  2 1 1 . . . . . . .  2 2 1 . . . . . . .  2 3 1 . . . . . . .  2 4 1 . . . . . . .

P878337 72 a - - - - - - - - -  - - - - - - - - - -  - - T T AT C G GT  T A C C A T A A G A  A T AT A AA C A A
mNDUFS6 201 c a a c c c a c GG  A AAAT C T G CA  T T T T CT C C AT  T G G C A T A A A A  G CACA CA C A G
rNDUFS6 177 - - - - - - - - GG  G AAAT C T G CA  T T T T CT C C AT  T G C T A T A A A A  G T GCA CA C - -
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* *

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

P878337 101 T G T A T T T T CA  G T T T AC AT CC  t - - - - - C C CC  T G C C T g t c c g  c t a a a t a a g a
mNDUFS6 251 C G C A T C T T CA  G T T T CC GT CC  c c c c a c C C CC  T G C C T T T G T C  A CACT AG T A A
rNDUFS6 217 T G C A T C T T CA  G T T T T C AT CC  - - - - - - - - - -  - - - C T T T G T C  A CGT T AG T A A
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*

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

P878337 146 a c c a c t g g g t  a c t c c t a a t c  g c t g a a g g t t  t c g c a c a c c a  t t g c c t g c c t
mNDUFS6 301 C C T T T G A ACA  C T - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
rNDUFS6 254 A C T T T G A ACA  C G- - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
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*

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

P878337 196 c a t c a g g g c c  c t a g c t c t a g  c c t g c g g c t g  c a a c t g c a t g  a g g c t g c a c c
mNDUFS6 313 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
rNDUFS6 266 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

P878337 246 t g c c g g c g c a  a c g g g g c c g c  t t a a c t t t t a  g g c c a t t g a t  g a a a a g t c a a
mNDUFS6 313 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
rNDUFS6 266 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

P878337 296 a c a a G C G CAC  A GT a c t c g g t  g t a a t c a g g g  g c a t t t t t a g  c g a g a t a c c t
mNDUFS6 313 - - - - G C G CAC  A GT T AA GC C-  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
rNDUFS6 266 - - - - G C G CAC  A GT T AA GC T -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
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* * * *

alignment position  5 0 1 . . . . . . .  5 1 1 . . . . . . .  5 2 1 . . . . . . .  5 3 1 . . . . . . .  5 4 1 . . . . . . .
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P878337 346 g g g a t g a a a a  c g g g t g a c c a  c c t g a a t c a g  a g a G C A G C T C  C Gg c g - - - - -
mNDUFS6 328 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - G C A G C T C  C GCAT CC T A T
rNDUFS6 281 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - G G A G C T C  A GT AT CC C C G

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

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

P878337 391 - - - - - - - CAC  C CT CT G CC CC  Ga c - - - - - CC  GC G C T C C C C G  C CCCC AG G G C
mNDUFS6 345 C C A G T T C CAC  C ACCAG CC CC  G- - - - - - - - C  CA G C C G C T C A  G GCAT AG G A C
rNDUFS6 298 T C A G G T C T AG  C ACCT A CC Cg  g c c a g c c g CC  CA G C C G C T C A  G CCAC AG T A C

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

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

P878337 429 G A A A T A A AT A  C Cg g g t g t t t  g g CGCCG C CA  GA A G C C G T GC G CATG CGT T A
mNDUFS6 387 G A A A A A A GT T  C CACAA Gt AC  T - CCCCG C CG  AC T G C T G T GC G CCTG CGC C G
rNDUFS6 348 G A A A A A A GT T  C CACAA Gc AC  T - CCCGG C CG  AA T G C T G T GC G CCTG CGC C G
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alignment position  6 5 1 . . . . . . .  6 6 1 . . . . . . .  6 7 1 . . . . . . .  6 8 1 . . . . . . .  6 9 1 . . . . . . .

P878337 479 GC G C T a a g CG  G GACGT T G CG  CC GGGT C A AA  GG C C A GC Gg c G CAAA AT G GC
mNDUFS6 436 GC A C T t - - - G  G T ACGA CG CG  T G GGGT C A AG  GG T C A C C G- - G CAAG AT G GC
rNDUFS6 397 GC G C T - - - CT  G T ACGA CG CG  T G GGGT T A AG  GG T C G T C G- - G CAAG AT G GC
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alignment position  7 0 1 . . . . . . .  7 1 1 . . . . . . .  7 2 1 . . . . . . .  7 3 1 . . . . . . .  7 4 1 . . . . . . .

P878337 529 GGC GGC GATG A CCTTC TGCC  GG CT GCT G Aa  c c g g t g t g g c  g a g g c g g c g c
mNDUFS6 481 GGC GGT GCTG A CCTTC CGCC  GG CT GT T G AC  T C T C - - - - - -  - - - - - - - - - -
rNDUFS6 442 GGC GGC GCTG A CCTTC CGCC  GG CT GT T G g C  T C T C - - - - - -  - - - - - - - - - -

*
*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*
*

*
*
*
*
*
*
*
*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

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

P878337 579 g g a g c c t g CC  C CT GGG CG CC  AG GT GT T T CG  GG G T G C G G G T  C T CGC CG A c C
mNDUFS6 515 - - - - - - - - CC  C AGGGC T G CA  CG GGGT T T CG  GG G T T C A A G T  G T CGC CG A G C
rNDUFS6 476 - - - - - - - - CC  T AGGGC T G CC  CG GGGCT T CG  GG G T G C G A G T  G T CGC GG A G C
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alignment position  8 0 1 . . . . . . .  8 1 1 . . . . . . .  8 2 1 . . . . . . .  8 3 1 . . . . . . .  8 4 1 . . . . . . .
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P878337 629 G G G G A G A AGG  T CACGC AC AC  T G GCCAG GTA AC GGC C G C t g  g g - - - - - - - -
mNDUFS6 557 G G G G A A A AGA  T CACGC AT AC  CG GCCAG GTA AC GGC C G C GC  C CGCC AT G C C
rNDUFS6 518 G G G G A G A AGA  T CACGC AT AC  CG GCCAG GTA AC GGC C G t GC  C CGCC AT G C C
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alignment position  8 5 1 . . . . . . .  8 6 1 . . . . . . .  8 7 1 . . . . . . .  8 8 1 . . . . . . .  8 9 1 . . . . . . .

P878337 671 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
mNDUFS6 607 T G G A A C C CAA  G ACT GA CG GT  AG CAGGG A g c  g c a G C A A G G T  G T GCT T C T G C
rNDUFS6 568 T G G A A C C CGA  G ACT GA CG GT  AG CAGGG A g c  g t g G C A A G G T  G T GCT T C T G C
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alignment position  9 0 1 . . . . . . .  9 1 1 . . . . . . .  9 2 1 . . . . . . .  9 3 1 . . . . . . .  9 4 1 . . . . . . .

P878337 671 - - - - - - - - - -  - - - - - - - - T A  CA GGAT G C AC  CT T C - - - C T C  C AGCC GC A - -
mNDUFS6 657 C A G G C T A GCG  C GCGGC a C T A  CT GGGCT C AC  CT T G - - - T G C  A ACCC GC T - -
rNDUFS6 618 C A G G C T A GCG  C GCGGC c C T A  CT GGACT C AC  CT T G g g g T G C  A GCCC GC T g c
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* * * * * * * * * * * * * * * * * * * * * * * * * * * *

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

P878337 698 - - - C C T C GGG  c g - - - - AC T G  GT GGCa g t g g  g c t c g c c g g g  c a t c c g c g g c
mNDUFS6 702 - - - G C T C CGG  T T T CT A GC T G  GT GGCT T T c g  g t T - - - - - - -  - - - - - - - - - -
rNDUFS6 668 c c a G C T C T GA  T T T CT A AC T G  GT GGCT T T g c  c - T - - - - - - -  - - - - - - - - - -
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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 . . . . . .

P878337 741 c c t g g t t c t g  c g c c g g c a g c  g c a g g t c g t g  g t a a g g t t g t  g c t g t c g c t c
mNDUFS6 732 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
rNDUFS6 700 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

alignment position  1 0 5 1 . . . . . .  1 0 6 1 . . . . . .  1 0 7 1 . . . . . .  1 0 8 1 . . . . . .  1 0 9 1 . . . . . .

P878337 791 a c g c g c c g g g  g a g g a c g c c c  g c g a g t c g g g  a c g g t g g t g g  c a g c c t g t a g
mNDUFS6 732 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
rNDUFS6 700 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

P878337 841 c g g t g g g t c t  c g t c c t t c c a  g g g c c t g c g g  g c t c t g g a a c  g g g a a g t c t c
mNDUFS6 732 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
rNDUFS6 700 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

P878337 891 c c c a g c g g g c  a g c a c t t g c t  g t g g a c t g g c  t g c c c a t a g G  C GAT T T G T G G
mNDUFS6 732 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - G  G GACT T G G A T
rNDUFS6 700 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - G  G GACT T G G A 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 . . . . . .
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P878337 941 C A G C C G A T T A  T T T GGG T C AG  AA CGT T t a g a  a t t t g t g t a a  t a t t c a A T A A
mNDUFS6 743 C T C C T C A T T C  T T T AGG CC AT  AT CT T T - - - -  - - - - - - - - - -  - - - - - - A T A T
rNDUFS6 711 C T G C T C A T T C  T T T AGG T C AT  AA CT T T - - - -  - - - - - - - - - -  - - - - - - A T A A

*
*
*

*
*
*

*
*
*

*
*
*
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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 . . . . . .

P878337 991 T A A A T T t t a g  t a a c c t - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
mNDUFS6 773 T A A G T T C AAT  G T T T T A AC AA  a t g a t t g t T G  T G T T T T G G A C  C CGGG AC a g a
rNDUFS6 741 T A A G T T C CAA  G T T T T A AG AA  t g g t t g - - T G  T T T T T A G A C C  C CGGG AC t g g
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*
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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 . . . . . .

P878337 1007 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
mNDUFS6 823 g G A C T G A GGT  G CAT AT T T T A  CA T AT CA A AG  GA G A C C c G G C  A T GCA GG T T C
rNDUFS6 789 a G A C T G A GGT  G CAT AT T T T A  CA T AT CA A AG  CA G A C C t G G C  A T CCA GG T T C
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alignment position  1 3 5 1 . . . . . .  1 3 6 1 . . . . . .  1 3 7 1 . . . . . .  1 3 8 1 . . . . . .  1 3 9 1 . . . . . .

P878337 1007 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
mNDUFS6 873 T C C C A G C AT T  C CT CAG T C CC  T A CCT GG c g t  t g c a g c c c a g  g a t c c t c c c t
rNDUFS6 839 T C C C A G C AT C  C CT CAG T C CC  T A CCT GG c - -  - - - - - - - - - -  - - - - - - - - - -
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alignment position  1 4 0 1 . . . . . .  1 4 1 1 . . . . . .  1 4 2 1 . . . . . .  1 4 3 1 . . . . . .  1 4 4 1 . . . . . .

P878337 1007 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
mNDUFS6 923 a t a t a a t c c a  g g c a t t t t g g  t t t c t c c c a c  c c t g t c t c t t  t c t c c t c t c c
rNDUFS6 867 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

alignment position  1 4 5 1 . . . . . .  1 4 6 1 . . .

P878337 1007 - - - - - - - - - -  - - - - - - -
mNDUFS6 973 t t g a a c a c a c  t c c c t t t
rNDUFS6 867 - - - - - - - - - -  - - - - - - -

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.

mNDUFS6
(989 bp)

rNDUFS6
(866 bp)

P878337
(1006 bp)

0.150
31 %

0.155
30 %

mNDUFS6
(989 bp)

1.000
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: 
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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.seq (3 seq.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1 December 2004 Tue Jun 7 23:49:38 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 P968931

sym=NDUFS7|loc=Loc374291|taxid=9606|spec=Homo sapiens|
chr=19|ctg=NT_011255|str=(+)|start=1323383|end=1324406| len=1024|tss=501,507,521,524|
comm=NADH dehydrogenase (ubiquinone) Fe-S protein 7, 20kDa (NADH-coenzyme Q reductase);
(AK092169/501/gold;AK091623/521/gold;AK128713/507/gold; NM_024407/524/bronze;)

1024
bp

2 P968933
sym=Ndufs7|loc=Loc75406|taxid=10090|spec=Mus musculus|
chr=10|ctg=NT_039496|str=(+)|start=6105465|end=6106465| len=1001|tss=501| comm=NADH
dehydrogenase (ubiquinone) Fe-S protein 7; (NM_029272/517/bronze;)

1001
bp

3 P968934
sym=na|loc=Loc362837|taxid=10116|spec=Rattus norvegicus|
chr=7|ctg=NW_047773|str=(-)|start=10970711|end=10971711| len=1001|tss=501| comm=similar to
NADH dehydrogenase (ubiquinone) Fe-S protein 7; (XM_343165/511/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$GATA V$VMYB V$RORA V$NRF1 U$NRF1 V$TEAF V$DEAFV$LTUP V$FKHD V$IRFFV$ETSF V$BARB
V$PCAT V$HAML V$MINI V$EKLF V$GLIF V$YY1F

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

P968931 1  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - A G G G A C C T
P968933 1  g t t a a a a a c a  c t - - - - - - - -  T G C CG A AAC C  C G G G A T CGAA  C C A G G G A C C T
P968934 1  g t c g a t g g g a  t a a a a a c c t c  T G C CG A AAC C  C G G G A T CGAA  C C A G G G A C C T
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alignment position  5 1 . . . . . . . .  6 1 . . . . . . . .  7 1 . . . . . . . .  8 1 . . . . . . . .  9 1 . . . . . . . .

P968931 9 TT A GA T C T T C A GTC T AAC G C TC T CC C AAC T G A G C T A TTTC G G C T G g g c g g
P968933 43 TT A GA T C T T C A GTC T AAC G C TC T CC C AAC T G A G C T A TTTC G G C g a c g c g c
P968934 51 TT A GA T C T T C A GTC T AAC G C TC T CC C AAC T G A G C T A TTTC G G C T G c g t g a
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alignment position  1 0 1 . . . . . . .  1 1 1 . . . . . . .  1 2 1 . . . . . . .  1 3 1 . . . . . . .  1 4 1 . . . . . . .

P968931 59 c a g a g t c g c t  c t c g c c g - G G AC T CC G T CC C  G C G C T G CGCC  T T C C C T GC GC
P968933 93 t g t t t g t c g g  t a a c a c c c t c  c C T CC G CCC C  G T G C C A T T GC  T T T A GC GC GC
P968934 101 a g g a c g t c a g  c a c t g c t c G G T C T CC G CCC C  G T G C C A T T GC  T C C T GT GC GC

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

P968931 108 AGG C GC A GT c  g t t t c g c g t c  a g c a g g c c c c  a c a t c c t t t g  t a a g g t c t c c
P968933 143 AA G C GC A C T T  C a c a a t t t g t  c t G T C A AAC C  T T G T A G GGT T  A T A C T A T A A G
P968934 151 AA G C GC A C T T  C a c a c t t c a t  g a G T T A AAC C  T C G T A G GT T T  A T A C T A T A G A
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* * * * * * * * * * * * * * * * * * * * * * * * * * * *

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

P968931 158 c a g g g c g c c g  g a g c g c a g T G T C G T C T CTGT G GC GC A ATCG G T T A G C G C GT
P968933 193 CA G C T g a c t A A - - - - - - - T G T C G T C T CTGT G GC GC A ATCG G T T A G C G C GT
P968934 201 AA G C T t c a c A A - - - - - - - T G T C G T C T CTGT G GC GC A ATCG G T T A G C G C GT
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alignment position  2 5 1 . . . . . . .  2 6 1 . . . . . . .  2 7 1 . . . . . . .  2 8 1 . . . . . . .  2 9 1 . . . . . . .

P968931 208 TC G GC T GT T A A CCGA AAGG T TGG TGG TTC G A GC C C A CCCA G GG A C G c g t g
P968933 236 TC G GC T GT T A A CCGA AAGG T TGG TGG TTC G A GC C C A CCCA G GG A C G a c c a
P968934 244 TC G GC T GT T A A CCGA AAGG T TGG TGG TTC G A GC C C A CCCA G GG A C G a c t a
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* * * * * * * * * * * * * * * * * * * * * * * * * * * * * * * * * * * * * * * * * * * * * *
alignment position  3 0 1 . . . . . . .  3 1 1 . . . . . . .  3 2 1 . . . . . . .  3 3 1 . . . . . . .  3 4 1 . . . . . . .

P968931 258 - - G T G A - C T T  T T GC C CT C C T  GG A AT A ACA A  G A A A A T GAGT  G T c g c c t c t g
P968933 286 c a G C G A - C T T  T T T C A T T C C C T A A T A C T GA A  T A A A G T GGAA  G T T C T T T A - -
P968934 294 t g a t t c g C C T  T T T T G T CC C C T A A T t - T GA G  T A A A A T AGAA  G T T T T T T C - -

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

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

P968931 305 t T T T T G T C G g  t c c g c c g c a g  a c c c g c g g c c  c c c a c g t - - G  C G C A C T C c g a
P968933 333 - T T T T G T C G c  T GT T T CCT G T  T T G T C A CAG G  A C G A C C GT GG  C G C A C T C T G C
P968934 341 - T T T T G T C - -  T GT T T CCT G T  T T G T C A CAG G  A G G A C G GT T G  T G T A C A C T G C
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*

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

P968931 353 t g a c c t t t c c  g c c t c g g g t g  a t c t g g g g g t  g c a c g g c g c a  A C A C G A C C A C
P968933 382 g C G G - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  A C G C G A C C A C
P968934 388 t C G G - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  G C G C G A T C A C
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alignment position  4 5 1 . . . . . . .  4 6 1 . . . . . . .  4 7 1 . . . . . . .  4 8 1 . . . . . . .  4 9 1 . . . . . . .

P968931 403 g g a g g c c g A A A GCG C AGC G G AA C CT C CCG G  C T C C A G GT T C  C G G T T T C C g c
P968933 396 AG G T A T - - A A A GCG G GT C A G AA C CA C T CG G  C T T G T G GT GC  G G G T T T C C G C
P968934 402 AG G A A A - - A A A GCG G GT C G G AA C CG C T CA G  T T T G T G GT T C  C G G T T T C C G C
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alignment position  5 0 1 . . . . . . .  5 1 1 . . . . . . .  5 2 1 . . . . . . .  5 3 1 . . . . . . .  5 4 1 . . . . . . .

P968931 453 a t g c g c t c c g  a g c c g c T T T G GG C GG C GGC C  C C G g g a a c CC  G G A G C G C T A A
P968933 444 T G G T G T C T A -  - - - - - - T T T G GG C GT T GGa c  t A G A A - - - CC  G G A A C T C T T T
P968934 450 T G G T G T C T A -  - - - - - - T T T G GG C GT T GGA C  C A G A A - - - CC  G G A A C T C T T T
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*

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

P968931 503 GG A G A A C G G A C CT C A GAG G T  T G T CT G AAG G  C C G A GG CCAA G A T GGC GG T G
P968933 484 GG A G G A C G G A C CGC A GAG G T  T G T CT G AAG G  C C G A GG CCAA G A T GGC GG C G
P968934 490 GG A A G A C G G A C CGC A GAG G T  T G T CT G AAG G  C C G A GG CCAA G A T GGC GG C G
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*

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

P968931 553 CT G T C A G G T G A Gc g c g g c a c  c g g c g g c g g g  t g t g g g g c c g  c g c g g g t c t g
P968933 534 CT G G C G G G T G A GT G a a g c c c  t T G CG G T C- -  - - - - - - - - - -  - - - - - - - - - -
P968934 540 CT G G C G G G T G A GT G a a g a t c  - T G AG A T C- -  - - - - - - - - - -  - - - - - - - - - -
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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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P968931 603 g g g c c g t g g g  a g c c t c g G G T  GT C GT G GT G G  C G T C G G GGGt  c g g t g c c g g c
P968933 562 - - - - - - - - - -  - - - - - - - G G G AG A GT G GCG T  A G T C C T GGG-  - - - - - - - - - -
P968934 567 - - - - - - - - - -  - - - - - - - G G G GT A GT G GCG C  A G T C C T GGG-  - - - - - - - - - -
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alignment position  7 0 1 . . . . . . .  7 1 1 . . . . . . .  7 2 1 . . . . . . .  7 3 1 . . . . . . .  7 4 1 . . . . . . .

P968931 653 g t c g t g g c c g  c g g t c c t c t c  c g g g c t t CT C  C G A G C C GGCc  g c t - - - - - - C
P968933 584 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - CT C  C G A G C T GGCg  c t g C G G G G A C
P968934 589 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - CC T  C G A G C T GGg c  t t - C G G G G A C
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alignment position  7 5 1 . . . . . . .  7 6 1 . . . . . . .  7 7 1 . . . . . . .  7 8 1 . . . . . . .  7 9 1 . . . . . . .

P968931 697 CT C G G G C T C C C CGC C CGG c t  t g c g a t g a a c  g g t c g c c g t t  a t t g c g t - - -
P968933 607 CT T G G A G C C C A AGC C T AG T G T T G AG A GGC G  T T G g g a c c g t  - - A G A G A C C T
P968934 611 CT T G G A G C C C A AGC C CGG T A T T G AC A GGC G  T T G g g a t c g c  a g A G A G A C C T
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alignment position  8 0 1 . . . . . . .  8 1 1 . . . . . . .  8 2 1 . . . . . . .  8 3 1 . . . . . . .  8 4 1 . . . . . . .

P968931 744 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P968933 655 AT A G G T C A G A T CCC A GCC C T  CG G T A A T GT C  G G t g T C T AGC  A T T A G G C C G A
P968934 661 AT A G G T C A G A A CCC A GCC C G CG A T A G T GT C  G G g a T C T AGG  A T T G G G C C G A
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alignment position  8 5 1 . . . . . . .  8 6 1 . . . . . . .  8 7 1 . . . . . . .  8 8 1 . . . . . . .  8 9 1 . . . . . . .

P968931 744 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P968933 705 AG C A T G T T T G A AT T C ACg t t  AC A CA G T T C T  G C A T G G T CT A  C A T A G C A A G T
P968934 711 AG T G T G T T T G A AT C C ACt t c  AC A CA G T T A T  G T C T G G T CT A  C C T A G C A A G T
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*

alignment position  9 0 1 . . . . . . .  9 1 1 . . . . . . .  9 2 1 . . . . . . .  9 3 1 . . . . . . .  9 4 1 . . . . . . .

P968931 744 - - - - - - - - - -  - - - - - - - - - -  - C C AG A GT A C  A G T C G G GGAA  A C C G A G G C C C
P968933 755 T G C A G G C C T C c t g c t a t c g t  c C C T G A T T A T  A G T C G G GAAC  G C T G A G G C C T
P968934 761 T C C A G G C C T C c c a t t a c t g c  a g C AG A T T G T  A G T T G T GGAC  G C T G A G G C C T
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*

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

P968931 773 Gg t a g g t c a t  g a c g c a a g c c  t c c a g c c t c a  g g a a g g c g CT  C G G G G T G G A G
P968933 805 GT G T A T C T T C C AAC - - - - - -  - - - - - - - - - -  - - - - - - - - CT  C A G g a a g C T G
P968934 811 GT A T A T C T C T  C AAT - - - - - -  - - - - - - - - - -  - - - - - - - - CT  C A G G A G A C T G
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*
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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 . . . . . .

P968931 823 GC T G G A G G G G C CCC A T T C A C GT C CC C GAg a  c c a g g g c a c g  g c c c g c g a g g
P968933 831 AC T G C A G A A A C CCG G CT G A T  GT C CC C GAA G  C A C A G A g t g g  g a c a - - - - - -
P968934 837 AT T G C A G G A G C CCA G CT A A T  GA C CC T GAA G  C T C A G A c a 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 . . . . . .

P968931 873 c t g c t c t t g a  g a t g c c c t g g  a g a g a g c g g g  g c c t g c c t g a  c a g g c t g g g a
P968933 875 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P968934 876 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

P968931 923 a a c t g a g g c c  c a t t g a g g g t  c t t c g a g g t c  a c a g g g c c g g  g c c T G G G A A G
P968933 875 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - G
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P968934 876 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - T G G G A C G
* * * * * * *

*

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

P968931 973 GA A C A G G A C C C AGG A CAT C C AC G CC A CCC T  G C T G G A CCCT  C c a c c t c c c t
P968933 876 GG G A G A G G C C C AGG A CAC T T  AG G CC A CCC A  C C C G G T GGCT  C T T T C C A T C T
P968934 883 GG A A G A G G C C C AGG A CAC T C AG G GC A CT C A  C C C t G T GGCT  C T T T C A C C 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 . . . . . .

P968931 1023 c c - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P968933 926 CA T C C C C A A C C T GG A CAG C T  AG c a a g g g c c  t c T A G A GCAG  A T G T C T T A G T
P968934 933 CA T C A C C G C C C T GG A CAG C T  AG g g c a a t - -  - - T A G A GCAG  A T G C C T C A A T
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alignment position  1 2 5 1 . . . . . .  1 2 6 1 . . . . . .  1 2 7 1 . .

P968931 1025 - - - - - - - - - -  - - - - - - - - - -  - - - - - -
P968933 976 T T C C C T G C C A A AGC T T T G G T  GT c t t t
P968934 979 T T C C C T G C C G A AGT T AT G G T  GT c - - -
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Pairwise similarities:

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

P968933
(1001 bp)

P968934
(1001 bp)

P968931
(1024 bp)

0.348
38 %

0.345
36 %

P968933
(1001 bp)

1.000
76 %

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

Extract alignment region

Positions in alignment from:  to: 

Output file

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.seq (3 seq.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1 December 2004 Wed Jun 8 00:24:29 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)

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 P855978

sym=NDUFS8|loc=Loc4728|taxid=9606|spec=Homo sapiens|chr=11|
ctg=NT_033903|str=(+)|start=13103404|end=13104475|len=1072| tss=501,572| comm=NADH
dehydrogenase (ubiquinone) Fe-S protein 8, 23kDa (NADH-coenzyme Q reductase);
(AK002110/572/gold;NM_002496/501/silver;)

1072
bp

2 P855979
sym=Ndufs8|loc=Loc225887|taxid=10090|spec=Mus musculus|
chr=19|ctg=NT_082868|str=(-)|start=700730|end=701730| len=1001|tss=501| comm=NADH
dehydrogenase (ubiquinone) Fe-S protein 8; (NM_144870/536/bronze;)

1001
bp

3 P855980
sym=na|loc=Loc293652|taxid=10116|spec=Rattus norvegicus|
chr=1|ctg=NW_047563|str=(-)|start=14967775|end=14968775| len=1001|tss=501| comm=similar to
NADH dehydrogenase:ubiquinone Fe-S protein 8; (XM_215197/501/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$ETSF V$SP1F V$NRSF V$YY1F V$MYT1 V$ECAT V$PCAT V$SF1F V$NRF1U$NRF1 V$HOXF V$HOMF
V$NKXH

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

P855978 1  a a a t t c g c t g  g t a g g a a a c a  t a g g c t g g t t  g a g t a c g g g a  g t - - - - - - - -
P855979 1  c a t g t c c t t c  c t g g c c t t c c  a g a t t c t a c a  c c g c c a g c t t  a g a c A C T A C T
P855980 1  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - A C T A T T
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* * * * * *

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

P855978 43 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - CA T A C AGAT C A G  GT G G A T c a g g
P855979 51 T C C T G A A GG A  A G C A T T T C - T  GA T C A CT C CA T A C AAGGC A T  GC A G A T - - - -
P855980 7  C C C T A A G GG A  A G C C T T C C c T  GA T C A CT C CA T A C AAGAC A T  GC G G A T - - - -

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

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

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

P855978 65 c g g c c g c a c a  c c g c a g c t c t  a c g g c c c g g g  a a c g t t a c t a  a a t a c t c c c a
P855979 96 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P855980 53 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

P855978 115 T G C C T C A GC T  T C C C G C C T T A  AC G T G GT A AC AC G T T ACt g t  a g t t t c t C C A
P855979 96 T G C C T C A T G G  T T C t C T A G T C  CT A G G GGC AG AC T T GACA A A  Ag T C C T G C T A
P855980 53 T G C C T C A T G G  T T C C C T A G T C  CC A G G GGC AG AC T T GACA A A  Aa T C C T G C T A

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

* *
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

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

P855978 165 C G C A G A G CT G  C T G T G A G G A T  T A A A A GAG GC CG C GT g a g t t  g a g c a t c - - -
P855979 146 C C C G C G G CC G  T T A C A A G G A C  CA G t g - - - - -  - - - - - - GT T A  AA G C G C T T G T
P855980 103 C C C G C G G CC G  T T A C A A G G A C  CA G A A GAA GC CA A GT a GT T A  AA G A G C T T A T
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alignment position  2 5 1 . . . . . . .  2 6 1 . . . . . . .  2 7 1 . . . . . . .  2 8 1 . . . . . . .  2 9 1 . . . . . . .

P855978 212 - - - - - - T CG T  C G C C A T T A C C  GT C A T CAC AC GC C CCCCA C C  CA A C C C g g c g
P855979 185 A C G C T G T CG C  C A T C T T T G C A  GT A T T CAA AT  GA G CCCT A C C  CC T C C C G C C T
P855980 153 G A G C T G T CG C  C A T C T T T G C A  GT A T T T AA AT  GA G CCCCA C C  AT T C C C T C C C
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* * * *

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

P855978 256 g g c c c a c c c t  c t g c a c c c a c  g g c g a a a g c a  c t c t t t CT A A  AC C A C GC C C C
P855979 235 C C C c g g a c t g  t a g - - C A G C G  T C - - - - - - - -  - - - - - - CC A A  AC C G A GGT C A
P855980 203 C T C c c g g a a a  t g t a c C A G C G  T C - - - - - - - -  - - - - - - CC A A  AC C G A GC T C A
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alignment position  3 5 1 . . . . . . .  3 6 1 . . . . . . .  3 7 1 . . . . . . .  3 8 1 . . . . . . .  3 9 1 . . . . . . .

P855978 306 GGA T GT C CC G C C T C C A GC GG CT C GG Ag g t c t t c a c t T A T T  GG C C T C C C C A
P855979 269 GGA A GT C CC G C C T T C A GG A T CT C GG AAG TC AGG CG- CA T T  AA C C T C T C T G
P855980 239 GGA A GT C CC G C C T T C A GC A T CT C GG AAG TC AGG CG- T A T T  AA C C T C T C C G
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alignment position  4 0 1 . . . . . . .  4 1 1 . . . . . . .  4 2 1 . . . . . . .  4 3 1 . . . . . . .  4 4 1 . . . . . . .

P855978 356 A A C C A A C AT G GC G GC C C C C T AC A A A - CT TC AA G CGCCG G T  CT C T C C T A GC
P855979 318 A T A C A A C AT G GC A GC T C C C T AC A A A ACT TC AA G CAT CT G C  T C C C A T C A GC
P855980 288 A T A C A A T AT G GC A GC T C C C T AC A A A ACT TC AA G CAT CT G C  T C C C A T C A GC
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alignment position  4 5 1 . . . . . . .  4 6 1 . . . . . . .  4 7 1 . . . . . . .  4 8 1 . . . . . . .  4 9 1 . . . . . . .

P855978 405 C A A T C A A AA G  A A A g a t a t t t  c t g a a t c c c g  c c t CT T T C A G  CA G C C T T G C T
P855979 368 C A A T T A GAG A  A A A A T A T A G T  CC T G G GCC CG - - - CCT CC T a  c a g g a c c c t A
P855980 338 C A A T T A GAG A  A A A A T A T A G T  CC T G G GCC CG - - - CCT CC T G  CA G C A C C G C A
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alignment position  5 0 1 . . . . . . .  5 1 1 . . . . . . .  5 2 1 . . . . . . .  5 3 1 . . . . . . .  5 4 1 . . . . . . .

P855978 455 GGC C A A T CA G A C C A C A C C A T  GA A G C AT C AA T A c a G- AA A A  GG G G G A A C C C
P855979 415 GGC C A A T CA G A C C A A A G A A G  GA A A G GGC AC T A T GGa AA A A  GG C G T G A G A A
P855980 385 GGC C A A T CA G A C C A A A G A A G  GA A A G GGA AC T C T GG- AA A A  GG C G T G A G A A
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alignment position  5 5 1 . . . . . . .  5 6 1 . . . . . . .  5 7 1 . . . . . . .  5 8 1 . . . . . . .  5 9 1 . . . . . . .
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P855980 434 G C T C GT C CA A T GG C A GC A T C  Cc G - A ACT T A GG C T CCGC C T  T C C G G T T G A C
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alignment position  6 0 1 . . . . . . .  6 1 1 . . . . . . .  6 2 1 . . . . . . .  6 3 1 . . . . . . .  6 4 1 . . . . . . .
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P855979 514 C C G C A T - CT G  G G C C A G G G A A  GG A G C CGC AG CA C TTCAA GG TG GGT G g C C A
P855980 483 C C G C A c - CT G  G G C C A G G G A C  GG A G C CGC T G CA C TTCAA GG TG GGT G T C C A
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alignment position  6 5 1 . . . . . . .  6 6 1 . . . . . . .  6 7 1 . . . . . . .  6 8 1 . . . . . . .  6 9 1 . . . . . . .

P855978 604 c g t t t t g g c c  g t g a a a g t c -  GG G C T T GG GC AG C GT GGC G T  CG G G G G C G A G
P855979 563 G G G C A A G GC G  G C G A A G A C A G  GG t c - T GG GT  GA C GCAAC G A  CA G G G T T G A A
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P855980 532 A G G C A A G GC A  G C G A A G A C A G  GG G T T T GG GT  GA C GCAAC G A  CA G G G T C G g a
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alignment position  7 0 1 . . . . . . .  7 1 1 . . . . . . .  7 2 1 . . . . . . .  7 3 1 . . . . . . .  7 4 1 . . . . . . .

P855978 653 T G T G G T G T C C  C C G T T G G C G C  CG C C A GCT CT  g c g c c t g g g c  t t c c c c t c g g
P855979 612 C G G G G T G T C A  C C G C T G A C C T  T A T G A AGT CT  GG G AT CT A G C  Gc t T C G G - - -
P855980 582 c - G G G T G T C A  C C A C T G A C C T  CG T G A AGT CT  T G T AT CT A G C  Gg g T C G G - - -
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alignment position  7 5 1 . . . . . . .  7 6 1 . . . . . . .  7 7 1 . . . . . . .  7 8 1 . . . . . . .  7 9 1 . . . . . . .

P855978 703 c t c a C T C AG G  A T C C G C G G C C  T C C G T GT C CT  T C A - GGT G C A  GC G G g g a g c c
P855979 659 - - - - C T C GG G  A C C C G C G G C T  T G T G C GT C CT  T C C - CGAG C T  GC G G A C C g g A
P855980 628 - - - - C T C CG G  A C C T G C G G C T  T C T G T GCC CT  T t c g CGAA C T  GC G G G C C a - A

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

* * * *
*
*
*

alignment position  8 0 1 . . . . . . .  8 1 1 . . . . . . .  8 2 1 . . . . . . .  8 3 1 . . . . . . .  8 4 1 . . . . . . .

P855978 752 g g c t c t c a - - - - - - G GGC GC AT GC G CCG CC c g c t c t g c g c  c a c c g g c c t a
P855979 704 A A G C C T G CA C  C C T C A GGC GC AT GC G CTG CC T C G CCGGc T G  CC T T C T G C G T
P855980 673 A C G C C C G CA C  C C T C G GGC GC AT GC G CTG CC T C G CCGGa T G  CC T T C T G C G T
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alignment position  8 5 1 . . . . . . .  8 6 1 . . . . . . .  8 7 1 . . . . . . .  8 8 1 . . . . . . .  8 9 1 . . . . . . .

P855978 796 g t - T A G G GT C  G G A G A T C A C T  GG G A A GGT g -  - - G GGAAG G T  GC T G G G T T G G
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P855980 723 T C A T A G G GT C  A G A G G T C A A G  GG G A A GGT CT  GA G AGAAA G T  GG T A G G T T G G
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alignment position  9 0 1 . . . . . . .  9 1 1 . . . . . . .  9 2 1 . . . . . . .  9 3 1 . . . . . . .  9 4 1 . . . . . . .
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P855979 804 - A T C C A G GA T  T G C T T G G G G T  CA A G A AT T GG CC G ACCC- C T  AC A G G T C A A A
P855980 773 g A T C C A G AA T  T G C C T T G G G T  CA A G A AT T AG CC G ACCCg C T  AC A G G T C A A A
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alignment position  9 5 1 . . . . . . .  9 6 1 . . . . . . .  9 7 1 . . . . . . .  9 8 1 . . . . . . .  9 9 1 . . . . . . .

P855978 891 t t c a c a g g t c  g t g g g A T G A G  CT C T T AT G AG CG C CGGCT A A  GT G C C G G G C T
P855979 852 G G T C A C - - - -  - - - - - A A G A G  GG C G C T AG AG CG T T GGT G A T  CT G C C A G A C T
P855980 823 G G T C A C - - - -  - - - - - A A G A G  GG C G C T AG AG CG T T GGT G A T  GT G C C A G A C T

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*



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

5 of 6 4/10/07 4:19 PM

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

P855978 941 C T G G G g t g c c  c t t g g c a t g t  a c g g g c t c - - CC C TAATT C C CA A GA C C a a c
P855979 893 C T T G G T C AA A  A T C C C C T T G t  T T G C A T AC AT CC C TAATT T T CG GGA C C - - -
P855980 864 C T T G T T C AA C  A T C C C C T T G g  T T G C A T AC AT CC C TAATT T T CG GGA C C - - -
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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 . . . . . .

P855978 989 c g c C C C C AA C  C C A C T T C A T A  GG T G A GAA g A CG G AGGT C A G  GT C A C A T C A T
P855979 940 - - - C C T C T T C  C T A C A T t g t a  a t C C A GAA - A CT G AGGCC A G  GG G A C A T C A T
P855980 911 - - - C C T C T T C  C T A C A T C G C A  GG C C A GAA - A CT G AGACC A A  GG G A C A T C A 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 .

P855978 1039 C T G C C C A AG G  T C A C G C G G C A  GG C T G GGG g a  c a g t - - - - - -  - - - - -
P855979 986 T T G C C C A AG G  T C A C t c - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - -
P855980 957 T T G C C C A AG G  T C A C T C C G C A  GG C T G GGG a g  a g t t c c a g g a  g g t c c
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Pairwise similarities:

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

P855979
(1001 bp)

P855980
(1001 bp)

P855978
(1072 bp)

0.147
42 %

0.153
45 %

P855979
(1001 bp)

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
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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.seq (3 seq.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1 December 2004 Wed Jun 8 00:54:44 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 P937020
sym=NDUFV1|loc=Loc4723|taxid=9606|spec=Homo sapiens|chr=11|
ctg=NT_033903|str=(+)|start=12679702|end=12680702|len=1001| tss=501| comm=NADH
dehydrogenase (ubiquinone) flavoprotein 1, 51kDa; (NM_007103/537/bronze;)

1001
bp

2 P937022

sym=Ndufv1|loc=Loc17995|taxid=10090|spec=Mus musculus|
chr=19|ctg=NT_082868|str=(-)|start=800669|end=801695| len=1027|tss=501,522,527| comm=NADH
dehydrogenase (ubiquinone) flavoprotein 1;
(AK075692/527/gold;AK005021/522/gold;NM_133666/501/bronze;)

1027
bp

3 P937024
sym=na|loc=Loc293655|taxid=10116|spec=Rattus norvegicus|
chr=1|ctg=NW_047563|str=(-)|start=15125430|end=15126430| len=1001|tss=501| comm=similar to
NADH dehydrogenase (ubiquinone) flavoprotein 1; (XM_215176/531/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$HOMF V$NKXH V$TEAF V$CREB V$ETSF V$E2FF V$HOXH V$TALE V$HMTB

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

P937020 1  g a - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P937022 1  a a g g t t t a c a  g a c a c a c a g c  c c t g a g a a g t  c c t a t g c a a a  g g t t c t g g g g
P937024 1  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
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alignment position  5 1 . . . . . . . .  6 1 . . . . . . . .  7 1 . . . . . . . .  8 1 . . . . . . . .  9 1 . . . . . . . .

P937020 3  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P937022 51 c AGCT T T G T G G G A G GT G A G g  g a c c t c a c c g  g t t c t t - - - -  - - - - - - - - - -
P937024 1  - AGCT T T G T G G A A G GT G T G t  g t g g g g a t g g  a g t g g g g g a g  g c a g c a a t g g

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

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

P937020 3  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - GC AC AC G G A C GC C C G G G Gt g g g
P937022 87 - - - - - T T G T T  A A T G AG T A C T  T C T CCAA G GC AC AC G G A T GC T C A G G Gg g a g
P937024 50 t t c t g T T G T T  A A T A AA T A C T  T C C CCAG G GC AC AC G G A T GC T C A a g a g g - -

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

* * *

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

P937020 25 g a a g c c c a c A G T C T GG C A G G  G C T CGCA C T G GG CA G A A T AA T T GC A ACg t a
P937022 132 c g c t T - - - - A G T T C AG C A G G  G C T CGGC T AG T T CA G C GT AA T T A C A CCA G A
P937024 98 - - - - T - - - - A G T T C AG C A G G  G C T T GGC T AG GT CA G C GT AA T T A C A CCA G A
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alignment position  2 0 1 . . . . . . .  2 1 1 . . . . . . .  2 2 1 . . . . . . .  2 3 1 . . . . . . .  2 4 1 . . . . . . .

P937020 75 g T CAT GAG G A T C G G GC T A T G  A C C T GCC T GA CT T T t c a c t c  c t c c c a t g a t
P937022 178 - T CAG GAC G A T T C C GC T G T A  G T C CAAC T AA T T T T C T C A CC A G C T T CCA T T
P937024 140 - T CAG GAC G A T C C C GC T G T A  G C C CAAC T AA T T CT C T C C CC A G C A T CT A T T
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alignment position  2 5 1 . . . . . . .  2 6 1 . . . . . . .  2 7 1 . . . . . . .  2 8 1 . . . . . . .  2 9 1 . . . . . . .

P937020 125 a c a c c g a t g c  a t a c c G C A G G  T G C ACAC T AA AC GC C G A A T C T A T A G AAA G T
P937022 227 CGT g c a t a t a  t a - - - G C T G G  T G T CAAC T AG AC GC A A A G T C T G T A G GAA G T
P937024 189 T GT a c - - - - -  - - - - - - C T G G  T G C CCAC T AA AC AC A G A G CC T G T A G GAA G T
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alignment position  3 0 1 . . . . . . .  3 1 1 . . . . . . .  3 2 1 . . . . . . .  3 3 1 . . . . . . .  3 4 1 . . . . . . .

P937020 175 GGAAC ACa c c  a G G A CC C A G C  A G A AGGC G AC AT GC G A G G T T  T G T T T ACT t g
P937022 274 GGAAt a c t t g  - G G A T C C A G C  A G A GGGC G AC AC GT G A G C CT  G G T T T ACT A G
P937024 228 GAAAA ACt t a  - - - - - C C A G C  A G A GGGC G AC AT GT G A G C CT  T G T T T T CT A G
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alignment position  3 5 1 . . . . . . .  3 6 1 . . . . . . .  3 7 1 . . . . . . .  3 8 1 . . . . . . .  3 9 1 . . . . . . .

P937020 225 t g g c a t c a a a  g g c t g g g a g c  c g g c g a g c t a  a g g a g g g a g c  g a a a g a g c g a
P937022 323 GAAAA - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P937024 273 AGAAA g g a a a  c t g - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

*
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*

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

P937020 275 g c g g t g GG G A C A G C CA C C G C  T A A AT GC C AG CC CG G t g g a g  g g a g g a a g g c
P937022 328 - - - - - - GG A A G A G T CT C C G A  G A A AGGA G AG T C T G G g c a AG C - - - - - - - - -
P937024 286 - - - - - - - - - -  - - G T CT C C A A  G A A AGGA G AG T C T G G c t c AG C - - - - - - - - -
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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 . . . . . . .

P937020 325 g g a c c c c a g g  c c g g t G GGA C C A C ATCT C CC AG AA G C C C c g  g c g c c a a g g c
P937022 363 - - - - - - - - - -  - - - - - T GGA C T A C ATCT C CC AG AA G G C C t A G C A C G AGA G T
P937024 315 - - - - - - - - - -  - - - - - G GGA C T A C ATCT C CC AG AA G a a c c A G T A C C AGA A T
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alignment position  5 0 1 . . . . . . .  5 1 1 . . . . . . .  5 2 1 . . . . . . .  5 3 1 . . . . . . .  5 4 1 . . . . . . .

P937020 375 a c - - - - - - - -  - - - - - - T G G C  C T C T CAG T CC T C CC C C G A GG A G G C G GGG C C
P937022 398 AAAT T T CC G G T C T C T G T G C C  C G C GCAC C t t  t - - - - - - A GT  G G G C G AGG C C
P937024 350 AAAT T T CC G G T C T C T G T G C C  C T C GCAC C CC T T AG T G A G GG G G G T G GGG g g
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* * * * * * * * * * * * * * * * * * * * * *

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

P937020 411 GCT GG CG- - -  - - - - - - - A A G  T T G AAGG G g C GC AG C G A T AC C G G T G CGC G G
P937022 442 GAGGA CA- - -  - - - - - - - G A G  C T C AAAG G - A AC GG A G G T CC C T G G A CAC G C
P937024 400 a a g g a g c g c g  g a g c g t g G A G  C G C GAAG G - C GC GG A G G C AT  C T G G A CAC G C

* * * * * * * *
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*
*

*
*

*
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*
*

*
*

*
*

*
*

*
*
*

*
*
*

*
*
*

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

P937020 451 CGCT G GCG T C - GG GCG C GT G A C G TCTT T CC TG CGC GC C AC C t a - - - - - - G
P937022 481 CACT G GCT G C - G G A TG T GT G A C G CACT T CC TG TGC GC T CC C C A c C CCG T G
P937024 449 CT CT G GCT g c  g G G A CG T GT G A C G CACT T CC TG TGC GC C CC C C A - C CCG T G
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*
*

*
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*

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

P937020 494 CGTCT CTA T C G C G C CA GT T C  C T C AGc c t c a  g t g c t a T G AA GG T GA CAGC G
P937022 530 T GTTT CTGT C G C G C CG GT C C  C G C GGT T C GG AG TT G - T G AA GG T GA CAGC C
P937024 498 T GTTT CTGT C G C G C CG GT C C  C T C GGT T C GG AG TT G - T G AA GG T GA CAGC C
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alignment position  7 0 1 . . . . . . .  7 1 1 . . . . . . .  7 2 1 . . . . . . .  7 3 1 . . . . . . .  7 4 1 . . . . . . .

P937020 544 T GAGG T GA C C C A T C T G G C c c  g C C GCGA T GC T G GC A A C A CG G C G G C T GC T C
P937022 579 GGAGG T GA C C C G T C T G G C T C  - C C GCGA T GC T A GC G G C A CG G C A T T T T C T C
P937024 547 GGAGG T GA C t  g g t c c G G C T T  - C C GCGA T GC T A GC A G C A CG G C A T T T T C T C
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*
*
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*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

*
*
*
*
*
*
*

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

P937020 594 GGCT G GT C G C T T C C CG C G C G GGT ATCT GT G CG T T T C A G CG G C G A C ACG G T
P937022 628 GGCGG GT T G G T T C C CG T G C G GGT ATCT GT G CG T T T C A G CA G C G G C ACG G T
P937024 596 GGCGG GT C G G T T C C CG T G C G GGT ATCT GT G CG T C T C A G CA G C G G C ACG G T
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*

alignment position  8 0 1 . . . . . . .  8 1 1 . . . . . . .  8 2 1 . . . . . . .  8 3 1 . . . . . . .  8 4 1 . . . . . . .

P937020 644 GAGGC CCA G C C T G G CT G G G G  C C A CGGG T GT  T T GG G G C C GG G T G t c g c g g c
P937022 678 Ga - GC CCG C C C T G A T T C A G G  C C C ACGC C T A T G GC G G A G GA G T G g c g a G C G
P937024 646 GAGGC CCA C C C T G A T T C T G G  C C T GGGG T GT  AT Gc - - - - - -  - - - - - - - G T G
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* * * * * * * * * * * * *

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

P937020 694 c g c g c c c g t g  c a c g a g c a g t  c c c t g GG G T C T G T A G T G G CC T C T G G AGA G C
P937022 727 GCGAG C- - - -  - - - - - - - - - -  - - - - - GG G AT  T G T G G T C C CC T C T G C AGA G T
P937024 683 GCGAG C- - - -  - - - - - - - - - -  - - - - - GG G GT  T T GG T T C C CC c g g t a 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 . . . . . . .

P937020 744 CCT t c t c c c c  a g g c c a g g c g  g g a a g g c c c c  c g c t C C G G CC T G G T T GAA g t
P937022 758 CCT CT CCT C T  C C G A GC T A C C  A C - - - - - - - -  - - - - C C G G T C T G G A T AAA A A
P937024 713 CCT CT CCT C T  C C G G GC T A C T  A C - - - - - - - -  - - - - C C G G CC T G G A T T AA A A

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

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

P937020 794 a g g g g a a c g G G T C C CA A C G C  G G G GCCG A CT  CC CT t g a c c c  t c t g a c t t g c
P937022 796 c t - AA C- - - G G T C C CA A C T C  C A G GCT G A CG AT GT C C A G t C C A - - - - - - - -
P937024 751 a t g AG C- - - G G T T C CA A C T C  G G G ACT G A T G CT CT C C G G - C C A - - - - - - - -

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

*
*
*

*
*
*

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

P937020 844 t g GCT T CC C T  T G T T T T A C A G  T C C T CGG C CT  GG CG G - A A GT  T T T G C AGG T T
P937022 834 - - GCT ACT C T  T G T T T T A A C A  A C C CCGT C T T  GG GG T g A G GG T T T G C AGG T G
P937024 789 - - GCC T CT C T  T G T T T T A A C A  A C C T CGT C CT  AG GG T - A A GG T T T G C AGG T T
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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 . . . . . .

P937020 893 GT GAA GAC C C C T A G t c t t t c  a - T T CT C T CC T T GT C A C A GC C T T G T AGG G C
P937022 882 T T GAG GCG T C T T A G AT A A T C  T G T T AT T T CT  T C CT C G C A GC C C T A C CGG G T
P937024 836 T T GAG GCA T C T T A G CT A G T C  T G T g t t n c t n  c t n c g c a g n c  t t t c n g n n n n
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*
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*
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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 . . . . . .

P937020 942 GT GAa g GG G T  C A T T GC C C C A  T T T a g g - - - -  - - - - - - - - - -  - - - - - - - - - -
P937022 932 AT CA- - GG G T  C T T C GC C C C A  T T T c a a a g t t  c a g a a a a c a g  t t t t g a a A A A
P937024 886 n c g g n n n t n n  c c c c n n n t g n  n g t n n c a g a a  n n c a n n t n n g  n - - - - - - A A A

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

alignment position  1 1 5 1 . . . . . .  1 1 6 1 . . . . . .  1 1 7 1 . . . . . .  1 1 8 1 . . . . . .  1 1 9 1 . . . . . .
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P937020 968 GAT GC GCA C C T C C T GA T - T T  C C C GT CC A CT  g c t c t - - - - -  - - - - - - - - - -
P937022 980 GAT GT GT A T C T C C T CA A - C C  C C C CGAC A GT  AT T T T G C T T C C A G T A GT G a -
P937024 930 AAT GT GT A T C C C C T CA n n C C  C C C CGAC A GT  GT T C T G G T T C C T G T A GT G g c

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

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*
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*
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*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

alignment position  1 2 0 1 . . . . . .  1 2 1 1 . . . . . .  1 2 2 1

P937020 1002 - - - - - - - - - -  - - - - - - - - - -  - -
P937022 1028 - - - - - - - - - -  - - - - - - - - - -  - -
P937024 980 c a g a a a g c g c  t t t t g t g a t c  c c

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.

P937022
(1027 bp)

P937024
(1001 bp)

P937020
(1001 bp)

0.270
45 %

0.281
42 %

P937022
(1027 bp)

1.000
67 %

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.seq (3 seq.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1 December 2004 Wed Jun 8 04:29:52 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 P964855
sym=NDUFV2|loc=Loc4729|taxid=9606|spec=Homo sapiens|chr=18|
ctg=NT_010859|str=(+)|start=9092225|end=9093225|len=1001| tss=501| comm=NADH
dehydrogenase (ubiquinone) flavoprotein 2, 24kDa; (NM_021074/522/silver;)

1001
bp

2 P964858
sym=Ndufv2|loc=Loc72900|taxid=10090|spec=Mus musculus|
chr=17|ctg=NT_039657|str=(-)|start=9606486|end=9607493| len=1008|tss=501,508| comm=NADH
dehydrogenase (ubiquinone) flavoprotein 2; (AK078351/508/gold;AK013511/501/gold;)

1008
bp

3 P964862
sym=Ndufv2|loc=Loc81728|taxid=10116|spec=Rattus norvegicus|
chr=9|ctg=NW_047818|str=(-)|start=8001731|end=8002731| len=1001|tss=501| comm=24-kDa
subunit of mitochondrial NADH dehydrogenase; (XM_343638/508/silver;)

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$STAF V$NRF1 U$NRF1 V$ZF5F V$P53F V$GREF V$HNF4V$EGRF

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

P964855 1  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P964858 1  - - - - - - - - - -  - - - - - - - - A T  C A T T T CT A CC T CCCA CT CAC  T G GCA T CC CG
P964862 1  c g c g t a g c a t  c g a c a g t c A T  C A T T T CT A CC T CCCA CT T CC  T G GCA T T C CG
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*
*
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*
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alignment position  5 1 . . . . . . . .  6 1 . . . . . . . .  7 1 . . . . . . . .  8 1 . . . . . . . .  9 1 . . . . . . . .

P964855 1  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P964858 33 A AG T C AA T t c  c a g t t T A G C C  T G T C G T T T T A CAGAC T CT AA  c g c a - A AG GC
P964862 51 A AG T C AA T t c  c a g c - T A G C C  T A T C C T T T T A CAGAC T CT AA  a a g c g A AG T C
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alignment position  1 0 1 . . . . . . .  1 1 1 . . . . . . .  1 2 1 . . . . . . .  1 3 1 . . . . . . .  1 4 1 . . . . . . .

P964855 1  - - - GG AA C CA  A G A C AT T T G G  T G T C T AT G GC t a g c a CACT G  GA T AG C AG CC
P964858 82 T T G GG AG C CA  A G G C AC T T G C  T G T C C AAG T C - - - - - CACT A  GG T GG C AG CC
P964862 100 T T G GA AG A CA  A G G C AC T T G C  T G T T C AGG T C - - - - - CACT A  AG T GG C AG CC
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alignment position  1 5 1 . . . . . . .  1 6 1 . . . . . . .  1 7 1 . . . . . . .  1 8 1 . . . . . . .  1 9 1 . . . . . . .

P964855 48 C T C T G T G T c t  t g a a t t c g t a  a c a t g t a g a a  t a a g a t t t a t  a g t g g g t t g c
P964858 127 C T T T A AA T AC  G A T C GT A T G T  A A G A A AAG AC T CAAC CAAAC  GA AT T T T G AA
P964862 145 C T T T A AG T AC  G A T C GG G T G T  A A G A T AAG T C T CAGC CGACC  GG AT T G T G CA
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alignment position  2 0 1 . . . . . . .  2 1 1 . . . . . . .  2 2 1 . . . . . . .  2 3 1 . . . . . . .  2 4 1 . . . . . . .

P964855 98 a a c c c g a c t t  t a t t t t t A A C  T A A C A GCA AT  AT AAG AGGAG  GT GGc t a a t c
P964858 177 A G- - - - - - - -  - - - - - - - A A A  T A A C T GCA AT  ACCAG AGGAG  GT GT T T GA CA
P964862 195 G G- - - - - - - -  - - - - - - - A A G  T A A C T GCA AT  ACCAG AAGAG  GT GT T T GA CA
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alignment position  2 5 1 . . . . . . .  2 6 1 . . . . . . .  2 7 1 . . . . . . .  2 8 1 . . . . . . .  2 9 1 . . . . . . .

P964855 148 c t - - - - - C AC  A A G G CT C T C C  A T G - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P964858 212 G AA CA AA C AC  A A G A T C C C C C  A G a a g g t a c g  c c t c g t c c t c  a a c a a a c a c a
P964862 230 G AA CA AA C AC  A A G A T C C T C C  A G G - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
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alignment position  3 0 1 . . . . . . .  3 1 1 . . . . . . .  3 2 1 . . . . . . .  3 3 1 . . . . . . .  3 4 1 . . . . . . .

P964855 166 - - - - - - - - - -  - - A G GG A A G C  T c a c c c c t a t  a a a t c c a g g c  g g g c g c t t c g
P964858 262 a g a g c c t c g a  g a A G GC G A G C  C T C G T CC- - -  - - - - - - - - - -  - - - - - - - - - -
P964862 253 - - - - - - - - - -  - - A G GC C C G C  T T C G T CC- - -  - - - - - - - - - -  - - - - - - - - - -

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

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

P964855 204 t t a c c c a g g a  g c c c a a g g t g  c a g c t c c g g g  a c g c t t c t t t  T C AAG G CC GG
P964858 289 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  T C AGG G CG GG
P964862 268 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  T C AGG G CC GG
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alignment position  4 0 1 . . . . . . .  4 1 1 . . . . . . .  4 2 1 . . . . . . .  4 3 1 . . . . . . .  4 4 1 . . . . . . .

P964855 254 G AC c c c t g c a  g c g g c c c g t a  g g a c a c c t c C CT T T C CGAGC  AC GGA C T G GT
P964858 299 G AC T C AG C T G  G C C C Aa c c g g  G C C G G - - - - C CT T T T AGGGA  CT GGG C T G T T
P964862 278 G AC T C AG C T T  G C C C A- - - - -  G C C G G - - - - C CT T T T AGGGA  T T GGG C TG TT
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alignment position  4 5 1 . . . . . . .  4 6 1 . . . . . . .  4 7 1 . . . . . . .  4 8 1 . . . . . . .  4 9 1 . . . . . . .

P964855 304 C CC CG CC C CT  C C C C CG G g a a  g t c t c c g c c c  a c a g g g c CCC AG CAG C CC CC
P964858 345 T CG GG CC C GC  C C A C CG Gt - - - - - - - - - - - - - - - - - - - CCC AG CAG C CC TC
P964862 319 - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CC AG CAG GCC AC
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alignment position  5 0 1 . . . . . . .  5 1 1 . . . . . . .  5 2 1 . . . . . . .  5 3 1 . . . . . . .  5 4 1 . . . . . . .

P964855 354 GCG CGCC C T C  G C t c c c t c c c  g t c a g c c c c c  g c c CC T CGGC  GA AGG G AG CG
P964858 376 GCG CGCC g c t  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - GC  GT CAG G AA CG
P964862 331 GCG CGCC C T C  G C g c g - - - - -  - - - - - - - - - -  - - - CC CGGGC  GC CT G G AG CT
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alignment position  5 5 1 . . . . . . .  5 6 1 . . . . . . .  5 7 1 . . . . . . .  5 8 1 . . . . . . .  5 9 1 . . . . . . .

P964855 404 G CG T G CC G T C  C G G G T C G C C T  A G G - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P964858 398 G CG T A CC G T T  C G G G AC G C C C  A G G - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P964862 363 G CG CA CT C T T  C C A G AC G C C C  A G G c t c g g g c  t c g t g a g c g t  g c g c c g t g c g
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alignment position  6 0 1 . . . . . . .  6 1 1 . . . . . . .  6 2 1 . . . . . . .  6 3 1 . . . . . . .  6 4 1 . . . . . . .

P964855 427 - CC T G GG G T C  G GG A - - GC G C GC A C G CTG TG CGCCC T GGGC  GC Gc t c g g g a
P964858 421 - CC AG GG C T C  G T G A g c GC G C GC GC G CCG TG CGT CC T GGGC  GC GGG G CC GC
P964862 413 t CC CG GG C TC G T G A - - GC G C GC GC G CCG TG CGT CC T GGGC  T C GGG G CC GC
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alignment position  6 5 1 . . . . . . .  6 6 1 . . . . . . .  6 7 1 . . . . . . .  6 8 1 . . . . . . .  6 9 1 . . . . . . .

P964855 474 t t c t c g c c t g  g c - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - GC G GC T G
P964858 470 G CG CG CC G GG  C C T C CG G G C T  C G T T C GT T CC Ca GT C AGCCT  AG AGC G GC CG
P964862 461 G CC CG CC G GG  C C T C CA G G C T  C G T T C GT T CC Ct GT C AGCCT  AG AGC G GC CA
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alignment position  7 0 1 . . . . . . .  7 1 1 . . . . . . .  7 2 1 . . . . . . .  7 3 1 . . . . . . .  7 4 1 . . . . . . .

P964855 493 G GG AA GG T GA  A C A GTG T GG C C C GC C ATG TT CTt c t c c g c G  GC GCT C CG GG
P964858 520 G GG T C GG A GC  A T C GCG T A C C C C GC C ATG TT CTCCT T - - - G  GC GCT G CG GG
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P964862 511 G GG T C GG A GA  A C C GCG T A C C C C GC C ATG TT CTCCT T - - - G  GC GCT G CG GG
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alignment position  7 5 1 . . . . . . .  7 6 1 . . . . . . .  7 7 1 . . . . . . .  7 8 1 . . . . . . .  7 9 1 . . . . . . .

P964855 543 C CC GG GC G GC  T G G C CT C A C C  G C C C A CT G Gg  t a AGG AGGCT  CA AGC T GA G-
P964858 567 C CA GG GC G AC  C G G C CT C G C T  G C T C A GT G GG T - AAG AGGCT  CG GGG T GA Ac
P964862 558 C CA GG GC G T C  C G G C CT C A C C  G C T C A GT G GG T - AAG AGGCT  CG GGG T GA A-
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alignment position  8 0 1 . . . . . . .  8 1 1 . . . . . . .  8 2 1 . . . . . . .  8 3 1 . . . . . . .  8 4 1 . . . . . . .

P964855 592 - CC CG GC G CT  G C C G CC G C c c  t T C T C T T G CT  CT CCG T GT CT  CC CT T A GT T T
P964858 616 c CC GG GC A CT  G T C G CC A C A G  - T C T C CCG CT  CT T CG T GCCT  CC CT T A GC T T
P964862 606 - GC GG GC A CT  G T C G CC A T A G  - T C g - CCG CT  CT T T A T GT T T  CT CT T A GC T T
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alignment position  8 5 1 . . . . . . .  8 6 1 . . . . . . .  8 7 1 . . . . . . .  8 8 1 . . . . . . .  8 9 1 . . . . . . .

P964855 641 T G- GG CG C AG  G A G A GC C C T G  G G C T C T GC AC GGGCC T GCAG  GC GGC G GC AA
P964858 665 T T a GT CC T CG  G A G A CC C C T A  G G C G C T GG AC AGGT C AGCT G  GC GGC G GC GG
P964862 653 T G- GT AC C CG  G A G A CC C C A G  G G T G C T GG AT  AGGT C AGCT G  GC GAT G GC GG
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*

alignment position  9 0 1 . . . . . . .  9 1 1 . . . . . . .  9 2 1 . . . . . . .  9 3 1 . . . . . . .  9 4 1 . . . . . . .

P964855 690 G GA CA CT GCG G C C T TA GC C C T C t t a g g g a g  g c c g c t g c a g  c c c c a C CG T G
P964858 715 G GA CGCC GCG G C C T TC GT C C T C A GT GCC T C CGGGA t g c t c  c g - - - - - - - C
P964862 702 A GA CGCC GCG G C C T TC GT C C T G GGT GCC T C CGGGA t g c - -  - - - - - C CC T C
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* * * * *
*
*
*
*

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

P964855 740 A GA AG CC C CG A GG GAG GGT T GC C a t a - - - -  - - - - - - - - - -  CT GGG A AG T G
P964858 758 A GC TGCG GTG G C G GCG GGT G  G C G G G CCG CC CGCAC CGGGc  CG GGG A AA GT
P964862 745 A GC TGCG GCG G C G GCG GGT G  G C C G G CCG CC CGCAC CGGGc  c c - GG A AA GT
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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 . . . . . .
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P964855 776 T AC T C CT A GT  T T G G T C G A G G  a g g a c a - - - -  - - - - - - - - - -  - - - - - - - - - -
P964858 808 C AC CC CT A AC  T T A G T C A A G G  T C A G G AAG GC Ga T T G T CAT T  T A T CC T GG T G
P964862 794 C A- CC CT A AC  T T A G T C A A G G  T C A G G AAG GC Gg T T G T CAT T  T G T CC C GG T 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 . . . . . .

P964855 802 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P964858 858 C GG AA GC T AG  T G g g g g g c C C  T G G C G GCC CG CT GCT T CCAG  GA T CC T AG CA
P964862 843 C GG AA CC T AG  T G a g a t - - C C  T G G C G GCC T G CT GCT T CCAG  GA ACC C GG CA
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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 . . . . . .

P964855 802 - - G AA AA G AG  G G G C T G C T T G  g t g a t a t a t a  t a t a t a t g t t  t g t t t g t t t t
P964858 908 G CG AA Gc t t t  G G G C T G C T T G  T C - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P964862 891 G CG AA GA A AG  G G G C T T C T T 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 . . . . . .

P964855 850 t g c t g t t t t g  c t g t a g c g c a  g a a t c t a g g c  c t g c t c t g g c  c a g a t c a g t t
P964858 930 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
P964862 913 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

P964855 900 t c g a a g a c c g  t c g c t c c g a a  g g a g g c a c c t  c t c g T T T CAA  GC CT A G T G AC
P964858 930 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - T GT CAG  GC AT A G CG GC
P964862 913 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - T GT CAG  AC T T A G CG GC
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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 . . . . . .

P964855 950 C T C GA T G C T T  t t a g g t t g c -  A G C A T ACT GG AGAg - - CT CT  GG CT T G CT T C
P964858 946 T GC GC T G C AT  c g g a t t t a a a  A G C A T GCT GG AGAAA ACGCT  GA T AG G CT T G
P964862 929 A AC GC T G C Aa  c a g a a t t a a a  g G C A T GCT GG AGAAA ACGCT  GA T GT G CT T G

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

* * *
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

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

P964855 997 G T G AA - - - - -  - - - - - - - - - -  - - -
P964858 996 G T A AA GG C T T  G c c - - - - - - -  - - -
P964862 979 G T G AA GG C T T  G c c g a g t t c c  t t c
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Pairwise similarities:

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

P964858 P964862
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(1008 bp) (1001 bp)

P964855
(1001 bp)

0.194
40 %

0.166
34 %

P964858
(1008 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 C1-NDUFV3.seq (3 seq.)

[Alignment] [Pairwise similarities]

DiAlign professional TF Release 3.1 December 2004 Wed Jun 8 05:00:37 2005 

Solution parameters:

Sequence file: C1-NDUFV3.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 hNDUFV3 hNDUFV3 sym=NDUFV3|loc=Loc4731|taxid=9606|spec=Homo
sapiens|chr=21|ctg=NT_030188|tss=761

1547
bp

2 mNDUFV3 mNDUFV3 sym=1500032D16Rik|loc=Loc78330|taxid=10090|spec=Mus
musculus|chr=17|ctg=NT_039649|str=(+)|tss=455

1471
bp

3 rNDUFV3 rNDUFV3 sym=Mipp65|loc=Loc64539|taxid=10116|spec=Rattus
norvegicus|chr=20|ctg=NW_047598|str=(+)|tss=420 966 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$PCAT V$ZBPF V$ZF5F

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

hNDUFV3 1  g g a a t c c c t a  c a c a a t c c a t  t t a a a t g a c t  g t g g c a g g g c  c t c t t c c c c t
mNDUFV3 1  t t t g a a c t a g  c - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
rNDUFV3 1  c t c a t t - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

hNDUFV3 51 g t g g a a g c t g  a a g g t g g c a c  g t c c a t c t c c  g a t g a a a t g c  g a a t g g g g c t
mNDUFV3 12 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
rNDUFV3 7  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
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alignment position  1 0 1 . . . . . . .  1 1 1 . . . . . . .  1 2 1 . . . . . . .  1 3 1 . . . . . . .  1 4 1 . . . . . . .

hNDUFV3 101 c t g g g c a c g c  g g c g g a a g g c  a g a g a a g a g g  c a g a g A A AGA A G CT AA T A A C
mNDUFV3 12 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
rNDUFV3 7  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - A A T GA A T T T AT C T A C

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

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

hNDUFV3 151 T AA T T AC ACC g a c t c c a c a a  t t a c g a c t a a  c g t t g g g g a c  g a a c t c t t t g
mNDUFV3 12 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
rNDUFV3 22 T GA T T AA T CC t t a c a - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

* * * * * * * * * *

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

hNDUFV3 201 c t a a a t a a a c  a t t t a g g t g a  a a c a a a g c t t  c c a t t t c c a a  t c g g c c t a a c
mNDUFV3 12 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
rNDUFV3 37 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

hNDUFV3 251 t c t g g t a t t a  g c g t t g g c a g  g g g c c a t g c a  g g a g g g g c a g  t g a g c a g t g g
mNDUFV3 12 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
rNDUFV3 37 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

hNDUFV3 301 t g g c c g c GT T  G CC GACAG AG GGT GA GG G A G C T G G G C G CGT  g g t g t g g g c g
mNDUFV3 12 - - - - - - - - - -  - CC T ACT G CT  GGT AT GG T A G G T G G G C A CCT  C C At g C C C A G
rNDUFV3 37 - - - - - - - GT T  G CC T AGT G CT  GGT AA GG T A G G T G G G C A CCA C C Ac t C C C A G

* * * * *
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*

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

hNDUFV3 351 c c g a g g t c c c  g a g c t g a a g a  g c t t t - - - - -  - - - - - - - - - -  - - - - - - - - - -
mNDUFV3 51 C T T C T GG T T T  G T T T GT T C AA GACCA CG C C C C T A c t g G GCA A G CGCA C T A C
rNDUFV3 80 C T T C CGG T T T  G T T T GT GC AA GGCCA CG C C C C T A t t a G GCA A A CGCC C T A C
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*

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

hNDUFV3 376 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - A AAA C C T CT C A A A A
mNDUFV3 101 C AC C GAG T T G T AT CT CCA AG AAACA AC A A A C T C A C A A AGA T C T CAC C A A A
rNDUFV3 130 C AC C T AG T T G T AT CT CCA AG AAACA AC A A A C T C A C A A AAA T C T CAC C A A A
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*

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

hNDUFV3 390 C AC A GAA CT A T Ca a T CAA GT  AGGAC CA G A c  t g t g c c c c c a  g g g a a g g t c g
mNDUFV3 151 C AC A GAA GT C T C- - T CAA GT  CGAAC CA G A A A C G C A A A GGA C A T GAT T C T A
rNDUFV3 180 C AC A GAA Ga C T C- - T CAA GA CGAAC CA G A A A C G C A A A GGA C A CGAT C C T A
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*

alignment position  5 0 1 . . . . . . .  5 1 1 . . . . . . .  5 2 1 . . . . . . .  5 3 1 . . . . . . .  5 4 1 . . . . . . .
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hNDUFV3 440 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - C A G A T T T A A G GCT  G C GAg g a c a a
mNDUFV3 199 G c t g t g C AAT  T T T GGT AG GT  T ACAG AC C A G A G T T A A G GGC G A GAT C A G G G
rNDUFV3 228 G t t g c a C AAC T T T AGT AG GT  T GCAG AC T A G A G T T A A G GGT  G A GAT C A G G G
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alignment position  5 5 1 . . . . . . .  5 6 1 . . . . . . .  5 7 1 . . . . . . .  5 8 1 . . . . . . .  5 9 1 . . . . . . .

hNDUFV3 463 g g g c a a a g a a  g t g c g a a g c g  t t c g G GT G G A C A T G C a a g c c  g g c c c a g c g c
mNDUFV3 249 C AA - - - - - - -  - - - - - - - - - -  - - - - G GT G G G C A G G C C C AAA T C GGAG G G - -
rNDUFV3 278 C AA - - - - - - -  - - - - - - - - - -  - - - - G GT G G A C A G G C C C AGA T C GCAG G G - -
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alignment position  6 0 1 . . . . . . .  6 1 1 . . . . . . .  6 2 1 . . . . . . .  6 3 1 . . . . . . .  6 4 1 . . . . . . .

hNDUFV3 513 a g a c g c c t g a  g a g g g g t g c c  c a g c a g c c c c  c G C A G G T CT C C G CCGC G C C C
mNDUFV3 276 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - G C G G G A CT T  t c a g c g g g a t
rNDUFV3 305 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - G C A G G A CT T  C C ACCC A G A C
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* * * * * * * * * *

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

hNDUFV3 563 C CG C CAC AGC G CC c a g g c g c  c c g c a g g g c a  c a g g g a t c g g  c a c c a g c c g g
mNDUFV3 295 c t a - CCC AGG G GA GGACC CC ACGCT T T C C C g a A - - - - - - -  - - - - - - - - - -
rNDUFV3 324 C T G C CCA AGG G GC GGGCA CC AAGCA CT C T C - - A - - - - - - -  - - - - - - - - - -

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

alignment position  7 0 1 . . . . . . .  7 1 1 . . . . . . .  7 2 1 . . . . . . .  7 3 1 . . . . . . .  7 4 1 . . . . . . .

hNDUFV3 613 t g a c g t g t c c  c t c a c g c t g c  t g CCT GT G A T T G GT GGT CCC GA TCCG GGG C
mNDUFV3 327 - - - - - - - - - -  - - - - - - - - - -  - - CCC GGA A T T G GT GGA CTC A G TTAG GGG C
rNDUFV3 355 - - - - - - - - - -  - - - - - - - - - -  - - CCC GGG A T T A GT GGA CTC A G TCAG A GG C
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alignment position  7 5 1 . . . . . . .  7 6 1 . . . . . . .  7 7 1 . . . . . . .  7 8 1 . . . . . . .  7 9 1 . . . . . . .

hNDUFV3 663 GTG GCCC CAA GGg a g g c a c t  t a g c c c t a c t  g g g g a t g c g c  g c g c a g a c c c
mNDUFV3 355 GTG GCCT TAA GGA GCCCT CC CAGAA - - - - - - - - - - - - - - - - - - - - - - - - -
rNDUFV3 383 GTG GCCT c t g GGA GCCCG CC CAGAA - - - - - - - - - - - - - - - - - - - - - - - - -
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alignment position  8 0 1 . . . . . . .  8 1 1 . . . . . . .  8 2 1 . . . . . . .  8 3 1 . . . . . . .  8 4 1 . . . . . . .

hNDUFV3 713 a c g g c c t c t g  c t c c g c c c c c  a g c t g g c c t g  t a a t t g g c g c  a g t c g g c c c a
mNDUFV3 380 - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
rNDUFV3 408 - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -

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

hNDUFV3 763 a g g g g c g g c t  g t t c a g g c g c  g g g TG CGC GC GC A G C T G CT G T G GCCC T G C T
mNDUFV3 380 - - - - - - - - - - - - - - - - - - - - - - - TG CGC GC GC A A A C G CT T  G G GT CC A C C A
rNDUFV3 408 - - - - - - - - - - - - - - - - - - - - - - - TG CGC GC GC A A G C G CT T  G G CCCC A C C C
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alignment position  9 0 1 . . . . . . .  9 1 1 . . . . . . .  9 2 1 . . . . . . .  9 3 1 . . . . . . .  9 4 1 . . . . . . .

hNDUFV3 813 T GG T GCG Cc c  g c t g t c a c c -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
mNDUFV3 407 T GG T GT G CGA T T G GT GAA CG T Gg AC GC G G G G C G G A G C CT G G G GT GG T G C G
rNDUFV3 435 T GG T GT A CGA T T G GCGAA CG T G- AC GC G G G G C C G A G C CT C G G GT T G T G C G
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alignment position  9 5 1 . . . . . . .  9 6 1 . . . . . . .  9 7 1 . . . . . . .  9 8 1 . . . . . . .  9 9 1 . . . . . . .

hNDUFV3 832 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
mNDUFV3 457 T GT G CAC a a g  t AG GT CAC GT  ACCT A AG T G C G A C C T C C GCT  C T T GGC A T T T
rNDUFV3 484 G GT G CAC g c t  c AG GT T AC GT  ACCT A GG T G C G A C C T C G GCG C T GGGC G T C T

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

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

hNDUFV3 832 - - G C CAT GGC t g c c c c g t g t  t T GCT GC G G C A A G G A C G AGC C G GGGC G C T G
mNDUFV3 507 G t G C CAT GGC G GT CT CT C T C CT CCT GC G G G G A G G A C G GAT  C C GGGC G C T G
rNDUFV3 534 G t a C CAT GGC G GT CT CT C T C CT GCT GC G G G G A G G A C G AAT  C C GGGC G C T 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 . . . . . .

hNDUFV3 880 A AG G T AA AGG a g g a g c c a g c  c t g g g c t g g c  t g c g c g g c c c  c g a g c c t a c g
mNDUFV3 557 A AG G T AA AGG G CT AACGG GC GGGA- - - - - -  - - - - - - - - - -  - - - - - - - - - -
rNDUFV3 584 A AG G T AA AAA G CG AACGG GA GAGA- - - - - -  - - - - - - - - - -  - - - - - - - - - -
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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 . . . . . .

hNDUFV3 930 t a g g g g a t g g  g g t g a g g g g g  c g c g g t g c t g  g t c a g g t c c g  g g c c t g t c c g
mNDUFV3 581 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
rNDUFV3 608 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

hNDUFV3 980 c g a c c t c t a g  c c g t c c t a g t  t g g g c c g c t g  a c c c c g c t c c  c t g g g c c c a g
mNDUFV3 581 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
rNDUFV3 608 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

hNDUFV3 1030 g a c t g a c c g c  c a c g g g g c c a  g g c c c g g a t g  t g g c c a g c g a  g c g t c c c g c g
mNDUFV3 581 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
rNDUFV3 608 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
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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 . . . . . .

hNDUFV3 1080 g t t c c c C CGA G CC GGT CC g c  c g c c g c c g c t  g c c c g a g g c c  c a g g c c g a g g
mNDUFV3 581 - - - - - - C AT A C CG GGc CC T T  AGCCT GA C C C T T A - - - - - - -  - - - - - - - - - -
rNDUFV3 608 - - - - - - C CT A C CC GGT CC T T  AGT CT GG C C C T T 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 . . . . . .

hNDUFV3 1130 c t g g c g t g c c  c c g t g c c g a c  g g g c g c t c c c  g a g g G C T GCA T G CCT G G G C g
mNDUFV3 608 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - A C T GCA C C CGT G G G C C
rNDUFV3 635 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - G C T GCA C G CGT G G G C T
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alignment position  1 3 5 1 . . . . . .  1 3 6 1 . . . . . .  1 3 7 1 . . . . . .  1 3 8 1 . . . . . .  1 3 9 1 . . . . . .

hNDUFV3 1180 g c a g a c t c g g  g t g g a c g t t c  c c a g g t g a t g  c t g c c g c g c g  g c t g g g g t c a
mNDUFV3 624 C GG T GCG g a g  - AG GGGT C CT  AGGGC CT G T G C T C A C C T GAC C C g g a c A G A A
rNDUFV3 651 C GG T GCG g t a  a AG AGGT C CC AGGGC CT G T G C T C A C C T GAC C C c a a g A G A A
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alignment position  1 4 0 1 . . . . . .  1 4 1 1 . . . . . .  1 4 2 1 . . . . . .  1 4 3 1 . . . . . .  1 4 4 1 . . . . . .

hNDUFV3 1230 g c c g c t g t g c  g g c t c c c g c a  c GGCT T C T C T  G A A G G A c a g t  g a c t t c t c c a
mNDUFV3 673 G G- - - - - - - -  - - - - - - - - - -  - GT T T T C T C T  G C A G G A G T GA A A CCGA G t c a
rNDUFV3 701 G T - - - - - - - -  - - - - - - - - - -  - GGT T T C T C T  G C A G G A G CGA A G CCAA G g c t
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alignment position  1 4 5 1 . . . . . .  1 4 6 1 . . . . . .  1 4 7 1 . . . . . .  1 4 8 1 . . . . . .  1 4 9 1 . . . . . .

hNDUFV3 1280 t t t a g c c a a g  a g a g g a a a t g  a g g g a a c t t t  c a g g g a c c t g  g t t a a c t t g g
mNDUFV3 704 c t g a GGC T GT  T T T T AAAA CG AAACC T G G C T  T T C T C T G CAA A A c t AG T A T T
rNDUFV3 732 c c t t GGC T GT  T T A AAAAG CA AAACC CG A C T  T T C T C T G CAA A A t c AG T G T T
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alignment position  1 5 0 1 . . . . . .  1 5 1 1 . . . . . .  1 5 2 1 . . . . . .  1 5 3 1 . . . . . .  1 5 4 1 . . . . . .

hNDUFV3 1330 t a a c t t a c t g  a c a g c c g t t g  a - - - - - - - - G A A G C C A G CT G A C AT GA C C T G
mNDUFV3 754 G GG T T T T GT T  T GG GT T GG GT  T CGGT GG A T G G A A C C T A GGG C C CT GC G C T T
rNDUFV3 782 G GG G T T T GT T  T GG GT T GG GT  T CGGT GG A T G A A A C C T A GGG C C CT GC G C T T
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alignment position  1 5 5 1 . . . . . .  1 5 6 1 . . . . . .  1 5 7 1 . . . . . .  1 5 8 1 . . . . . .  1 5 9 1 . . . . . .

hNDUFV3 1372 A CC T GT G AAA A Gg a g - - - - -  - - - - - - - - - -  - - A A G A A GGG C T T T CT T T T C
mNDUFV3 804 G CT T GT C AAG A GC T GT CA T T  GAACt GG C C C C A A A G C A GGA A A T GCT C A C A
rNDUFV3 832 G CT T GT C AAG A GC T GT CA T T  GAACc GG C C C C A A A G T A GGA A A T GCT C A A A
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alignment position  1 6 0 1 . . . . . .  1 6 1 1 . . . . . .  1 6 2 1 . . . . . .  1 6 3 1 . . . . . .  1 6 4 1 . . . . . .
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hNDUFV3 1405 G GC A AAT AAA A AG CT AAG GC CAa g g c c g g g  c g c g g a c a c t  t t g g g a t t t t
mNDUFV3 854 G CA A T AT AAA A T A CAg g T GA CAGAG GG C T C C C G T C G T CAA A T GGGC A C T g
rNDUFV3 882 G CA A AAT AAA A T A CAGAT GA CAGAG GG C C G C C A T C G T CAG A T GAAC A C T a
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alignment position  1 6 5 1 . . . . . .  1 6 6 1 . . . . . .  1 6 7 1 . . . . . .  1 6 8 1 . . . . . .  1 6 9 1 . . . . . .

hNDUFV3 1455 g c c t g t - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
mNDUFV3 904 t t t a a T T AT T  C CT T CAGG T A T At t g CT C C C A G C G A T T T T T  T t c c a g c g t g
rNDUFV3 932 g - - - - T T ACT  C CT T CAGG T A T Aa - - CT T C C A G C G A T T T T T  T - - - - - - - - -

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

alignment position  1 7 0 1 . . . . . .  1 7 1 1 . . . . . .  1 7 2 1 . . . . . .  1 7 3 1 . . . . . .  1 7 4 1 . . . . . .

hNDUFV3 1461 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
mNDUFV3 954 t a t c g g t a c a  c a t a a t t t g t  a c a c a c a c g g  a g a a t c a t c a  g t a t a a a t a g
rNDUFV3 967 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

hNDUFV3 1461 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
mNDUFV3 1004 a a g t t t t c c g  g t t c t t t t g c  t c c a c c c c c c  a a c c c c c t c c  c t a g c a t g a a
rNDUFV3 967 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

alignment position  1 8 0 1 . . . . . .  1 8 1 1 . . . . . .  1 8 2 1 . . . . . .  1 8 3 1 . . . . . .  1 8 4 1 . . . . . .

hNDUFV3 1461 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
mNDUFV3 1054 g c a t c c t a g g  a t c t a a c a c a  t a c c t t a g c g  g t t g c c g g c t  g a a t t a c a a t
rNDUFV3 967 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

hNDUFV3 1461 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
mNDUFV3 1104 a a g a t t c t t c  t c a a a t t g t a  a c a c t t c t g a  a g c a a t t a t c  t a c a t c c t a t
rNDUFV3 967 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

alignment position  1 9 0 1 . . . . . .  1 9 1 1 . . . . . .  1 9 2 1 . . . . . .  1 9 3 1 . . . . . .  1 9 4 1 . . . . . .

hNDUFV3 1461 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
mNDUFV3 1154 t t a c t a g t a g  a t a g t g t t t c  t g c a a c t t t a  c t a a c t g t a g  g g a g a t a a t t
rNDUFV3 967 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

hNDUFV3 1461 - - - - - - - - - -  A AT CCCAG T A CT T T G GA A G G c c g a g c c a g g  c g g a t c g c t t
mNDUFV3 1204 t t g c a a a a a g  A AA CAT AG T A T T T T G T A A A G t a a c a a a a t a  g c c a g t - - - -
rNDUFV3 967 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

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

hNDUFV3 1501 g a g t t c a g g a  g t t c g AGA CT  AGCCT GG C C A A C A T G T C GAA A C CCCg t - - -
mNDUFV3 1250 - - - - - - - - - -  - - - - - AGA GT  AAACT GG C T G C C C T G T A T T A A G ACCc a g g a
rNDUFV3 967 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

alignment position  2 0 5 1 . . . . . .  2 0 6 1 . . . . . .  2 0 7 1 . . . . . .  2 0 8 1 . . . . . .  2 0 9 1 . . . . . .

hNDUFV3 1548 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
mNDUFV3 1285 g t c t t g g g c t  g a g a g c c a a c  t g g g c c t t g c  a t c c a g g a t c  c a g g c c t g a g
rNDUFV3 967 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

hNDUFV3 1548 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
mNDUFV3 1335 t g t t a c a g c c  g g c a t g a t g g  c t g c c a t c c a  g a g g c c a g c a  c t t c c c t c c c
rNDUFV3 967 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
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alignment position  2 1 5 1 . . . . . .  2 1 6 1 . . . . . .  2 1 7 1 . . . . . .  2 1 8 1 . . . . . .  2 1 9 1 . . . . . .

hNDUFV3 1548 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -
mNDUFV3 1385 c c c t c c c c c a  t g c t a a c a c a  g g c t c c c c c c  c t c c c c c c a a  c a c a g g t c t g
rNDUFV3 967 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -

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

hNDUFV3 1548 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - -
mNDUFV3 1435 t c t a a c t g a g  g c t t t g c a g g  a c a c g t g a c a  g c a a g a g
rNDUFV3 967 - - - - - - - - - -  - - - - - - - - - -  - - - - - - - - - -  - - - - - - -

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.

mNDUFV3
(1471 bp)

rNDUFV3
(966 bp)

hNDUFV3
(1547 bp)

0.063
14 %

0.074
24 %

mNDUFV3
(1471 bp)

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.

Extract alignment region

Positions in alignment from:  to: 

Output file

Extract aligned sequences
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