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Search term: alcohol dehydrogenase

@ EResults1-100744 335
hg.l download as TSV
.csv download all results as CSV

EC Number W& Recommended Name Wik Synonyms W& Commentary
Y
Oty [ 1.1.11 alcohol dehydrogenase (R)-specific alcohol dehydrogenase, acetaldehyde-alcohol dehydrogenase, alcohol -
dehydrogenase, alcohol dehydrogenase (NAD), alcohol dehydrogenase 1, alcohaol
ﬂh‘\g o 0 _ o E 10, alcohol dehydrogenase 2, alcohol dehydrogenase 3, alcohol dehydrogenase
—— CI|Ck on thlS icon to drogenase D, alcohol dehydrogenase GroES domain protein, alcohol
~ E |, alcohol dehydrogenase I, Alcohol dehydrogenase-B2, aldehyde/alcohol

display a" E, aliphatic alcohol dehydrogenase, bifunctional acetaldehyde-alcohol
E. class Il alcohol dehydrogenase, Gastric alcohol dehydrogenase, iron-containing

Sequences assigned ogenase, long-chain alkyl alcohol dehydrogenase, medium chain alcohol

E. medium-chain secondary alcohol dehydrogenase, NAD(H)-dependent alcohol
E. NAD+-dependent (S)-stereospecific alcohol dehydrogenase, NAD+-dependent
to the Ec number"' ogenase. NAD+-linked alcohol dehydrogenase 1. NAD-dependent alcohol
dehydrogenase, NAD-specific aromatic alcohol dehydrogenase, NADH-alcohol dehydrogenase,
NADH-dependent alcohol dehydrogenase, primary alcohol dehydrogenase, yeast alcohol

dehydrogenase
& [ 1.1.1.105 all-trans-retinol dehydrogenase (NAD+) alcohol dehydrogenase -
W i 1.1.1.144 perillyl-alcohol dehydrogenase perillyl alcohol dehydrogenase, perillyl-alcohol dehydrogenase -
o 111192 long-chain-alcohol dehydrogenase long-chain alcohol dehydrogenase, long-chain alkyl alcohol dehydrogenase, long-chain-alcohol -
dehydrogenase
e 111194 coniferyl-alcohol dehydrogenase coniferyl alcohol dehydrogenase, coniferyl-alcohol dehydrogenase -
@y ([ 1.1.1.195  |cinnamyl-alcohol dehydrogenase alcohol dehydrogenase, cinnamyl alcohol dehydrogenase, cinnamyl alcohol dehydrogenase 1, -

cinnamyl alcohol dehydrogenase 12, cinnamyl alcohol dehydrogenase 2. cinnamyl alcohol
dehydrogenase 3, cinnamyl alcohol dehydrogenase 4, cinnamyl alcohol dehydrogenase 5,
cinnamyl alcohol dehydrogenase 7. cinnamyl alcohol dehydrogenase 9, cinnamyl alcohol
dehydrogenase C, cinnamyl alcohol dehydrogenases, cinnamyl-alcohol dehydrogenase

Ot 1112 alcohol dehydrogenase (NADP+) alcohol dehydrogenase (NADP+), alcohol dehydrogenase C, alcohol dehydrogenase [MADP(+)], |-
Alcohol dehydrogenase [MADP+], liver alcohol dehydrogenase, NADP(H}-dependent alcohol
dehydrogenase, NADP-alcohol dehydrogenase. NADP-linked aryl alcohol dehydrogenase,
putative iron alcohol dehydrogenase, shori-chain alcohol dehydrogenase, yeast alcohol

dehydrogenase
e i 1.1.1.244 methanol dehydrogenase group Il NAD-dependent alcohol dehydrogenase -
it [fh1.1.1.245  |cyclohexanol dehydrogenase alcohol dehydrogenase -
W i 1.1.1.257 4-(hydroxymethyl)benzenesulfonate sulfobenzyl alcohol dehydrogenase -

dehydrogenase
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Amino acid Sequence: | contains v

Here, you can perform a search using

No. of results: |10~

Recommended name:

rermey Lcomans V]| | » a part of an amino acid sequence
EC Number |exact ] it | * the en Zzyme name
fst Accession COE” [contains ] | | * the EC number
Organism [contams 7] | | * the UniProt accession code
Number of amino acids. |= ]| | * the organism
Molecular weight Da [= ]| | * the number of amino acids
Transmembrane helices: [= | | » the molecular weight
N-terminus: Llinside [Joutside * the number of transmembrane helices

source: L1SwissProt L1 TREMBL

search reset

Distribution of hits in the Enzyme Classification (EC) System
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1.1 tlGd6E

€ € Results 1-10 of 16468 3 3%

EC Number a» Recommended Name aw UNIPROT aw No oftrans. helices aw» MW [Dalaw Source aw Tools/Links
Organism a No of amino acids aw

11.1.1 slcohol dehydrogenase POWQCO |0 transm. helices 36632 Swiss-Prot |= %) 2 =
Mycobacterium tuberculosis (strain CDC 1551 # Oshkosh) 346 amino acids

11.1.1 slcohol dehydrogenase POWQCH1 0 transm. helices 36632 Swiss-Prot |= %) 8 =
Mycobacterivm tuberculosiz (strain ATCC 25618 F H3TR) 346 amino acids

1111 alcohol dehydrogenase 031186 0 fransm. helices 36235 Swiss-Prot |= @) #2 5
Rhizobivm melilofi (strain 1024) 340 amino acids

1.1.1.1 aloshol dehydrogenase Q7U1B9 0 transm. helices 30748 Swiss-Prot |= @) @2 =

Mycobscterivm boviz (strain ATCC BAA-938 F AF2122/87) IFE aminn aridc
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Amino acid sequence search On the result page you find...

Amino acid Sequence: | contains v

No. of results: |10~

Recommended name:

- |c0ntains v|| |
{of enzyme)
EC Number. | exact o] 1111 |
1st Accession Code: | tai | | |
{UniProt) cantains -
Organism | contains ] |
Number of amino acids: |= v| | |
Maolecular weight [Da]: |: v| | | the Or an |Sm
Transmembrane helices: | = ] | | g 2

N-terminus: inside [outside d I reCtIy Il n ked
Source: [ SwissProt [ TREMBL to the TaxTree

search reset

Distribution of hits in the Enzyp/ Amn (EC) System
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1.1 tlGd6E

€ € Results 1-10 of 16468 3 3%

EC Number a~ Recommended Name a UNIPROT aw No oftrans. helices aw» MW [Dalaw Source aw Tools/Links
Organism a No of amino acids aw

11141 alconol dehydrogenase POWQCO 0 transm. helices 36632 Swiss-Prot |= %) 2 =
Mycobacterium tubegpdiosis (strain CDC 1551 # Oshkoesh) 346 amino acids

11.1.1 slcohol dehydrogenase POWQCH1 0 transm. helices 36632 Swiss-Prot |= %) 8 =
Mycobacterivm tuberculosiz (strain ATCC 25618 F H3TR) 346 amino acids

1.1.1.1 sleohol dehydrogenase 031186 0 transm. helices 36235 Swiss-Prot |= @) 2 =
Rhizobivm melilofi (strain 1024) 340 amino acids

1.1.1.1 aloshol dehydrogenase Q7U1B9 0 transm. helices 30748 Swiss-Prot |= @) @2 =

Mycobscterivm boviz (strain ATCC BAA-938 F AF2122/87) IFE aminn aridc
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On the result page you find...

Amino acid Sequence: | contains

No. of results: |10~
Recommended name: | o "| | |
(of enzyme) contains
EC Number. | exact o] 1111 |
1st Accession Code: | tai "| | |
{UniProt) contains
Organism | contains ] |

Mumber of amino acids: | =

Molecular weight [Da]:

Transmembrane helices: | =

Click on the
UniProt-ID to
display ...

N-terminus: [inside [loutside
source: [1SwissProt (1 TREMBL
search reset
Distribution of hits in the Enzyme Classification (EC) System
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€€ € Results 1-10 of 16468 3

EC Number a» Recommended Name aw UNIPROT aw Nog#rans. helic MW [Da]aw Source aw Tools/Links
Organism a - MG of amino acids «w

11141 alcohol dehydrogenase POWQCO 0 transm. helices 36632 Swiss-Prot |= %) 2 =
Mycobacterium tuberculosis (strain CDC 1551 # Oshkosh) 346 amino a{:ids

11.1.1 slcohol dehydrogenase POWQCH1 0 transm. helices 36632 Swiss-Prot |= %) 8 =
Mycobacterivm tuberculosiz (strain ATCC 25618 F H3TR) 346 amino acids

1.1.1.1 sleohol dehydrogenase 031186 0 transm. helices 36235 Swiss-Prot |= @) 2 =
Rhizobivm melilofi (strain 1024) 340 amino acids

1.1.1.1 aloshol dehydrogenase Q7U1B9 0 transm. helices 30748 Swiss-Prot |= @) @2 =
Mycobscterivm boviz (strain ATCC BAA-938 F AF2122/87) IFE aminn aridc
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Sequence of ADHA_MYCTO

EC Number Recommended Name  Accession Code Organism Mo of amino acids Molecular Weight [Da] Source

Swiss-Prot

Sequences with same EC No.

| Mycobacterium tuberculosis (strain CDC 1551 [ Oshkosh) (POWQCO) v| Show Sequence

show sequence in fasta format | Highlight sequence feature ~]

=)

MVSPRTTATM SRWQVREFGF MDTGFLEEVT TRVFREAFSE LLVAVHACGV CRTDLHAVTEG

0 DLEVHRERVI PGHEVVGEVI EVGSARVGALRE GGEFDRGDRV GIAWLRHTCG VCEYCRRGSE .. 't h e C O m p I ete S eq u en C e’
NLCEQSRYTGC WDADGGYRAEF TTVERRFAHH LPSGYSDSEL APLLCRGIIG YRSLLRTELE I | n kS , d OW n I O ad O pt' O n S . an d

PGERLELYGF GGSAHITAQV ALAQGREIHV MTRGARARKL ALQLGRRSAQ DRADRPEVEL 0 . -
40 DARRILFAPVG DLVLPALFAL, DRGGILATAG IHLTDIPDLN YQRQHLFQERQ IRSVTSNTRA d etal I ed en Zy me 1IN fO rm at| on
200 DARRFFOFRE QUETFUTTER YPLGRADRAL GDLSAGRIAG ARVLLI
Download this sequence
in fasta format

Download all sequences for 1.1.1.1

|| In Tasta formal

[Br= in csv (Excel, OpenOffice) format

[y
[N I—-Y
=1

m
(=)

[

Sequence related references

Sequence Authors Journal  Volume Pages Year PubMed
Reference D
2715 Fleischmann R.D_Alland D..Eisen J A Carpenter L..White O. Peterson J.D..DeBoy Whole-genome comparison of J. 184 5479-5490|2002|12218036
R.T.,Dodson R.J..Gwinn M_L_Haft D.H_ Hickey E_.K_ Kolonay J.F. Nelson W.C_,Umayam Mycobacterium tuberculosis Bacteriol.
LA Ermolaeva M.D. Salzberg 5.L. Delcher A Utterback T.R.,Weidman J.F. Khouri H.M_ Gill clinical and laboratory strains.

J_ Mikula A_Bishai W._ Jacobs WR. Jr Venter J.C_ Fraser C.M.
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Amino acid sequence search On the result page you find...

Amino acid Sequence: | contains v]

No. of results: |10~

Recommended name
{of enzyme)

: |c0ntains v| | | -
= (o) 9
EC Number: | exact v |1.1.1.1 | — L

1st Accession Code:
{UniProt)

tains v| | |

con
= ....an option to
E

Organism
perform a
=| BLAST search

Transmembrane helices: | = ~TT T

Number of amino acids:

Molecular weight [Da]

M-terminus: Oinside [ outside
Source: L1SwissProt (] TREMBL

search reset

....an Option tO hzyme Classification (EC) System /
perform a BRENDA
loclization prediction
(more details on the

next slide) L ....an option to R
w run atmhmm for

1111 alcohol dehydrogenase POWQCO

Mycobacterium tuberculosis (sirsin GOG 1551 7 Oshkosh) t h e p red | Ctl on Of

i b = %
B R e oo | O | TTANSMEMBrane ot mess
1111 alcohel dehydrogenase 031186 hel iceS Prot = jﬂ:lD

Rhizobium meliloti (strain 1021)

[ L] Ly MU T Y YT

1.1 ciednsE ||

1.1.1.1 alcohol dehydrogenase Q7U1B9 0 fransm. helices 39748 Swiss-Prot |= @) 2 5
Mycobacterium bovis [sfrain ATCC BAA-338 FAF2122/87) ATE aminm arids
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Localization Prediction for Eukaryotes - TargetP-1.1

15t Accession Code:

: | exact V| | |
{UniProt)

Localization: [JChloroplast [JMitochondrion

[ secretory Pathway [Jother Location @
Reliability Class: 4 O2 O3 Oa Os @

{1 is best)

Here you find the search
options for the localization

EC Number: |c0ntain5 v| | | d' .
Recommended name: - pre ICtIon
| contains V| | |
{of enzyme)
Organism: | contains M |
Number of amino acids: |: v| | |
Source: [ Swiss-Prot M TrEMBL
No. of results: [10
search reset
Use of this online version of BRENDA is free under the CC BY 4.0 license. See terms of use for full details. UPDATE!
Release 2021.1 [January 2021}
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The N-terminal signal peptide sequence is
used to predict the localization of the enzyme
in chloroplasts, mitochondria, or in the
secretory pathways (ER, Golgi)
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Localization Prediction for Eukaryotes - TargetP-1.1

1st Accession Code:

oy (228 V]| | If you search for a specific EC
Localization: [IChloroplast [IMitochondrion number, you f|nd the predlcted

[secretory Pathway [other Location @ . .
Reliabiliy Cl2ss: 1 [, M3 (4 05 g information on...

(1 is best)
EC Number: |c0ntains v| |4.1.1.39 |
Recommendi?::z!:s: |C0ntains v|| |
) ! .
Organism: | contains v | | the UniProt-1D
Number of amino acids: | = 1 |

Source: [Swiss-Prot M TrEMBL

R — the organisms the localization

search reset ;

/ /bution of hits in the Enzyrp/ Acation (EC) System

1 T T 1 1 1 I// T LI | T III.I.I'U.ILI.I.IJIIIIIIIIII.LFJ T L T I||I 1 III||I|||||

& € Results 1-10 6282 (Mitochondrion: , Chloroplast: 1262, Secretgp way: 608, other Location: 142921) 3 &

1. 000
1o
]
1

ul

(s RAR L RRR L IRRE

EC Number a 7 dlization -~ Reliability Claszgll« No of aming acids «w- Source aw Links

41.1.39 ribulose-bisphosphg AQNXP2 Chloroplast 188 amino acids TrEMBL Check for transm. helices
Ficea sitchenziz

41139 ribul:}sl:—bisph::7/ ate carboxylase Ch|0l"0p|35t/ 175 amino acids TrEMBL Check for transm. helices
Ornyza mendionifiz

41139 .ibmm-bispréphate carboxylese |AOASNGQAID |Chloroplast 188 amino acids TrEMBL Check for transm. helices
Eraszica crefica

4.1.1.39 ribulose-bisphosphate carboxylase | ADAOTSMO96 | Chloroplast 3 163 amino acids TrEMBL Check for transm. helices
Arsbidopeiz suscica

41139 ribulose-bisphosphate carboxylase | AJA4Y1QRQ3S | Chloroplast 1 184 amino acids TrEMBL Check for transm. helices
FPrunus dulciz

41139 ribulose-bisphosphate carboxylase | ADAOKONJB1 | Chloroplast 1 182 amino acids TrEMBL Check for transm. helices
Zozters marinag
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Localization Prediction for Eukaryotes - TargetP-1.1

1st Accession Code:

oy (228 V]| | If you search for a specific EC
Localization: [IChloroplast [IMitochondrion num ber yo u fl n d N

[secretory Pathway [other Location @
Reliability Class: O1 O2 O3 04 Os5 @

{1 is best)

EC Number: |c0ntains v| |4.1.1.39 |
ReCOMMenGed e [ conpyn | | ...an overview of the number of
Organism: [contams ] | | all the predicted localizations

Number of amino acids: | = 1 |

Source: [ Swiss-Prot M TrEMBL
No. of results: |10~

search reset

Distribution of hits in the Enzyme Classiﬂ/ /{System

1. 000
1o
]
1

T
|
|
L
[y S ey S s R s s e e e e e A e I B e LTSS TTETRT S T YT

& € Results 1-10 of 146282 (Mitochondrion: 1491, Chloroplast: 1262, Secretory Pathway: 608, other Location: 142921) 3 3%

EC Number - - Recommended Name aw UNIPROT aw Localization -~ - Reliability Class a- No of amino acids «w Source aw Links

Organism a-w

41139 ribulose-hisphosphate carboxylase | AGNXP2 Chloroplast 1 188 amino acids TrEMBL Check for transm. helices
Ficea sitchenziz

41139 ribulose-bisphosphate carboxylese |AOAOEOFBGO | Chloroplast 2 175 amino acids TrEMBL Check for transm. helices
Ornyza mendionsliz

41139 ribulose-bisphosphate carboxylase |AOASNGQAID | Chloroplast 3 188 amino acids TrEMBL Check for transm. helices
Eraszica crefica

4.1.1.39 ribulose-bisphosphate carboxylase | ADAOTSMO96 | Chloroplast 3 163 amino acids TrEMBL Check for transm. helices
Arsbidopeiz suscica

41139 ribulose-bisphosphate carboxylase | AJA4Y1QRQ3S | Chloroplast 1 184 amino acids TrEMBL Check for transm. helices
FPrunus dulciz

41139 ribulose-bisphosphate carboxylase | ADAOKONJB1 | Chloroplast 1 182 amino acids TrEMBL Check for transm. helices
Zozters marinag
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Substrates and Products (Substrate)
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Synonyms

Systematic Name
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Search UniProt Accession

Search term: Q9SC80

[ Advanced Search

=] login

EC Number W&

g€ €Results1-10f1 335

download as G5V

[Bm download all results as GV

ecommended Name W&

& 25146

deoxyhypusine synthase

Qa5Cs0

g <€Results1-10f1 33
download as G5V

Classic view

Amino acid sequence search

% BR

The Comprehensive Enz

Amino acid Sequence. | contans v

No. of results: |10

Rucuuvnunufﬁruf contams
EC Number | exact 2.5.1.46
1st Accession Code: [ 0o
WnPrat
Organism. | contains
Number of amino acids: | = v
Molecular weight [Da]: | =
Transmembrane helices: | = -
N-terminus: Clinside Cloutside fo r m
Source: []SwissProt [1TREMBL see
search | | reset

= login

B history [

[’g history

all enzymes

. il = @ BRENDA home
ot enzymes Aeenboad 3l || Boer
Contact
o el | vide i

M O Enzyme Nomenciatwre 73

g © Enzyme-Ligand
Interacsions

display all known
sequences via the
sequence search

M Appiications
M References

External Links-

Distribution of hits in the Enzyme Cla (EC) System

I |

A g oy gy Sy g | | Y| e | saspuany  csagmragaa || ||| 1T P (P01

4 € Results 1-10 0 1833 3 3

UNIPROT a~ No of tran:
Na of ami

EC Number «w mmended Name aw

nism a v

helice:

deaxynypusine synihase

0 transm. helices
368 amino acids

deoxyhypusine synthase 0 transm_helices

~ MW [Dajav

41064

|41984

e av ToolsiLinks

Swiss: "
SwissProt |3 ) ér =

%% BRENDA ||,

The Comprehensive Enzyme Information System

8 |nformation on EC 2.5.1.46 - deoxyhypusine synthase

for references in articles please use BRENDA:EC2.5.1.46

EC Tree

L 2 Transferases
L 2.5 Transferring allyl or aryl groups, other than methyl groups

L 2 5 1 Transferring alkyl o aryl groups, ather than methyl groups (only sub-subclass identified to date)
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