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ENZYME

RRID:SCR_002487
Type: Tool

Proper Citation

ENZYME (RRID:SCR_002487)

Resource Information

URL: http://www.expasy.org/enzyme/

Proper Citation: ENZYME (RRID:SCR_002487)

Description: A repository of information relative to the nomenclature of enzymes. It is
primarily based on the recommendations of the Nomenclature Committee of the International
Union of Biochemistry and Molecular Biology (IUBMB) and it describes each type of
characterized enzyme for which an EC (Enzyme Commission) number has been provided.
These include * EC number * Recommended name * Alternative names (if any) * Catalytic
activity * Cofactors (if any) * Pointers to the Swiss-Prot protein sequence entry(ies) that
correspond to the enzyme (if any) * Pointers to human disease(s) associated with a
deficiency of the enzyme (if any) We believe that the ENZYME database can be useful to
anybody working with enzymes and that it can be of help in the development of computer
programs involved with the manipulation of metabolic pathways. Available services include
downloading ENZYME by FTP as well as report forms for a new ENZYME entry or for an
error/update in an existing entry.

Abbreviations: ENZYME
Synonyms: Enzyme nomenclature database

Resource Type: data repository, storage service resource, database, service resource, data
or information resource

Defining Citation: PMID:10592255

Keywords: enzyme commission, enzyme name, nomenclature, enzyme categories, enzyme
classification, enzyme nomenclature, enzyme reaction categories, gold standard



https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/RRID:SCR_002487/resolver
http://www.expasy.org/enzyme/
https://pubmed.ncbi.nlm.nih.gov/10592255

Funding:

Resource Name: ENZYME

Resource ID: SCR_002487

Alternate IDs: nif-0000-02803

Alternate URLSs: http://www.expasy.ch/enzyme/
Record Creation Time: 20220129T080213+0000

Record Last Update: 20250420T014106+0000

Ratings and Alerts
No rating or validation information has been found for ENZYME.

No alerts have been found for ENZYME.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 93 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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