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Proper Citation

IntEnz- Integrated relational Enzyme database (RRID:SCR_002992)

Resource Information

URL.: http://www.ebi.ac.uk/intenz

Proper Citation: IntEnz- Integrated relational Enzyme database (RRID:SCR_002992)

Description: IntEnz (Integrated relational Enzyme database) is a freely available resource
focused on enzyme nomenclature. IntEnz is created in collaboration with the Swiss Institute
of Bioinformatics (SIB). This collaboration is responsible for the production of the ENZYME
resource. IntEnz contains the recommendations of the Nomenclature Committee of the
International Union of Biochemistry and Molecular Biology (NC-IUBMB) on the nomenclature
and classification of enzyme-catalysed reactions.

Abbreviations: IntEnz
Resource Type: database, data or information resource

Defining Citation: PMID:14681451

Keywords: enzyme categories, enzyme classification, enzyme nomenclature, enzyme
reaction categories, enzyme, gold standard, bio.tools

Funding: European Union SLING 226073

Resource Name: IntEnz- Integrated relational Enzyme database
Resource ID: SCR_002992

Alternate IDs: nif-0000-03028, biotools:intenz

Alternate URLSs: https://bio.tools/intenz
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Ratings and Alerts

No rating or validation information has been found for IntEnz- Integrated relational Enzyme
database.

No alerts have been found for IntEnz- Integrated relational Enzyme database.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 13 mentions in open access literature.
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