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Proper Citation

ExplorEnz (RRID:SCR_002665)

Resource Information

URL: http://www.enzyme-database.org

Proper Citation: ExplorEnz (RRID:SCR_002665)

Description: Enzyme database developed as a way to access the data of the IUBMB 
Enzyme Nomenclature List. The data, which are stored in a MySQL database, preserve the 
formatting of chemical names according to IUPAC standards. A simple, easy to use, web-
based query interface is provided (Search), along with an advanced search engine for more 
complex queries (Advanced Search). Forms are provided to submit suggestions for new 
enzyme entries or to report errors in existing entries. Downloads of the database are 
available via FTP as SQL or XML.

Abbreviations: ExplorEnz

Synonyms: ExplorEnz - The Enzyme Database, ExplorEnz Database, ExplorEnz- The 
Enzyme Database

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

Defining Citation: PMID:18776214, PMID:17662133

Keywords: enzyme, enzyme nomenclature, nomenclature

Funding: Science Foundation Ireland SFI 02/IN.1/B043-Tipton

Resource Name: ExplorEnz

Resource ID: SCR_002665

https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_002665/resolver
http://www.enzyme-database.org
https://pubmed.ncbi.nlm.nih.gov/18776214
https://pubmed.ncbi.nlm.nih.gov/17662133


Alternate IDs: nif-0000-02827

Record Creation Time: 20220129T080214+0000

Record Last Update: 20250503T055525+0000

Ratings and Alerts

No rating or validation information has been found for ExplorEnz.

No alerts have been found for ExplorEnz.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 21 mentions in open access literature.

Listed below are recent publications. The full list is available at NIF.
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