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MACIE

RRID:SCR_013296
Type: Tool

Proper Citation

MACIE (RRID:SCR_013296)

Resource Information

URL: http://www.ebi.ac.uk/thornton-srv/databases/MACIE/

Proper Citation: MACIE (RRID:SCR_013296)

Description: MACIE, which stands for Mechanism, Annotation and Classification in
Enzymes, is a collaborative project on enzyme reaction mechanisms. MACIE currently
contains 223 fully annotated enzyme reaction mechanisms, which comprise 218 EC
numbers (161 EC sub-subclasses) and 310 distinct CATH codes. It is a joint effortbetween
the Mitchell Group at the Unilever Centre for Molecular Informatics part of the University of
Cambridge and the Thornton Group at the European Bioinformatics Institute.

Abbreviations: MACIE

Synonyms: The MACIE Database, Annotation and Classification in Enzymes, Mechanism
Resource Type: database, data or information resource

Keywords: bio.tools

Resource Name: MACIE

Resource ID: SCR_013296

Alternate IDs: biotools:macie, nif-0000-03093

Alternate URLSs: https://bio.tools/macie

Record Creation Time: 20220129T080315+0000

Record Last Update: 20260725T191205+0000

Ratings and Alerts


https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/SCR_013296/resolver
http://www.ebi.ac.uk/thornton-srv/databases/MACiE/

No rating or validation information has been found for MACIE.

No alerts have been found for MACIE.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 8 mentions in open access literature.

Listed below are recent publications. The full list is available at SPARC SAWG .
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428(2 Pt A), 253.
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