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Proper Citation

CAZy- Carbohydrate Active Enzyme (RRID:SCR_012909)

Resource Information

URL: http://www.cazy.org

Proper Citation: CAZy- Carbohydrate Active Enzyme (RRID:SCR_012909)

Description: Database that describes the families of structurally-related catalytic and
carbohydrate-binding modules (or functional domains) of enzymes that degrade, modify,
or create glycosidic bonds. This specialist database is dedicated to the display and
analysis of genomic, structural and biochemical information on Carbohydrate-Active
Enzymes (CAZymes). CAZy data are accessible either by browsing sequence-based
families or by browsing the content of genomes in carbohydrate-active enzymes. New
genomes are added regularly shortly after they appear in the daily releases of GenBank.
New families are created based on published evidence for the activity of at least one
member of the family and all families are regularly updated, both in content and in
description. An original aspect of the CAZy database is its attempt to cover all
carbohydrate-active enzymes across organisms and across subfields of glycosciences.
One can search for CAZY Family pages using the Protein Accession (Genpept Accession,
Uniprot Accession or PDB ID), Cazy family name or EC number. In addition, genomes can
be searched using the NCBI TaxID. This search can be complemented by Google-based
searches on the CAZy site.

Abbreviations: CAZy

Synonyms: Carbohydrate-Active enZYme, Carbohydrate-Active enZYmes Database

Resource Type: data or information resource, database

Defining Citation: PMID:24270786

Keywords: carbohydrate, carbohydrate-binding, carbohydrate binding module,
carbohydrate esterase, catalytic binding, glycosidic bond, glycosidic hydrolase, glycosyl
transferase, polysaccharide lyase, enzyme class, enzyme, module, genome, virus,
bio.tools, FASEB list

https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_012909/resolver
http://www.cazy.org
https://pubmed.ncbi.nlm.nih.gov/24270786


Resource Name: CAZy- Carbohydrate Active Enzyme

Resource ID: SCR_012909

Alternate IDs: r3d100012321, biotools:cazy, OMICS_01677, nif-0000-02642,
SCR_012935

Alternate URLs: https://bio.tools/cazy

Record Creation Time: 20220129T080313+0000

Record Last Update: 20260821T193940+0000

Ratings and Alerts

No rating or validation information has been found for CAZy- Carbohydrate Active
Enzyme.

No alerts have been found for CAZy- Carbohydrate Active Enzyme.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 2435 mentions in open access literature.

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