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Proper Citation

dbCAN (RRID:SCR_013208)

Resource Information

URL: http://csbl.bmb.uga.edu/dbCAN/

Proper Citation: dbCAN (RRID:SCR_013208)

Description: A web server and DataBase for automated Carbohydrate-active enzyme
ANnotation, funded by the BioEnergy Science Center of the DOE., THIS RESOURCE IS
NO LONGER IN SERVICE. Documented on September 16,2025.

Abbreviations: dbCAN

Resource Type: service resource, data analysis service, database, analysis service
resource, production service resource, data or information resource

Keywords: FASEB list

Availability: THIS RESOURCE IS NO LONGER IN SERVICE

Resource Name: dbCAN

Resource ID: SCR_013208

Alternate IDs: OMICS_01678

Record Creation Time: 20220129T080314+0000

Record Last Update: 20260728T043421+0000

Ratings and Alerts

No rating or validation information has been found for dbCAN.

No alerts have been found for dbCAN.

Data and Source Information

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_013208/resolver
http://csbl.bmb.uga.edu/dbCAN/


Source: SciCrunch Registry

Usage and Citation Metrics

We found 723 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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González-Serrano F, et al. (2025) Amphibian skin bacteria contain a wide repertoire of
genes linked to their antifungal capacities. World journal of microbiology & biotechnology,
41(3), 78.
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microbiome in cervids. BMC biology, 23(1), 154.
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Genome research, 35(6), 1377.


