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Proper Citation

DrugBank (RRID:SCR_002700)

Resource Information

URL: http://www.drugbank.ca/

Proper Citation: DrugBank (RRID:SCR_002700)

Description: Bioinformatics and cheminformatics database that combines detailed drug (i.e.
chemical, pharmacological and pharmaceutical) data with comprehensive drug target (i.e.
seqguence, structure, and pathway) information.

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

Defining Citation: PMID:16381955, PMID:21059682, PMID:18048412

Keywords: drug, target, pathway, structure, pharmacology, drug class, chemical,
pharmaceutical, drug target, sequence, reaction, interaction, protein, proteome, blast, data
analysis service, small molecule-protein, small molecule, clinical medicine, pharmacy,
medicine, pharmaceutical biotechnology, cheminformatics, FASEB list

Funding: Genome Alberta ;

Genome Canada ;

GenomeQuest Inc. ;

Canadian Institutes of Health Research

Availability: Public, Free, Acknowledgement requested, Commercial with permission,
Acknowledgement required

Resource Name: DrugBank
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Resource ID: SCR_002700
Alternate IDs: nif-0000-00417, OMICS_01580
Record Creation Time: 20220129T080214+0000

Record Last Update: 20250507T060057+0000

Ratings and Alerts

No rating or validation information has been found for DrugBank.

No alerts have been found for DrugBank.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 4390 mentions in open access literature.

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