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Proper Citation

DrugCentral (RRID:SCR_015663)

Resource Information

URL.: http://drugcentral.org/

Proper Citation: DrugCentral (RRID:SCR_015663)

Description: Database of drug information created and maintained by the Division of
Translational Informatics at University of New Mexico. It provides information on active
ingredients chemical entities, pharmaceutical products, drug mode of action, indications, and
pharmacologic action.

Synonyms: Drug Central, DrugCentral: Online Drug Compendium
Resource Type: database, web application, data or information resource, software resource

Defining Citation: PMID:27789690

Keywords: drug, chemical, pharmaceutical, active ingredient, translational informatics,
FASEB list

Funding: NIH 1U54CA189205-01

Availability: Freely Available, Free, Available for download

Resource Name: DrugCentral

Resource ID: SCR_015663

License: Creative Commons License, Attribution-ShareAlike 4.0 International

Record Creation Time: 20220129T080326+0000



https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/RRID:SCR_015663/resolver
http://drugcentral.org/
https://pubmed.ncbi.nlm.nih.gov/27789690

Record Last Update: 20250419T055505+0000

Ratings and Alerts
No rating or validation information has been found for DrugCentral.

No alerts have been found for DrugCentral.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 104 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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