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Proper Citation

Illuminating the Druggable Genome (RRID:SCR_016924)

Resource Information

URL: https://pharos.nih.gov/

Proper Citation: Illuminating the Druggable Genome (RRID:SCR_016924)

Description: Program to improve understanding of properties and functions of proteins that 
are currently unannotated within three most commonly drug protein families: targeted G-
protein coupled receptors, ion channels, and protein kinases. Includes Data and Resource 
Generating Centers (DRGC), Knowledge Management Center (KMC), and Resource 
Dissemination and Outreach Center (RDOC).

Abbreviations: IDG

Synonyms: Pharos, Illuminating the Druggable Genome, IDG, Illuminating Druggable 
Genome

Resource Type: service resource, storage service resource, portal, data or information 
resource, data repository, consortium, organization portal

Keywords: understudied, target, protein, G protein, coupled, receptor, ion, channel, kinase, 
bio.tools

Funding: NIH Common Fund

Resource Name: Illuminating the Druggable Genome

Resource ID: SCR_016924

Alternate IDs: biotools:pharos

Alternate URLs: https://pharos.nih.gov/, https://bio.tools/pharos, 

https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_016924/resolver
https://pharos.nih.gov/


https://darkmatter.ucsf.edu/about

Old URLs: https://druggablegenome.net

Record Creation Time: 20220129T080332+0000

Record Last Update: 20250426T060613+0000

Ratings and Alerts

No rating or validation information has been found for Illuminating the Druggable Genome.

No alerts have been found for Illuminating the Druggable Genome.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 37 mentions in open access literature.

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