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Proper Citation

Open Targets (RRID:SCR_014622)

Resource Information

URL: http://www.opentargets.org

Proper Citation: Open Targets (RRID:SCR_014622)

Description: A public—private initiative that supports research that provides evidence on
the biological validity of therapeutic targets and that gain insight into the effectiveness of
pharmacological intervention. It aims to provide a research and development framework
that applies human disease. It shares its information openly.

Synonyms: Centre for Therapeutic Target Validation, Center for Therapeutic Target
Validation

Keywords: initiative, therapeutic, pharmacology, intervention, research and development,
framework, man disease

Availability: Open, Can interact with companies
Resource Name: Open Targets
Resource ID: SCR_014622

Alternate URLSs: http://www.ebi.ac.uk/about/news/press-releases/open-targets-new-
name-new-data#annotations:B-esfHqUEeaXCGe7nJasQw

License URLSs: http://www.ebi.ac.uk/about/terms-of-use
http://www.ebi.ac.uk/about/privacy

Record Creation Time: 20220129T080321+0000

Record Last Update: 20260808T190028+0000

Ratings and Alerts


https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/RRID:SCR_014622/resolver
http://www.opentargets.org

No rating or validation information has been found for Open Targets.

No alerts have been found for Open Targets.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 143 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF .
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