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Proper Citation

CORUM (RRID:SCR_002254)

Resource Information

URL: http://mips.helmholtz-muenchen.de/genre/proj/corum

Proper Citation: CORUM (RRID:SCR_002254)

Description: Database of manually annotated protein complexes from mammalian
organisms. Annotation includes protein complex function, localization, subunit composition,
literature references and more. All information is obtained from individual experiments
published in scientific articles, but data from high-throughput experiments is excluded.

The majority of protein complexes in CORUM originates from man (65%), followed by mouse
(14%) and rat (14%).

Abbreviations: CORUM

Synonyms: CORUM the Comprehensive Resource of Mammalian protein complexes,
CORUM - the Comprehensive Resource of Mammalian protein complexes

Resource Type: database, data or information resource

Defining Citation: PMID:19884131, PMID:17965090

Keywords: mammalian protein, protein, protein complex, protein function, FASEB list
Funding: BMBF 031U212C

Resource Name: CORUM

Resource ID: SCR_002254

Alternate IDs: nif-0000-02688, OMICS_01904



https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_002254/resolver
http://mips.helmholtz-muenchen.de/genre/proj/corum
https://pubmed.ncbi.nlm.nih.gov/19884131
https://pubmed.ncbi.nlm.nih.gov/17965090

Alternate URLSs: http://mips.gsf.de/genre/proj/corum
Record Creation Time: 20220129T080212+0000

Record Last Update: 20250412T054658+0000

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

No alerts have been found for CORUM.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 148 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET.
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van Strien J, et al. (2024) Analysis of Complexome Profiles with the Gaussian Interaction
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