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Proper Citation

Consensus CDS (RRID:SCR_006729)

Resource Information

URL: http://www.ncbi.nlm.nih.gov/CCDS/

Proper Citation: Consensus CDS (RRID:SCR_006729)

Description: Database (anonymous FTP) resulting from a collaborative effort to identify a
core set of human and mouse protein coding regions that are consistently annotated and
of high quality. The long term goal is to support convergence towards a standard set of
gene annotations. Collaborators are EBI, NCBI, UCSC, WTSI and the initial results are
also available from the participants'''' genome browser Web sites. In addition, CCDS
identifiers are indicated on the relevant NCBI RefSeq and Entrez Gene records and in
Map Viewer displays of RNA (RefSeq) and Gene annotations on the reference assembly.

Abbreviations: CCDS

Synonyms: CCDS Database, NCBI Consensus CDS protein set, NCBI CCDS Database

Resource Type: database, data or information resource

Defining Citation: PMID:24217909, PMID:22434842, PMID:19498102

Keywords: human genome sequence, human protein, mouse genome sequence, mouse
protein, protein coding region, gene, genome sequence, genome, sequence, gene
annotation, protein, gold standard

Availability: The community can contribute to this resource, Acknowledgement requested

Resource Name: Consensus CDS

Resource ID: SCR_006729

Alternate IDs: nif-0000-02645, OMICS_01535

Alternate URLs: http://www.ncbi.nlm.nih.gov/CCDS/CcdsBrowse.cgi

https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_006729/resolver
http://www.ncbi.nlm.nih.gov/CCDS/
https://pubmed.ncbi.nlm.nih.gov/24217909
https://pubmed.ncbi.nlm.nih.gov/22434842
https://pubmed.ncbi.nlm.nih.gov/19498102


Record Creation Time: 20220129T080237+0000

Record Last Update: 20260807T042639+0000

Ratings and Alerts

No rating or validation information has been found for Consensus CDS.

No alerts have been found for Consensus CDS.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 242 mentions in open access literature.

Listed below are recent publications. The full list is available at NIF .
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science (Weinheim, Baden-Wurttemberg, Germany), 12(44), e08466.
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involved in cancer cell fitness. iScience, 28(3), 111884.
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brain stimulation in Parkinson's disease, dystonia or tremor: from data collection to data
exchange and data sharing. Neurological research and practice, 7(1), 5.
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