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Proper Citation

UniProt Proteomes (RRID:SCR_018666)

Resource Information

URL: https://www.uniprot.org/proteomes/

Proper Citation: UniProt Proteomes (RRID:SCR_018666)

Description: Protein sets from fully sequenced genomes. Proteomes portal offers protein
seguence sets obtained from translation of completely sequenced genomes. Published
genomes from NCBI Genome are brought into UniProt if genome is annotated and set of
coding sequences is available. Number of predicted coding sequences falls within
statistically significant range of published proteomes from neighbouring species.

Resource Type: data or information resource, data set

Keywords: Protein set, fully sequenced genome, proteome, protein sequence set, protein
sequence, protein sequence data, annotated genome, published proteome

Availability: Free, Freely available

Resource Name: UniProt Proteomes

Resource ID: SCR_018666

Record Creation Time: 20220129T080341+0000

Record Last Update: 20260728T043548+0000

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

No alerts have been found for UniProt Proteomes.

Data and Source Information


https://scicrunch.org/precise-tbi
https://scicrunch.org/precise-tbi/data/record/nlx_144509-1/RRID:SCR_018666/resolver
https://www.uniprot.org/proteomes/

Source: SciCrunch Registry

Usage and Citation Metrics
We found 67 mentions in open access literature.

Listed below are recent publications. The full list is available at PRECISE-TBI .
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