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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 
sequence 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 set, data or information resource

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

Funding:

Availability: Free, Freely available

Resource Name: UniProt Proteomes

Resource ID: SCR_018666

Record Creation Time: 20220129T080341+0000

Record Last Update: 20250420T020119+0000

Ratings and Alerts

https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_018666/resolver
https://www.uniprot.org/proteomes/


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

No alerts have been found for UniProt Proteomes.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 56 mentions in open access literature.

Listed below are recent publications. The full list is available at NIF.
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Aristide L, et al. (2023) Genomic Insights into Mollusk Terrestrialization: Parallel and 
Convergent Gene Family Expansions as Key Facilitators in Out-of-the-Sea Transitions. 
Genome biology and evolution, 15(10).

Rocha JJ, et al. (2023) Functional unknomics: Systematic screening of conserved genes of 
unknown function. PLoS biology, 21(8), e3002222.

Mohammadi Y, et al. (2023) In silico design and evaluation of a novel mRNA vaccine against 
BK virus: a reverse vaccinology approach. Immunologic research, 71(3), 422.

, et al. (2023) UniProt: the Universal Protein Knowledgebase in 2023. Nucleic acids 
research, 51(D1), D523.

Bowler-Barnett EH, et al. (2023) UniProt and Mass Spectrometry-Based Proteomics-A 2-
Way Working Relationship. Molecular & cellular proteomics : MCP, 22(8), 100591.

Goodyear MC, et al. (2023) Quantitative proteomics reveals unique responses to 
antimicrobial treatments in clinical Pseudomonas aeruginosa isolates. mSystems, 8(5), 
e0049123.

Bokor BJ, et al. (2023) Network-centric analysis of co-fractionated protein complex profiles 
using SECAT. STAR protocols, 4(2), 102293.

Reddy PJ, et al. (2023) Borrelia PeptideAtlas: A proteome resource of common Borrelia 
burgdorferi isolates for Lyme research. bioRxiv : the preprint server for biology.


