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Proper Citation

UniProtKB Subcellular Locations (RRID:SCR_004373)

Resource Information

URL: http://www.uniprot.org/locations/

Proper Citation: UniProtKB Subcellular Locations (RRID:SCR_004373)

Description: The subcellular locations in which a protein is found are described in
UniProtKB entries with a controlled vocabulary, which includes also membrane topology
and orientation terms. You may search in subcellular locations or list them all along with
their definitions (490). By default, searching the subcellular locations will look for matches
in both name and definition.

Abbreviations: SP SL

Synonyms: UniProt Subcellular Locations

Resource Type: controlled vocabulary, data or information resource, database, ontology

Resource Name: UniProtKB Subcellular Locations

Resource ID: SCR_004373

Alternate IDs: nlx_38886

Record Creation Time: 20220129T080224+0000

Record Last Update: 20260729T044100+0000

Ratings and Alerts

No rating or validation information has been found for UniProtKB Subcellular Locations.

No alerts have been found for UniProtKB Subcellular Locations.

Data and Source Information

https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/SCR_004373/resolver
http://www.uniprot.org/locations/


Source: SciCrunch Registry

Usage and Citation Metrics

We found 16 mentions in open access literature.

Listed below are recent publications. The full list is available at SPARC SAWG .

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

Kustatscher G, et al. (2016) Multiclassifier combinatorial proteomics of organelle shadows
at the example of mitochondria in chromatin data. Proteomics, 16(3), 393.

Chen YS, et al. (2014) The Chlamydia trachomatis type III secretion chaperone Slc1
engages multiple early effectors, including TepP, a tyrosine-phosphorylated protein
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