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Type: Tool

Proper Citation

Psort (RRID:SCR_007038)

Resource Information

URL: http://www.psort.org

Proper Citation: Psort (RRID:SCR_007038)

Description: Portal to the PSORT family of computer programs for the prediction of
protein localization sites in cells, as well as other datasets and resources relevant to
localization prediction. The standalone versions are available for download for larger
analyses.

Abbreviations: PSORT

Synonyms: Psort.org, PSORT: Prediction of Protein Sorting Signals and Localization
Sites in Amino Acid Sequences

Resource Type: software application, service resource, data set, data analysis software,
data or information resource, data analysis service, data processing software, software
resource, production service resource, analysis service resource, topical portal, portal

Keywords: subcellular, localization, prediction, gram, gram-positive, gram-negative,
sequence, fasta, protein, protein localization, cell, motif, profile, amino acid, subcellular
localization

Resource Name: Psort

Resource ID: SCR_007038

Alternate IDs: OMICS_01634, nif-0000-31883

Alternate URLs: http://psort.hgc.jp/

Record Creation Time: 20220129T080239+0000

Record Last Update: 20260729T044142+0000

Ratings and Alerts

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_007038/resolver
http://www.psort.org


No rating or validation information has been found for Psort.

No alerts have been found for Psort.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 209 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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Froschauer K, et al. (2025) Complementary Ribo-seq approaches map the translatome
and provide a small protein census in the foodborne pathogen Campylobacter jejuni.
Nature communications, 16(1), 3078.

Gong X, et al. (2024) Genomic insight into the diversity of Glaesserella parasuis isolates
from 19 countries. mSphere, 9(9), e0023124.
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in Lotus japonicus. PLoS genetics, 19(2), e1010621.
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Zhang T, et al. (2023) The Screening of the Protective Antigens of Aeromonas hydrophila
Using the Reverse Vaccinology Approach: Potential Candidates for Subunit Vaccine
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