Resource Summary Report

Generated by SPARC SAWG on Aug 9, 2026

Psort

RRID:SCR_007038
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: data or information resource, production service resource, software
resource, data analysis service, software application, topical portal, data set, analysis
service resource, service resource, data analysis software, portal, data processing
software

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 URLSs: http://psort.hgc.jp/

Record Creation Time: 20220129T080239+0000

Record Last Update: 20260808T185853+0000



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

Ratings and Alerts
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 222 mentions in open access literature.

Listed below are recent publications. The full list is available at SPARC SAWG .
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Yuan Y, et al. (2025) Genomic identification of a pair of multidrug-resistant but non-
pathogenic Salmonella enterica serovar Goldcoast isolates in southeast China. Frontiers
in microbiology, 16, 1540843.

Kiguchi Y, et al. (2025) Giant extrachromosomal element "Inocle" potentially expands the
adaptive capacity of the human oral microbiome. Nature communications, 16(1), 7397.

Svetlicic E, et al. (2025) Mass Spectrometry-Based Analysis of Surface Proteins in
Staphylococcus aureus Clinical Strains: Identification of Promising k-mer Targets for
Diagnostics. Journal of proteome research, 24(9), 4575.

Castillo G, et al. (2025) Genome Sequencing Reveals the Potential of Enterobacter sp.
Strain UNJFSCO003 for Hydrocarbon Bioremediation. Genes, 16(1).

Blanchard AM, et al. (2025) In vitro determination of essential genes required by
Streptococcus uberis to grow in a complex biological media relating to intramammary
infection. Microbial genomics, 11(6).

Yang X, et al. (2025) TBC1D1 functions as a negative regulator of satellite cells for muscle
regeneration. Nature communications, 16(1), 10091.
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