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Type: Tool

Proper Citation

PeptideShaker (RRID:SCR_002520)

Resource Information

URL: https://code.google.com/p/peptide-shaker/

Proper Citation: PeptideShaker (RRID:SCR_002520)

Description: Software providing a search engine independent platform for visualization of
peptide and protein identification results from multiple search engines, currently supporting
X!Tandem, MS-GF+, MS Amanda, OMSSA, MyriMatch, Comet, Tide, Mascot and
mzIdentML. By combining the results from multiple search engines, while re-calculating
PTM localization scores and redoing the protein inference, PeptideShaker attempts to give
you the best possible understanding of your proteomics data.

Resource Type: software resource

Defining Citation: PMID:34709836

Keywords: standalone software, proteomics, mass spectrometry, java, search engine,
omssa, xtandem, mascot, ms-gf, msamanda, myrimatch, comet, tide

Availability: Free, Available for download, Freely available

Resource Name: PeptideShaker

Resource ID: SCR_002520

Alternate IDs: OMICS_03347

Alternate URLs: http://peptide-shaker.googlecode.com

License: Apache License, v2

Record Creation Time: 20220129T080213+0000

Record Last Update: 20260725T190524+0000

Ratings and Alerts

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_002520/resolver
https://code.google.com/p/peptide-shaker/
https://pubmed.ncbi.nlm.nih.gov/34709836


No rating or validation information has been found for PeptideShaker.

No alerts have been found for PeptideShaker.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 160 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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Chen R, et al. (2024) HDX-MS finds that partial unfolding with sequential domain
activation controls condensation of a cellular stress marker. Proceedings of the National
Academy of Sciences of the United States of America, 121(13), e2321606121.

Kruk ME, et al. (2024) An integrated metaproteomics workflow for studying host-microbe
dynamics in bronchoalveolar lavage samples applied to cystic fibrosis disease. mSystems,
9(7), e0092923.

Moreno-Tortolero RO, et al. (2024) Molecular organization of fibroin heavy chain and
mechanism of fibre formation in Bombyx mori. Communications biology, 7(1), 786.

Nasr E, et al. (2024) microGalaxy: A gateway to tools, workflows, and training for
reproducible and FAIR analysis of microbial data. bioRxiv : the preprint server for biology.

Garge RK, et al. (2024) Systematic profiling of ale yeast protein dynamics across
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22(10), 3190.
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515.
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for Multiplexed Proteomic and Metaproteomic Data. Journal of proteome research, 22(2),
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