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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

Funding:

Availability: Apache License, v2

Resource Name: PeptideShaker

Resource ID: SCR_002520

Alternate IDs: OMICS_03347

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

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


Record Creation Time: 20220129T080213+0000

Record Last Update: 20250420T014108+0000

Ratings and Alerts

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 153 mentions in open access literature.

Listed below are recent publications. The full list is available at NIF.
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Garge RK, et al. (2024) Systematic profiling of ale yeast protein dynamics across 
fermentation and repitching. G3 (Bethesda, Md.), 14(3).
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