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Type: Tool

Proper Citation

StavroX (RRID:SCR_014957)

Resource Information

URL.: http://www.stavroX.com

Proper Citation: StavroX (RRID:SCR_014957)

Description: THIS RESOURCE IS NO LONGER IN SERVICE. Documented on June
29,2023. Software tool for analyzing cross-linking/mass spectrometry datasets using any
bifunctional cross-linker. It can be used to identify cross links of peptides — such as DSS,
BS3, Disulfides, and zero-length — in complex mixtures.

Resource Type: data processing software, sequence analysis software, data analysis
software, software resource, software application

Defining Citation: PMID:22038510, DOI:10.1007/s13361-011-0261-2

Keywords: sequence analysis software, peptide, cross linking, mass spectrometry,
bifunctional cross linker, complex mixture

Funding: DFG Si 867/13-1,
DFG Si 867/15-1;

BMBF ProNet-T3;

BMBF Project To-06

Availability: THIS RESOURCE IS NO LONGER IN SERVICE
Resource Name: StavroX
Resource ID: SCR_014957

License: Freeware License
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Record Creation Time: 20220129T080323+0000

Record Last Update: 20250429T055715+0000

Ratings and Alerts
No rating or validation information has been found for StavroX.

No alerts have been found for StavroX.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 75 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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