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Proper Citation

Data independent acquisition proteomics workbench (RRID:SCR_021862)

Resource Information

URL: https://usegalaxy.eu

Proper Citation: Data independent acquisition proteomics workbench
(RRID:SCR_021862)

Description: Software tools for analysis of data independent acqusition type proteomics
data are implemented in Galaxy framework. Enables complete DIA data analysis including
spectral library generation based on DDA type data, analysis of DIA data in raw or mzml
format, and differntial statistical analysis. All tools are based on open-source software
such as diypasef, OpenSwath, swath2stats and MSstats.

Resource Type: software resource, software toolkit

Defining Citation: DOI:10.1101/2021.07.21.453197

Keywords: data independent acqusition, proteomics data, Galaxy framework,

Availability: Free, Freely available

Resource Name: Data independent acquisition proteomics workbench

Resource ID: SCR_021862

Record Creation Time: 20220129T080357+0000

Record Last Update: 20260801T042845+0000

Ratings and Alerts

No rating or validation information has been found for Data independent acquisition
proteomics workbench.

https://scicrunch.org/precise-tbi
https://scicrunch.org/precise-tbi/data/record/nlx_144509-1/RRID:SCR_021862/resolver
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https://dx.doi.org/10.1101/2021.07.21.453197


No alerts have been found for Data independent acquisition proteomics workbench.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 268 mentions in open access literature.

Listed below are recent publications. The full list is available at PRECISE-TBI .
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