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Automate data analysis and simplify MS" data analysis through customizable workflows. An example of a customizable workflow with eight separate searches on the same raw file.
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Proteome Discoverer Tools for statistical and biological interpretation. Includes study management for mapping of quantitation channels to biological information about the sample, with fast, robust algorithms for peak selection

and peptide quantification to extract the n information from quantitative proteomics studies.
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Third party nodes for data processing, facilitates the processing of large datasets. Additionally, biological context by automatically annotating identified proteins with GO classifications, PTMs sites, and literature references from

public databases (active maintenance required) can be illustrated.

Effective location of low-level sample components using creative data interrogation strategies such as generating inclusion and exclusion lists and importing those lists directly into instrument methods is provided, and data

comparison, exchange, and verification with support for data standards developed by the HUPO Proteomics Standards Initiative (PSl) is additionally supported.
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