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Overview: Methods: Results: http://proteome.gs.washington.edu/software/skyline

The Skyline Targeted Proteomics Environment has enabled Panorama has been implemented as a module within LabKey Panorama provides a web-browser interface for viewing results
researchers to rapidly generate and evaluate assays for targeted Server, a general-purpose open source bioinformatics data from experiments uploaded into the repository. There are several
proteomics experiments on a wide range of instrumentation. The management platform with rich support for proteomics data, and a views available for visualizing and interrogating the data.
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