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Overview

* Release of the PNNL Biodiversity
Plugin for Skyline which serves as a
visual access point to PNNL's mass

Into the active Skyline instance.

Figure 2 — Plugin Workflow: KEGG ortholog boxes with MS/MS data for are colored red while others are

e Executes stand-alone or within Skyline

colored blue. All selected orthologs are mapped to proteins to be exported to Skyline.

spec data repository.
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* Publically available data needs to be
presented visually for different uses by
various communities

Conclusion
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Figure 1 — Diversity. Organisms in the Library are overlaid onto

the

Tree of Life, showing the breadth of coverage for any particular taxa.
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