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The VGN Proteomics Facility at the University of Vermont (UVM) is a core facility funded by the
Vermont Genetics Network (VGN) and UVM to serve the Lead Institution and research throughout the

The University of Vermont

state as part of the IDeA Program mission of building research infrastructure.

Goals:

»To provide a central resource of the latest mass spectrometry-based proteomics technologies to
identify, characterize and quantify target proteins in various biological and biomedical samples.
»To establish a highly efficient research and educational environment for sharing ideas, experiences,

) and knowledge of proteomics applications.
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Tandem Mass Tags

Differentially expressed proteins
between two biological systems.
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Structural proteomics
Stable Isotope-based cross-linking
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Grants Supported

« Supported atotal of 55 grants (since 2006)
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« Provided support letters and/or preliminary data for 81 grant

applications (since 2011)
« 33 active grants (2018-2019)
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