A new software tool for analyzing mass spectrometry data in protein turnover experiments

Nicholas Shulman, Gennifer Merrihew, Lea Starita, Stan Fields, Evelyn S. Vincow, Leo Pallanck, Edward Hsieh, Dao-Fu Dai, Peter Rabinovitch, Michael J. MacCoss
University of Washington, Department of Genome Sciences

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