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How to design, execute, and interpret experiments for protein
sequencing using mass spectrometry The rapid expansion of
searchable protein and DNA databases in recent years has triggered an
explosive growth in the application of mass spectrometry to protein
sequencing. This timely and authoritative book provides professionals
and scientists in biotechnology research with complete coverage of
procedures for analyzing protein sequences by mass spectrometry,
including step-by-step guidelines for sample preparation, analysis, and
data interpretation. Michael Kinter and Nicholas Sherman


