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The book that highlights mass spectrometry and its application in
characterizing proteins and peptides in drug discovery An instrumental
analytical method for quantifying the mass and characterization of
various samples from small molecules to large proteins, mass
spectrometry (MS) has become one of the most widely used techniques
for studying proteins and peptides over the last decade. Bringing
together the work of experts in academia and industry, Protein and
Peptide Mass Spectrometry in Drug Discovery highlights current
analytical approaches, industry practices, and modern s



