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The first systematic summary of biophysical mass spectrometry
techniquesRecent advances in mass spectrometry (MS) have pushed the
frontiers of analytical chemistry into the biophysical laboratory. As a
result, the biophysical community's acceptance of MS-based methods,
used to study protein higher-order structure and dynamics, has
accelerated the expansion of biophysical MS.Despite this growing
trend, until now no single text has presented the full array of MS-based
experimental techniques and strategies for biophysics. Mass
Spectrometry in Biophysics expertly closes this gap i


