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The vast progress made in the investigation of biomolecules using NMR
has only recently been rewarded with the Nobel Prize for Kurt W?thrich.
Edited by a former coworker of W?thrich, this book presents the
theoretical background on NMR of biomolecules, plus the use of NMR
techniques in determining the structures of proteins and nucleic acids.
BioNMR spectroscopy offers a universal tool for examining the binding
of an active substance to its target protein. Its use thereby benefits the
rational development of drugs. This interaction can now be investigated
in a hitherto unparalleled precisi



