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Systematically examining current methods and strategies, this ready
reference covers a wide range of molecular structures, from organic-
chemical drugs to peptides, proteins and nucleic acids, in line with
emerging new drug classes derived from biomacromolecules.A leader
in the field and one of the pioneers of this young discipline has
assembled here the most prominent experts from across the world to
provide first-hand knowledge. While most of their methods and
examples come from the area of pharmaceutical discovery and
development, the approaches are equally applicable for molecular
probe


