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From skillful handling of the wide range of technologies to successful
applications in drug discovery -- this handbook has all the information
professional proteomics users need. Edited by experts working at one
of the hot spots in European proteomic research, the numerous
contributions by experts from the pharmaceutical industry and public
proteomics consortia to provide the necessary perspective on current
trends and developments in this exciting field.Following an
introductory chapter, the book moves on to proteomic technologies,
such as protein biochips, protein-protein interaction


