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"This volume presents a review of basic proteomic techniques as well as of "molecular scanner”, a novel high
throughput protein identification technique. The volume will serve as a valuable text to people new to the field
of proteomic science introducing them to usual sample treatments, as well as post separation gel treatments.
More importantly, protein identification techniques are described, especialy peptide mass fingerprinting with
MALDI-MS based methods."--Jacket
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