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This book combines the experience of 225 experts on 900 pages.
Scientists worldwide are currently overwhelmed by the ever-increasing
number and diversity of genome projects. This handbook is your guide
through the jungle of new methods and techniques available to analyse
gene expression - the first to provide such a broad view of the
measurement of MRNA and protein expression in vitro, in situ and even
in vivo. Despite this broad approach, detail is sufficient for you to grasp
the principles behind each method. In each case, the authors weigh up
the advantages and disadvantages, paying parti



