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Unparalleled in size and scope, this new major reference integrates
academic and industrial knowledge into a single resource, allowing for
a unique overview of the entire field. Adopting a systematic and
practice-oriented approach, and including a wide range of technical
and methodological information, this highly accessible handbook is an
invaluable 'toolbox' for any bioengineer. In two massive volumes, it
covers the full spectrum of current concepts, methods and application
areas


