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Alternative techniques and tools for analyzing biomolecular networks
With the recent rapid advances in molecular biology, high-throughput
experimental methods have resulted in enormous amounts of data that
can be used to study biomolecular networks in living organisms. With
this development has come recognition of the fact that a complicated
living organism cannot be fully understood by merely analyzing
individual components. Rather, it is the interactions of components or
biomolecular networks that are ultimately responsible for an organism's
form and function. This book addresses the impor


