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This book represents the most comprehensive and up-to-date
collection of information on the topic of computational molecular
biology. Bringing the most recent research into the forefront of
discussion, Algorithms in Computational Molecular Biology studies the
most important and useful algorithms currently being used in the field,
and provides related problems. It also succeeds where other titles have
failed, in offering a wide range of information from the introductory
fundamentals right up to the latest, most advanced levels of study.


