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Combining biology, computer science, mathematics, and statistics, the
field of bioinformatics has become a hot new discipline with profound
impacts on all aspects of biology and industrial application. Now,
Computational Intelligence in Bioinformatics offers an introduction to
the topic, covering the most relevant and popular ClI methods, while
also encouraging the implementation of these methods to readers'
research.
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The definitive practical resource to the provisions and complexities of
the federal Clean Water Act and how it continues to evolve, this book is
written by some of the country's most knowledgeable experts on the
CWA. Now in its fourth edition, it continues to offer an authoritative,
balanced explanation of this complex statute and its implementing
regulations and guidelines.



