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Discover how to streamline complex bioinformatics applications with
parallel computingThis publication enables readers to handle more
complex bioinformatics applications and larger and richer data sets. As
the editor clearly shows, using powerful parallel computing tools can
lead to significant breakthroughs in deciphering genomes,
understanding genetic disease, designing customized drug therapies,
and understanding evolution.A broad range of bioinformatics
applications is covered with demonstrations on how each one can be
parallelized to improve performance and gain faster


