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NUMERICAL METHODS. Computational Molecular Bi-
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By Russell Schwartz. Cambridge (Massachusetts):
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In this amazingly comprehensive book, the author
guides readers through a myriad of different
approaches to solving computational biology prob-
lems. Two major strengths of the work are its
breadth and logical organization: readers are
provided with clear strategies (including useful
pseudocode) for constructing computational algo-
rithms. Although the book is heavy on methods, it
does provide case studies that demonstrate how
these methods can be used to solve problems in
sequence assembly, molecular evolution, and in-
ferring gene regulatory networks. Although all of
the problems that Schwartz tackles are at the mo-
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lecular level, modelers who want to become famil-
iar with a powerful list of computational tech-
niques will also find algorithms that can be
exported to problems at other biological scales.

This volume contains numerous diagrams that
are generally effective at illustrating key concepts,
although quite a few of these diagrams contain
minor errors with the potential to cause confusion.
The book also utilizes a consistent sequence of
presentation that will probably be more intuitive
to computer scientists than biologists: abstract con-
cepts and programming approaches come first,
with applied problems that ground the rationale
for the prescribed approaches bringing up the
rear. I suspect that this will cause the more biolog-
ically oriented to double back in the text in order
to understand the abstract concepts after being
presented with the example of how those concepts
might be applied.

So who might utilize this volume, and how
should it be used? I imagine many biological mod-
elers, including those with significant experience
in the field, will find this a helpful desk reference.
Undoubtedly, this will be a valuable resource for
any instructor charged with empowering students
to computationally investigate a variety of phe-
nomena at the molecular end of the biological
spectrum. This is not a book for readers without a
fairly strong background in mathematics and com-
puter science, but a competent instructor who is
prepared to support students with specific work-
able examples can use the superstructure provided
by this volume to great effect.

CHRISTOPHER X. JON JENSEN, Mathematics & Sci-
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