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Preface

Statistical Analysis of Genomic Data is, indeed, a very broad topic. We have attempted in
this volume to provide chapters with cross-cutting groundwork materials, public data
repositories, common applications of statistical analysis in genomics, and some representa-
tive toolsets for operating on genomic data. While we cannot be comprehensive in a single
volume, we have tried to provide a breadth of both applications and tools. The authors of
the individual chapters have largely focused on practical aspects of their topics, as we feel
that application is an integral part of learning about statistical analysis of genomic data.

More specifically, the volume is divided into four parts. In the first part, we have
included overview material and resources that can be applied across topics later in the
book. In the second part, a couple of prominent public repositories for genomic data are
covered in some depth. In the third part, several different biological applications of
statistical genomics are presented. In the fourth and last part, software tools that can be
used to facilitate ad hoc analysis and data integration are highlighted. Finally, we thank the
chapter authors for the generosity of their time and insight in preparing their excellent
contributions.

Columbus, OH, USA Ewy Mathe
Bethesda, MD, USA Sean Davis
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