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Preface

We are very pleased to present the proceedings of the 8th Workshop on Algo-
rithms in Bioinformatics (WABI 2008), held as part of the ALGO 2008 meeting
at the University of Karlsruhe, Germany on September 15–19, 2008. WABI 2008
covered all research on algorithmic work in bioinformatics and systems biology
with an emphasis on discrete algorithms and machine-learning methods that
address important problems in molecular biology. Such algorithms are founded
on sound models, are computationally efficient, and have been implemented and
tested in simulations and on real datasets. The goal of these proceedings is to
present recent research results, including significant work-in-progress, and to
identify and explore directions for future research. Original research papers were
solicited in all aspects of algorithms in bioinformatics, targeting the following
areas in particular:

• Exact, approximate, and machine-learning algorithms for sequence analysis,
gene and signal recognition, alignment and assembly, molecular evolution,
structure determination or prediction, gene expression, pathways, gene net-
works, proteomics, functional genomics, and drug design;

• High-performance computing approaches to computationally hard learning
and optimization problems in bioinformatics;

• Methods, software, and dataset repositories for development and testing of
such algorithms and their underlying models.

The goal of the workshop is to bring together an interdisciplinary group of in-
dividuals with research interests in bioinformatic algorithms. For this reason, this
year’s workshop was held in conjunction with the 16th Annual European Sym-
posium on Algorithms (ESA), the 6th Workshop on Approximation and Online
Algorithms (WAOA), the 8th Workshop on Algorithmic Approaches for Trans-
portation Modeling, Optimization, and Systems (ATMOS), and the ALGO 2008
Graduate Students Meeting. We believe this interdisciplinary group, especially
with the specific inclusion of graduate students and young scientists, is essential
for moving the field of bioinformatics forward in exciting and novel ways. We
hope this volume attests to that fact with the assortment of exceptional papers
contributed to the volume.

We received a total of 81 submissions in response to our call for papers for
WABI 2008 from which 32 were selected to be contributions to this volume. The
topics range in biological applicability from genome mapping, to sequence as-
sembly, to microarray quality, to phylogenetic inference, to molecular modeling.

This volume was made possible by the excellent submissions to WABI 2008.
We thank all the authors for their submissions and especially those of papers
selected for inclusion in this volume for their help in revising their work according
to peer-review comments. We also thank our distinguished Program Committee
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for their great help in making difficult decisions on which papers to include in
this volume. Anyone who has served on a program committee knows that this
involves a great deal of concentrated effort over a short period of time. We are
truly grateful for the excellent reviews and recommendations received by our
Program Committee. These individuals are listed on the next page.

We were very fortunate to attract Eytan Ruppin of Tel Aviv University to
present the Keynote Address for WABI 2008 on the topic of large scale in silico
studies of human metabolic diseases. We appreciate his willingness to deliver this
address and establish the quality of the meetings. Finally, we would like to thank
Peter Sanders and Dorothea Wagner and their local organizing committee (Veit
Batz, Reinhard Bauer, Lilian Beckert, Anja Blancani, Daniel Delling, Dennis
Luxen, Elke Sauer, and Dominik Schultes) for their excellent job in organizing
these joint conferences.

We hope that you will consider contributing to future WABI events, through
a submission or by participating in the workshops.

September 2008 Keith Crandall
Jens Lagergren
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José Augusto Amgarten Quitzau
Sandro Andreotti
Alexander Auch
Serdar Bozdag
Robert Beiko
Vincent Berry
Brona Brejova
Michael Brudno
Minh Bui Quang
Robert Castelo
Mark Chaisson
Cedric Chauve
Benny Chor
Matteo Comin
Alexis Criscuolo
Tahir Ejaz
Olof Emanuelsson
N. Fernandez-Fuentes
Philippe Gambette
Jennifer Gardy
Claudio Garruti
Ilan Gronau

Clemens Gröpl
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