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Preface

It gives us great pleasure to present the proceedings of the 4th Workshop
on Algorithms in Bioinformatics (WABI 2004) which took place in Bergen,
Norway, September 17–21, 2004. The WABI 2004 workshop was part of a five-
conference meeting, which in addition to WABI, included ESA, WAOA,
IWPEC, and ATMOS, hosted by the University of Bergen, Norway. See
http://www.ii.uib.no/algo2004/ for more details.

The Workshop on Algorithms in Bioinformatics covers research on all aspects
of algorithmic work in bioinformatics. The emphasis is on discrete algorithms
that address important problems in molecular biology. These are founded on
sound models, are computationally efficient, and have been implemented and
tested in simulations and on real datasets. The goal is to present recent research
results, including signficant work in progress, and to identify and explore direc-
tions of future research.

Original research papers (including significant work in progress) or state-
of-the-art surveys were solicited on all aspects of algorithms in bioinformatics,
including, but not limited to: exact and approximate algorithms for genomics,
genetics, sequence analysis, gene and signal recognition, alignment, molecular
evolution, phylogenetics, structure determination or prediction, gene expression
and gene networks, proteomics, functional genomics, and drug design.

We received 117 submissions in response to our call for papers, and were
able to accept 39 of these. In addition, WABI hosted one invited distinguished
lecture, given to the entire ALGO 2004 conference, by Dr. Marie France Sagot
of the INRIA Rhône-Alpes laboratories in France.

We would like to sincerely thank all the authors of sumbitted papers, and
the participants of the workshop. We also thank the program committee for
their hard work in reviewing and selecting the papers for the workshop. We were
fortunate to have on the program committee the following distinguished group
of researchers:

Pankaj Kumar Agarwal (Duke University)
Amihood Amir (Bar-Ilan University)
Alberto Apostolico (Purdue University)
Gary Benson (MSSN, New York)
Alvis Brazma (EMBL-EBI, UK)
Olivier Gascuel (LIRMM, Montpelier)
Raffaele Giancarlo (University of Palermo)
David Gilbert (University of Glasgow)
Jan Gorodkin (KVL, Denmark)
Roderic Guigo (University of Pompeu Fabra)
Jacques van Helden (Université Libre de Bruxelles)
Daniel Huson (University of Tubingen)
Gregory Kucherov (Loria, France)
Nadia El-Mabrouk (University of Montreal)
Inge Jonassen (University of Bergen)
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Junhyong Kim (University of Pennsylvania)
Jens Lagergren (KTH, Sweden)
Gad M. Landau (University of Haifa)
Thierry Lecroq (Université de Rouen)
Bernard Moret (University of New Mexico)
Vincent Moulton (University of Uppsala)
Roderic D.M. Page (University of Glasgow)
David Sankoff (University of Ottawa)
Joao Carlos Setubal (Virginia Polytechnic Institute)
Jens Stoye (University of Bielefeld)
Esko Ukkonen (University of Helsinki)
Lisa Vawter (Aventis Inc., USA)
Jaak Vilo (Egeen Inc., Estonia)
Alfonso Valencia (CNB-CSIC, Spain)
Martin Vingron (Max Planck Inst., Berlin)
Tandy Warnow (University of Texas)
Peter S. White (University of Pennsylvania)
Louxin Zhang (National University of Singapore)

We would also like to thank the co-reviewers who assisted the program com-
mittee members in their work: Ali Al-Shahib, Lars Arvestad, Vineet Bafna,
Vikas Bansal, Ugo Bastolla, Ann-Charlotte Berglund, Allister Bernard, Lau-
rent Brehelin, Dave Bryant, Trond Hellem Bø, Sergio Carvalho Jr., Robert Cas-
tel, Sergi Castellano, Benny Chor, Richard Christen, Matteo Comin, Richard
Coulson, Eivind Coward, Miklós Csürös, Tobias Dezulian, Bjarte Dysvik, Ing-
var Eidhammer, Isaac Elias, Eduardo Eyras, Pierre Flener, Kristian Flikka, Eva
Freyhult, Ganesh Ganapathy, Clemens Groepl, Stefan Grunewald, Yann Guer-
meur, Michael Hallett, Sylvie Hamel, Chao He, Danny Hermelin, Pawel Herzyk,
Matthias Höchsmann, Katharina Huber, Torgeir Hvidsten, Johan Kåhrström,
Hans-Michael Kaltenbach, Michael Kaufmann, Carmel Kent, Mikko Koivisto,
Tsvi Kopelowitz, Arnaud Lefebvre, Alice Lesser, Zsuzsanna Liptak, Olivier Mar-
tin, Gregor Obernosterer, Sebastian Oehm, Kimmo Palin, Kjell Petersen, Cinzia
Pizzi, Mathieux Raffinot, Sven Rahmann, Pasi Rastas, Knut Reinert, Eric Rivals,
Kim Roland Rasmussen, Mikhail Roytberg, Gabriella Rustici, Anastasia Sam-
sonova, Erik Sandelin, Stefanie Scheid, Alexander Schliep, Beng Sennblad, Rileen
Sinha, Örjan Svensson, Jinsong Tan, Gilleain Torrance, Aurora Torrente, Dekel
Tsur, Juris Viksna, Alexey Vitreschak, Li-San Wang, Oren Weimann, R. Scott
Winters, Peng Yin, Tomasz Zemojtel, Zhonglin Zhou, Michal Ziv-Ukelson.

We also would like to thank the WABI steering committee, Gary Benson,
Olivier Gascuel, Raffaele Giancarlo, Roderic Guigo, Dan Gusfield, Bernard
Moret, and Roderic Page, for inviting us to co-chair this program committee,
and for their help in carrying out that task.

Finally we are grateful to Ole Arntzen at the Dept. of Informatics, University
of Bergen, who helped with technical issues.

July 2004 Inge Jonassen and Junhyong Kim
WABI 2004 Program Co-chairs
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