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Preface

We are pleased to present the proceedings of the 5th Workshop on Algorithms
in Bioinformatics (WABI 2005) which took place in Mallorca, Spain, October
3–6, 2005. The WABI 2005 workshop was part of the five ALGO 2005 confer-
ence meetings, which, in addition to WABI, included ESA, WAOA, IWPEC,
and ATMOS. WABI 2005 was sponsored by EATCS (the European Associa-
tion for Theoretical Computer Science), the ISCB (the International Society
for Computational Biology), the Universitat Politècnica de Catalunya, the Uni-
versitat de les Illes Balears, and the Ministerio de Educación y Ciencia. See
http://www.lsi.upc.edu/˜wabi05/ for more details.

The Workshop on Algorithms in Bioinformatics highlights research work
specifically developed to address algorithmic problems in biosequence analysis.
The emphasis is therefore on statistical and probabilistic algorithms that address
important problems in the field of molecular and structural biology. At present,
given the enormous scientific and technical efforts in functional and structural
genomics, the relevance of the problem is therefore constrained by the need for
sound, efficient and specialized algorithms, capable of achieving solutions that
can be tested by the biological community. Indeed the ultimate goal is to im-
plement algorithms capable of extracting real features from real biological data
sets. Therefore the workshop aims to present recent research results, including
significant work in progress, and to identify and explore directions 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 re-
ceived 94 submissions in response to our call for papers, and were able to accept
35 of these. In addition, WABI 2005 hosted a distinguished lecture by Dr. Marino
Zerial of the Max Planck Institute for Molecular Cell Biology and Genetics in
Dresden, given to the entire ALGO 2005 conference.

We would like to sincerely thank all the authors of submitted papers, and the
participants of the workshop. We also thank the Program Committee and their
sub-referees for their hard work in reviewing and selecting the papers for the
workshop. The Program Committee consisted of the following 40 distinguished
researchers:

Pankaj Kumar Agarwal (Duke University)
Tatsuya Akutsu (Kyoto University)
Amir Amihood (Bar-Ilan University)



VI Preface

Alberto Apostolico (Purdue University)
Craig Benham (University of California, Davis)
Gary Benson (MSSN, New York)
Mathieu Blanchette (McGill University)
Nadia El-Mabrouk (University of Montreal)
Olivier Gascuel (LIRMM, Montpelier)
Raffaele Giancarlo (University of Palermo)
Roderic Guigo (IMIM, Barcelona)
Michael Hallet (McGill University)
Daniel Huson (University of Tuebingen)
Gregory Kucherov (INRIA Nancy)
Michelle Lacey (Tulane University)
Jens Lagergren (KTH Stockholm)
Giuseppe Lancia (Univeristy of Udine)
Gad M. Landau (University of Haifa)
Thierry Lecroq (Université de Rouen)
Bernard Moret (University of New Mexico)
Shinichi Morishita (University of Tokyo)
Elchanan Mossel (Univeristy of California, Berkeley)
Vincent Moulton (University of Uppsala)
Lior Pachter (University of California, Berkeley)
Knut Reinert (Free University of Berlin)
Isidore Rigoutsos (IBM Watson)
Marie-France Sagot (INRIA Rhône-Alpes)
David Sankoff (University of Ottawa)
Sophie Schbath (INRIA Jouv-en-Josas)
Eran Segal (Rockefeller University)
Charles Semple (University of Canterbury)
Joao Carlos Setubal (Virginia Polytechnic Institute)
Roded Sharan (Tel Aviv Univeristy)
Steven Skiena (University of New York, Stony Brook)
Jens Stoye (University of Bielefeld)
Esko Ukkonen (University of Helsinki)
Lisa Vawter (Aventis Inc., USA)
Alfonso Valencia (CNB-CSIC, Spain)
Tandy Warnow (University of Texas)
Lusheng Wang (City Univeristy of Hong Kong)

Finally we would like to especially thank Bernard Moret, the de facto steering
committee, for answering questions on history and precedence, for his advice on
difficult protocol issues, and for setting up and hosting the EasyChair refereeing
system used by the Program Committee.

July 2005 Rita Casadio and Gene Myers
WABI 2005 Program Co-chairs
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