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Preface

This volume contains the papers presented at the 12th Annual International
Conference on REsearch in COmputational Molecular Biology (RECOMB 2008)
held in Singapore, March 30-April 2, 2008. The RECOMB conference series
was founded in 1997 by Sorin Istrail, Pavel Pevzner and Michael Waterman.
Its history is summarized in the table herein. The general development of the
RECOMB conference series is guided by a Steering Committee. RECOMB 2008
was hosted by the National University of Singapore and held at the University
Cultural Centre. The Conference Chair was Limsoon Wong, who was supported
by a 16-member-strong Organizing Committee.

Out of 193 papers submitted to RECOMB 2008, the Program Committee
(PC) selected 34 papers for presentation at the conference. The PC consisted
of 46 members, who could further draw on the help of subreviewers. Three PC
members with possible help of the external reviewers first reviewed each paper,
subsequently a Web-based discussion led to the final selection of papers.

This year, RECOMB and the journal Genome Research teamed up to of-
fer authors Genome Research as an alternative forum for publication. Approxi-
mately 55 of the RECOMB submissions, selected by a subset of the PC headed
by Serafim Batzoglou, were forwarded to Genome Research for consideration.
The reviewing procedures by RECOMB and Genome Research were conducted
independently, leading to the acceptance of a small number of papers to both
RECOMB and Genome Research. Other papers were accepted to Genome Re-
search but not to RECOMB. The papers accepted by both were presented at the
conference and are also summarized in this volume. Their final versions appear
in Genome Research.

In addition to the contributed presentations, RECOMB 2008 featured seven
keynote lectures, held by Howard Cedar (Hebrew University, Jerusalem), Vivian
G. Cheung (University of Pennsylvania, Philadelphia), Suzanne Cory (Walter
and Eliza Hall Institute of Medical Research, Melbourne), Sang Yup Lee (Korea
Advanced Institute of Science and Technology, Daejeon), Edison Liu (Genome
Institute of Singapore, Singapore), Andrei Lupas (Max Planck Institute for
Developmental Biology, Tübingen), and Temple F. Smith (Boston University,
Boston). The Ulam Lecture was delivered by Temple Smith, the Distinguished
Technology Lecture by Edison Liu and the Distinguished Biology Lecture by
Suzanne Cory.

In addition to the oral presentations, RECOMB 2008 also provided a forum
for presenting approximately 150 posters. The poster sessions are an integral
part of the conference and foster communication among participants.

A conference like RECOMB lives from the dedication of the people helping
and supporting it. Thanks go to the RECOMB Steering Committee for their
advice and guidance, to the PC and the external reviewers for their efforts, to
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the Poster Committee for going through a large number of posters in short time,
and to the local organizers for their hard work. The reviewing process profited
greatly from the use of the EasyChair conference management system. Patricia
Marquardt’s help in putting together this proceedings volume is greatly appre-
ciated. We are further indebted to the National University of Singapore, the
Institute for Infocomm Research (A*STAR), and the Bioinformatics Institute
(A*STAR) for their support of RECOMB 2008. We also appreciate the gener-
ous sponsorships from the Lilly Singapore Center for Drug Discovery, IBM, the
International Society for Computational Biology, World Scientific Publishing
Company, and Taylor & Francis Asia Pacific. Special thanks go to the partici-
pants, to those who contributed posters or oral presentations, and to the keynote
speakers for their input. It is this community that makes RECOMB such an in-
spiring, lively, and enjoyable conference.

February 2008 Martin Vingron
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