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Preface

This volume contains the papers presented at RECOMB 2012, the 16th
Annual International Conference on Research in Computational Molecular Bi-
ology, held in Barcelona during April 21-24, 2012. The RECOMB conference
series was started in 1997 by Sorin Istrail, Pavel Pevzner, and Michael Water-
man. RECOMB 2012 was hosted by the Centre for Genomic Regulation (CRG),
and took place at the Fira Palace hotel, Barcelona. This year, 31 papers were
accepted for presentation out of 200 submissions. The papers presented were
selected by the Program Committee (PC), with the help of many external re-
viewers. Each paper was reviewed by at least three members of the PC, or by
external reviewers. Following the initial reviews, there was a vivid and extensive
e-mail-based discussion over a period of two weeks, leading to the final deci-
sions. Accepted papers were also invited for submission to a special issue of the
Journal of Computational Biology. The highlights track, first introduced during
RECOMB 2010, continued. Works published or accepted for publication in a
journal during the last 15 months were eligible for submission. There were 42
submissions, and 6 were selected for oral presentation.

In addition to the contributed and highlight talks, RECOMB 2012 featured
five keynote addresses on a broad theme of life science and computational biology.
The keynote speakers were Richard Durbin (The Wellcome Trust Sanger Insti-
tute, UK), Eileen Furlong (Genome Biology Unit, EMBL, Germany), Thomas
Gingeras (Cold Spring Harbor Laboratory, USA), Alfonso Valencia (National
Cancer Research Centre, Spain), and Ada E. Yonath (Department of Struc-
tural Biology, Weizmann Institute of Science, Israel). Finally, RECOMB 2012
featured an NSF-sponsored special session on emerging areas and challenges in
computational biology. This session was initiated by Mitra Basu (NSF, USA)
and Mona Singh (Princeton University, USA). Five speakers were invited to
give talks in this session and participate in a follow-up panel. They were Dirk
Evers (UK), Christina Leslie (Memorial Sloan-Kettering Cancer Center, USA),
Laxmi Parida (IBM, USA), Teresa Przytycka (NIH-NLM-NCBI, USA), and
Amos Tanay (Weizmann Institute of Science, Israel).

RECOMB 2012 would not have been possible without the dedication, hard
work, and substantial investment of many individuals and organizations. We
thank the PC and external reviewers who helped form a high-quality confer-
ence program, the Organizing Committee, coordinated by Roderic Guigo, the
Organization and Finance Chair, and Blanka Wysocka, the event coordinator,
for hosting the conference and providing the administrative, logistic, and fi-
nancial support. We also thank our sponsors, including the CRG (Centre for
Genomic Regulation), the MICINN (Spanish Ministry of Science and Innova-
tion), the ISCB (International Society for Computational Biology), BioMed
Central, CRC Press, Cambridge University Press, the INB (Spanish Institute
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of Bioinformatics), and the NSF (USA National Science Foundation). Without
them the conference would not have been financially viable. We thank all the
authors who contributed papers and posters, as well as the attendees of the
conference for their enthusiastic participation. Finally, I would like to personally
thank Roderic Guigé and Blanka Wysocka for the smooth cooperation we had
regarding various organization details, and Michal Linial (Steering Committee),
Martin Vingron (Chair of the Steering Committee), Bonnie Berger, and Vineet
Bafna (Program Committee Chairs of RECOMB 2010 and 2011, respectively),
for numerous discussions, helpful tips, and advice.

February 2012 Benny Chor
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