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Preface

This volume contains the papers presented at RECOMB 2011: the 15th Annual
International Conference on Research in Computational Molecular Biology held
in Vancouver, Canada, during March 28-31, 2011. The RECOMB conference
series was started in 1997 by Sorin Istrail, Pavel Pevzner, and Michael Waterman.
RECOMB 2011 was hosted by the Lab for Computational Biology, Simon Fraser
University, and took place at the Fairmont Hotel Vancouver. This year, 43 papers
were accepted for presentation out of 153 submissions. The papers presented
were selected by the Program Committee (PC) assisted by a number of external
reviewers. Each paper was reviewed by at least three members of the PC, or
by external reviewers, and there was an extensive Web-based discussion over a
period of two weeks, leading to the final decisions. 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, was continued, and
resulted in 53 submissions, of which 5 were selected for oral presentation.

In addition to the contributed talks, RECOMB 2011 featured keynote ad-
dresses on the broad theme of Next-Generation Sequencing, and Genomics. The
keynote speakers were Evan Eichler (University of Washington), Daphne Koller
(Stanford University), Elaine Mardis (Washington University, St. Louis), Marco
Marra (BC Genome Sciences Centre), Karen Nelson (J. Craig Venter Institute),
and Jun Wang (Beijing Genomics Institute). Finallyy RECOMB 2011 featured a
special industry panel on Next-Generation Sequencing and Applications, chaired
by Inanc Birol.

RECOMB 2011 was made possible by the dedication and hard work of many
individuals and organizations. We thank the PC and external reviewers who
helped form a high-quality conference program, the Organizing Committee, co-
ordinated by Cedric Chauve, the Organization and Finance Chair and Amanda
Casorso, the event coordinator, for hosting the conference and providing the ad-
ministrative, logistic, and financial support. We also thank our sponsors, includ-
ing Genome BC, CIHR, SFU, NSERC, BC Cancer Foundation, PIMS, MITACS,
Ton Torrent and Pacific Biosystems, as well as our Industrial Relations Chair,
Inanc Birol and Sponsorship Chair Martin Ester. Without them the conference
would not have been financially viable. We thank the RECOMB Steering Com-
mittee, chaired by Martin Vingron, for accepting the challenge of organizing this
meeting in Vancouver. Finally, we thank all the authors who contributed papers
and posters, as well as the attendees of the conference for their enthusiastic
participation.

February 2011 Vineet Bafna
S. Cenk Sahinalp
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