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Preface

This volume contains the papers presented at the 9th Annual International
Conference on Research in Computational Molecular Biology (RECOMB 2005),
which was held in Cambridge, Massachusetts, on May 14–18, 2005. The
RECOMB conference series was started in 1997 by Sorin Istrail, Pavel Pevzner
and Michael Waterman. The list of previous meetings is shown below in the sec-
tion “Previous RECOMB Meetings.” RECOMB 2005 was hosted by the Broad
Institute of MIT and Harvard, and Boston University’s Center for Advanced Ge-
nomic Technology, and was excellently organized by the Organizing Committee
Co-chairs Jill Mesirov and Simon Kasif.

This year, 217 papers were submitted, of which the Program Committee se-
lected 39 for presentation at the meeting and inclusion in this proceedings. Each
submission was refereed by at least three members of the Program Committee.
After the completion of the referees’ reports, an extensive Web-based discussion
took place for making decisions. From RECOMB 2005, the Steering Committee
decided to publish the proceedings as a volume of Lecture Notes in Bioinfor-
matics (LNBI) for which the founders of RECOMB are also the editors. The
prominent volume number LNBI 3500 was assigned to this proceedings. The
RECOMB conference series is closely associated with the Journal of Computa-
tional Biology which traditionally publishes special issues devoted to presenting
full versions of selected conference papers. The RECOMB Program Committee
consisted of 42 members, as listed on a separate page. I would like to thank
the RECOMB 2005 Program Committee members for their dedication and hard
work. Furthermore, I should thank the persons who assisted the Program Com-
mittee members by reviewing the submissions. In appreciation of their efforts,
their names are given on a special page.

RECOMB 2005 invited eight keynote speakers: David Altshuler (Broad Insti-
tute of MIT and Harvard, Massachusetts General Hospital), Wolfgang Baumeis-
ter (Max Planck Institute for Biochemistry), James Collins (Boston Univer-
sity), Charles DeLisi (Boston University), Jonathan King (MIT), Eric Lander
(Broad Institute of MIT and Harvard), Michael Levine (University of California
at Berkeley), and Susan Lindquist (Whitehead Institute). The Stanislaw Ulam
Memorial Computational Biology Lecture was given by Charles DeLisi. The Dis-
tinguished Biology Lecture was given by Jonathan King.

In addition to the keynote talks and the contributed talks, an important in-
gredient of the program was the lively poster session which was organized with
tremendous efforts by the members of the RECOMB 2005 Organizing Commit-
tee, listed on a separate page.

I would like to thank the Organizing Committee for their contributions
in making the RECOMB 2005 Conference a true Boston experience! Com-
mittee members are: Gary Benson (Boston University), Bonnie Berger (MIT),
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Barb Bryant (Millennium Pharmaceuticals), Charlie Cantor (Boston Univer-
sity), George Church (Harvard University), Peter Clote (Boston College), Lenore
Cowen (Tufts University), David Gifford (MIT), Jun Liu (Harvard University),
Tommy Poggio (MIT), Aviv Regev (Harvard University), Brigitta Tadmor (MIT).

Especially, I would like to thank the Organizing Committee Co-chairs Jill
Mesirov (Broad Institute of MIT and Harvard) and Simon Kasif (Boston Uni-
versity) for their strong leadership and guidance, as well as Gus Cervini and
Lynn Vitiello (Broad Institute of MIT and Harvard) for their tireless efforts
over the past 18 months in bringing this conference to Boston/Cambridge. Spe-
cial thanks are due to Gus Cervini for his marvelous work even on the day of a
huge snowstorm.

RECOMB 2005 would like to thank the institutions and corporations who
provided financial support for the conference: Broad Institute of MIT and Har-
vard, Boston University’s Center for Advanced Genomic Technology; Affymetrix,
Apple, Biogen, EMC, Glaxo-SmithKline, Hewlett-Packard, IBM, Mathworks,
Millennium Pharmaceuticals, NetApp, Novartis, Pfizer, Rosetta BioSoftware,
Wyeth.

I thank the members of the Steering Committee for inviting me to the
Program Chair of RECOMB 2005 and for their support and encouragement
when I carried out this task.

I would also like to thank Hideo Bannai, Seiya Imoto and Mizuho Wada
(Human Genome Center, Univerisity of Tokyo) for their efforts in handling the
submissions and editing the final versions for publication.

In closing, I would like to thank all the people who submitted papers and
posters and those who attended RECOMB 2005 with enthusiasm.

May 2005 Satoru Miyano

be
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