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Preface

The 8*" International Symposium on Bioinformatics Research and Applications
(ISBRA 2012) was held during May 21-23, 2012, in Dallas, Texas. The sympo-
sium provides a forum for the exchange of ideas and results among researchers,
developers, and practitioners working on all aspects of bioinformatics and com-
putational biology and their applications.

The technical program of the symposium included 26 extended abstracts,
selected by the Program Committee from a number of 66 full submissions re-
ceived in response to the call for papers. Additionally, the symposium included
poster sessions and featured invited keynote talks by five distinguished speak-
ers: Ambuj Singh from the University of California at Santa Barbara spoke on
learning discriminative graph fragments, Bhaskar Dasgupta from the University
of Illinois at Chicago spoke on models and algorithmic tools for computational
processes in cellular biology, Cynthia Gibas from the University of North Car-
olina at Charlotte spoke on analytics approaches for the era of 10,000 genomes,
Dong Xu from the University of Missouri spoke on protein structure prediction
and clustering, and Michael Zhang from the University of Texas at Dallas and
Tsinghua University spoke on computational modeling of mammalian promoters.

We would like to thank the Program Committee members and external re-
viewers for volunteering their time to review ISBRA submissions. We would like
to extend a special thanks to the Steering and General Chairs of the symposium
for their leadership, and the ISBRA 2012 Publicity Chair, webmaster, and local
organizers for their hard work in making ISBRA 2012 a successful event. Last
but not least we would like to thank all authors for presenting their work at the
symposium.

May 2012 Leonidas Bleris
Ton Mandoiu

Russell Schwartz

Jianxin Wang
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