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Preface

The 4th edition of the International Symposium on Bioinformatics Research and
Applications (ISBRA 2008) was held on May 6-9, 2008 at Georgia State Uni-
versity in Atlanta, Georgia. The symposium provides a forum for the exchange
of ideas and results among researchers, developers, and practitioners working on
all aspects of bioinformatics and computational biology and their applications.

The technical program of the symposium included 35 contributed papers,
selected by the Program Committee from a number of 94 full submissions re-
ceived in response to the call for papers. The technical program also included
six papers contributed to the First International Workshop on Optimal Data
Mining in Gene Expression Analysis (ODGEA 2008), which was held in con-
junction with ISBRA 2008. In addition to the contributed papers, the sympo-
sium included tutorials and poster sessions and featured invited keynote talks
by six distinguished speakers. Andrew Scott Allen from Duke University and
Dan Nicolae from the University of Chicago spoke on novel analysis methods
for genome-wide association studies; Kenneth Buetow, director of the National
Cancer Institute Center for Bioinformatics, spoke on the cancer Biomedical In-
formatics Grid; Andrey Gorin from Oak Ridge National Laboratory spoke on
peptide identification from mass spectrometry data; Yury Khudyakov from the
Center for Disease Control and Prevention spoke on integrative viral molecular
epidemiology; and Kwok Tsui from Georgia Institute of Technology spoke on
data mining and statistical methods for analyzing microarray experiments.

We would like to thank the Program Committee members and external re-
viewers for volunteering their time to review and discuss symposium papers. We
would also like to thank the Chairs and the Program Committee of ODGEA
2008 for enriching the technical program of the symposium with a workshop on
an important and active area of bioinformatics research. We would like to ex-
tend special thanks to the General Chairs of the symposium for their continued
leadership, and to the Local Organization, Publications, Finance, Publicity, and
Posters Chairs for their hard work in making ISBRA 2008 a successful event.
Last but not least we would like to thank all authors for presenting their work
at the symposium.

May 2008 Ion Măndoiu
Raj Sunderraman

Alexander Zelikovsky
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