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Preface

The seventh edition of the International Symposium on Bioinformatics Research
and Applications (ISBRA 2011) was held during May 27-29, 2011 at Central
South University in Changsha, China. 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 36 contributed papers, se-
lected by the Program Committee from 92 full submissions received in response
to the call for papers. Additionally, the symposium included poster sessions and
featured invited keynote talks by four distinguished speakers: Bernard Moret
from the Swiss Federal Institute of Technology in Lausanne, Switzerland, spoke
on phylogenetic analysis of whole genomes, David Sankoff from the University
of Ottawa spoke on competing formulations of orthologs for multiple genomes,
Russell Schwartz from Carnegie Mellon University spoke on phylogenetics of
heterogeneous samples, Liping Wei from Peking University spoke on the critical
role of bioinformatics in genetic and pharmacogenetic studies of neuropsychi-
atric disorders, and Eric Xing from Carnegie Mellon University spoke on the a
structured sparse regression approach to diseases.

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 like to extend special thanks to the Steering and General Chairs of the
symposium for their leadership, and to the Finance, Publication, Publicity, and
Local Organization Chairs for their hard work in making ISBRA 2011 a success-
ful event. Last but not least we would like to thank all authors for presenting
their work at the symposium.

May 2011 Jianer Chen
Jianxin Wang

Alex Zelikovsky
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