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Preface

The Pattern Recognition in Bioinformatics (PRIB) meeting was established in
2006 under the auspices of the International Association for Pattern Recogni-
tion (IAPR) to create a focus for the development and application of pattern
recognition techniques in the biological domain. Since its establishment, PRIB
has brought together top researchers, practitioners, and students from around
the world to discuss the applications of pattern recognition methods in the field
of bioinformatics so as to solve problems in the life sciences.

The seventh PRIB conference was held in Tokyo, Japan, during November
8–10, 2012. This year we received 33 high-quality submissions from various coun-
tries around the world, and 24 of them were finally included in these conference
proceedings. Their topics range widely from fundamental techniques, sequence
analysis to biological network analysis. We were fortunate to have three leading
researchers for invited speakers; Hwanjo Yu from Postech, Kwong-Sak Leung
from The Chinese University of Hong Kong, and Takayuki Aoki from Tokyo
Institute of Technology.

We would like to thank all authors for submitting the high-quality papers,
the reviewers for their efforts to keeping the high quality of this conference, and
the sponsors for generously providing financial support. Finally, we are grateful
to Springer for their professional support in preparing these proceedings and for
the continued support of PRIB.

November 2012 Tetsuo Shibuya
Hisashi Kashima

Jun Sese
Shandar Ahmad
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