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Preface

In modern biology, high-throughput measurement devices allow life scientists to
gather data at unprecedented rates. To make sense of these data, computational
biologists and system biologists construct quantitative models, many of which
depend on pattern recognition techniques. Application of these techniques is
challenging due to the large volumes of data and background information, noisy
measurements and target outputs, highly diverse data types etc. To address
these bioinformatics challenges, research in pattern recognition has been forced
to move beyond the simple application of classifiers to high-throughput data,
with which the field started over a decade ago. In 2006, the Pattern Recognition
in Bioinformatics (PRIB) meeting series was established, under the auspices of
the International Association of Pattern Recognition (IAPR), to support the
exchange of ideas on how pattern recognition can be developed and extended to
support the life sciences.

The Sixth conference in this series was organized in Delft, The Netherlands,
November 2–4, 2011. In total, 35 papers were submitted, of which 29 were se-
lected for publication in these proceedings after peer review by the Program
Committee. The contributions demonstrate the wide range of possible applica-
tions of pattern recognition in bioinformatics: novel algorithms to handle tra-
ditional pattern recognition problems such as (bi)clustering, classification and
feature selection; applications of (novel) pattern recognition techniques to in-
fer and analyze biological networks and studies on specific problems such as
biological image analysis and the relation between sequence and structure. In
addition to the 29 paper presentations, the conference saw invited presentations
by Yves Moreau (Bioinformatics Research Group, Katholieke Universiteit Leu-
ven, Belgium), Mark Girolami (Department of Statistical Science, University
College London, UK), Pierre Baldi (Institute of Genomics and Bioinformatics,
University of California, Irvine, USA), Alvis Brazma (European Bioinformat-
ics Institute, Hinxton, UK) and Berend Snel (Department of Biology, Utrecht
University, The Netherlands).

We would like to thank all participants in the conference, in particular the
authors who contributed their work to this book. We are grateful for the support
of IAPR’s Technical Committee 20 and the PRIB Steering Committee. The help
of the members of the Program Committee was invaluable in evaluating the sub-
missions and defining the final program. EasyChair (http://www.easychair.org)
was of great help in handling the submissions, reviews, decisions, and accepted
papers. We would also like to thank the co-organizers (Jeroen de Ridder, Manuele
Bicego, David Tax and Thomas Abeel) as well as members of the Pattern
Recognition & Bioinformatics group (Delft University of Technology) for their
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assistance before and during the conference as well as the Netherlands Bioinfor-
matics Centre and the EU PASCAL2 Network of Excellence for financial sup-
port. Last but not least, the conference could not have been organized without
the invaluable help of Saskia Peters, who took care of administration and local
arrangements.

August 2011 Marco Loog
Lodewyk Wessels
Marcel Reinders
Dick de Ridder
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