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Preface

This volume contains papers presented at the 12th Workshop on Algorithms in
Bioinformatics (WABI), held September 10–12th, 2012, at University of Ljubl-
jana, Slovenia. WABI 2012 was one of six workshops which, along with the Euro-
pean Symposium on Algorithms (ESA), constituted the ALGO annual meeting.
WABI focuses on algorithmic advances in bioinformatics, computational biol-
ogy, and systems biology with a particular emphasis on discrete algorithms and
machine-learning methods that address important problems in molecular biology.

The 35 papers this volume include algorithms for a variety of biological
problems including phylogeny, DNA and RNA sequencing and analysis, protein
structure, and others. In addition to presentations of these papers, WABI 2012
featured a keynote address “Genome Rearrangement by Double Cut and Join”
by Jens Stoye, Universität Bielefeld. The 35 papers presented here were selected
from a total of 92 submissions. Each submission was reviewed by at least three
members of the Program Committee. Following these initial reviews, submis-
sions were further discussed by the Program Committee to arrive at the final list
of selected papers. We sincerely thank the members of the Program Committee
and their sub-referees for their hard work in reviewing the submissions. We also
thank EasyChair for providing an outstanding online system for managing the
review process.

We thank the Organizing Committee, Andrej Brodnik (Co-chair), Uroš Čibej,
Gašper Fele-Žorž, Matevž Jekovec, Jurij Mihelič, Borut Robič (Co-chair), and
Andrej Tolič, for their tireless efforts in managing all of the local arrangements
required for a successful meeting. Finally, we offer special thanks Bernard Moret
for his invitation to chair this year’s WABI meeting, his advice throughout the
process, and his continuing commitment to WABI as a venue for discussing the
latest algorithmic advances that impact molecular biology. We were honored to
be part of this year’s WABI and look forward to the continued success of the
meeting in the coming years.

July 2012 Ben Raphael
Jijun Tang
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Ron Pinter Technion - Israel Institute of Technology
Nadia Pisanti Università di Pisa, Italy
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