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Preface

The field of bioinformatics has two main objectives: the creation and mainte-
nance of biological databases, and the discovery of knowledge from life sciences
data in order to unravel the mysteries of biological function, leading to new drugs
and therapies for human disease. Life sciences data come in the form of biological
sequences, structures, pathways, or literature. One major aspect of discovering
biological knowledge is to search, predict, or model specific patterns present in
a given dataset and then to interpret those patterns. Computer science methods
such as evolutionary computation, machine learning, and data mining all have
a great deal to offer the field of bioinformatics. The goal of the Fifth European
Conference on Evolutionary Computation, Machine Learning, and Data Mining
in Bioinformatics (EvoBIO 2007) was to bring experts in computer science to-
gether with experts in bioinformatics and the biological sciences to explore new
and novel methods for solving complex biological problems.

The fifth EvoBIO conference was held in Valencia, Spain during April 11-13,
2007 at the Universidad Politecnica de Valencia. EvioBIO 2007 was held jointly
with the Tenth European Conference on Genetic Programming (EuroGP 2007),
the Seventh European Conference on Evolutionary Computation in Combinato-
rial Optimisation (EvoCOP 2007), and the Evo Workshops. Collectively, the con-
ferences and workshops are organized under the name Evo* (www.evostar.org).

EvoBIO, held annually as a workshop since 2003, became a conference in 2007
and it is now the premiere European event for those interested in the interface be-
tween evolutionary computation, machine learning, data mining, bioinformatics,
and computational biology. All papers in this book were presented at EvoBIO
2007 and responded to a call for papers that included topics of interest such
as biomarker discovery, cell simulation and modeling, ecological modeling, flux-
omics, gene networks, biotechnology, metabolomics, microarray analysis, phy-
logenetics, protein interactions, proteomics, sequence analysis and alignment,
and systems biology. A total of 60 papers were submitted to the conference for
double-blind peer-review. Of those, 28 (46.7%) were accepted.

We would first and foremost like to thank all authors who spent time and
effort to make important contributions to this book. We would like to thank the
members of the Program Committee for their expert evaluation of the submitted
papers. Moreover, we would like to thank Jennifer Willies for her tremendous
administrative help and coordination, Anna Isabel Esparcia-Alcdzar for serving
as the Local Chair, Leonardo Vanneschi for serving as Evo* Publicity Chair,
Marc Schoenauer and the MyReview team (http://myreview.lri.fr/) for the
conference management system.

We would also like to acknowledge the following organizations. The Univer-
sidad Politécnica de Valencia, Spain for their institutional and financial sup-
port, and for providing premises and administrative assistance; the Instituto
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Tecnolodgico de Informatica in Valencia, for cooperation and help with local ar-
rangements; the Spanish Ministerio de Educacién y Ciencia, for their financial
support; and the Centre for Emergent Computing at Napier University in Edin-
burgh, Scotland for administrative support and event coordination.

Finally, we hope that you will consider contributing to EvoBIO 2008.

February 2007 Elena Marchiori
Jason H. Moore
Jagath C. Rajapakse
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