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Preface

This volume contains a revised and selected version of the proceedings of the Inter-
national Meeting on Computational Intelligence Methods for Bioinformatics and
Biostatistics (CIBB 2015), which was in its 12th edition this year.

CIBB is a meeting with more than 10 years of history. Its main goal is to provide a
forum open to researchers from different disciplines to present problems concerning
computational techniques in bioinformatics, systems biology and medical informatics,
to discuss cutting-edge methodologies and accelerate life science discoveries. Fol-
lowing this tradition and roots, this year’s meeting brought together more than 80
researchers from the international scientific community interested in this field to discuss
the advancements and the future perspectives in bioinformatics and biostatistics.
Moreover, applied biologists participated in the conference in order to propose novel
challenges aimed at having high impact on molecular biology and translational med-
icine. CIBB maintains a large Italian participation in terms of authors and conference
venues but it has progressively become more international and more important in the
current landscape of bioinformatics and biostatistics conferences.

This year the conference was organized in Naples (Italy) in the CNR research area
during September 10–12, 2015. The topics of the conferences have kept pace with the
appearance of new types of challenges in biomedical computer science, particularly
with respect to a variety of molecular data and the need to integrate different sources of
information. About 40 contributed papers were selected for presentation at the con-
ference in the form of extended or short talks, either in the two main topic areas (i.e.,
bioinformatics and biostatistics) or in the five special sessions (The EDGE, enhanced
definition of genomic entities for systems biomedicine in oncology; Multi-Omic
metabolic models and statistical Bioinformatics of adaptations and biological associ-
ations; Large-Scale and HPC data analysis in bioinformatics: intelligent methods for
computational, systems and synthetic biology; New knowledge from old data: power of
data analysis and integration methods; Regularization methods for genomic data
analysis). Each contributed paper received two reviews or more. Moreover, seven
invited papers were presented in form of keynote talks. We deeply thank our invited
speakers Michele Ceccarelli, Dario Greco, Dirk Husmeier, Wessel Van Wieringen,
Cinzia Viroli, and Daniel Yekutieli. We are also indebted to the chairs of the very
interesting and successful special sessions, which attracted very interesting contribu-
tions and attention.

All authors of contributed and invited papers were asked to submit an extended and
revised paper for this volume. Afterward a further reviewing process took place, which
led to the 21 papers that were selected to appear in this volume. The authors are spread
over more than ten countries.

The editors would like to thank all the Program Committee members and the
external reviewers of both the conference and post-conference versions of the papers
for their valuable work.



A big thanks also to the sponsors, Gruppo Nazionale per il Calcolo Scientifico—
GNCS INdAM, Bioinformatics Italian Society, Genomix4Life S.r.l., BMR Genomics
S.R.L., M&M Biotech S.C.A.R.L., and in particular to the Istituto per le Applicazioni
del Calcolo M. Picone and Institute of Genetics and Biophysics A. Buzzati Traverso
that made this event possible. Finally, the editors would also like to thank all the
authors for the high quality of the papers they contributed and for the interesting and
stimulating discussion we had in Naples.

June 2016 Claudia Angelini
Paola Maria Vittoria Rancoita

Stefano Rovetta
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