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Preface

This volume contains the revised selected papers of the 16th edition of the international
conference on Computational Intelligence Methods for Bioinformatics and Biostatistics
(CIBB 2019), which provides a multidisciplinary forum for the scientific community
interested in the advancements and future perspectives in bioinformatics and
biostatistics.

Following its tradition and roots, CIBB 2019 brought together researchers with
different background – from mathematics to computer science, from materials science
to medicine and biology – interested in the application of computational intelligence
methods for the solution of open problems in bioinformatics, biostatistics, systems
biology, synthetic biology, and medical informatics. At CIBB 2019, current trends and
future opportunities at the edge of computer and life sciences, as well as their impact on
innovative medicine, were presented. Both theoretical and experimental biologists and
computer scientists discussed novel challenges, and started multidisciplinary collabo-
rations with the aim of combining theory with practice.

The conference program included only oral presentations, among which cutting-
edge plenary keynote lectures were given by four prominent speakers: Malu Calle
Rosingana (University of Vic - Central University of Catalonia, Spain), Ana Cvejic
(Wellcome Trust Sanger Institute, UK), Uzay Kaymak (Eindhoven University of
Technology, The Netherlands), and Marco Masseroli (Politecnico di Milano, Italy).
The conference program was organized with a main conference track, including papers
dealing with heterogeneous open problems at the forefront of current research, and four
special sessions on specific themes: Modeling and Simulation Methods for Compu-
tational Biology and Systems Medicine, Machine Learning in Healthcare Informatics
and Medical Biology, Algebraic and Computational Methods for the Study of RNA
Behaviour, and Intelligence Methods for Molecular Characterization and Dynamics in
Translational Medicine.

The conference was held at the Department of Human and Social Sciences,
University of Bergamo, Italy, during September 4–6, 2019, thanks to the synergistic
effort of the Organizing, Program, and Steering Committees, and to the support of the
Department of Informatics, Systems and Communication, University of Milano-
Bicocca, Italy, and the Institute of Biomedical Technologies of the National Research
Council, Italy. The conference was attended by more than 90 participants from Europe,
Asia, USA, Central and South America.

A total of 55 contributions were submitted for consideration to CIBB 2019 and, after
a round of reviews handled by the members of the Program Committee, 47 papers were
accepted for an oral presentation. After the conference, the authors of selected papers
were invited to submit an extended version of their manuscript, and the accepted papers
are collected in this volume. The volume is divided into five major sections: Com-
putational Intelligence Methods for Bioinformatics and Biostatistics (i.e., the main
conference track), Algebraic and Computational Methods for the Study of RNA



Behaviour, Intelligence Methods for Molecular Characterization and Dynamics in
Translational Medicine, Machine Learning in Healthcare Informatics and Medical
Biology, and Modeling and Simulation Methods for Computational Biology and
Systems Medicine.

The editors warmly thank the Program Committee, the invited speakers, the authors
of the papers, the reviewers, and all the participants for their contributions to the
success of CIBB 2019.

October 2020 Paolo Cazzaniga
Daniela Besozzi

Ivan Merelli
Luca Manzoni
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