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Preface

This volume contains 38 extended and short abstracts presented at the 22nd Interna-
tional Conference on Research in Computational Molecular Biology (RECOMB) 2018,
which was hosted by the Pierre et Marie Curie Campus of Sorbonne Université in Paris,
April 21–24.

These 38 contributions were selected from a total of 193 submissions. Each sub-
mission was reviewed by three members of the Program Committee (PC), who in many
cases solicited additional advice from external reviewers. Following the initial reviews,
final decisions were made after an extensive discussion of the submissions among the
members of the PC. Reviews and discussions were conducted through the EasyChair
Conference Management System.

While RECOMB 2018 did not allow parallel submissions, authors of accepted
papers were given the option to publish short abstracts in these proceedings and submit
their full papers to a journal. In addition, several accepted papers were invited to submit
revised manuscripts for consideration in Cell Systems. Papers accepted for oral pre-
sentation that were subsequently submitted to a journal are published as short abstracts
and were deposited on the preprint server arxiv.org or biorxiv.org. All other papers that
appear as long abstracts in the proceedings were invited for submission to the
RECOMB 2018 special issue of the Journal of Computational Biology.

In addition to presentations of these contributed papers, RECOMB 2018 also
featured six invited keynote talks given by leading scientists. The keynote speakers
were Peter Campbell (Sanger Institute), Nevan Krogan (University of California,
San Francisco), Ron Shamir (Tel Aviv University), François Spitz (Institut Pasteur),
Sarah Teichmann (Sanger Institute), and Tandy Warnow (University of Illinois, Urbana
Champaign).

RECOMB 2018 also featured highlight talks of computational biology papers that
were published in journals during the previous 18 months. Of the 27 highlight sub-
missions, seven were selected for oral presentation at RECOMB.

The success of RECOMB depends on dedicated efforts and a substantial investment
of time from many colleagues. I especially thank the co-chairs of the Organizing
Committee, Mireille Régnier (Ecole Polytechnique) and Yann Ponty (CNRS, Ecole
Polytechnique), for hosting RECOMB; the Steering Committee and especially its chair,
Bonnie Berger (MIT), for help, advice, and support throughout the process;
Cenk Sahinalp (Indiana University), the Program Chair of RECOMB 2017, for
answering my many questions; Ziv Bar Joseph (CMU) for chairing the highlights track;
Christina Boucher (University of Florida) for chairing the poster track; Mohammed
El-Kebir (UIUC) for serving as the publications chair; Alessandra Carbone (Sorbonne
Université) for acting as the publicity chair; Hélène Touzet (CNRS, Université Lille I)
for organizing the RECOMB Satellites; Mark Chaisson (University of Southern
California), Rayan Chikhi (CNRS, University of Lille, France), Valentina Boeva
(Institut Cochin and Inserm), Moritz Gerstung (EMBL-EBI), Hugues Aschard (Institut

https://arxiv.org
https://www.biorxiv.org


Pasteur), Simon Gravel (McGill University), Olivier de Fresnoye, Julio Saez-
Rodriguez, Pablo Meyer-Rojas, Gustavo Stolovitzky, and Elise Blaese for chairing
the RECOMB Satellite Workshops on Massively Parallel Sequencing, Computational
Cancer Biology, Genetics, and DREAM Challenges.

I also thank the PC members and external reviewers for their timely reviews of
assigned papers despite their busy schedules; the authors of the papers, highlights, and
posters for their scientific contributions; and all the attendees for their enthusiastic
participation in the conference.

Finally, I also thank our sponsors, including the International Society of Compu-
tational Biology (ISCB), who supported student travel fellowships, as well as the
Centre National de la Recherche Scientifique (CNRS), IBM Research, Ecole
Polytechnique, Réseau Francilien en Sciences Informatiques (RFSI), Région Ile de
France, Frontiers, PRABI, Inria, and GDR BIM, and Sorbonne Université.

February 2018 Ben Raphael
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