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Preface

This volume contains the papers presented at RECOMBCG-17: the 15th RECOMB
Comparative Genomics Satellite Workshop, held during October 4–6, 2017, in
Barcelona, Spain.

There were 32 submissions. Each submission was reviewed by at least three
reviewers, and some received up to five reviews. The reviews were conducted by
members of the Program Committee as well as by additional reviewers who were
sought based on their expertise for specific papers. The committee decided to accept 16
papers. The program also included four invited talks and a poster session.

We thank the members of the Program Committee as well as the additional
reviewers for their diligent work reviewing the manuscripts and conducting thorough
discussions on the manuscripts and their reviews that informed the decision process.
We also thank the members of the Steering Committee, Jens Lagergren, Aoife
McLysaght, and David Sankoff, for their guidance. Special thanks go to the local
organizers, Laura Prat Busquets, Tomàs Marquès-Bonet, and Roderic Guigó Serra.
Last but not least, we would like to thank the four keynote speakers who agreed to
speak at the conference despite their very busy schedules: Iria Fernández Silva, Toni
Gabaldón, Iñaki Ruiz-Trillo, and Wes Warren.

The workshop would not have been possible without the generous contribution of
our sponsors, whose support is greatly appreciated:

– FEDER - Fondo Europeo de Desarollo Regional
– Goberno de España - Ministerio de Economía, Industria y Competitividad
– Instituto de Salud Carlos III
– PRB2 - Plataforma de Recursos Biomoleculares y Bioinformáticos
– ELIXIR Spain
– INB - Instituto Nacional de Bioinformática
– Illumina
– The Company of Biologists

We used the EasyChair system for submissions, reviews, and proceedings
formatting.

August 2017 Joao Meidanis
Luay Nakhleh
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