The Second Annual Meeting of the European Virus Bioinformatics Center
9"-10™ April 2018 in Utrecht, Netherlands.

Monday, April 09, 2017
09:30 — 10:30 Registration
10:30 — 11:00 Welcome by Manja Marz
11:00 — 12:00 Opening Keynote: Charting the virus world by metagenomics
’ ’ Eugene Koonin, National Center for Biotechnology Information, Bethesda, USA
12:00 — 14:00 Bring your own lunch during poster session
14:00 — 14:30 Contribution of mutation and recombination to dairy phage genome evolution over three decades
’ ’ Anne Kupczok, Institute of General Microbiology, Christian-Albrechts-University Kiel, Germany
14:30 — 15-00 Viral control of host systems
’ ’ David Robertson, MRC-University of Glasgow Centre for Virus Research, UK
15:00 — 1530 Probing the host response to viral infection using -omics approaches
: ’ Arno Andeweg, Department of Viroscience, Erasmus Medical Center, Rotterdam, Netherlands
15:30 — 16:00 Coffee break
16:00 — 16:30 Evolution, recombination and virulence of emerging bee viruses
’ ’ Dino McMabhon, Institute of Biology, Free University Berlin, Germany
16:30 — 17-30 Rational design and application of profile HMMs for viral diagnosis and discovery
’ ’ Arthur Gruber, USP, Sao Paulo, Brazil
17:30 — 18:00 Annual meeting with EVBC members
18:00 — 20:00 Drinks and poster session
Tuesday, April 10, 2018
9:30 — 10:30 Opening Keynote: Genetic determinants of neurotropism of enterovirus D68
’ ’ Richard Scheuermann, J. Craig Venter Institute, La Jolla USA
10:30 — 11:00 Virome analysis using metagenomics sequencing data from population and patients cohorts
’ ’ Alexandra Zhernakova, University Medical Centre Groningen, The Netherlands
11:00 — 11:30 Coffee break
11:30 — 12:00 Study of viral communities using metagenomics
’ ’ Francois Enault, Laboratory Microorganismes Genome & Environmental, France
Genome sequencing, serodiagnostics, and the intracellular host response: making sense of—omics data
12:00 — 12:30 for Zika virus
Brett Pickett, J. Craig Venter Institute, La Jolla USA
12:30 — 14:00 Bring your own lunch during poster session
14:00 — 1430 HIV-1 transmission dynamics in the Netherlands
’ ’ Daniela Bezemer, Stichting HIV Monitoring (SHM), Amsterdam, Netherlands
14:30 — 15:00 Predicting the evolution of human influenza A viruses
’ ’ Alice McHardy, Helmholtz Center for Infection Research Braunschweig, Germany
15:00 — 15:30 Coffee break
15:30 — 16:00 Evolutionary perspectives on the role of copy number variation in viral and bacterial adaptation
’ ’ Mark Zwart, Netherlands Institute for Ecology NIOO, Wageningen, Netherlands
16:00 — 16:30 V-pipe: Bioinformatics pipeline for inferring viral diversity from high-throuhgput sequencing data
: ’ Susana Posada Céspedes, ETH Zurich, Basel, Switzerland
16:30 — 17-:00 Bayesian phylogenetic and phylodynamic data integration using BEAST
’ ’ Philippe Lemey, Rega Institute, Katholieke Universiteit Leuven, Leuven, Belgium
17:00 — 18:00 Closing

Note: as this is a zero-budget conference, lunch will not be provided. There are multiple lunch options within two minutes walk
from the conference venue.



