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CURRENT POSITION

Full professor in bioinformatics at the University of Bordeaux (http://www.u-bordeaux.fr/),
France, where | teach bioinformatics.

Member of the Fruit Biology and Pathology Unit (UMR 1332)

EDUCATION

2001 University Bordeaux Segalen, France: Accreditation to supervise research
(HDR)

1987 University Pierre and Marie Curie, Paris 6, France: Master Degree (“DESS”)
in computer science applied to biology

1986 AgroParisTech, Institut National Agronomique Paris-Grignon, Paris,

France : engineer in agronomy

1984 University Pierre and Marie Curie (Paris 6, France)), Graduate degree
(“Maitrise”) in Biochemistry

PROFESSIONAL CAREER

As from 2002 Full professor at the University Bordeaux Segalen, France.
2000/2002 Associated professor at the University Bordeaux Segalen, France.

1997/2002 Senior Manager in Bioinformatics, LION bioscience (biotech company),
Heidelberg, Germany.

1994/97 Scientist at the European Molecular Biology Laboratory (EMBL - Chris
Sander group) Heidelberg, Germany.

1990/94 Software engineer/project manager in various companies: Bull SA, Sanders
SA and Marben SA, Paris, France.

ACADEMIC ACTIVITIES

Teaching

| was recruited by the university Bordeaux Segalen, with the aim of promoting bioinformatics as
a discipline to be taught in various biology courses at the Faculty of Life Sciences.
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My teaching covered basic programming for biologists and the concepts and use of
bioinformatics methods and tools. | coordinated the setting up and was responsible (2003-2007)
for the Master of Bioinformatics.

| also taught at the “Ecole Nationale Supérieure de Technologie des Biomolécules de
Bordeaux” (ENSTBB, Bordeaux) and occasionally at the "University of Applied Sciences" in
Bremen, Germany.

Scientific activities and responsibilities

My scientific interests relate to the design and development of methods and tools for the:
e analysis of genomes, comparative genomics;
e integration of functional genomics data;
e storage and analysis of metabolomics data.

| have set-up and headed (2001-2010) the center for bioinformatics of Bordeaux
(http://www.cbib.u-bordeaux2.fr/). The Center for Bioinformatics provides access to high-
performance computing resources, data analysis and programming expertise. The resources
serve scientists to fulfill the bioinformatics needs of their research.

Until 2008 | was in charge of coordinating the national network of bioinformatics platforms
(ReNaBI: http://www.renabi.fr/) and was a member until 2011 of the steering committee of
the preparatory phase of ELIXIR project (http://www.elixir-europe.org/). This project aims at
constructing and operating a sustainable infrastructure for biological information in Europe, to
support life science research and its translation to medicine and the environment, the bio-
industries and society.

Other main academic responsibilities

From 2003 until 2008 | was Managing Director of the Bordeaux Functional Genomics Center
(CGFB: http://www.cgfb.u-bordeaux2.fr/) which brings various scientific and technological
platforms together, dedicated to the study of living organisms at cellular and molecular scale.
This infrastructure has four main tasks:

e support scientific and technological research activities carried by laboratories;

¢ educate students and spread information toward researchers on new technologies;

e promote innovation by developing new technologies.

From 2008 till 2013, | was elected vice-president in charge of administrative affairs of the
Bordeaux Segalen University. As vice-president, | was in charge of the management of the
resources (human resources, budget, university premises, etc.) of the university and
responsible of several strategic projects.
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