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Work experience

e PhD student (Sept. 2002 - present): Analysis and verification of quali-
tative models of genetic regulatory networks. PhD student in computer
science at the Université Joseph Fourier in Grenoble, France, under super-
vision of Hidde de Jong, in the HELIX research group at INRIA Rhone-
Alpes.

e Lab training period (Jan. 2002 - Aug. 2002): Validation of genetic reg-
ulatory networks. ‘DEA Informatique: Systémes et Communication’ at
the Université Joseph Fourier in Grenoble, France, under supervision of
Hidde de Jong, in the HELIX research group at INRIA Rhone-Alpes.

e Lab training period (Jun. 2001 - Aug. 2001): Representation of pro-
tein/protein interactions in qualitative models of genetic regulatory net-
works. ‘Licence’ of the ‘Magistére d’Informatique et Modélisation’ at the
Ecole Normale Supérieure de Lyon, France, under supervision of Hidde de
Jong, in the HELIX research group at INRIA Rhone-Alpes.

e Lab training period (Jun. 1999 - Aug. 1999): Discovering interactions
between cytoskeletal proteins using double hybrid techniques. ‘Licence’ of
the ‘Magistére de Biologie Moléculaire et Cellulaire’ at the Ecole Normale
Supérieure de Lyon, France, under supervision of Laurent Mazzolini, in
the ‘Pharmacologie et Dynamique du Cytosquelette Microtubulaire’ re-
search group at the Institut de Pharmacologie et de Biologie Structurale,
Toulouse, France.

e Teaching (sept 2002 - present): teaching assistant in basic computer sci-
ence and programming courses in ‘Licence Sciences et Technologies’ and
in courses on modeling and simulation of genetic regulatory networks in
‘Master Sciences, Technologies et Santé’ at the Université Joseph Fourier
in Grenoble, France.



Education

2002-present: PhD student in computer science at the Université Joseph
Fourier in Grenoble. PhD advisor: Hidde de Jong, in the HELIX research
group at INRIA Rhone-Alpes.

2001-2002: DEA Informatique: Systémes et Communication at the Uni-
versité Joseph Fourier in Grenoble, France.

2000-2001: ‘Licence’ of the ‘Magistére d’Informatique et Modélisation’ at
the Ecole Normale Supérieure de Lyon, France.

1998-2000: ‘Licence’ and ‘Maitrise’ of the ‘Magistére de Biologie Molécu-
laire et Cellulaire’ at the Ecole Normale Supérieure de Lyon, France.
ERASMUS student at Uppsala University, Sweden.

1995-1998: General scientific preparation for the ‘Grandes Ecoles’ at the
Lycée Pierre de Fermat in Toulouse, France (BioMathSup and BioMath-
Spé). Admitted to the Institut National Agronomique de Paris-Grignon
and to the Ecole Normale Supérieure de Lyon.
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