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Work Experience

® PhD in Theoretical Biochemistry (CNRS) 2010-14
Realized at the LBT (laboratoire de Biochimie Theorique, Paris), this work included:

* Creation and implementation of new algorithms for 3D modeling and study of
molecules, specifically DNA and helical protein.

» Using, maintaining and developing Ptools, a C++ and Python library for molecular
modeling and docking.

* Communicating and collaborating with people in different field of expertise, in an
international context (including 6 month of work at the Technical University of
Munich)

® Teaching (Université Paris Diderot) 2010-14
Python Programming, Javascript, Molecular modeling

® Six month internship at the LBT (CNRS) 2010
on developing coarse-grain docking methods with flexible DNA for predicting protein-DNA
complex.

® Six month internship at Roslin Institute (Scotland) 2009
on simulating the flow in biological pathway with Petri net. First part consisted of developing
the method using Python for prototyping and Java for developing a plug-in. The second part
consisted at implementing and optimizing (parallelism, interfacing with C,...) the method in
BioLayout express3D, a Java software for visualizing gene expression in 3D.

® Three month internship at Institut Jacques-Monod 2008
in the research team “Modeling in integrative biology” on a meta-genomic analysis of the
Sargasso Sea using Python and Bash.

Education
Phd in Theoretical Biochemistry (CNRS) 2010-14
Master in Bio-informatics at the University Denis Diderot-Paris 7 2008-10

Licence’s degree in Bio-informatics at the University Denis Diderot-Paris 7 2005-08
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