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Research Engineer

Background in Computer science and Molecular Biology

Address: Paris, France
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Skills

Programming languages
- Shell, Perl, R, SQL

Bioinformatics

- Sequence analysis

- Transposable Element detection and
analysis

- Gene prediction (structure and
function)

- Variant detection

Project management

/

Education

= 1994: Master degree in « Computing
applied to Life Sciences, Paris
Descartes University, Paris

* 1990: Diploma of « Ecole Pratique des
Hautes Etudes », Life and Earth
Sciences, Paris Sorbonne university,
Paris
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h-index 29 22
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Career

Since 2003: INRA, Research Unit in Genomics Info,
Versalilles, France (https://urgi.versailles.inrae.fr/)

1986 -2002: INRA, Laboratory of Molecular and
Cellular Biology, Versailles, France

Current activity

= Bioinformatic projects management

= Bioanalysis, Computing and Organization and
animation of training session
o Annotation of transposable elements
o Genome information system around TEs

Research interest

After years of bioinformatic tools development
(around transcriptomic and genome annotation), |
carried out numerous bioinformatic analyzes in the
frame of international genome sequencing and
annotation projects including plants, fungi and insects.
For over fifteen years, my research activities have
covered the evolutionary dynamics and functional
impact of repeats, genes and transposable elements
annotation.
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