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PhD in Bioinformatics, Toulouse University, France
Title : “CSP Formalisms and localization of structured motifs in genomic text”.

Master in Computer Science applied to Life Science, Toulouse University, France

Master in Biochemistry, Poitiers University, France

SCIENTIFIC CARREER

Since 2016  co-Director of the International Track BAO (Bioinformatics and Omics) within the
master of Bioinformatics of Bordeaux, coolaboration with EUSKAL HERRIKO
UNIBERTSITATEA, Spain : http://master-bioinfo- bordeaux.github.io

Since 2012  Supervisor of the second year of the Master of Bioinformatics of Bordeaux, France.

2009-2013  Deputy Director of the Centre de Bioinformatique de Bordeaux, France.

2011-2014  Deputy Director of the MaBIOVIS team (Models and algorithms for Bio-informatics
and information visualisation), LaBRI, Bordeaux, France.

2008-2014 Lecturer in the ERASMUS teaching exchange with the University of Applied Sciences
in Bremen, Germany. (program ISTAB directed by Pr Tilman Achstetter)

Since 2007 Associate Professor in Bioinformatics, University of Bordeaux, France.

2005-2007 Postdoctoral Fellow, Grant INRIA Rhones-Alpes- University Lyonl France.

2000-2002 Research engineer at INRA, Toulouse, France.

1998-2000 Research engineer at University Cork College, Cork, Ireland.

RESEARCH AREA

My current research deals with Bioinformatics and biological questions arising from biological
networks and sequences. This involves investigations of RNA sequences and metabolic networks. | am



particularly interested in using modelisation to incoporate information resources into computational
environments.

Publications and other scientific productions

e 14 papers in peer-reviewed international journals and 3 papers in special reviews Genome
Annoucement.

e 3 publications in international conferences in computer science with reviewing committee
and proceedings and 3 publications in workshop international conferences in computer
science with reviewing committee.

e 5software platforms: rNAV (RNA Navigator - Visual Exploration of sSRNA mediated Regulatory
Network), MetaboFlux (Multi-objective and multi-criteria method for flux analysis), Milpat (A
structured motif definition based on CSPs and search algorithm), iANT (semi-automatic
annotation environment), MIAH (automatic alignment of SSU rRNAs)
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Invitation to Workshops

William Benchimol, Patricia Thébault , Thomas Bandres, Jonathan Dubois, Isabelle Dutour, Romain
Bourqui. rNAV, a new software mixing bioinformatics and visualization approaches for analysing
bacterial sSRNA-mediated regulatory networks. 6th Bordeaux RNA Club Workshop, June 26-27, 2014.
Patricia Thebault, A multi-objective heuristic integrating biological data for flux analysis in metabolic
networks, Open Source Software for Systems, Pathways, Interactions and Networks (SPIN-OSS)
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