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Research Activities

I am a computational biologist working mainly in genomics. Computational genomics requires
the development of algorithms, statistical methodology and mathematical foundations, and a
large part of my research is therefore on methods. Validating these methods, that is anwering
biological questions by using computational approaches is central in my work. Therefore,
method development goes always hand in hand with application, which in practical terms
requires close collaboration with colleagues in the life sciences.

My career began in comparative genomics, and initially I was interested in genome an-
notation, determination of protein families using consensus clustering techniques and genome
rearrangements. In this context I contributed to the yeast genomes’ sequencing consortia. In
parallel I have worked on building rigorous models of the dynamical behaviour of biological
systems (eg. networks), on how is it possible to combine different models and on establishing
properties about models’ behaviors.

Currently, I’'m particularly interested in applications of high-throughput sequencing data.
My group develops methods for Next Generation Sequencing data analysis and de novo se-
quence assembly and its downstream analysis (genome assembly, variant detection, diversity
analysis, biomarker identification, functional analysis). Methodological solutions are often a
mix of algorithmics and machine learning.

I have supervised 8 PhD students. Five of them have successfully defended (A. Sarkar in
2012, N. Vyahhi in 2010, H. Soueidan in 2009, G. Jean in 2008 and F. Iragne in 2007) and
are all currently employed either as a permanent researcher (3), post-doctoral researcher (1) or
as a research engineer (1). Three of them still pursue their PhDs: T. Hume, L-A. Schmitt and
J. Rudewicz. I have supervised more than 10 Master’s students and 5 postdocs. I have been a
dissertation reviewer and opponent for 5 PhDs. Since starting with the CNRS in 2002, I have
26 papers in refereed international journals (h-index 13 and 2001 total citations according to
Google Scholar) and am actively involved in the development of various software tools.

Involvement in scientific community

I am strongly involved in three initiatives for developing international standards:
Hupo PSI (Protein Standards Initiative), MIASE (Minimum Information About a Sim-
ulation Experiment) and COSMOS (COordination Of Standards In MetabOlomicS);

- Member of the Bordeaux SIRIC (SItes de Recherche Intégrée sur le Cancer) Bioinfor-
matics Steering Committee

- Member of the LaBRI Scientific Council
- Co-organizer of the Recomb-CG 2013 conference in Lyon;
- Co-organizer of a Special Session BioNetVis at the ISMB 2013 conference in Berlin;

- Organizer of the Workshop on Next Generation Sequencing Technologies, Zvenig-
orod, Russia, 2010;
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Member of the International Society for Computational Biology (ISCB) since 2005;
Member of the Scientific Program Committee of Recomb-CG 2013, WABI 2012,
MCCB 2009, WABI 2009, AlBio 2008, JOBIM 2007;

Reviewer for Scientific Journals TSI, TCS, TCBB, Plos. Comp. Bio, BMC Bioinfor-
matics;

Reviewer for Grant Calls by ANR (PEPII, AMPBio, Masses de Données, PEPII, PDOC)
and EU (Offensive Sciences RMT);

Member of Hiring Committees (Université d’Evry 2005-2007, INRIA Saclay 2008-
2009, Université de Bordeaux 2009 and 2011);

Grants

I am currently a PI the the following grants:

FP7 Coordinated Action Cosmos COordination Of Standards In MetabOlomicS, 2012-
2015 (PI for Bordeaux);

ANR Chaire d’Excellence ABRIWG Apricot Whole Genome Sequence Genotyping,
2011-2014 (in charge of the bioinformatics WP);

Infastructure d’ Avenir Institut Francais de Bioinformatique, 2012-2022 (member through
ReNaBi-SO).

Investissement d’ Avenir Cloud computing, Big data, BioDataCloud, 2013-2015

Peps IdEx / CNRS PepTeam: A novel biomarker and targeting agents identification
protocol, 2013-2014

I have been in charge of, or participated in the coordination of the following grants:

PI for grant from the Russian Agency for Science Education and Innovation Return of
Competence, 2009-2010;

PI for Bordeaux in the Yeast Systems Biology Network (CA under the FP6), 2005-2008;
In charge of ACI “Jeunes Chercheurs” Saccaromyces siliceus, 2003-2005.

I have participated in the following grants:

ANR Evolmyco, 2008-2012 (step in for Antoine de Daruvar);
GDR Génolevures 2, 3 and 4 (CNRS GDR 2354), 2002-2010;
ANR Blanc Genarise (ANR-05-BLAN-0331), 2005-2008;
ACI IMPBio Génolevures En Ligne IMPB114), 2003-2005.
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