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Personal Nationality: French
Information
Born 30/10/70, Married

Education 2013 Marseilles Medicine School (France)

Habilitation a Diriger des Recherches.

1998 EMBL-EBI Heidelberg (Germany) and Cambridge (UK.)

PhD in Bioinformatics.

Work carried out in the laboratory of Des Higgins, at the European Molecular Biology
Laboratory (EMBL-Heidelberg) and at the European Bioinformatics Institute (EBI-
Cambridge)

PhD awarded by Toulouse University with the highest distinction.
Certificate of PhD completion from the European Molecular Biology Laboratory

1993 Université Paul Sabatier Toulouse, France

Master in Biotechnologies
With honours

1990-1992  Université Paul Sabatier Toulouse, France

Degree of Biochemistry
Degree of Genetics and Molecular Biology

These degrees were both awarded with the highest possible distinction ("Mention Trés Bien").

Professional
Experience 2009-... UPF Barcelona, Spain

Associate Professor in Bioinformatics
2007-... CRG Barcelona, Spain


mailto:cedric.notredame@crg.es
http://www.tcoffee.org/

Senior Group Leader, Bioinformatics and Genomics programme, Centro de Regulacio
Genomica, Barcelona, Spain

My group (10 people) focuses its work in the development of multiple sequence alignment
comparisons and their various applications.

2005 - 2007 IBDM-CNRS Marseilles, France

Research Investigator, First Class, CNRS-France
Consultant for the Pharmaceutical Industry (Sanofi-Aventis)
Team Leader.

In charge of small group (4 people) funded by Sanofi Aventis. Our work is dedicated to the
development of novel sequence analysis method using structural and genomic information.

Visiting Professor, Social Sciences Department, Lausanne University, Switzerland

In collaboration with Profs Eric Widmer and Jacques-Antoine Gauthier, we develop novel
methods for the comparison of life trajectories. These methods are inspired by sequence
analysis as done in Bioinformatics

2002 - 2003 Aventis Pharna Paris, France

Consultant for Aventis-Pharma

Consultation on the setting up of a bioinformatics framework within Aventis. Consultation on
punctual projects that require bioinformatics techniques. Expertise on collaborations with
the Academia.

2001 - 2005 Lausanne University Lausanne, Switzerland

Assistant Professor in Bioinformatics, Lausanne University
Group leader at the Swiss Bioinformatics Institute
Member of the Swiss Bioinformatics Institute Executive Board.

Development of a new pre-graduate curriculum in bioinformatics. Setting up of new projects
dedicated to the development of sequence analysis algorithms.

1999 - 2005 IBDM-CNRS, Marseilles, France

Research Investigator, Second Class, CNRS-France

Within the group of Jean-Michel Claverie (CNRS-UMR 1889), Development of new
algorithms for the combination of sequential and structural information within multiple
sequence alignments. Development of new methods for simultaneously comparing
several genomes and incorporating heterogeneous sources of experimental information
and annotation. Head of a small group (three people) dedicated to the study of the human
kinome by bioinformatics means.

1999 - 2001 Université Marseille-Luminy Marseilles, France

Assistant Professor in Bioinformatics

Member of the department of bioinformatics, setting up of new courses. Research carried out in
the laboratory of Prof. Jean-Michel Claverie. Focus on multiple sequence alignments.

1998 - 1999 National Institute of Medical Research London, U.K.

Research Associate

Post Doc with Dr. Jaap Heringa and Dr. Willie Taylor in the department of Mathematical
Biology at the National Institute for Medical Research in London. This work was dedicated to
the development of new algorithms for sequence and structure analysis.
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Publications

1998 I.S.REE.C. Lausanne, Switzerland

Post-Doc

Under the supervision of Dr Philip Biicher, I maintained the PROSITE/Profile database, and
developped new algorithms for the generation of protein profiles.

1994 - 1998 EMBL-EBI, Cambridge and Heidelberg

PhD

Conception of multiple sequence alignment algorithms, under the supervision of Dr. Des
Higgins. Strong emphasis on the use of Genetic Algorithms and related techniques.

1992- 1993 Université Paul Sabatier Toulouse, France

Pre-graduate

Master degree in the group of Prof F. Amalric at the 'Laboratoire de Biologie Moléculaire des

Eucaryotes' in Toulouse. wet lab work using the mst common molecular biology methods
(western, PCR...).

EMBO/UNESCO course of Bioinformatics, Lima, Peru, 2003

European Genetics Association annual bioinformatics Course, Bertinoro, Italy, 2001

EMBnet 'Hands on' Courses.
ISREC, Lausanne 1998, 1999,2000, 2001,2002.
SANBI, South Africa, 1999

Master Courses
Marseille University: 1999-2003

Lausanne University: 2001-2005
Madrid University: 2003- 2011

Calgiari University: 2006, 2007
Bergen University, Norway: 2007

UPF-Barcelona: 2007-2011
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Leishmania Kinome analysis, WP leader, 130.000 Euros

2009-2013 Quantomics FP7

Farm animal genomic variability survey, WP Leader, 140.000 Euros

2008-2011 G-Coffee Plan Nacional (Spain)

Development of a genomic aligner, Personal project, 120.000 Euros

2012-2014 E-Seq Plan Nacional (Spain)

Incorporation of experimental data within genomic sequences, 240.000 Euros

www.tcoffee.org

Invited Speaker

French Bioinformatics Conference (JOBIM), Toulouse, 2001
Computational Problems in Biology, Lausanne, 2001
Journées Mathématiques, Institut Pointcarré, Paris, 2003
Intelligent System in Molecular Biology, Melbourne, 2003
Spanish Bioinformatics Conference, Salamanca, Spain,
SwissProt Twenty Years Celebration, Fotalezza, Brazil, 2006
Intelligent System in Molecular Biology, Fortalezza, 2006
German Conference in Bioinformatics, Tubingen, 2006
Horizons in Bioinformatics, Goettingen, 2008

Society of Molecular Evolution Annual Conference, Barcelona, 2008
Weizmann Institute, Israel, 2008

Kings College, London, 2009

European Bioinformatic Institute, Cambridge, 2009

Joint Genome Institute, Berkeley, 2010

NCBI, Bethesda, 2010

Ecole Polytechnique Federale de Lausanne, 2010

Sinica Academia, Taiwan, 2010

EMBO conference on RNA translocation, Toscanny, 2011
Italian Bioinformatics Conference (BITS), Pisa, 2011
EMBO Bioinformatics Summer school, Tangier, 2011

Genth Univesity, 2012

IGMM, CNRS, Montpelier, 2012

TEDEx Barcelona, 2012

Harden Confference, Cambridge, UK, 2012

Sinica Academia, Taiwan, 2012

Titissee Borheinger Conference, Germany, 2013

IDIBELL, Barcelona, 2013

Virginia Tech Bioinformatics Conference, 2014
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Program Committee Member

JOBIM: French Bioinformatics Conference (2006-2009)

WABI: Workshop On Algorithms in Bioinformatics (2006)

ISMB: Intelligent Systems in Bioinformatics (2005-2011)

ECCB : European Conference on Computational Biology (2010-2011), track chair (2014)

Editorial Responsabilities
Section Editor of "Applied Bioinformatics"

Languages French: maternal.
English: fluently spoken, read and written.
Spanish: spoken, read

Greek: notions.
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