
 Morgane THOMAS-CHOLLIER (36) 
 
Contact Details 

Ecole Normale Supérieure (ENS) - Département de Biologie 
Institut de Biologie de l’ENS (IBENS) - UMR ENS - CNRS 8197 - INSERM 1024 
46 rue d'Ulm, 75230 Paris Cedex 05 

Email: 
mthomas@biologie.ens.fr  
http://www.ibens.ens.fr 

Short CV 
Associate Professor in Bioinformatics at the Ecole Normale Supérieure (ENS) in Paris (FRANCE), Morgane Thomas-Chollier has obtained 
her Ph.D in 2008 as a joint work between the Université Libre de Bruxelles and the Vrije Universiteit Brussels in Belgium, under the joint 
direction of Luc LEYNS and Jacques van HELDEN. MTC then worked as a postdoc in Brussels for a year, followed by three years in 
Germany (MPIMG Martin VINGRON, Berlin, 2009-2012) thanks to an Alexander von Humboldt fellowship. 
MTC has joined the lab of Denis Thieffry in 2012, to reinforce the bioinformatics section of the Computational Systems Biology group at the 
Institute of Biology of the ENS (IBENS). 
 
Research topics 
 
MTC research interests mainly involve regulation of transcription, high-throughput functional genomics and evolution/development of 
metazoans. She is specialized in the detection of binding regions for transcription factors (motif detection, de-novo motif discovery, ChIP-
seq, ChIP-exo) and is actively developing new computational methods and software, in particular within the RSAT suite (http://rsat.eu) in 
collaboration with Jacques van Helden. She has several collaborations with experimental groups, focusing on the glucocorticoid receptor, 
osteoporosis and evolution/development in sea urchin. 
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