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Head: Anne Vanet

ePole of GenoInformatics

Fabien Fauchereau

+in Paris7 :

Svetlana GRIBKOVA

Séverine  LEIDWANGER 

Michel PETITJEAN

Aurélie PERRIER

« With our expertise in biology, chemistry, mathematics, programming, 
statistics, big data, omics, chemoinformatics and bioinformatics, we believe 
we can solve the problems faced by most researchers and teachers 
researchers. »



  

Thierry Grange

Genomics-Transcriptomics 
Facility

MiSeqion torrent



  

Head :Jean-Michel 
Camadro

Proteomics Facility

Thibault LégerCamille Garcia Bastien Morlet



  



  

Equipe  Epigénome & Paléogénome
Resp: Eva-Maria Geigl et Thierry Grange

De novo assembly
Phylogenetic analysis



Transcriptional networks & neural differentiation 
Resp: Vanessa Ribes

RNAseq performed on HFF (human fibroblasts) transfected with Pax3, Pax7, 
PAX3-FOXO1, PAX7-FOXO1 or pCIG (control)

Sequenced by 
Fasteris

Analysed by 
collaborators



BioInfo at IJM
Mostly Biologists who do BioInfo via collaborations

Biology-based : questions are coming from biology

No cluster at IJM to perform large computation

People want to improve their bioinfo skills for...

Statistical Analysis

Reporting of Data

Image Analysis

Sequence Data Analysis

Mass Spectrometry

etc.


