
        
 

15-16 months contract “Ingenieur d’étude”  
« Structural Basis for viral genome tethering to host chromatin »  

 
A position is available under the supervision of Dr. Paul Lesbats in the team of Dr. 
Vincent Parissi at the Fundamental Microbiology and Pathogenicity (MFP) laboratory in 
Bordeaux, France.  
The hosting laboratory main interests are revolving around host-pathogens interactions 
with a focus on retrovirus-cellular chromatin interplays [1–5]. 
 
Overview: 
Chromatin tethering of viral genomes is a phenomenon observed among several DNA 
viruses and retroviruses.  Our recent data showed that the retrovirus Prototype Foamy 
Virus (PFV) Gag protein directly binds host nucleosomes during mitosis [3]. By X-ray 
crystallography we determined that the docking station PFV Gag on the cellular histones 
is a conserved cavity made by H2A and H2B called “acidic patch”. Abolishment of this 
interaction by designing point substitutions on Gag dramatically affects the distribution 
of integration sites. While the exact molecular mechanisms involved are still not 
properly understood these data underline a fundamental role of the viral structural 
proteins in the integration process.  
 
Project: 
The candidate will continue the development a new imaging technique using the 
ANCHOR system from NeoVirtech. This is part of the ongoing CaPTIVE ANR grant and 
will be the basis for a follow up project. 
 
Qualifications: 
We are looking for a self-motivated hard working candidate. Strong background in 
cellular biology and immunofluorescence microscopy is mandatory.  
 
This opening is funded by the ANR (Agence Nationale de la Recherche) for up to 16 
months. 
Please send a cover letter describing past research accomplishments and future 
research interests, CV, and a list of 2-3 references by email to : paul.lesbats@u-
bordeaux.fr. 
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