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  Objectives 
The “Platform” team brings together 
the expertise and equipment of the 
core facilities supported by GABI 
that are open to external users: the 
@BRIDGe facility (animal Biological 
Resources for Integrated and Digital 
Genomics), the histology facility, 
and the transmission electron 
microscopy service of the MIMA2 
multi-site facility. 

The team aims at providing 
integrated services and equipment 
from the storage of biological 
samples to their analysis at the 
molecular, cellular or tissue level. 

Its fields of activity are structural 
and functional genomics, 
microgenomics, morphological and 
ultrastructural analyses. The 
facilities have a Biological Resources 
Center with secured management, 
characterization and distribution of 
collections, coupled with support for 
experimental procedures and tools 
for data analysis.  

The biobanking, genomic and 
transcriptomic facilities are part of 
the national CRB-Anim 
infrastructure for animal biobanks 
supported by the 2012-2019 

     

 

Core facilities   
Team leader    
Michèle Tixier-Boichard (michele.boichard@jouy.inra.fr)  

Co-leaders 
Claudia Bevilacqua (claudia.bevilacqua@jouy.inra.fr): microgenomics, qPCR 
Christine Longin (christine.longin@jouy.inra.fr): electron microscopy 
Marco Moroldo (marco.moroldo@jouy.inra.fr): genomics, biobanking 
Silvia Vincent-Naulleau (silvia.vincentn@cea.fr): histology 

 
 

 

Technological offers and know-how 

Biobanking services:  biological samples of any kind, including tissue preparations, except for 
infectious material. The facility provides a service of DNA and RNA extraction, and quality 
control.  

Structural genomics: BAC libraries and preparation of NGS libraries, capture of targeted 
genomic regions and whole genomes of pathogen agents that cannot be cultured. 

Functional genomics:  Agilent microarray workflow and qPCR with specialized software for 
data analysis (GeneSpring GX (Agilent) and Ingenuity Pathway Analysis (Ingenuity) for 
transcriptomic data analysis and GeneX (Multid) for qPCR analyses. 

Functional and structural analysis  at cell or tissue level  
• Histology: tissue processing, sectioning and staining; in situ hybridization on tissue 

cryosections;  digitalization of histological slides (brightfield); 

• Laser capture microdissection: production and analysis of micro-quantities of material 
extracted from cells that are isolated from their tissue environment under 
morphological control 

• Ultra-structural analysis of cell morphology with transmission electron microscopy 

The main equipments include: 19 -80°C freezers, five instruments to measure nucleic acid 
quality and quantity, a DNA sonicator (Covaris), a liquid handler, a nucleic acid extractor 
(Chemagic STAR), an Agilent micro-array workflow, an ABI 7900HT qPCR system 
equipped with a TaqMan Array Card block and a QuantStudio (96-well plate) qPCR 
system,  two laser capture microdissection systems (VERITAS and XT), two cryostats, a 
SnapFrost, a batch Stainer , a microtome, a tissue embedding facility and an automated 
vacuum tissue processor (LEICA), a brightfield and fluorescence virtual slide scanning 
system (09-2014), two ultramicrotomes (Reichert E – Leica UC6), a Zeiss EM902 EELS for 
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Scientific production 
On average, members of GABI’s core facilities are co-authors of approximately 20 papers 
each year. Most of these papers have co-authors from other research units than GABI. Our 
objective is to trace and make an inventory of all publications referring to the facilities in 
the Material and Methods or in the Acknowledgements sections of the articles. 
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A complete list of publications is available at:  www.jouy.inra.fr/gabi 

 

Users 
The total number of users per year 
ranges from 120 to 170.  

 

Quality policy 
Most activities of "Platform" team  
are ISO 9001:2008 certified.  

In 2013, @BRIDGe was granted the 
national strategic label of INRA and 
MIMA2 the regional strategic label 
of INRA. 

Platform network 
The core facilities belong to the 
network of facilities of the Jouy-en-
Josas Research center ARPEJ 
(www.jouy.inra.fr/Outils-et-
Ressources/Plateformes) 

http://www.jouy.inra.fr/gabi

