EWM2004

C. elegans

_Th

e Home e General Information e Registration e Accomodation
o Program Outline e Record your Abstract e Financial Aid
e List of Sponsors
e Abstracts
e Program Schedule

Nematode Gene-Tagging Tools and Resources
Tavernarakis Nektarios1, Bessereau Jean-Louisz, Ewbank Jonathan3, Geysen Johan4, Kuwabara Patricias, Segalat Laurent®

1Institute of Molecular Biology and Biotechnology, FORTH, Greece, 2INSERM U. 497, Ecole Normale Supérieure, France, 3centre
d'Immunologie de Marseille-Luminy, INSERM-CNRS, France, MAIA Scientific, Belgium, 5University of Bristol, Department of
Biochemistry, United Kingdom, 6CNRS—CGMC, University Claude Bernard Lyon-1, France

We have recently embarked on a collaborative effort funded by the EU 6th Framework Programme, to optimize and automate
existing transposon-mediated mutagenesis methodologies based on the Mos1 transposable element. In addition, we have initiated
efforts towards developing alternative approaches both for mutagenesis and transgenesis in C. elegans, using the Minos and
Piggybac transposon systems. Our long-term plan is to exploit these tools to generate and evaluate a comprehensive collection of
transposon-tagged mutants, aiming to ultimately cover the complete genome of approximately 20,000 genes. We anticipate that our
efforts will complement and extend already existing, related resources for the study of gene function, such as the RNAi libraries and
the collections of deletion and transposon insertion mutants.
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