
Retracer l’évolution des agents pathogènes et de leurs
déterminants de virulence à travers des échantillons anciens
d’herbier

ABSTRACT

It is now possible to access the DNA of older isolates of a pathogen by screening samples of its host plant
available in herbarium collections. Such data will provide information on the "ancient" genetic diversity
of phytoviruses and phytobacteria involved in current diseases and will allow us to jointly estimate their
mutation rates and date the divergence events of the major pathogens isolated today.

The identification and extraction of such "fossil" viral and bacterial sequences appear to be essential to
better estimate the origin of contemporary phytopathogenic agents and to better understand their
evolution over the past thousands or tens of thousands of years.

The plants treated will be citrus and cassava.
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GOAL

This initiative aims to carry out the relational (creation of a consortium) and methodological exploratory
phase of a future project to be submitted in 2017 to international funding calls (CRP-RTB, CEE...). The
main objective of this project will be to identify nucleic acids of ancient pathogens from herbarium
samples and to use them to reconstruct the evolutionary history of these pathogens (viruses and
bacteria).
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