N

N

Search for factors potentially involved in the rapid shift
in Watermelon mosaic virus (WMYV) populations in
south-eastern France
Hervé Lecoq, Frederic Fabre, Benoit Joannon, Catherine Wipf-Scheibel,
Charlotte Chandeysson, Alexandra Schoeny, Cecile Desbiez

» To cite this version:

Hervé Lecoq, Frederic Fabre, Benoit Joannon, Catherine Wipf-Scheibel, Charlotte Chandeysson, et
al.. Search for factors potentially involved in the rapid shift in Watermelon mosaic virus (WMV)
populations in south-eastern France. 11. International Plant Virus Epidemiology Symposium, Jun
2010, Ithaca, United States. hal-02753327

HAL Id: hal-02753327
https://hal.inrae.fr /hal-02753327
Submitted on 3 Jun 2020

HAL is a multi-disciplinary open access L’archive ouverte pluridisciplinaire HAL, est
archive for the deposit and dissemination of sci- destinée au dépot et a la diffusion de documents
entific research documents, whether they are pub- scientifiques de niveau recherche, publiés ou non,
lished or not. The documents may come from émanant des établissements d’enseignement et de
teaching and research institutions in France or recherche francais ou étrangers, des laboratoires
abroad, or from public or private research centers. publics ou privés.


https://hal.inrae.fr/hal-02753327
https://hal.archives-ouvertes.fr

Search for factors potentially involved in the rapid shift in Watermelon mosaic virus
(WMYV) populationsin south-eastern France

H. Lecoq, F. Fabre, B. Joannon, C. Wipf-Scheibel, C. Chandeysson, A. Schoeny and C.
Deshiez
INRA, UR 407, Station de Pathologie V égétale, Domaine Saint Maurice, 84140 Montfavet,
France

Watermelon mosaic virus (WMYV, Potyvirus) has been first reported in France 35 years ago,
and it is now the most prevalent virus in cucurbit crops. WMV has a relatively wide host
range —including severa weeds- and is non-persistently transmitted by more than 35 aphid
species. In 2000, new strains (referred as ‘emerging’ (EM) strains) were detected in south-
eastern France. EM strains are generally more severe and phylogenetically distinct from those
previously reported in France (referred as ‘classic’ (CL) strains). EM strains are divided in
four phylogenetic subgroups. Since 2000, EM strains have been progressively replacing CL
strains in cucurbit crops in south-eastern France. In order to look for factors that may explain
this rapid change in virus populations, properties such as host range, symptomatology in
susceptible hosts and aphid transmissibility were investigated for a set of 26 WMV isolates
including isolates from the 3 phylogenetic groups and CL-EM or EM-EM recombinant
isolates. A modelling approach, based on a 3-year observation of the spatio-temporal spread
of EM and CL WMV dtrains in zucchini squash fields at Montfavet suggested that a
dissymmetrical partial cross-protection between EM and CL strains could be amajor factor in
the population shifts that are observed. This hypothesis will be discussed in the light of the
results of the biological tests.
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