open science
N\

N HAL
N

Adaptation of poplar rust to the poplar varietal
landscape
Katherine Hayden, Bénédicte Fabre, Fabien Halkett, Pascal Frey

» To cite this version:

Katherine Hayden, Bénédicte Fabre, Fabien Halkett, Pascal Frey. Adaptation of poplar rust to
the poplar varietal landscape. 10. Rencontres de Phytopathologie - Mycologie. Journées Jean
Chevaugeon, Jan 2014, Aussois, France. 2014, Journées Jean Chevaugeon 2014. 10es Rencontres
de phytopathologie-mycologie de la Société Frangaise de Phytopahologie (SFP). 27 au 31 janvier 2014.
Centre Paul Langevin, CAES du CNRS Aussois (Savoie) — France. hal-02739666

HAL Id: hal-02739666
https://hal.inrae.fr /hal-02739666

Submitted on 2 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.

Distributed under a Creative Commons Attribution - NonCommercial - ShareAlike 4.0 International

License


https://hal.inrae.fr/hal-02739666
http://creativecommons.org/licenses/by-nc-sa/4.0/
http://creativecommons.org/licenses/by-nc-sa/4.0/
http://creativecommons.org/licenses/by-nc-sa/4.0/
https://hal.archives-ouvertes.fr

Poster 1.5
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Adaptation of poplar rust to the poplar varietal landscape

K. J. Hayden, B. Fabre, F. Halkett, P. Frey

INRA, Université de Lorraine, UMR 1136 Interactions Arbres — Microorganismes (IAM), F—54280
Champenoux, France

The breakdown of host resistance to plant pathogens is of critical concern in agriculture,
forestry, and the management of natural systems. Evolution of the fungal poplar rust pathogen
Melampsora larici-populina has been shown to have been dramatically influenced by the
deployment of resistance genes in commercial poplar plantations, with pathogen populations
swamped by virulent genotypes'. The deployment and subsequent breakdown of resistance
genes in poplar plantations provide an experimental system for understanding the dynamics of
pathogen evolution in response to resistance breeding, which will be critical to formulating
effective management strategies in the future. We describe a combined retrospective and
prospective approach, integrating population genomics, landscape epidemiology and
evolution of life history traits of the poplar rust fungus. First, the records of poplar genotypes
deployed across France over the last 17 years, along with genotypes of M. larici-populina
collected across France, have been used to make overlaying maps of host and pathogen
resistance and virulence genotypes. We demonstrate that the virulence landscape continues to
be dominated by the sweep described by Xhaard, with regions heavily planted with poplar
resistance type R7 continuing to be dominated by the corresponding virulence type, along
with virulence types that “hitch-hiked” across the landscape during the original sweep. These
genotypes persist, despite a reduction in planting of R7, and a near-absence of resistance types
corresponding to the hitchhikers. In addition, the beginnings of a new sweep are emerging in
regions in which a recently overcome resistance type (R8) has been more widely planted. We
additionally describe plans to, using the information learned from objective 1, and with
experimental tests of trade-offs in pathogen virulence, reproduction, and spread in response to
quantitative resistance (resistance measured by degree), forecast the ability of the pathogen to
evolve resistance to the future deployment of quantitative resistance types. These forecasts
will provide a framework for the future management of poplar and other forest plantations,
and will also provide testable hypotheses with which to continue to improve the
understanding of host-pathogen coevolution as a whole.

"Xhaard C et al., 2011. Molecular Ecology 20, 2739-2755.
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