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Pyricularia oryzae on rice
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g —— How do P. oryzae populations
e evolve when facing :
™ 1. Huge diversity within and
among indica landraces ?
2. Introduction of a modern
variety in the area ?
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1. Huge diversity within and among indica landraces

Comparison of host and pathogen population structure using paired samples

Rice: GBS genotyping, 27 kSNP.
Total evidence ML tree (RAXML) + DAPC
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1. Huge diversity within and among indica landraces

Comparison of host and pathogen population structure using paired samples

Rice: GBS genotyping, 27 kSNP. P. oryzae: full genome, 116 kSNP.
Total evidence ML tree (RAXML) + DAPC Total evidence ML tree (RAXML) + DAPC
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1. Huge diversity within and among indica landraces

Comparison of host and pathogen population structure using paired samples

Rice: GBS genotyping, 27 kSNP.
Total evidence ML tree (RAXML) + DAPC
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Comparison of host and pathogen population structure using paired samples

Rice: GBS genotyping, 27 kSNP.
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Qualitative and quantitative interactions
Cross-inoculations of paired samples
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1. Huge diversity within and among indica landraces

Qualitative and quantitative interactions
Cross-inoculations of paired samples
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1. Huge diversity within and among indica landraces
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Maintenance of generalist P. oryzae genotypes
with moderate performance on all indica landraces
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2. Introduction of a modern variety in the area

Surveys of farmers in 9 villages of YYT in 2015

Variety use and diversity Perception of disease impact by farmers
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- Diversity cold spots
- Impact on rice diseases
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2. Introduction of a modern variety in the area

Distribution of P. oryzae genotypes
on traditional « Acuce » and modern « Hongyang »

Genotyping with 13 micro satellites

Acuce
(65 isolates)

Hongyang
(32 isolates)

/A’ \‘

Quantitative performance (adjusted)

Quantitative interactions
Cross-inoculations of paired samples

Performance on plants
belonging to genetic cluster

- W
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AC HY
P, oryzae isolates native from genetic clusters

- Shrinking of P. oryzae diversity on the modern variety
- Selection of more aggressive genotypes
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Summary

huge diversity in indica decrease of diversity
landraces following the introduction
* of a modern variety
maintenance of generalist *’
P. oryzae genotypes with emergence of adapted
moderate performance genotypes
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Co-culture of japonica and indica landraces

Genetic differentiation of P. oryzae populations Specialization of P. oryzae on indica and japonica
Genotyping with 13 microsatellites
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Specialization of P. oryzae
to rice subspecies
- « Divide to reign » effect




