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The gene-for-gene relationship
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In diploids, immunity is overcome at the homozygous state
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In diploids, immunity is overcome at the homozygous state
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Different measures of resistance durability
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Two contrasted life cycles
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Model 1: Without host alternation
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Model 1: Without host alternation
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Model 1: Without host alternation
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Model 2: With host alternation
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Model 2: With host alternation
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Model 2: With host alternation
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Stochastic evolutionary trajectories
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Why host alternation enhance stochasticity?
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Why host alternation enhance stochasticity?
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Why host alternation enhance stochasticity?
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Evolution of virulence from standing genetic variation
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Des indices Fst marqueurs d’un contournement de résistance
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