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Grant & Small, 1996

Main Questions:

1. Evolution of recognition specificity (on-going 
molecular dialog between plants and 
microbes)

- origin and maintenance of individual 
components, as well as pathways

- functional consequences of protein variation

2. Ecological and evolutionary dynamics

- population dynamics of hosts and microbes

- natural selection (form and strength)

- interplay of ecology and evolution
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Capturing natural selection on different times scales

S. peruvianum
in Canta, Peru

S. chilense in 
Moquegua, Peru

?
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