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A study on the genetic background of autologous evolution in plants of the genus
Petunia in South America
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In order to clarify the evolution of self-incompatibility of the Solanaceae
plant Petunia, we conducted a survey of Argentina, Uruguay, and Brazil, analyzed
self-incompatibility-related genes, and performed phylogenetic analysis by the MIG-seq method using
a next-generation DNA sequencer. Analysis of self-incompatibility-related genes revealed that we
sequenced the coding region of S-RNase and that acquisition of self-incompatibility preceded
subspecies divergence (35,000-107,000 years ago).
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