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Mechanism to drive the evolution of non self-recognizing loci controlling plant
reproduction

Kubo, Ken-ichi
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Long-read sequencing was performed on the genomic DNA of Petunia
(Solanaceae). We obtained accurate contigs containing more than 100 kb peripheral region of the
alleles of the pistil-expressed S-RNase and the pollen-expressed multiple SLFs gene, which control
the specificity of self-incompatibility.
Comparison of peripheral regions of S-genes between different S-haplotypes revealed the evidences

of large-scale genomic recombination and translocation between S loci. We suggest that the S locus
has evolved through recombination between large genomic fragments to acquire SLF genes that are
convenient for self and non-self discrimination.
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Non-self-recognition system in S-RNase-based self-incompatibility in Petunia: Molecular mechanism to avoid inbreeding.
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