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Infrastructure development for efficient crossbreeding of sweetpotato

Tsuchiya, Tohru

3,500,000

AB2 S SEA

S AB2 SEA

in planta

Sweetpotato cultivars are incompatible with each other and cannot be
crossed between individuals belonging to the same incompatibility group, thus preventing efficient
crossbreeding among a wide variety of sweetpotato cultivars. We attempted to isolate and identify
the gene encoding the protein involved in self-recognition of self-incompatibility (S gene), which
is the cause of this mating incompatibility, from various Ipomoea plants.

AB2, a male S gene, and SEA, a female S gene, were identified as common loci at the
self-incompatibility locus (S locus) in various Ipomoea plants, indicating that these genes are
directly involved in self and other recognition in the self- (hybrid) incompatibility of Ipomoea
plants. The results showed that these genes are directly involved in self-recognition in the self
(mating) incompatibility of Ipomoea plants.
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