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Genetic analysis for photoperiod—deﬁending seed set and maturity time which
defines the ecotype of common buckwheat (Fagopyrum esculentum)

Takeshima, Ryoma
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Common buckwheat is classified into summer, intermediate, and autumn
ecotypes based on their photoperiod responsiveness. This study aims to detect the genetic loci for
photoperiod-depending seed setting and maturity time, which defines the ecotypes. QTL analysis of “
summerx mid-autumn” crosses detected QTLs for summerization, which results in early seed setting
and maturation. The QTLs for flowering time and maturity time were also detected at different loci,
indicating that there may be different regulatory mechanisms.
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Targeted amplicon sequencing + next-generation sequencing-based bulked segregant analysis 2021
identified genetic loci associated with preharvest sprouting tolerance in common buckwheat
(Fagopyrum esculentum)
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