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Elucidation of mechanism for flower bud differentiation and runner formation of
cultivated strawberry and establishment of super forcing cultivation method
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Forcing culture of June bearing type strawberries is carried out to
harvest fruits at high demand season from late autumn to winter. Accurate identification of flower
bud differentiation is essential for forcing culture. In this study, we identified the genes
involved in the promotion and suppression of flower bud differentiation in cultivated strawberries,
and obtained data that would lead to the practical application to super-forced cultivation using the

expression changes of these genes as indicators. In addition, we have identified genes that are
highly expressed during vegetative growth or runner development.
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