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Studies on ripening and scenesense inducing-mechanism(s) controlled by factors
at downstream of signaling pathway in non-climactericl fruit

Nakano, Ryohei
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Candidate factors that could work at down-streams on ripening related
signaling pathways were studied using strawberry wild species F. vesca in an attempt to reveal the
mechanism(s) that regulate fruit ripening and senescence in non-climacteric type of fruits. For
EIN3/EILs transcription factors, RNAi transformant were generated using conserved region and strains

with suppressed expression of Fv-EIL1 and 2 were obtained, though they ripened and senesced
normally, suggesting the possible involvement of other isogenes such as Fv-EIL3. For NAC
transcription factors, within isogene with target sequence of miRNA164, expression level of NAC-SF
was dramatically increased during ripening suggesting its’ involvement. In virus induced gene
silencing (vigs), infecting agrobacterium with trv-originated vigs constructs to seeds of F. vesca
effectively induced gene silencing, showing increased possibility to perform functional analysis of
target genes in strawberry.
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