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Identification of transcription factors regulating differentiation of a compound
flower and/or diversification of floral traits in chrysanthemum

SASAKI, Katsutomo
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In this study, | have analyzed functions of transcription factors (TFs) to
reveal the differentiation of floral organs and addition of diversity in floral traits in a compound
flower of chrysanthemum. Among the plant TFs, MADS-box TFs in the ABCE model were focused.
Suppression of a class-A function reduced the size of petals and flower heads in transgenic
chrysanthemum plants. Chrysanthemum have two types of class C TFs, and simultaneous suppression of
these two class-C functions caused petaloid-stamens and -carpels in transgenic chrysanthemum plants

in a whole flower head.
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