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Analysis of the transcriptional regulatory module responsible for
temperature-dependent rice germination

Yoshida, Hideki
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We find that a 4 bp InDel in one of the 14-3-3 family genes, GFl4h,
preferentially changes the germination rate of rice under optimum temperature conditions. The GFl4h
protein constitutes a transcriptional regulatory module with a bZIP-type transcription factor,
OREB1, and a florigen-like protein, MOTHER OF FT AND TFL 2, to control the germination rate by
regulating abscisic acid (ABA)-responsive genes. The GFl4h loss-of-function allele enhances ABA
signalling and reduces the germination rate.
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