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Flowering is a most important decision in plant life cycles, and controlled by several flowering pathways
are including autonomous, photoperiod, vernalization, and gibberellin (GA) pathways. GA flowering
pathway is important under short day condition, but the molecular mechanism is still not clear. DELLA
proteins are major regulators in GA signaling, which are rapidly degraded in response to GA. Recently, we
identified a DELLA binding transcription factor, designated GAI-ASSOCIATED FACTOR1 (GAF1).
GAF1 also interacts with corepressor TOPLESS RELATED (TPR). DELLAs and TPR act as coactivator
and corepressor of GAF1, respectively. GA converts the GAF1 complex from transcriptional activator to
repressor via the degradation of DELLAs. The GAF1 overexpressor exhibits early flowering phenotype. In
contrast, the gafl gaf2 mutant exhibits late flowering phenotype. These data indicate that target genes of
GAF1 involved in flowering. We have searched novel target genes of DELLA-GAF1 complex which are

involved in flowering.




