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Abstract: Soybean( Glycine max)is a kind of typical plant in the developmental biology and molecular biology research, the
completion of soybean genome has provided a lot of convenience for research,but there is still so little achievement on the soy-
bean highly effective inducible promoters. Gibberellin( GA) biosynthesis and signaling pathways have been discussed in detail
in recent years. In addition, several reviews discuss general mechanisms of morphogenesis. GAMYB1 gene is an important pro-
motive factor in the signal transduction pathways of GA. In this study, the promoter of GmGAMYB1 was cloned from the soybean
Dongnong 42 by PCR. It was directionally replaced CAMV 35S constitutive promoter of the vector pBI121. The expression vec-
tor of pBI121-pGmGAMYBI was constructed and the expression of downstream reporter GUS gene was drived. The analysis on
promoter sequence by online promoter forecasting tool PLACE and PlantCARE showed that sequence contained a variety of
specific expression elements,such as light and various hormones and stress-induced elements. GUS histochemical staining was

used to explore the role of the promoter in plant growth regulation. This study had laid a good foundation for GmGAMYBI1 char-

acteristics temporal and spatial expression.
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Fig.1 Cloning of the GmGAMYB promoter
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Fig.2 The constructs of GmGAMYB1 promoter and PBI121 recombinant plasmid
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Fig.3 The construction of promoter expression vector
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Table 1 Location and putative function of cis-elements in GmGAMYBI1 promoter
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