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Abstract: Carrying an Amorphophallus adenosine diphosphate glucose pyrophosphorylase ( AGPase)
anti-sense gene under the drive of CaMV35S promoter, the plasmid pBAGP was transferred into tomato
(Lycopersicon esculentum Mill) cultivar “Hezuo908” via agrobacterium-mediated transformation. The
results of anti-kanamycin test, PCR amplifications of AGPase gene and NPTl gene and PCR-southern
blotting proved that AGPase anti-sense gene was successfully integrated into genome of tomato, which
provided a material basis for improving tomato breed.
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Fig. 3 PCR amplification and PCR-Southern blotting of the transgenic tomato
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Fig. 2 The antibiotic-resistant regenerated shoots of
tomato in selection medium containing kanamycin
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Fig. 4 Confirmation of the transgenic tomato
by PCR amplification of NPTII gene.
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