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Enhanced Regeneration of Tomato Explants for Agrobacterium-mediated Transformation

CAO Hutying, XIA Run-xi LV Shuxia MA Di, JJANG Yiren QIN Ping
(College of Biotechnology, Shenyang Agricultural University, Shenyang lLiaoning 110161, China)

Abstract; Tomato plants were transformed via Agrobacterium tumef aciens. We evaluated some critical factors influenced

transfer efficiency, including Agrobacterium strain, infection time, explant, genotype. The integration of the GUS gene

into tomato genome was determined by PCR and southern blot. GUS gene had been introduced into tomato with

Agrobacterium-mediated transformation successfully. Tomato was susceptible to agroinfection by Agrobacterium strain
EHAT105 than LBA4404. A suitable incubation time is about 3 minutes for application of 4. tumefaciens. for transfor-

mation frequency, cotyledon explant was higher than hypocotyl, and yellow cherry tomato Chuanzhu was higher than to-

mato Zhongshu 5. Transformation frequency would be enhanced with suitable factors.

Key words; Tomato; Genetic transformation; Agrobacterium tumef aciens; Transgenic Plant; Tissue culture; Plant re-
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