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Transformation of OsPTF1 into Soybean by Agrobacterium-mediated
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Abstract Inthisstudy, abinary vector pTF101.1-35S-OsPTF1-NOS was constructed from the rice OsPTF1 gene, a transcription
factor involved in tolerance to phosphate-starvation in rice. A elite commercial bean cultivar in Huang-Huai-Hai region, Shangdou
1099, was successfully transformed with the vector via Agrobacterium-mediated transformation method. The transformation
conditions and parameters was assessed with the consideration of germinating time and infection pattern. The results showed that the
optimal germinating time is 48 hours, and that cotyledonary node is the better recipient of transformation than embryonic tips. The
gene of OsPTF1 was amplified by PCR from 3 transgenic lines, indicating that the gene had integrated into the bean genome.
Keywords Soybean, Agrobacterium, High-phosphorus efficiency, OsPTF1 gene, Transgenic
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Figure 1 Agrobacterium transformation results PCR

Note: M: Wide range DNA marker 500-12 000; 2~6: PCR
detec- tion OsPTF1 gene; 7: Negative control
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Figure 2 The vector digested identification results

Note: M: Wide range DNA marker 500-12000; 1: Digest with
EcoR 1; 2: Digest with BamH I, EcoR I ; 3: Digest with
HindlIII,
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Figure 3 Plasmid map of pTF101.1-OsPTF1
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Figure 4 Soybean germination conditions Note: A~B: 48 h; C~D:

72h;E:5d
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Figure 5 The different receptorsinfection after GUS staining co-
mparison

Note: A~B: Embryonic Tip; C: Cotyledon node
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Figure 6 PCR detection of the target gene electrophoresis

Note: M: Wide range DNA marker 500-12000; 1: Positive con-
trol; 2: Negative control; 3~7: PCR amplification OsPTF1
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