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Abstract: Dehydrin gene BDNI was introduced into maize inbred line He344 by pollen tube pathway. Eighty—

eight TO maize tranformed plants resisted to herbicide, among which 31 plants showed positive PCR reaction and 14

plants showed positive RT-PCR reaction. Eight transgenic maize lines with BDNI gene were identified salt—toler-

ance by observing the seedling appearance under 300 mmol/L. NaCl stress. Two transgenic maize lines have im-

proved their salt tolerance ability by two—level compared to acceptors.
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Note: M: Marker D1.2000; W: Water; P: Plasmid positive CK; N: Negative CK; Lane 1-11: Transformed plants.
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Fig.2 PCR analysis of maize T transformed plants
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Note: M: Marker DL2000; W: Water; N: Negative CK; P: Plasmid positive CK; Lane 1-8: Transformed plants.
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Fig.3 RT-PCR analysis of maize T, transformed plants
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