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Fig. 1 PCR amplification of PsnhaA gene
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Cloning of Na" /H" Antiporter Gene PsnhaA
and Analysis on Function in Soybean

LUO Qian' ,ZHANG Hai-ling” , XU Xiang-ling' , YAO Lin' , WANG Quan-wei'
(1. Key Laboratory of Molecular Cytogenetics and Genetic Breeding of Heilongjiang Prov-
ince, College of Life Science and Technology. Harbin Normal University, Harbin, Hei-
longjiang 150025; 2. Heilongjiang Academy of Agricultural Sciences, Harbin, Heilongjiang
150086)

Abstract: In order to promote crop genetic transformation, breed salt-tolerant crop varieties, the osmotic stress
and ion toxicity caused by high salt is one of the major abiotic stress factors that affect the crop growth and de-
velopment. Na™ /H™ antiporter is the key factor in the salt-stress tolerance in organism. It can maintain normal
growth and metabolism of organism under high salt stress. A plasma membrane Na™ /H™ antiporter gene nhaA
was cloned from Pseudomonas stutzeri ,and the plant expression vector pBI121 was constructed. PsnhaA gene
was transformed into soybean growing point via Agrobacterium- mediated transformation. The results showed
that PsnhaA was integrated into the soybean genome,and could transcribed. Salt resistance analysis showed
that the relative electronic conductivity of the transformed plants plasma membrane was significantly lower
than that of the control under salt stress. While the content of chlorophyll and proline in the transformed plants
were significantly higher than that in the controls. The expression of PsnhaA increased the salt stress tolerance
of the transgenic soybean and provided excellent candidate genes for improving salt tolerance of crops.

Keywords: Na™ /H™ antiporter gene;cloning;soybean;genetic transformation



