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Abstract: bZIP genes play significant roles in the response to abiotic stresses. We have cloned a bZIP gene named as GmbZ-
IP60 ( Genebank , Accession, No:DQ787038) from soybean, and transformed it into Arabidopsis thaliana. Then on the base of
these, this paper studied the GmbZIP60 gene expression profiling in Arabidopsis seedlings under the treatments of PEG, high-
temperature(37°C ) , low-temperature (4°C ) , high-salt (PEG6000) and ABA (100 mg-L™") by qRT-PCR and GUS histo-
chemical staining. The fluorescence quantitative RT-PCR results showed that the expression of GmbZIP60 genes were down-
regulated by PEG, high-temperature, low-temperature and salt treatments respectively. The results of GUS staining were agree
with fluorescence quantitative RT-PCR. This indicated that GmbZIP60 might be involved in the responsing to abiotic stresses
such as high salinity, drought, high temperature and low temperature. This study laid the foundation for revealing the molecu-
lar mechanism of soybean resistance and genetic engineering improvement of soybean resistance.
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Fig. 1 Expression of GmbZIP60 transcript abundance
in Arabidopsis thaliana under different

abiotic stresses



48

1

A X B8 B:200 mmol L~ NaCl;C: T8 D ili; EfKiR; F:100 mg-L~' ABA,

A: CK; B:200 mmol-L~" NaCl; C:PEG 6000; D:37°C; E:4°C; F:100 mg-L~" ABA.
2 AERETHEFAE GUS B4R
Fig.2 GUS staining results of Arabidopsis thaliana seedlings under different stresses
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