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Primer Primer sequences
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GmACBP6-F ATGGCCGAGTGGCAGTC
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Tab.2 Primers for the pYES 2-GmA CBP6 homology arm
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Tab.3 GmACBP6 Primer sequences for pure heterozy-
gous identification of Arabidopsis mutants
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Primer Primer sequences
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Fig.1 amplification of the GmACBP6 gene
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Fig. 7 Identification of the yeast strains transferred to
the pYES 2-GmA CBP6 expression vector
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Fig. 8 Phenotypic identification of salt-tolerant and salt-tolerant profiles of GmACBP6 in the yeast system
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Fig. 9 Growth curves of pYES 2 and

BEIPRER K BRI T BV K HR 2N E

PYES 2-GmACBP6 yeast strains
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A. Germination phenotype of Arabidopsis seeds on 1/2 MS medium; B. Germination phenotype of Arabidopsis seeds on salt

stress medium; C. Germination phenotype of Arabidopsis seeds on saline stress medium; D. Analysis of germination rate of Arabi-

dopsis seeds at each treatment level.
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Fig. 10 Phenotype identification and germination percentage analysis of Arabidopsis seeds under salt and salinity stress
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Cloning of soybean GmACBP6 gene and functional
Validation of salinity tolerance during germination

WU Guanji', ZHOU Xunjun', WU Feifei', ZHANG Yinghe', HUANG Yinghua',

LI Yaxin'?, GAO Hongtao'?, LI Haiyan'’
(1. Schiool of Tropical Agriculture and Forestry, Hainan University, Haikou, Hainan 570288; 2. Nanfan College (Sanya Nanfan

Research Institute), Hainan University Sanya, 572024)

Abstract: In order to determine whether soybean (Glycine max) acyl-Coenzyme A binding protein (GmACBP6)
has saline-tolerant function, the expression of GmACBP6 during the germination period was analyzed by using the
real-time PCR, and analysis showed that GmACBP6 responded to saline-alkali stress in the germination period of
soybean. In this context the pYES2-GmACBP6 recombinant vector was constructed and transformed into the
yeast strains, The growth of pYES2-GmACBP6 yeast strain and pYES2 yeast strain cultured in salt and saline
stress mediums were observed. The results show that the pYES 2-GmACBP6 yeast strain grew significantly better
under salt and salt stress than the pYES?2 yeast vector. It is preliminarily determined that the soybean GmACBP6
gene has the function of improving the salt and alkali tolerance of yeast cells. In this study the A. thaliana
materials with GmACBP6 knock-in and overexpression were also produced, and their salinity-tolerant phenotype
during the germination stage was identified. The results showed that the germination rate of Arabidopsis seeds
with GmACBP6 overexpression was significantly higher than that of GmACBP6 knock-in, atacbp6 mutant or wild
Arabidopsis thaliana under salt and salt-alkali stress, which further confirmed the salt-alkali tolerance of the
GmACBP6 gene in the soybean.

Keywords: soybean; acyl-CoA binding protein GmACBP6; salt and alkali tolerance
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