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Abstract; Methionine(Met) has very important physiological functions as an essential sulfur-containing-amino acid. Cystathi-
onine-y-synthase (CGS) is the key enzyme in Met synthesis. In this study, prokaryotic expression vector of Arabidopsis
D-AtCGS gene was constructed, and D-AtCGS protein was purified to prepare polyclonal antibody against D-AtCGS. Then
transgenic soybean constitutive expressing or seeds specific expressing D-AtCGS and Lotus corniculatus transgenic plants with
F-AtCGS or D-AtCGS obtained by Beijing Branch Center of National Center for Soybean Improvement were detected by Western
blot method using polyclonal antibody we prepared. Results showed that detection signal of transgenic plants were all much
stronger than wild type. At last, Western blot method for detection of transgenic soybean plants with AtCGS gene was success-
fully established. This work provides technology methods for analysis of CGS expression and detection of CGS transgenic
plants.
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Fig.4 SDS-PAGE analysis of purified protein

1 ~5: ATAE D-ACGS FeFEHARE 5 .6 B AE R [ 5T&
1-5: D-AtCGS transgenic plants of soybean cv. Zigongdongdou;
5, 6. Wild type of soybean cv. Zigongdongdou.
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Fig.5 Western blot analysis of D-AtCGS constitutive
expression in Zigongdongdou transgenic plants
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Fig.6 Western blot analysis of soybean cv.
Jilinxiaoli transgenic plants
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1-6: D-AtCGS transgenic plant of Lotus corniculatus; 3-5. F-
AtCGS transgenic plant; 6, 7: Wild type.
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Fig.7 Western blot analysis of Lotus corniculatus
transgenic plant
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