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Transformation of BrCS Gene into Soybean by Agrobacterium-mediated Method
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Abstract: In this study, plant expression vector pCAMBIA3300-BrCS containing-BrCS-gene was constructed , and transgenic
plants were obtained by Agrobacterium-mediated transformation of soybean ( Heinong 59 and Heinong33 ) cotyledonary nodes.
We regenerated plants and optimized the conditions of transformation to increase the efficiency of transformation. PCR and

PCR-Southern detection was used to identify the integrated level of BrCS gene in transgenic plants;it confirmed the integration

of BrCS genes into the genome of soybean.
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Fig.1 Construction of plant expression vector pCAMBIA3300-BrCS
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M, : DL15000; M, : DL2000; 3 & 1: J5i #i7 pCAMBIA2300-BrCS
1 EcoR 1 Fil Hind 111 XU EGY] ™) ; VK8 2 . Boki pCAMBIA3300 EcoR
L F1 Hind 111 ¥ SRV 7= 490 5 3k 8 3« Bk, pCAMBIA3300-BrCS 11
EcoR 1 F1 Hind 11 B F=4 .

M, : DL15000; M, ; D1.2000; Lanel ; Vector pCAMBIA2300-BrCS
digested with EcoR 1 and Hind 111; Lane2 ; Vector pCAMBIA3300 di-
gested with EcoRl and Hind 111; Lane3: Vector pCAMBIA3300-BrCS
digested with EcoRI and Hind TII.
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Fig.2 Characterization of plant expression vector
pCAMBIA3300-BrCS with endonucleases
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Fig.3 Effect of duration co-cultured with Agrobacterium

to transformation of soybean cotyledonary node
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Table 1 Influence of Cef on shoot different ion
of soybean cotyledonary node
Cef ¥k Ji&F _
. 2 TR
Concentration of
Rate of shooting/%  Condition of pollution
Cef/mg - L™!
0 0 + 4+ + +
200 31.4 + +
400 39.2 +
500 37.4 —
600 35.3 —
700 34.6 —

+ 4+ IR EH A KA + + B H AR RN +
AW EARD ; — TR B
+ + + + Serious pollution; + + Slight pollution; + Few pollu-

tion;— No pollution.
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M :DI2000 ; Lanel : Positive control of pCAMBIA3300-
BrCS; Lane 2: DNA from untransformed plant Heinong59
(negative control) ; Lane 3 ; Negative control of distill deion-

ized water; Lane 4 to 7: DNA of T, generation from inde-
pendently transformed plants.
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Fig.3 The PCR analysis of the resistant plants
of soybean Heinong59 T, generation

using cotyledon node as explant
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M:DI.2000 ; Lanel ; Positive control of pCAMBIA3300-
BrCS;Lane 2: DNA from untransformed plant Heinong 53
(negative control) ; Lane 3 ; Negative control of distill deion-
ized water;Lane 4,6 and 8:DNA of T, generation from in-
dependently transformed plants; Lane 5 and 7 Untrans-
formed plant.
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Fig.4 The PCR analysis of the resistant plants

of soybean Heinong 53 T, generation using

cotyledon node as explant
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PBA 53 FARAR R s KIE 7 2 FRAC SO (X HED) 59K 8 ~ 11: T, e 59 FefbAtitk .
Lane 1;Positive control of pPCAMBIA3300-BrCS ; Lane 2 ;negative control of untransformed plant Heinong 53 ; Lane 3 ; Un-

transformed plant ; Lane 4 to 6 : PCR-Southern transformed plants of Soybean Heinong 53 T, generation ; Lane 7 ; negative control

of untransformed plant Heinong 59 ;Lane 8 to 11 ;PCR-Southern transformed plants of soybean Heinong 59 T, generation.
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Fig.5 The PCR-Southern analysis of the resistant plants in T1 generation
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