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A Method Construction of Amplification Fusion Gene FliA (C)-NanA of Clostridium chauvoei by SOE-PCR and TD-PCR Technology
LI Xiang-chun et al
Abstract
neuraminidase of Clostridium chauvoei was constructed. [ Method ] According to the published FliA(C) and NanA sequences of C. chauvoei, the
primers were designed. Then using SOE-PCR combined with TD-PCR technology, the amplified method of fusion gene FliA(C)-NanA was con-
structed. [ Result] The fusion gene FLiA( C)-NanA was amplified successfully. [ Conclusion ] The SOE-PCR method without restriction sites to
connect in the primer design,reduced the cost of the experiment,and between the two genes did not join the other nucleic acid sequences, to avoid

(Veterinary Medicine Department, Agricultural College, Yanbian University, Yanji, Jilin 133000)
[ Objective ] In order to prepare gene engineering vaccines of blackleg,a method to combined express flagellin and secretory protein

the expression of protein affected immune effect; the application of TD-PCR saved the test time,and could avoid tedious steps for screening of an-

nealing temperature and the gene loss problem.
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