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摘要  利用生物信息学的工具和方法，对SARS病毒基因组中预测的S蛋白（spike protein）的编码序列进行了分
析，预测了其结构特征和可能的功能域。选择其中最有可能参与受体识别及产生主要免疫原性的区域(S401～659)
作为待表达区域。将通过PCR获得的此段S蛋白片段的编码序列克隆至大肠杆菌载体pET28a(+)和酵母表达载体
pPIC9K中，分别构建了pET28a(+)-S和pPIC9K-S表达质粒，转化至大肠杆菌菌株BL21(DE3)-star和毕赤酵母中表
达。产物的蛋白电泳和蛋白印记结果表明，S蛋白片段获得成功表达。采用镍离子螯合层析法纯化变性的包涵体样
品，纯度达90%以上。 
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  Abstract

  

In this study, the encoding sequences of SARS-CoV spike protein were analyzed by 
bioinformatics methods, the structural characteristics and functions were forecasted 
based on available data. It suggests that the fragment of spike glycoprotein 
(S401~659) may be crucial for viral attachment and may be a major 
immunodominant  epitope. Then the fragment was amplified and subcloned into 
expression vector pET28a(+) and pPIC9K. These two plasmids pET28a(+)-S and 
pPIC9K-S were transformed to E.coli strain BL21(DE3)-star and Pichia pastoris, 
respectively. SDS-PAGE and Western blot analysis showed that the recombinant 
protein was successfully expressed. The denatured inclusion bodies were purified 
with Ni-NTA chelate agarose and its purity can reach 90%.
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