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Objective The Pichia pastoris system was used to express the recombinant 2019-nCoV receptor domain
protein RBD to develop a 2019-nCoV recombinant protein candidate vaccine. Methods We selected the RBD (receptor
binding domain) protein of the new coronavirus as the target,and cloned the RBD gene sequence into the expression vector
pPICI9K of Pichia pastoris through genetic engineering technology. Results The RBD gene sequence was successfully
cloned into an expression vector and integrated into the yeast chromosome to obtain genetically stable recombinants. It
can guide the secretion and expression of the target protein through the leading signal peptide,and the expression product
can stimulate the immunized animals to produce high levels of serum IgG antibodies,and the IgG antibody titer is 1 ¢ 2. 73
X10°. Conclusion Antigen design is feasible. The vaccine has potential application value in the prevention of 2019-
nCoV infection,and the results of this study provide an effective strategy and method for the development of 2019-nCoV
vaccine.
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Fig. 1 Agarose gel electrophoresis of recombinant plasmid colony PCR
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Fig.3 Western blot analysis of RBD protein
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