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Abstract:Objective The purpose of this article is to analyze the immune epitopes of the Spike protein of
Coronavirus,and to provide reliable scientific basis for the development of Coronavirus vaccine. Methods The
Spike protein was analyzed based on their primary sequence, secondary structure,3D structure and B-cell im-
mune epitopes prediction. PHD and Jpred4 software were used to predict the alpha helix, random coil, beta
turn and extended strand of the target protein. Bepipred Linear Epitope Prediction 2. 0 was used to predict B-
cell Epitopes of the target protein. Results Combining with high-resolution three-dimensional protein struc-
tures of Spike protein in the protein data bank (RCSB),the predominant antigen epitopes of Spike proteins
were further screened,and then obtain the dominant B-cell immune epitopes. Conclusion The dominant B cell
immune epitopes of Spike protein has been screened,and this work has paved the road for further screening of
efficient epitopes through animal experiments.
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