
A Potent, Broadly Protective Vaccine Against SARS-CoV-2 Variants of 

Concern  

SUPPLEMENTARY INFORMATION 

 

Ziyan Wanga#, Chenliang Zhoua#*, Jiao Ana#, Kunpeng Liub#, Pin Yuc#, 

Xin Fangd#, Jiadai Lia#, Hua Zhuc, Qianjun Zhua, Chuanqi Huanga, Chao 

Zhanga, Binbin Zhaoc, Linlin Baoc, Yujiao Songa, Xiayao Caoa, Dongdong 

Hua, Yuanxiang Jianga, Likang Shia, Lingyun Zhoua, Jiang Fana, Wuxiang 

Guanb,e, Zhongyu Hud*, Zhiming Yuanf*, Jiangning Liuc*, Chao Shanb,e*, Ge 

Liua*  

 

a Shanghai Zerun Biotech Co., Ltd., Shanghai, 201203, China 

b State Key Laboratory of Virology, Wuhan Institute of Virology, Chinese 

Academy of Sciences, Wuhan, Hubei, 430071, China 

c Institute of Laboratory Animal Sciences, Chinese Academy of Medical 

Sciences (CAMS) and Comparative Medicine Center, Peking Union 

Medical College, Beijing, 100021, China 

d National Institutes for Food and Drug Control (NIFDC), Beijing, 102629, 

China 

e Hubei Jiangxia Laboratory, Wuhan, Hubei, 430200, China 

f Center for Biosafety Mega-Science, Wuhan Institute of Virology, Chinese 

Academy of Sciences, Wuhan, Hubei, 430271, China 



 

*Corresponding Authors:  

Dr. Ge Liu：E-mail: liuge@walvax.com, Shanghai Zerun Biotech Co., Ltd.   

 

Supplementary Figure 1. Gating strategy for detection of IFN-γ+/IL-

2+/TNF-α+ Cells within CD4+ and CD8+T cell populations. 

 

 

Supplementary Table 1. S spike peptide pool from Wuhan-Hu-1 strain. 

Each peptide is 18 amino acids in length with 7 amino acids offset and 11 

amino acids overlapped. 
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Note: * End of sequence, overlap 12 AA 

 


