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Ethnoracial Disparities in SARS-CoV-2 Seroprevalence in a Large Cohort of Individuals in Central 9.9 6
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Chimeric Porcine Deltacoronaviruses with Sparrow Coronavirus Spike Protein or the
Receptor-Binding Domain Infect Pigs but Lose Virulence and Intestinal Tropism. Viruses, 2021, 13, 122.
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Prevalent, protective, and convergent IgG recognition of SARS-CoV-2 non-RBD spike epitopes. Science,
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SARS-CoV-2 Reverse Genetics Reveals a Variable Infection Gradient in the Respiratory Tract. Cell, 2020,

182, 429-446.e14.

The receptor-binding domain of the viral spike protein is an immunodominant and highly specific

target of antibodies in SARS-CoV-2 patients. Science Immunology, 2020, 5, . 119 72

Emerging Highly Virulent Porcine Epidemic Diarrhea Virus: Molecular Mechanisms of Attenuation and
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Pathogenicity and immunogenicity of attenuated porcine epidemic diarrhea virus PC22A strain in
conventional weaned pigs. BMC Veterinary Research, 2019, 15, 26.

The enhanced reglication of an S-intact PEDV during coinfection with an S1 NTD-del PEDV in piglets. 19 17
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