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Introduction Results

Coronaviruses, positive-sense, single stranded, RNA Various animal and human coronaviruses are summarized in Table 1. Receptor SARS-CoV?2 S protein interactions with ACE2 have been reported, which include several 3D structures with or
viruses, are a large group of viruses in the Coronaviridae family Interaction with subdomains of S protein and tissue tropisms were highlighted in the Table 1. without receptor bindings (Figure 2). These detailed information regarding interactions have been utilized for vaccine and
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