Identification of potential SARS-CoV-2 intermediate host species using SeqAPASS
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Introduction SeqAPASS provides a robust multi-protein analysis of species potential to transmit COVID-19 SeqAPASS Level 3 critical amino acid evaluation

SARS-CoV-2 is a zoonotic coronavirus responsible for the COVID-19 pandemic. Bats are o @ewee| SeqAPASS Level 3 heat map for IFN-stimulate gene 15 (ISG15) critical amino acids.
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Susceptible species can be monitored with available tools
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U.S. Environmental Protection Adenc Preliminary Level 1 data for four IFN pathway proteins indicates low similarity and few ortholog candidates in non-mammalian taxa. are available in the AOPwiki, specifically Adverse Outcome Pathway (AOP) 430, "Binding of
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Office of Research and Development Level 2 results for conserved domains mirrored Level 1 results for these proteins (data not shown). SARS-CoV-2 to ACE2 leads to viral infection proliferation" (https://aopwiki.org/aops/430).
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