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Current Status and Prospect of Anti-SARS-CoV-2 Neutralizing Antibodies
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Abstract Neutralizing antibody (nAb) is a kind of excellent drug to fight against the virus infection, which
is considered as a good candidate for preventing and controlling the COVID-19. However, with the
emerging of various variants, SARS-CoV-2 totally or partially escapes the neutralization of nAbs, largely
reducing their antiviral effects. In this review, we summarize the current status of anti-SARS-CoV-2 nAbs,
focusing on their binding epitopes, neutralizing mechanisms, and classification features. Meanwhile, we
discuss the stark challenge faced by nAbs under the global pandemic of SARS-CoV-2 variants and the
possible developments of nAbs in future, with the aim of providing some important options to design the

next-generation broader nAbs against the SARS-CoV-2 mutation and evolution.

Keywords SARS-CoV-2; neutralizing antibody; receptor binding domain; ACE2 receptor; virus

mutation; immune evasion; broadly neutralizing antibody
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