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Broad ultra-potent neutralization of SARS-CoV-2 variants by monoclonal antibodies specific to the tip

of RBD. Cell Discovery, 2022, 8, 16.

TFPI is a colonic crypt receptor for TcdB from hypervirulent clade 2 C.Adifficile. Cell, 2022, 185, 13.5 30
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The structure of erastin-bound xCT4€“4F2hc complexAreveals molecular mechanisms underlying
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ACE2, BOAT1, and SARS-CoV-2 spike protein: Structural and functional implications. Current Opinion in 06 10
Structural Biology, 2022, 74, 102388. ’

Novel sarbecovirus bispecific neutralizing antibodies with exceptional breadth and potency against
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Structural and functional analysis of an inter-Spike bivalent neutralizing antibody against SARS-CoV-2
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Structural basis for bivalent binding and inhibition of SARS-CoV-2 infection by human potent
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ACE2-targeting monoclonal antibody as potent and broad-spectrum coronavirus blocker. Signal
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Structural insights into the gating mechanism of human SLC26A9 mediated by its C-terminal sequence.
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A neutralizing human antibody binds to the N-terminal domain of the Spike protein of SARS-CoV-2.
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