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erastin-induced ferroptosis. Cell Research, 2022, 32, 687-690. )

ACE2, BOAT1, and SARS-CoV-2 spike protein: Structural and functional implications. Current Opinion in
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Engineered trimeric ACE2 binds viral spike protein and locks it in 8&€ceThree-upa€sconformation to potently
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Mechanism of substrate transport and inhibition of the human LAT1-4F2hc amino acid transporter.
Cell Discovery, 2021, 7, 16.
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Structural basis for the different states of the spike protein of SARS-CoV-2 in complex with ACE2. Cell
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Structural basis for bivalent binding and inhibition of SARS-CoV-2 infection by human potent 5.7 54
neutralizing antibodies. Cell Research, 2021, 31, 517-525. )

SARS-CoV-2 exacerbates proinflammatory responses in myeloid cells through C-type lectin receptors
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Cryo-EM structure of human Wntless in complex with Wnt3a. Nature Communications, 2021, 12, 4541. 5.8 20
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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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Structural basis for the recognition of SARS-CoV-2 by full-length human ACE2. Science, 2020, 367,
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Structural basis of Notch recognition by human i3-secretase. Nature, 2019, 565, 192-197.
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The cryo-EM structure of the SF3b spliceosome complex bound to a splicing modulator reveals a
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