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Responses against SARS-CoV-2 in Mice. ACS Central Science, 2021, 7, 183-199.

Accelerated cryo-EM-guided determination of three-dimensional RNA-only structures. Nature 19.0 119
Methods, 2020, 17, 699-707. )
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Structure of human immunoproteasome with a reversible and noncompetitive inhibitor that
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Processive cleavage of substrate at individual proteolytic active sites of the Lon protease complex.
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3D RNA nanocage for encapsulation and shielding of hydrophobic biomolecules to improve the in vivo
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