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against infection in mice.. Science Translational Medicine, 2022, 14, eabn1252 175 3

Rotational dynamics and transition mechanisms of surface-adsorbed proteins.. Proceedings of the
National Academy of Sciences of the United States of America, 2022, 119, €2020242119

N

646 Computational design of mechanically coupled axle-rotor protein assemblies.. Science, 2022, 376, 383-3983 .3

The road to fully programmable protein catalysis. Nature, 2022, 606, 49-58

644 Computed structures of core eukaryotic protein complexes. Science, 2021, 374, eabm4805 333 51
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large cell lymphoma. Nature Communications, 2021, 12, 5577

Stapled FHairpins Featuring 4-Mercaptoproline. Journal of the American Chemical Society, 2021,

600 143 15039-15044

16.4 O

Treatment of experimental anthrax with pegylated circularly permuted capsule depolymerase.
Science Translational Medicine, 2021, 13, eabh1682

3 Engineering an efficient and enantioselective enzyme for the Morita-Baylis-Hillman reaction.. 6
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3 Parallelized identification of on- and off-target protein interactions.. Molecular Systems Design and 6
5%4 Engineering, 2020, 5, 349-357 4-

Improved protein structure prediction using predicted interresidue orientations. Proceedings of the
National Academy of Sciences of the United States of America, 2020, 117, 1496-1503

Design and structure of two new protein cages illustrate successes and ongoing challenges in 6
protein engineering. Protein Science, 2020, 29, 919-929 39

Computational design of mixed chirality peptide macrocycles with internal symmetry. Protein
Science, 2020, 29, 2433-2445
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De novo design of picomolar SARS-CoV-2 miniprotein inhibitors. Science, 2020, 370, 426-431

Conditional Recruitment to a DNA-Bound CRISPR-Cas Complex Using a Colocalization-Dependent
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Structurally Mapping Endogenous Heme in the CcmCDE Membrane Complex for Cytochrome c
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