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Cryo-EM, Protein Engineering, and Simulation Enable the Development of Peptide Therapeutics

347 against Acute Myeloid Leukemia.. ACS Central Science, 2022, 8, 214-222 168 1

Cryo-EM analysis of Ebola virus nucleocapsid-like assembly.. STAR Protocols, 2022, 3, 101030
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Cryo-electron microscopy targets in CASP13: Overview and evaluation of results. Proteins:
Structure, Function and Bioinformatics, 2019, 87, 1128-1140

Structural basis of amino acid surveillance by higher-order tRNA-mRNA interactions. Nature
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Structure of the 30kDa HIV-1 RNA Dimerization Signal by a Hybrid Cryo-EM, NMR, and Molecular
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220 X-ray tomography. Journal of Cell Science, 2016, 129, 3511-7 53 16

Structure of a biologically active estrogen receptor-coactivator complex on DNA. Molecular Cell,
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Gating machinery of InsP3R channels revealed by electron cryomicroscopy. Nature, 2015, 527, 336-41
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The pseudo-atomic structure of an RND-type tripartite multidrug efflux pump. Biological Chemistry,

213 2015, 396, 1073-82 45 7
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Electron Cryo-Tomography. Microscopy and Microanalysis, 2014, 20, 202-203

L Seeing the Portal in Membrane-containing Bacteriophage PRD1 by Cryo-EM. Microscopy and o
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197 DNA virus. PLoS Biology, 2014, 12, e1002024 97 3

An atomic model of brome mosaic virus using direct electron detection and real-space
optimization. Nature Communications, 2014, 5, 4808

A 3D cellular context for the macromolecular world. Nature Structural and Molecular Biology, 2014,
195 21,8415 7 33
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