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Cryo-EM analysis of Ebola virus nucleocapsid-like assembly. STAR Protocols, 2022, 3, 101030.

Cryo-EM, Protein Engineering, and Simulation Enable the Development of Peptide Therapeutics against 1.3 ;
Acute Myeloid Leukemia. ACS Central Science, 2022, 8, 214-222. :

Cryo-ET of <i>Toxoplasmac/i> parasites gives subnanometer insight into tubulin-based structures.
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The N-terminus of varicella-zoster virus glycoprotein B has a functional role in fusion. PLoS a7 12
Pathogens, 2021, 17, 1008961. :

Evolution of standardization and dissemination of cryo-EM structures and data jointly by the
community, PDB, and EMDB. Journal of Biological Chemistry, 2021, 296, 100560.

Cryo-EM model validation recommendations based on outcomes of the 2019 EMDataResource 190 73
challenge. Nature Methods, 2021, 18, 156-164. )

CryoEM Map-Model Scores: From Average Density to Q-scores. Microscopy and Microanalysis, 2021, 27,
1382-1384.

High Resolution Data Collection at S2C2, a National CryoEM Center. Microscopy and Microanalysis, 0.4 o
2021,27,1152-1154. )

Validation, analysis and annotation of cryo-EM structures. Acta Crystallographica Section D:
Structural Biology, 2021, 77, 1142-1152.

Cryo-EM and antisense targeting of the 28-kDa frameshift stimulation element from the SARS-CoV-2 8.2 o1
RNA genome. Nature Structural and Molecular Biology, 2021, 28, 747-754. :

Cryo-EM structures of full-length Tetrahymena ribozyme at 3.1AA... resolution. Nature, 2021, 596, 603-607.

Molecular basis for ATPase-powered substrate translocation by the Lon AAA+ protease. Journal of 3.4 1o
Biological Chemistry, 2021, 297, 101239. :

Complete three-dimensional structures of the Lon protease translocating a protein substrate. Science
Advances, 2021, 7, eabj7835.

Mapping the catalytic conformations of an assembly-line polyketide synthase module. Science, 2021, 12.6 a1
374,729-734. :

The N-terminus of varicella-zoster virus glycoprotein B has a functional role in fusion. , 2021, 17,
e1008961.

The N-terminus of varicella-zoster virus glycoprotein B has a functional role in fusion. , 2021, 17, o
e1008961.

The N-terminus of varicella-zoster virus glycoprotein B has a functional role in fusion. , 2021, 17,
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The N-terminus of varicella-zoster virus glycoprotein B has a functional role in fusion. , 2021, 17, o
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Cryo-EM and MD infer water-mediated proton transport and autoinhibition mechanisms of V
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Full-length three-dimensional structure of the influenza A virus M1 protein and its organization into 5.6 20
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A glycoprotein B-neutralizing antibody structure at 2.84€%oA... uncovers a critical domain for herpesvirus
fusion initiation. Nature Communications, 2020, 11, 4141.

A 3.4-A... cryo-electron microscopy structure of the human coronavirus spike trimer computationally

derived from vitrified NL63 virus particles. QRB Discovery, 2020, 1, el1. L6 10

Resolving individualAatoms of protein complex by cryo-electron microscopy. Cell Research, 2020, 30,
1136-1139.

Accelerated cryo-EM-guided determination of three-dimensional RNA-only structures. Nature 19.0 119
Methods, 2020, 17, 699-707. )

Measurement of atom resolvability in cryo-EM maps with Q-scores. Nature Methods, 2020, 17, 328-334.

Inhibition mechanisms of AcrF9, AcrF8, and AcrF6 against type I-F CRISPRa€“Cas complex revealed by
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Segmentation and Comparative Modeling in an 8.6-A... Cryo-EM Map of the Singapore Grouper Iridovirus.
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Cryo-EM structures of <i>Helicobacter pylori</i> vacuolating cytotoxin A oligomeric assemblies at
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Structure of Calcarisporiella thermophila Hsp104 Disaggregase that Antagonizes Diverse Proteotoxic 3.3 29
Misfolding Events. Structure, 2019, 27, 449-463.e7. )
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