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Structure, 2018, 26, 337-344.e4.

Asymmetric cryo-EM reconstruction of phage MS2 reveals genome structure in situ. Nature 5.8 114
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Local computational methods to improve the interpretability and analysis of cryo-EM maps. Nature
Communications, 2021, 12, 1240.
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endopeptidase snap-trap inhibition. Proceedings of the National Academy of Sciences of the United 3.3 34
States of America, 2015, 112, 8290-8295.
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Localized reconstruction in Scipion expedites the analysis of symmetry mismatches in cryo-EM data.

Progress in Biophysics and Molecular Biology, 2021, 160, 43-52. 14 33

Cryo-EM near-atomic structure of a dsRNA fungal virus shows ancient structural motifs preserved in
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A review of resolution measures and related aspects in 3D Electron Microscopy. Progress in
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Acquisition of functions on the outer capsid surface during evolution of double-stranded RNA
fungal viruses. PLoS Pathogens, 2017, 13, e1006755.
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Semiautomatic, High-Throughput, High-Resolution Protocol for Three-Dimensional Reconstruction of
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Deep Learning for Validating and Estimating Resolution of Cryo-Electron Microscopy Density Maps a€. 17 25
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Alternative conformations and motions adopted by 30S ribosomal subunits visualized by
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Structural Basis for the Development of Avian Virus Capsids That Display Influenza Virus Proteins and
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Cryphonectria nitschkei Virus 1 Structure Shows that the Capsid Protein of Chrysoviruses Is a
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Heterodimers as the Structural Unit of the T=1 Capsid of the Fungal Double-Stranded RNA Rosellinia
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Denoising of high-resolution single-particle electron-microscopy density maps by their approximation

using three-dimensional Gaussian functions. Journal of Structural Biology, 2016, 194, 423-433.
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Quantitative analysis of 3D alignment quality: its impact on soft-validation, particle pruning and
homogeneity analysis. Scientific Reports, 2017, 7, 6307.

A robust approach to ab initio cryo-electron microscopy initial volume determination. Journal of 13 10
Structural Biology, 2019, 208, 107397. )

Local analysis of strains and rotations for macromolecular electron microscopy maps. Journal of
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Near-atomic structure of an atadenovirus reveals a conserved capsid-binding motif and intergenera
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Fast and automatic identification of particle tilt pairs based on Delaunay triangulation. Journal of
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