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Lewy pathology in Parkinsond€™s disease consists of crowded organelles and lipid membranes. Nature
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Dynamo: A flexible, user-friendly development tool for subtomogram averaging of cryo-EM data in
high-performance computing environments. Journal of Structural Biology, 2012, 178, 139-151.
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In situ structural analysis of the Yersinia enterocolitica injectisome. ELife, 2013, 2, e00792.

Dynamo Catalogue: Geometrical tools and data management for particle picking in subtomogram
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Cryo-EM structure of the extended type VI secretion system sheathad€“tube complex. Nature
Microbiology, 2017, 2, 1507-1512.

Performance evaluation of image processing algorithms on the GPU. Journal of Structural Biology,
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Cryo-electron tomography reveals novel features of a viral RNA replication compartment. ELife, 2017,
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Radiation dose reduction and image enhancement in biological imaging through equally-sloped
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Mechanism of Membranous Tunnelling Nanotube Formation in Viral Genome Delivery. PLoS Biology,
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The three-dimensional molecular structure of the desmosomal plaque. Proceedings of the National
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Alignator: A GPU powered software package for robust fiducial-less alignment of cryo tilt-series.
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Heritable yeast prions have a highly organized three-dimensional architecture with interfiber
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Subtomogram averaging from cryo-electron tomograms. Methods in Cell Biology, 2019, 152, 217-259. 11 38

The Structure of the Mouse Serotonin 5-HT 3 Receptor in Lipid Vesicles. Structure, 2016, 24, 165-170.

Structure of the Dodecameric Yersinia enterocolitica Secretin YscC and Its Trypsin-Resistant Core.

Structure, 2013, 21, 2152-2161. 3.3 33
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Structural Biology, 2017, 73, 478-487.

Protocols for Subtomogram Averaging of Membrane Proteins in the Dynamo Software Package.
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Insight into the Assembly of Viruses with Vertical Single 12-barrel Major Capsid Proteins. Structure, 3.3 29
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In situ structure determination by subtomogram averaging. Current Opinion in Structural Biology,
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Nanoscale architecture of a VAP-A-OSBP tethering complex at membrane contact sites. Nature 12.8 29
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Assessing the benefits of focal pair cryo-electron tomography. Journal of Structural Biology, 2012,
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The Dynamo Software Package for Cryo-electron Tomography and Subtomogram Averaging. 0.4 6
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