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Structural basis for the mechanisms of human presequence protease conformational switch and
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Architecture of the human erythrocyte ankyrin-1 complex. Nature Structural and Molecular Biology,
2022, 29, 706-718.
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Eliminating effects of particle adsorption to the air/water interface in single-particle cryo-electron

microscopy: Bacterial RNA polymerase and CHAPSO. Journal of Structural Biology: X, 2019, 1, 100005. 1.3 60

Visualization of clustered protocadherin neuronal self-recognition complexes. Nature, 2019, 569,
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Positive-unlabeled convolutional neural networks for particle picking in cryo-electron micrographs.
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Structure of the gene therapy vector, adeno-associated virus with its cell receptor, AAVR. ELife, 2019,
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Big data in cryoEM: automated collection, processing and accessibility of EM data. Current Opinion in 51 45
Microbiology, 2018, 43, 1-8. :

Reducing effects of particle adsorption to the aird€“water interface in cryo-EM. Nature Methods, 2018,
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Routine single particle CryoEM sample and grid characterization by tomography. ELife, 2018, 7, .

Mechanisms of opening and closing of the bacterial replicative helicase. ELife, 2018, 7, . 6.0 16
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The influence of frame alignment with dose compensation on the quality of single particle
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