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34 Altered Cardiac Energetics and Mitochondrial Dysfunction in Hypertrophic Cardiomyopathy.
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36 The N-terminus of varicella-zoster virus glycoprotein B has a functional role in fusion. , 2021, 17,
e1008961. 0



4

Wah Chiu

# Article IF Citations

37 The N-terminus of varicella-zoster virus glycoprotein B has a functional role in fusion. , 2021, 17,
e1008961. 0

38 The N-terminus of varicella-zoster virus glycoprotein B has a functional role in fusion. , 2021, 17,
e1008961. 0

39 The N-terminus of varicella-zoster virus glycoprotein B has a functional role in fusion. , 2021, 17,
e1008961. 0
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a matrix layer. PLoS Biology, 2020, 18, e3000827. 2.6 20
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Investigation of Nanomaterials. Angewandte Chemie, 2020, 132, 15772-15778. 1.6 1

44 Opportunities for Cryogenic Electron Microscopy in Materials Science and Nanoscience. ACS Nano,
2020, 14, 9263-9276. 7.3 55

45 Multi-scale 3D Cryo-Correlative Microscopy for Vitrified Cells. Structure, 2020, 28, 1231-1237.e3. 1.6 60
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