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(2023).

2. Structure of the molecular bushing of the bacterial flagellar motor. Yamaguchi T, Makino F, Miyata T,
Minamino T, Kato T & Namba K, Nature Commun. 12, 4469 (12pp) (2021).

3. Direct visualization of secondary structures of F-actin by electron cryomicroscopy. Fujii T, Iwane AH,
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Cryo lamella and tomogram of Salmonella cells
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from 4.5 hour, 5,400 movies

Ribosome particles
in a Salmonella cell

The ribosome structure in Salmonella cell is
determined at 8.2A resolution by subtomogram
averaging of 15,684 parcles, by which their
distribution and orientations are identified.
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14
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