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High-resolution structure analysis of cell-division filament using recent
high-end cryo-EM
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In this study, structure analysis of FtsZ filaments, which are formed during
bacterial cell division, was performed using cryo-EM. The observation by negative staining revealed
that FtsZ from Klebsiella pneumoniae supplemented with a binding monobody formed relatively thick

and stable filaments. After cryo-EM data collection and image analysis, overall map resolution
reached 2.67 . Two distinct FtsZ protofilaments formed a double-helical structure, and FtsZ-bound
monobodies filled the gaps between the protofilaments. These results lead to the molecular basis and
mechanism of FtsZ filaments.
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