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Structural basis and mechanism of Sec holo translocon complex
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SecYEG

To unveil the essential biological processes of living organisms, it is
crucial to elucidate these molecular mechanisms. Protein translocation across the membrane is a
fundamental mechanism in all living cells. In a model organism, Escherichia coli, a supramolecular
protein complex including the membrane protein complex SecYEG is involved in the protein
translocation. In this study, we tried to elucidate the structure and function of the supramolecular
protein complex by X-ray crystallography, cryo-electron microscopy, and atomic force microscopy.
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