(®)
2015 2017

6 Atg9

Structural and functional analyses of autophagy essencial protein Atg9
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To determine a structure of autophagy essential membrane protein,
overexpression and solubilization conditions were established and the purity was high enough to be
detected as a single band using CBB staining. Protein-Fab complex crystallization was performed, but

structural analysis has not been the success. In order to observe the single particle by
cryo-electron microscope, Nanodisc-protein-Fab complex was reconstituted. As a result, Fab bound
particle was observed by negative staining.
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