
Ziao Fu

The cryo-EM map and atomic model are deposited as EMD-70485 and PDB 9OH9.
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~1.1 million particles from ~9,000 micrographs; vesicles grouped into 5 curvature bins.

Poorly aligned particles and incomplete cages were excluded during classification.

Structural features were consistent across curvature groups and datasets.

Not applicable; particle selection was based on quality.

Not performed; analysis was automated using predefined criteria.
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Cells were obtained from ATCC and used without further authentication.

Cells were not tested for mycoplasma.








