Figure 2-source data 1. Cryo-EM data collection, refinement and validation statistics
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Initial particle images (no.) 1,276,119

Final  particle images (no.) 212,551

Map resolution (Å) 3.93

    FSC threshold 0.143

Refinement

Initial model used (PDB code) De novo

Model resolution (Å) 3.93

    FSC threshold 0.143
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Model composition

    Non-hydrogen atoms 6224

    Protein residues 6224

    Ligands 0

B factors (Å
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    Protein 89.72

    Ligand NA

R.m.s. deviations

    Bond lengths (Å) 0.005

    Bond angles (°) 0.778

Validation

    MolProbity score 1.38

    Clashscore 3.02

    Poor rotamers (%) 0.64

Ramachandran plot

    Favored (%) 95.78

    Allowed (%) 4.22

    Disallowed (%) 0
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