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Sample size

Data exclusions

Replication

Randomization
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The cryo-EM density map and coordinate have been deposited in the Electron Microscopy Data Bank (EMDB) and the Protein Data Bank (PDB) under accession
number EMD-38240[https://www.ebi.ac.uk/pdbe/entry/emdb/EMD-38240], 8XCD[https://doi.org/10.2210/pdb8XCD/pdb], respectively.

The GenBank accession numbers of sequences used in the phylogenetic analysis are as follows: NM_003049.4, XM_003824101.4, XM_510035.6, XM_002824890.3,
XM_030812638.1, KT382282, KT326156, KT382286, XM_007987122.2, XM_011726495.2, XM_012053949.1, XM_003901980.5, XM_012000900.1,
XM_010359747.2, XM_003924480.3, KR153327.1, XM_032245781.1, KT382285, KT382284, XM_001500563.4, XM_537494.7, XM_026008484.1, XM_044232291.1,
XM_004739020.3, XM_003987782.5, XM_042943638.1, XM_019451401.2, XM_007095141.3, XM_012438199.2, XM_008052390.1, XM_006091030.3,
XM_033108900.1, XM_005686021.2, XM_027971954.2, NM_001046339.1, XM_006186424.3, XM_001927695.5, XM_026385176.1, XM_005322843.4, KT184810,
JQ608471, NM_001177561.1, XM_015490579.1, and NM_017047.2. The sequences were downloaded from the NCBI database (https://www.ncbi.nlm.nih.gov/
nucleotide/).
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Sample sizes were not predetermined for this study. The size of Cryo-EM data were determined by available time of microscope and the single
particle density on grid.

For cell-based assay, at least three independent samples were used to ascertain the reproducibility and consistency of experiments.

For phylogenetic analysis, if the downloaded sequences contained bases upstream of the start codon or downstream of the stop codon, those
bases were excluded.

Cell-based experiments and purification of protein were repeated at least three times in independent experiments. Experimental findings
were reproduced reliably.

Structural analysis was not repeated because the analysis does not change by replications and does not need to be verified in replication
study.

A Maximum Likelihood phylogenetic tree was reconstructed using RAxML-NG v. 1.0.0 with 1,000 bootstrap resamplings.

Cryo-EM data are randomly divided as two sets (half maps) and used for resolution determination. Randomization is not required to other
experiments because there are no unknown covariates.

No blinding was needed for this study because experiments performed in this study do not require subject assessment of the data.




