X-ray diffraction Data were integrated with DIALS131 and scaled/merged with Aimless132 from the CCP4 suite133. BALBES was used to
determine initial phases by Molecular Replacement against the entire PDB134. Manual building was done in COOT135 and refinement with
REFMAC5. MOLPROBITY was used for model validation136.
Mass spectrometry. The ProteoWizard MSConvert toolkit42 was used to convert the raw data files into .mgf format. Scaffold Proteome
Software was used for sequence visualization and coverage. Cross-linked peptides were analysed using the Stavrox software137
For manuscripts utilizing custom algorithms or software that are central to the research but not yet described in published literature, software must be made available to editors and
reviewers. We strongly encourage code deposition in a community repository (e.g. GitHub). See the Nature Portfolio guidelines for submitting code & software for further information.

Data
Policy information about availability of data
All manuscripts must include a data availability statement. This statement should provide the following information, where applicable:

nature portfolio | reporting summary

CD spectra were interpolated using Origin Pro 2018b and fitted to the BeStSel algorithm and the STRIDE web server128 to determine the
secondary structural elements.
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All amino acid sequences referred to in this study were obtained from Uniprot (https://www.uniprot.org/) and the Uniprot entry IDs are listed in Supplementary
Data 1.
7PB9 is the PDB accession code for the OdinarchaeotaN_Vps25 structure solved in this study deposited in the Protein Data Bank.
Other previously published PDB accessions referred to in this study: 1XB4, 3CUQ, 3HTU, 6VME, 2J9U, 1JBB, 1UZX
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