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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:

- Accession codes, unique identifiers, or web links for publicly available datasets
- A description of any restrictions on data availability

- For clinical datasets or third party data, please ensure that the statement adheres to our policy

Research involving human participants, their data, or biological material
Policy information about studies with human participants or human data. See also policy information about sex, gender (identity/presentation),
and sexual orientation and race, ethnicity and racism.
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Ethics oversight

Note that full information on the approval of the study protocol must also be provided in the manuscript.

Field-specific reporting
Please select the one below that is the best fit for your research. If you are not sure, read the appropriate sections before making your selection.
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For a reference copy of the document with all sections, see nature.com/documents/nr-reporting-summary-flat.pdf

Life sciences study design
All studies must disclose on these points even when the disclosure is negative.
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Sources data are provided within this paper. The genomes used in this studies, their accession codes and corresponding hyperlinks are listed in the Source Data file.
MALDI-TOF/TOF data and quantifications of coomassie-stained gel protein bands in Fig. 3d are available in the Source Data file. Un-cropped gels are available in
Supplementary Figs. 14 and 15 of the Supplementary Information file. Native- and HDX-MS data are available via the PRIDE partner repository under the accession
code PXD041774 [http://proteomecentral.proteomexchange.org/cgi/GetDataset?ID=PXD041774]. Structural models are available via the Open Science Framework
under the accession code xpfjc [https://osf.io/xpfjc/].
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No sample size determination was needed. The number of independent experiments was determined based on the level of variability within
replicates and based on the experience with each methodology. Independent triplicates or quadruplicates (indicated in Figure Legends and
Methods) were performed for each experiment as standards for the techniques used.

No data exclusion was needed.

Each experiment was repeated at least three times. All attempts at replication were successful. In the case of protein gels, representative
results are shown.

Randomization is not relevant to our analyses as there were no covariates applicable within this study.

Blinding was not required, as it is not necessary for the techniques used.




