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Data analysis

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.
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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
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Reporting for specific materials, systems and methods

Bioinformatics analyses:

- BlastP

- JalView 2.11.1.4

- TMHMM v2.0

- ProtScale (ExPasy)

Structural modeling:

- GalaxyWEB

- AlphaFold2

Cryo-EM data analysis:

- Relion 3.1

- Chimera (Tcl 8.6.10 & TK 8.6.10)

- ChimeraX 0.93

- ISOLDE (built in ChimeraX)

- Coot 0.9.6

- Phenix 1.17.1

Proteomics data analysis:

- MassSpec Studio v2.4 (and E-Value Generator algorithm)

The final cryo-EM density map of the P. laumondii Rhs1-EagR complex has been deposited to the Electron Microscopy Data Bank (EMDB) under the accession code
EMD-13587 (https://www.emdataresource.org/EMD-13587). The final atomic model was deposited into the Protein Data Bank (PDB) under the accession code
7PQ5 (http://doi.org/10.2210/pdb5XRN/pdb). The proteomics data have been deposited to the ProteomeXchange Consortium via the PRIDE partner repository with
the dataset identifier PXD028652 (http://dx.doi.org/10.6019/PXD025264). The data are provided in the Supplementary Information files or can be obtained from
the corresponding authors upon request. Uncropped gels and Western-blots are shown in Supplementary Fig. 12.

No statistical method was used to determine sample sizes. However, sample sizes indicated in figure legend were such that standard error of
the mean were within a confidence interval of 99 %.

No data were excluded from the analysis.

Experiments were done, at least, in triplicate, each from three independent biological samples, with identical results. For Coomassie-stained
gel, immunoblots, and Toxicity assays, a representative result is shown.

All the experiments were performed with a random selection of clones. All experiments were performed with clonal poplations, issued from
single colonies. All samples were randomly allocated into experimental groups.

No blinding was performed, as acquisition and analysis methods required human intervention.




