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Human research participants
Policy information about studies involving human research participants and Sex and Gender in Research. 

Reporting on sex and gender

Population characteristics

Recruitment

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.

Sample size

Data exclusions

Replication

Randomization

Blinding

Reporting for specific materials, systems and methods
We require information from authors about some types of materials, experimental systems and methods used in many studies. Here, indicate whether each material,
system or method listed is relevant to your study. If you are not sure if a list item applies to your research, read the appropriate section before selecting a response.

app/record/gene/AAEL001929]. Spz1A identifier AAEL000499-PA is obsolete. However, UniProt accession code for Spz1A is Q17P53 [https://www.uniprot.org/
uniprotkb/Q17P53/entry]; Spz1C: Q16J57 [https://www.uniprot.org/uniprotkb/Q16J57/entry]; SpzX; A0A6I8TFH1 [https://www.uniprot.org/uniprotkb/A0A6I8TFH1/
entry]; Spz5: Q17JP7 [https://www.uniprot.org/uniprotkb/Q17JP7/entry]; Toll1A: A0A6I8U6W1 [https://www.uniprot.org/uniprotkb/A0A6I8U6W1/entry]; Toll5A:
A0A6I8TEX2 [https://www.uniprot.org/uniprotkb/A0A6I8TEX2/entry].

The RNA-seq data for this study are publicly available through the European Nucleotide Archive under accession number PRJEB50861 [https://www.ebi.ac.uk/ena/
browser/view/PRJEB50861]. SAXS data were deposited at the Small Angle Scattering database with accession numbers SASDKX8 for Toll5A alone [https://
www.sasbdb.org/data/SASDKX8] and, SASDKY8 for Toll5A with Spz1C [https://www.sasbdb.org/data/SASDKY8], respectively. The cryo-EM 3D maps corresponding to
the homodimer, the ligated heterodimer and heterotrimer were deposited in EMDB database with accession codes EMD-11984 [https://www.ebi.ac.uk/emdb/
EMD-11984]; EMD-11982 [https://www.ebi.ac.uk/emdb/EMD-11982] and EMD-11983 [https://www.ebi.ac.uk/emdb/EMD-11983], respectively. The corresponding
atomic models were deposited in PDB with accession codes 7B1D [http://doi.org/10.2210/pdb7B1D/pdb], 7B1B [http://doi.org/10.2210/pdb7B1B/pdb] and 7B1C
[http://doi.org/10.2210/pdb7B1C/pdb], respectively.

There are no restrictions on data availability.
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Samples sizes for qPCR were independent biological triplicates with no sample-size calculation performed beforehand. For Spaeztle1C dose-
response curve in Aag2 cells, sample size was determined based on consistency and variability of the data with up to 36 repeats. For other
methods, number of sample size was determined following method’s guidelines.

No data was excluded for the analysis.

Experiments were performed on independent triplicates unless stated otherwise.

No randomization was necessary in any of the experiments presented as none involve any case-control cohort experiments.

No blinding was necessary in any of our experiments as our study did not involve targeted deletion of any factor in cells, but addition instead.
All data were analysis in an unbiased fashion.




