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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.

Life sciences Behavioural & social sciences Ecological, evolutionary & environmental sciences

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

have been deposited in the European Nucleotide Archive (ENA) database, part of INSDC (NCBI/ENA/DDBJ), and is accessible under BioProject number PRJEB49946
(https://www.ebi.ac.uk/ena/browser/text-search?query=PRJEB49946).

Bordetella genomes list and accession numbers: Supplementary Data 4

Bordetella genus phylogeny dataset (92 isolates), project id 23: https://bigsdb.pasteur.fr/cgi-bin/bigsdb/bigsdb.pl?
db=pubmlst_bordetella_isolates&page=query&project_list=23&submit=1

B. bronchiseptica phylogeny dataset (211 isolates), project id 24: https://bigsdb.pasteur.fr/cgi-bin/bigsdb/bigsdb.pl?
db=pubmlst_bordetella_isolates&page=query&project_list=24&submit=1

B. pertussis phylogeny (124 isolates), project id 25 : https ://bigsdb.pasteur.fr/cgi-bin/bigsdb/bigsdb.pl?
db=pubmlst_bordetella_isolates&page=query&project_list=25&submit=1

Bordetella public genomes dataset (2,085 isolates), project id 27: https://bigsdb.pasteur.fr/cgi-bin/bigsdb/bigsdb.pl?
db=pubmlst_bordetella_isolates&page=query&project_list=27&submit=1

Bordetella genus nrdA dataset (180 isolates), project id 29: https://bigsdb.pasteur.fr/cgi-bin/bigsdb/bigsdb.pl?
db=pubmlst_bordetella_isolates&page=query&project_list=29&submit=1

iTOL interactive trees: https://itol.embl.de/shared/1l7Fw0AvKOoCF

n/a

n/a

n/a

n/a

For genus phylogeny, we selected only some genomes representatives of each sublineage within genomic species (n=92).

For B. bronchiseptica genomic species, we took all genomes avalaible (n=211).

For B. pertussis, we selected a few hundreds genomes to cover the main ptxP branches and included all genomes who displayed macrolide-
resistance features (n=124).

From the 2582 public entries found in BIGSdb Bordetella database, we choose to exclude genomes with lower quality (e.g. high number of
contigs). For the selection of curated genomes used in our analyses, we were carefull to exclude duplications of isolates. This is important in
phylogenetic reconstruction to avoid introducing bias and a disrupted phylogenetic signal.

Genomes are usually not made several times for the same isolates, unless obvious reason (e.g. improving genome quality, genome
contamination, etc...). No replication were made.

In our study, randomization only occurs in phylogenetic tree reconstruction to assess tree robustness and branch support (bootstrap values).

No experimental groups were made.

This is a descriptive study of public data. No comparison between experimental groups was done.




