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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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Ethics oversight

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

The scRNAseq data generated in this study have been deposited in the Dryad database https://datadryad.org/stash/dataset/doi:10.5061/dryad.4mw6m90dj.
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Sample size was determined performing a power analysis using software G Power 3.1 (Faul, Erdfelder, Lang and Buchner, 2007) according to
Charan and Kantharia., 2013.

no data was excluded

For all experiments, except for the single cell transcriptomic assay (scRNAseq), three biological replicates were performed. All attempts at
replication were successful. The scRNAseq was performed one time since our unit of analysis is the cell (RBI-derived neutrophils v/s CHT-
derived neutrophils), and in the assay performed we had hundreds of cells that allow us to have a high degree of confidence in the result
obtained. Importantly, because scRNAseq requires destructive sampling of cells, standard experimental design approaches for disentangling
technical and biological sources of variability are not applicable.

Embryos or larvae were allocated randomly into control and experimental groups

Investigators were blinded to group allocation during data collection and analysis




