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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
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All relevant meAll relevant methods of data collection and analysis are included in the methods section. The annotated reference genome of A. fumigatus Af293 was
obtained from FungiDB (release 52) [https://fungidb.org/fungidb/app/]. The RNA sequencing data supporting the findings in this study have been deposited to the
NCBI Gene Expression Omnibus with the identifier GSE231238 [https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE231238]. The list of differentially
expressed genes from the RNA sequencing experiment is provided in Supplementary Data 1. All other data obtained to support the findings of this study are
available within the article and supplementary materials or from the corresponding author upon request. Source data are provided with this paper.
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Sample size in germling lysis experiments was determined by pilot experiments with WT A. fumigatus Af293 showing that significant
differences in lysis between conditions could be detected using 3 replicates. Sample size for both hyphal branching and fluorescence
quantification were selected based on published methods (Niu et al. Nat Commun. 2020 11:5158).

No data was excluded.

Biological replication in all experiments was carried out as described in the methods and figure captions. Experimental replication was
performed for all germling lysis experiments to ensure reproducibility of statistical findings.

Treatment and control groups were inoculated into the same well-plates devices in a randomized manner to ensure no impact of sample
location on experimental outcome.

Data collection and analysis of germling lysis experiments and lateral branching experiments were performed by a blinded researcher. Data
collection and analysis of oxylipin quantification was performed by a researcher blinded to treatment.




