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- 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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Randomization
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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 Hi-C, ChIP-seq, RNA-seq, ATAC-seq and Bisulfite-seq data used in this study are available in the NCBI database under the Bioproject accession codes
PRJNA592220 and PRJNA641329 [https://www.ncbi.nlm.nih.gov/bioproject/?term=PRJNA592220, https://www.ncbi.nlm.nih.gov/bioproject/?term=PRJNA641329].
The genome sequence of the refer-ence Verticillium dahliae isolate JR2 and VdLs17 used in this study is available at NCBI under the accession codes
GCA_000400815.2 and GCA_000952015.1, respectively [https://www.ncbi.nlm.nih.gov/datasets/genome/GCA_000400815.2, https://www.ncbi.nlm.nih.gov/
search/all/?term=GCA_000952015.1]. Source Data is available at https://doi.org/10.5281/zenodo.10579548.
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No sample size calculation was performed as each sample represented a strain of a single species.

No data was excluded from the study.

Two biological replicates of each strain, or single species, were grown on potato-dextrose broth media. Liquid cultures were grown for four
days in the dark at 22ºC and 160 RPM. Each biological replicate of the fungal cultures was used for further Hi-C and ChIP-seq analyses. The
normalized average of the two biological replicates was used.

No phenotypical assessments were performed in the experimental design. Each sample represented a strain of a single species. Thus,
randomization is not relevant for this study.

No phenotypical assessments were performed in the experimental design. Thus, blinding is not relevant for this study.




