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For manuscripts utilizing custom algorithms or software that are central to the research but not yet described in published literature, software must be made available to editors and
reviewers. We strongly encourage code deposition in a community repository (e.g. GitHub). See the Nature Portfolio guidelines for submitting code & software for further information.
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Policy information about availability of data

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

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

statistical tests: R

whole workflow available at: https://github.com/Hoffmann-Lab/muvac

Raw read data were deposited as ENA study with the accession PRJEB50344. The identified variants are available as browser accessible track hub at http://
genome.ucsc.edu/cgi-bin/hgTracks?genome=Hm105_Dovetail_Assembly_1.0&hubUrl=https://genome.leibniz-fli.de/paras/hydra/hub.txt.
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9 for the comparison mother vs buds (1st comparison), 3 vs 3 for the single-cell lines examined (2nd comparison), 10 for the comparison
against the reference genome (

We excluded one single-cell sequencing run that we assessed as failed due to extreme high duplication rates (>65 and >90% respectively).

Regarding the single-cell analysis, we first downloaded the raw data of Milholland et al (https://www.nature.com/articles/ncomms15183) and
ensured that we could replicate their results by using their methodology of single cell variant detection. Then, we applied the same methods
to our data and compared our results (somatic mutation rate in Hydra) against that of Milholland et al (somatic mutation rates in human and
mouse).

Regarding, the pedigree analysis, we first performed an in-depth analysis based on variant caller results and initial filter criteria. Based on this
analysis described in detail in Supplement Text S1, we defined even more strict filter criteria to ensure reliability of results.

Single-cell samples are categorized by their belonging to the interstitial or epithelial cell line (I-cells and E-cells). The Pedigree samples cover
an age gradient from a few weeks to 12 years.

The persons performing DNA extraction, library preparation and sequencing were ignorant regarding group allocation.




