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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.

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

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 related codes and figures for reproducible research are stored at GitHub (https://github.com/TintingLi/cattleGenome).

The raw sequence data reported in this paper have been deposited in the Genome Sequence Archive in National Genomics Data Center, China National Center for
Bioinformation under accession number CRA006888 (https://bigd.big.ac.cn/gsa/browse/CRA006888) that can be publicly accessible at https://ngdc.cncb.ac.cn/gsa.
The whole genome assembly and annotation data of NCBA_BosT1.0 have been deposited in the Genome Warehouse in National Genomics Data Center under
accession number GWHBISA00000000 (https://ngdc.cncb.ac.cn/gwh/Assembly/25200/show) that can be publicly accessible at https://ngdc.cncb.ac.cn/gwh. The
related codes and figures for reproducible research are stored at GitHub (https://github.com/TintingLi/cattleGenome) and Zenodo (https://doi.org/10.5281/
zenodo.8334734).
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The genome assembly was performed on an individual female cattle, and thus sample size was not considered in the study design.

No data were excluded from the analyses.

All experiments were replicated or performed independently, and all attempts at replication were successful.

The genome assembly was performed on an individual female cattle, and thus randomization was not relevant to our study.

The investigators were blinded to group allocation during data collection and/or analysis.




