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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 Research guidelines for submitting code & software for further information.
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The long reads and short read data for the Ankole assembly have been deposited in the ENA database under project accession code (PRJEB39282)[https://
www.ebi.ac.uk/ena/browser/view/PRJEB39282]. The long read and short reads data for the N’Dama sample have been deposited in the ENA database under project
accessions codes (PRJEB39330)[https://www.ebi.ac.uk/ena/browser/view/PRJEB39330] and (PRJEB39334)[https://www.ebi.ac.uk/ena/browser/view/PRJEB39334].
The short read sequencing for the three Sahiwal and the three N’Dama samples have been deposited in the ENA database under project accessions codes
(PRJEB39352)[https://www.ebi.ac.uk/ena/browser/view/PRJEB39352] and (PRJEB39353)[https://www.ebi.ac.uk/ena/browser/view/PRJEB39353], respectively. The
N’Dama (GCA_905123515) and Ankole (GCA_905123885) assemblies have been deposited in the ENA database under accession codes (PRJEB41519)[https://
www.ebi.ac.uk/ena/browser/view/PRJEB41519] and (PRJEB41564)[https://www.ebi.ac.uk/ena/browser/view/PRJEB41564], respectively. The optical mapping reads
for the two N’Dama samples have been deposited in the ENA database under accession code (PRJEB47998)[https://www.ebi.ac.uk/ena/browser/view/PRJEB47998].
The ATAC-seq reads have been deposited in the ENA database under accession code (PRJEB49075)[https://www.ebi.ac.uk/ena/browser/view/PRJEB49075]. Output
for the analyses can be visualised in (BOmA)[www.bomabrowser.com/cattle]. Source data are provided with this paper. Finally, the five VG graphs (VG1, VG1f,
VG1p, VG5 and VG5p) as well as the CACTUS five-way whole genome alignments have been uploaded on datashare Zenodo with doi: 10.5281/zenodo.5749842 and
10.5281/zenodo.5750390. Source data for figures 1, 4B-D, 6A and Supplementary Figure 1 are provided with this paper.




