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Animals and other organisms
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Ethics oversight

data are under the BioProject accession PRJNA624020 and PRJNA645671. Source data for Supplementary Figs.2, 3, 15 are presented in the Supplementary Data.
Additional data such as raw image files and in-house scripts that support this study are available from the first authors upon request.

No sample-size calculation was performed, but the sample size chosen was comparable to the previous literatures similarly reporting genomic
resources for wild species. For instance, Wu et al, 2018 used 11 wisent, 22 gayal and 8 bali, which were the wild relatives of cattle to
determine the phylogeny and evolutionary history of the Bos genus. Hu et al. 2018 used 4 argali, 1 European mouflon to detect the genomic
traces left by centuries of natural and artificial selection and adaptive introgression from argali in the genomes of Tibetan sheep. Therefore,
we think in our study, the sample size of 18 domestic sheep and 54 wild Ovis species [O. musimon (n = 3), O. vignei (n = 7), O. nivicola (n = 8),
O. dalli (n = 6) and O. canadensis (n = 6), O. orientalis (n = 16),O. ammon(n = 8) ] with high-depth(20-30X) is sufficient to detect demographic
history and introgression among Ovis species, and artificial selection between domestic sheep and their wild ancestor (Asiatic mouflon) .

No data were excluded from the analyses

All experiments (i.e., PCR add qPCR) were repeated three times with similar results.

The random sampling method was used to validate SNPs and CNVs. When did the haploidization of the diploid genomes, we choose bases by
randomly selecting, but also verified by choose high quality bases and got the similar results.

Blinding was not used because all analyses in the main text were performed on the premise that the samples are known.

For DNA collection, all laboratory animals (5 samples from 3 breeds generated in this study) are adults. 2 Tibetan sheep, 2 Mazekh
sheep and 1 Makui sheep. All is female.

29 out of 54 wild sheep (O.orientalis, O.musimon, O.ammon, O. vignei, O.dalli, O.canadensis, O.nivicola) were generated in this
study, including 6 bighorn sheep( O.canadensis), 5 urial sheep(O. vignei), 3 European mouflon(O.musimon), 8 snow sheep(O.nivicola),
1 Asiatic mouflon(O.orientalis) and 6 thinhorn sheep(O.dalli). 20 wild sheep(bighorn, thinhorn and snow sheep) are male, urial sheep
are 5 female, 1 Asiatic mouflon and 3 European mouflons are female, Blood or tissue from 29 captive or recently hunted wild sheep
(Asiatic mouflon, European mouflon, snow sheep, bighorn, thinhorn and urial) were used for the DNA extraction. After sampling,
they were released at the sampling sites.

The study did not involve field collected samples.

All animal work was conducted according to a permit (No. IOZ13015) approved by the Committee for Animal Experiments of the
Institute of Zoology, Chinese Academy of Sciences (CAS), China. For domestic sheep, animal sampling was also approved by local




