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Population history of domestic Japanese quail inferred from genome-wide genetic
diversity
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A whole mitogenome sequencing was performed with MinlON system of Oxford

Nanopore to construct a mitochondrial-genome phylogenetic tree. Subsequently, genome-wide SNP
analysis for 89 individuals from 16 populations of wild and domestic quail was conducted with the
GRAS-Di method. Whole-genome resequencing was carried out on 10 individuals that were selected based
on their high homozygosities.
The mitochondrial genome sequences were divided into two lineage groups, pre-war and post-war quail
populations. As a result of genetic clustering using genome-wide SNP by GRAS-Di, it was suggested
that commercial quail for egg and meat quail were apparently separated from experimental quail
groups. Besides, the whole genome resequencing revealed a genomic regions where showed clear
differences between meat and egg quail.
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