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Domestication of rice is the process of transforming the natural selection of wild characteristics into the stable desired traits from artificial selection. So far, the genetic architecture and evolutionary history of Asian rice based on nuclear genome has been extensively studied, but the results are quite different. Recently, we have found interesting results supporting the independent origins of Asian rice based on comprehensive studies of the rice mitochondrial genome. Here, a total of 412 germplasms were collected from the world sequencing with high average coverage (~15.88X) and product ~3.42T raw data. We identified 10632 variations from rice mt genome, including 7277 SNVs (68.4%) and 3355 InDels (31.6%). To explore the evolution and genetic of rice better, artificial selection (πw/πc), FST, population structure, haplotype and phylogenetic analyses are combined to analyses. As describe above, our studies have shown the clearly separation of indica and japonica rice. We also exhibited japonica may experience a strong selection or bottleneck event during the domestication.
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