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important research progress in goat origin, evolution and adaptability has been achieved. In this review, we summarize the
research progress in the goat genome in detail, encompassing goat genome structure, genome map (genetic, physical

and comparative maps), goat high throughput sequencing and SNP chip development. We aim to provide a theoretical

foundation for the development of goat genome selection.

Keywords: goat; genome structure; genome map; chip; genome selection
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