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Abstract

With the development and application of molecular biology and bioinformatics, many studies had been carried out to screen and i-

dentify the related genes affecting main economic traits on cashmere goat,such as lamb production rate,wool production character, especially

hair follicle development.The advances on the genes related to main economic traits in cashmere goat were summarized , and the further research

was discussed to provide references for the future breeding of cashmere goats and the establishment of high quality sheep.
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