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Advances in research on multi—vertebral trait of Dezhou donkeys
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Abstract; The multi—vertebral trait describes an increase in the number of vertebrae in animals compared wwith normal individuals. This
trait is a beneficial variation. The increase in the number of thoracolumbar vertebrae can improve the body size and carcass weight of Dezhou
donkeys, increase their performance of meat and skin production, and increase their economic value. The high heritability of the multi—verte-
bral trait of Dezhou donkeys provides a possibility for its excellent production performance in the process of genetic optimization. In this pa-
per, the multi—vertebral trait, the methods of research on candidate genes identification and on the candidate genes of the multi—vertebral
trait of Dezhou donkeys are reviewed, in order to provide ideas for analyzing the genetic basis of the multi—vertebral trait, improving the eco-
nomic traits and breeding superior breeds of Dezhou donkeys.
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