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Research Progress on the Major Genes of Mitochondria and Y Chromosome

DONG Yi-meng, WANG Tian-jiao, LIU Hua-miao et al (Key Laboratory of Special Economic Animal Molecular Biology , Institute of Spe-
cial Animal and Plant Science of CAAS, Changchun, Jilin 130112)

Abstract
and evolution.Based on mitochondrial DNA research ,most of the studies were carried out through single gene analysis such as Cytb ,D-Loop re-

Mitochondria and Y chromosome,as important molecular genetic markers , are increasingly applied to the study of mammalian origin

gion, 125rRNA ,165rRNA ,and a few were carried out through multi-gene combined analysis and full sequence analysis to explore the maternal
origin and evolution of mammals. The research based on Y chromosome is mainly through single gene analysis and multi-gene joint analysis
such as SRY ,AMELY ,USP9Y ,DBY ,etc. We reviewed the research status of origin and evolution of Cervidae and other mammals based on sever-
al major genes of mitochondrial DNA and Y chromosome in recent years,in order to provide theoretical basis for the research of animal origin
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and evolution.
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