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Abstract In order to systematically understand the research situation of yak mitochondrial genome (mtDNA) , explore
the limitations of previous studies and to provide perspectives for the future development of yak genome research, the
author summarised the yak mtDNA research progress during the last 20 years. Since the late 1980 s, mtDNA, as a
powerful molecular marker, has been used to explore the origin and domestication, genetic diversity, migration,
demographic history, taxonomic status, adaptation mechanisms and phylogeny of the yak. While some important
progress has been made, population genomics using whole mtDNA sequences, mitochondrial transcriptomics and
proteomics, understanding the interaction and regulation between the nuclear and mitochondrial genomes, and the
relationship between mitochondrial genome sequences and quantitative traits, are areas that need more focus in this
regionally important domestic species.
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] mtDNA 4 J5 5 1) 25 ¥ 22 5 HE 4 10 4 28 22 A
A AR R R R G R T K R, FE,
XHHEA mtDNA %5 5 1 F A AT T 40 01 A%
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NADH B &M WA 1~ 65 COX T ~ 1 4il s (5 3% 0 A0 il 0
I ~1MsATP 6 1 ATP 8 Jy ZBEFRHR ¥ BE I 2k 6 A1 8;Cyt b 40
Mifa 2 b;CR i D-loop X ;0uR A1 OLR 4351403 H 51 L 55 (1
R A QA NLCY. S\ EP 8 4> (RNA I [} I ND6 I PR /3 7
1 L85, Hofth 5 X A D-loop X 43 Aii 78 H 4 L,

22 tRNA genes are shown by capital from corresponding amino
acids; NADH dehydrogenase subunit 1 to NADH dehydrogenase
subunit 6 indicated with NDI to ND6 ; Cytochrome oxidase subunit
I to Cytochrome oxidase subunit [[[ indicated with COX [ to COX
M; ATP 6, ATP 8, Cyt b and CR represent adenosine
triphosphatase 6,adenosine triphosphatase 8,cytochrome b and D-
loop region, respectively. OyR and OpR represent replication
origins of H and L chains; ND6 gene and 8 tRNA genes including
Q.A.N,C,Y.S.E and P genes exist in L. chain,and other genes
and D-loop region locate on H chain.

E1 E4ghurERAEHREE
Fig. 1 Brief structural map of the complete mitochondrial

genome of yak(Bos grunniens)
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