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Abstract: The genetic diversity and Phylogeny evolution of 232 individuals of 5 indigenous sheep
populations in Southwest China was analyzed with PCR-SSCP technology and mtDNA D-loop se-
quenced. The five indigenous populations included Tengchong, Zhaotong, and Ninglang sheep
from Yunnan and Duoma and Jiangzi sheep from Tibet. PCR-SSCP analyses revealed that three
hyplotypes A, B, and C of mitochondrial Cyt & and ND2 genes were detected in Duoma and Jiang-
zi sheep from Tibet and the rate of hyplotypes C is higher than that of B;whereas only hyplotypes
A and B found in Tengchong, Zhaotong, and Ninglang sheep from Yunnan. mtDNA D-loop se-
quences of 39 individuals chosen from the five according to different hyplotypes were sequenced.
Phylogenetic analysis indicated that three mtDNA lineages A, B, and C were found in Tibetan
sheep and only lineages A and B in Yunnan sheep. These results from PCR-SSCP and D-loop se-
quences consistently indicated that Tibet sheep derived from three maternal origins, While Yun-
nan sheep derived from two maternal origins. Polymorphism analyses showed that values of nu-

cleotide diversity and average number of nucleotide differences in Tibetan sheep were higher than
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those of Yunnan sheep. This suggested that the level of genetic diversity in Tibetan sheep is

higher than that in Yunnan sheep.
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Table 1 Three genotypes frequencies of mtDNA in five sheep

populations
PE il AR A T R -
Populations No. of hyplotypes frequencies/ %
samples A B C
Z H 4 £ (DM) 50 58.0 18.0 24.0
ARG FAD 48 72.9 6.3 20.8
T4 (NL) 48 77.1 22.9 0
WA (ZS) 48 62.5 37.5 0
B E (TO 38 63.2 26.3 10.5
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Fig.2 D- loop tree of Ovis aries (NJ method)
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Fig.3 The median joining network of yunnan sheep
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Fig. 4 The median joining network of Tibetan sheep
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RN [N B R R B AR LB (1%)
Hd+SD g k
Populations No. of sequences No. of Haplotype Haplotype proportion
Z 4 3 (DM) 9 9 100 1.000£0.052  0.032 37. 44
IR E EXQVA) 7 7 100 1.00020. 076 0.030 35. 96
T4 (NL) 8 8 100 1.000£0.063  0.023 24.79
WA 38 45 (Z2S) 7 7 100 1.00040.076  0.026 30. 48
& w4 (TC) 8 7 87.5 0.9642+0.077  0.021 22. 86
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Hd. Haplotype diversity; . Nucleotide diversity;k. Average number of nucleotide differences
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Fig.5 UPGAM tree of distance
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