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Analysis of Genetic Diversity and Phylogeny of Five Chinese Subspecies
of Wapiti Using Mitochondrial Cytb Complete Sequence

ZHANG Li GUN Shuang-bao LEI Tian-yun LIU Li=xia QIN Da-wei ZHAO Shi+feng
( Faculty of Animal Sci & Tech Gansu Agricultural University Lanzhou 730070 China)

Abstract: To examine molecular genetic diversity and phylogeny of wapiti mitochondrial Cyth complete sequence
have been analyzed in 43 wapiti from 5 Chinese populations. The results showed that content of A T G and C in mito—
chondrial Cytb complete sequence were not significantly different among 5 populations. Diverse loci took 7.63% of an—
alyzed loci. For Tianshan wapiti and Talimu wapiti respectively haplotypes ratios were 100% and 50% ; haplotypes di—
versity ( Hd) were (1.000 £0.218) and (0.700 +0.096) ; nucleotide diversity ( Pi) were 0.003 33 and 0. 005 44;
average number of nucleotide difference ( K) were 3.800 and 6.200. It is suggested that the 5 populations are highly
genetic diverse. Analysis on haplotypes phylogeny of 13 wapiti showed that there were 2 maternal origins in China.
Comparison between Cytb haplotypes of wapiti in this study to those of other 33 wapiti obtained from GenBank has
been done using Network relation analysis. The results showed that the Talimu wapiti was phylogenetically close to
wapiti populations in the western countries.
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Tab.1 Haplotype and statistical parameter of groups
1%
T i X ) Haplotypes Hd +SD Pi K
Populations No. of sequences  No. of haplotypes proportion
6 3 50.00 0.700 +0.218 0.005 44 6.200
6 6 100. 00 1.000 +0.096 0.003 33 3.800
6 2 33.30 0.455 +£0.500 0.001 12 1.267
13 2 15.39 0.154 +0.126 0.000 88 1.000
12 1 8.33 0.000 +£0.000 0.000 00 0.000
: Hd. ( Nei 1987) ; SD.  Pi. ( Nei 1987) ; K.

( Tajima 1983) .

Note: Hd. Haplotype diversity( Nei 1987) ; SD. Standard Deviation of Haplotype diversity; Pi. Nucleotide diversity( Nei 1987) ; K. Mean number of

differences between all pairs of haplotypes in the sample( Tajima 1983) .
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