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Tab. 1 The Aves samples used in this research
b
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White Peafowl s
Pied Peafowl s
Spalding Peafow] s
Pavo cristatus S
P. m. muticus , GenBank— AF013763
P. m. imperator 5
Afropavo congensis , GenBank— AF013760
Coturnix , GenBank— AF109217
Gallus , GenBank— AF028795
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Tah 2 Percentage divergence ( below diagonal) and numbers of transition/tran sversions (above diagonal) for cytochrome b sequences
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Phylogenetic Relationships Among Pavo Based on Complete
Mitochondrial Cytochrome b Gene Sequence Variations

ZHU Shi jie, (HANG Hong, ZHANG Guo ping, WANG Wei, XU (O fang
(School of Life Sciences, Sun Yatsen University, Guangzhou 510275, China)

Abstract: The phylogenetic relationship and classfication of Pavo distributed in China were analyzed, based on

mitochondrial cytorome b gene sequence variations. Complete mtDNA cyth gene was sequenced from individual of pied,

Pavo aistatus, spalding, White Pavo and P.m. imperator with the cyth sequences of four species in Aves. The

divergence and base substitution among these sequences were analyzed. The phylogenetic tree, in agree with morphologic

data, was reconstructed by Neighbor joining method, maximum parsimony method and maximum likelihood method. The

molecula data show: P.m . imperator and Pavo cristatus awe classified into two species. Pied, spalding and white Pavo

are more related to Pavo aistatus than P . m. imperator because of lower interspecific difference. White Pavo and pied

are not subspecies but mutant belonging to Pavo aistatus.
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