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Molecular phylogeny of domestic bactrian camel revealed
by partial cytochrome b gene
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Abstract: [Objective] The research was done to discuss the phylogeny of domestic bactrian camel in
China and the relationship with wild bactrian camel. [Method] The cytochrome 6(Cyth) gene of mtDNA
from 37 domestic bactrian camels samples was sequenced and analyzed with the available Cytb gene se-
quences of domestic bactrian camels and Camelus bactrianus ferus in GenBank. [Result] The results
showed that:14 mutations and 11 different haplotyes were found when Cytb gene partial sequence (1 024
bp) was analyzed, the nucleotide diversity (Pi) ,haplotype diversity(Hd) and average number of nucleotide
differences(k) were 0. 002 2740. 001 27,0. 820£0. 044 and 2. 327 respectively, which showed a relatively
rich genetic diversity existed in the domestic bactrian camel. With Camelus dromedarius as the outgroup,
the phylogenetic tree was constructed by the NJ method. The Chinese domestic bactrian camels we re-
searched had one type of maternal origin, which was of two lineages with wild bactrian camel,and the pos-
sibility of wild bactrian camel originating was also discussed. [Conclusion) Our phylogenetic analysis re-
vealed that the extant wild bactrian camel may not be the same subspecies at least in their maternal origins.
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Table 1  Source of the Cytbh gene of bactrian camel
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Species Accession number Source Code
WU BE Bactrian camel AY126620 GenBank SFT1
ALY Bactrian camel AY126621 GenBank SFT2
W TE Bactrian camel AY126623 GenBank SFT3
KW BE Bactrian camel AY126625 GenBank SFT4
M I%5E Bactrian camel FJ171700 GenBank SFT5
KA TE Bactrian camel FJ171701 GenBank SFT6
W TP Bactrian camel FJ171705 GenBank SFT7
KW BE Bactrian camel FJ171714 GenBank SFTS
R BE Bactrian camel FJ171716 GenBank SFT9
K I W IETE Domestic bactrian camel — ZAHWF5E The research HO1~HI11
B A= X B Wild bactrian camel EF076243 GenBank YS
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Fig. 1

Sequence variations detected in 11 haplotypes of domestic bactrian camel
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