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Abstract: It is still under dispute if the wild Camelus bactrianus is a distinct species or not. The cytochrome b (Cyt
) gene of mitochondrial DNA from two Altun Mountain wild Camelus bactrianus samples was sequenced and ana-
lyzed with the available Cyt # gene sequences of Camelus bactrianus in GenBank. The result showed that the existent
Camelus bactrianus could be distinguished into two populations, Xinjiang and Gansu. The genetic distance between

the two populations was 2. 4% ~3. 0%, which is not enough to reach the species level. It could be concluded that

Altunshan wild Camelus bactrianus should not be treated as a distinct species.
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Table 1  Numbers of transitions/transversions (lower-left matrix) and Genetic distances (Kimura 2-parameter model,
transition+transversion, upper-right matrix) for different species

Cyt b source 1 2 3 4 5 6 7 8 9 10 11 12
1 C. b. Altunshan 1 0.000 0., 004 0.003 0.003 0. 027 0.028 0,028 0.029 0,029 0.030 0.120
2 C. b. Altunshan 2 20/0 0. 004 0.003 0.003 0. 027 0.028 0.028 0.029 0.029 0.030 0.120
3 C.b. Gobi 6 1/3 1/3 0. 001 0.002 0.025 0, 026 0. 026 Q. 027 0. 027 0. 028 0.120
4 C.b. Arjin5 0/3 0/3 1/0 0.001 0.024 0, 025 0. 025 0, 026 0. 026 0. 027 0.119
5 C.b. Gobi 5 0/3 0/3 2/0 1/0 0.025 0. 026 0. 026 0, 027 0. 027 0. 028 0.120
6 C.b. X 25/3 25/3 26/0 25/0 26/0 0. 001 0. 001 0. 002 0. 002 0. 004 0,111
7 C.b. Anxil2 26/3 26/3 27/0 26/0 27/0 1/0 0. 002 0. 001 0, 001 0. 005 0.112
8 C.b. Anxi 2 26/3 26/3 27/0 26/0 27/0 1/0 2/0 0. 003 0. 003 0. 005 0.110
9 C.b. Wuwei 29 27/3 27/3 28/0 27/0 28/0 2/0 1/0 3/0 0. 002 0, 006 0.113
10 C. 5. Wuwei 32 27/3 27/3 28/0 27/0 28/0 2/0 1/0 3/0 2/0 0. 006 0.113
11 C. 5. Mongolia 3 27/4 27/4 28/1 27/1 28/1 3/1 4/1 4/1 5/1 5/1 0.116
12 C. dromedarius 109/6 109/6 112/3 111/3 112/3 104/3 105/3 1103/3 106/3 106/3 107/4
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Fig.1 Phylogenetic trees of the C. bactrianus based on

Cyt b sequences data
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Numbers above branches are percentage bootstrap supporting val-

ues (1 000 replications). Values less than 50 are not shown
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Fig. 2 The migration of ancestral Camelus bactrianus in China
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