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Abstract: All 126 mtDNA D-loop sequences 399 bp in length from 12 Chinese domestic donkey
breeds were analyzed, including 26 sequences published before. The results revealed 36 different
haplotypes with 37 variable sites. The haplotype diversity and the nucleotide diversity were 0. 466
7~0.977 8 and 0. 001 2~0. 028 5, respectively, indicating high level of genetic diversity in Chi-
nese domestic donkeys. A Neighbor-joining tree constructed using 36 haplotypes of Chinese do-
mestic donkeys, 3 sequences from Nubian wild ass, 3 sequences from Somali wild ass and 6 se-
quences belonging to Asian wild ass firstly showed that the maternal origin of Chinese domestic
donkeys was from Somali and Nubian wild ass in Africa but not from Asian wild ass. We also dis-
cussed transport of donkeys among different regions in China.
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Fig.1 MtDNA D-loop sequence variations detec-

ted in 36 haplotypes of Chinese domestic
donkeys. N referred to the number of sam-

ples. Identity with the first sequence is de-

noted by a dot*. ”.
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Fig. 2 NJ phylogenetic tree of 36 mtDNA D-loop haplo-
types of Chinese donkey sequences, three Somali
wild donkey sequences, three Nubian wild donkey
sequences and six Asian wild donkey sequences.
Numbers at the two lineages denote the bootstrap
percentages of 1 000 replications (only those =
50 % are shown).
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Table 1 Genetic diversity indices in 12 Chinese donkey breeds
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K g 13 2 7 4 6 0.846 24  0.023 3%  9.285 1+
GZ 0.064 9 0.012 9 4.565 0
RIER 7 1 2 3 5 0.809 54+  0.020 1%£  8.001 9+
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MG 0.039 5 0.011 3 4.047 5
[ 7 3 3 3 4 0.952 44+  0.027 7 11.030 9+
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