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Abstract: The aim of this study was to investigate the taxonomic relationships of ascarid nema-
todes from Ailuropoda melanoleuca , Ailurus fulgens, Ursus maritimus, Ursus arctos pruino-
sus » Ursus thibetanus mupinensis , Ursus arctos lasiotus , Pan troglodytes and H ylobates hoolock.
The mitochondrial cytochrome coxidase subunits [ (COX T ) and [ (COX]I) were amplified by
PCR and sequenced directly. Then, sequence analyses was carried out based on COX [ and COX
I sequences from ascarid nematodes acquired in our study and 12 homologous sequences from
GenBank. The lengths of COX ] and COX I in ascarid nematodes from the eight species of cap-
tive animals were all 393 bp and 582 bp, respectively. The COX | and COX [l of ascarid nema-
todes from giant panda shared 94. 8%-95. 0% and 94. 9%-95. 5% sequence identity with these

from A. fulgens, U. maritimus, U. arctos pruinosus, U. thibetanus mupinensis and U. arctos
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lasiotus, respectively. Additionally, the COX [ and COX ]I genes of ascarid nematodes from P.

troglodytes shared 99. 8% and 99. 5% identity with the nematodes from H. hooloc, respectively.

Phylogentic analysis showed that ascarid nematodes from A. melanoleuca, A. fulgens and four

Ursids species belonged to the genus Baylisascaris, while roundworms from H. hoolock and P.

troglodytes clustered under the genus Ascaris. These results showed that a co-evolutionary rela-

tionship may link the ascarid nematodes and their corresponding hosts together.

Key words: giant panda; wild mammals; ascarid nematodes; mitochondria; cytochrome coxidase

subunit | (COX ] ); cytochrome coxidase subunit]] (COX][); genetic relationship
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Table 1 The relative information of COX [ and COX || gene sequences from GenBank used for sequence analysis
Wb 4 mE KAEH k5 /P GenBank accession No. /References
Species Host Location COX T COXT
Baylisascaris schroederi K AE A [ EU628682 /% {k il & FJ890506 /A ¥ il &
Ju A% g i E EU628683/ 4 Yl 2 FJ890507 /A Y il &
At RE VU I Fi ] EU628684 /7 il s FJ890512/A% Y Ml &
B. transfuga A B 2R AL A I EU628685/ 4 il s FJ890513 /A Y il &
R AE D)1 . Fep ] EU740387 /4 Y il & FJ890511/A Y il &
SN R g ESEE| AF179909/Nadler, et al
B. columnaris Tt * = FJ357429/ Dangoudoubiyam, et al
B. procyonis e RE %[ AF179908/ Nadler, et al
B. ailuri 7N BEA EaNEs| EU628686 /4% 1k il % FJ890508 /4 Yk il
Ascaris sp. IR [ EU628688 /4 Yl & FJ890509/ A Y il &
Ascaris sp. SPERLE g ] EU628687 /4 e il FJ890510/ 7 Y il 5
A. suum # H A& X54253/Okimoto. et al X54253/Okimoto. et al
[ AJ968324/Peng, et al
A. lumbricoides N
B AF179907/Nadler, ez al
Toxocara cati Vil L[ AJ920057/ Li, et al
T. tanuki gLl HA AB1446546/Sato, et al
N AJ920058/Li, et al
T. malaysiensis vl
o [ W) AM412316/Li. et al
Anisakis simplex i [ AY994157/Kim, et al
Contracaecum microce phalum 1ok it 348 B EF513517/Mattiuccis et al
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KAEA S/ NREAH AN 4 FhREFF S Wi sl i) COX [
FEHF K FEE 2 393 bp, A4 351 AMRSF A7 s AN
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Fig. 1

Phylogenetic relationship among Ascaris worms from eight species of wild animals. Trees are inferred from NJ/

MP/ML based on COX | gene data, Bootstrap values are showed above nodes on the trees
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Fig. 2 Phylogenetic relationship among Ascaris worms from eight species of wild animals, Trees are inferred from NJ/

MP/ML based on COX ]| gene data, Bootstrap values are showed above nodes on the trees
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