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Table 1 Primer sequences used to amplify and sequence

18S rDNA sequence of Trypanosome

5% Primer %1 Sequence Sk Reference
S-762 5'-gactttigettectetaCat) tg-3' Maslov et all'3!
S-763 5'-catatgettgtttcaaggac-3' Maslov et all'3!
M-43 5'-ggccatgeaccaccatt-3' AWF5E This study
M-44 5'-ggattgtegtattcaatgg-3' AMWF5E This study
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A-DArAlAE 1 A-D ERELEF 51 A MR ESENY .G H 5 BB LP 28 R 10 pm., Figs A-D.drawn from Fig.1 A-D;Figs

E,F redrawn respectively from Chen et al’**} Figs G,H redrawn respectively from Gu'*) Scale bar 10 pm.
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Fig.2 Drawing of Giemsa, stained typical trypomastigotes of T. pingi fromcrucian carps
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Phylogenetic tree of fish trypanosomes using Bl method inferred from 18S rDNA sequences
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Redescription and phylogenetic study of Trypanosoma pingi

WU Hao

GU Zemao

College of Fisheries , Huazhong Agricultural University ,Wuhan 430070,China

Abstract

Fish trypanosome is a kind of flagellated parasitic protozoa which parasitizes in the blood

of fish,causing harm of fish and economic losses.Clinical signs of the disease include depressed, general

oedema and visceral hemorrhage. But the taxonomic of trypanosome and basic research is quite limited

and backward.During the parasite fauna investigation,a freshwater fish trypanosome was isolated from

the blood of crucian carps.According to the morphological comparison between the trypanosome we got

and other trypanosomes data,it was identified as Trypanosoma pingi and was redescribed using 13 mor-

phometric characterizations.SSU rDNA sequences were also compared. The sequence alignments revealed

that the present SSU rDNA sequence was most similar to that of Trypanosoma pseudobagri (94.62%),

but the morphological variation were significant different,suggesting that T. pingi and T. pseudobagri

might be different genotypes.
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Trypanosoma pingi; redescription; 18S rDNA; phylogenetic
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