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Cloning and sequence analysis of the partial mitochondrial rrnL gene
of Trichuris ovis isolates in China
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Abstract: The purpose of this study was to analyze sequence variation in the partial mitochondrial ribosomal large
subunit gene (prrnL) among Trichuris ovis (T. ovis) isolates from Guangdong province, China and to study the
phylogenetic relationships of T. ovis with other whipworms using prrnL sequences. The prrnL sequences were amplified
from individual T. ovis samples by polymerase chain reaction (PCR) method and the obtained prrnL sequences were
aligned using ClustalX 1.81. Maximum parsimony (MP) tree was constructed using the software PAUP 4.0 Beta 10. The
lengths of all prrnL were 849-850 bp, and differences in prrnL sequences within T. ovis were 0-0.8%. Phylogenetic
analyses showed that all T. ovis isolates were clustered in the same clade. The prrnL sequences were quite conserved
within whipworm species while inter-species differences (33.4%—36.1%) were obvious. Thus prrnL sequences can be

used as a useful marker for the differentiation and identification of different whipworms.
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Table 1 Trichuris ovis isolates used in the present study
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Fig.1 Analysis of PCR-amplified mtDNA prrnL from Trichuris

ovis isolates by agarose gel electrophoresis
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Table 2 Nucleotide substitution in the partial mitochondrial ribosomal

large subunit gene (prrnL) among Trichuris ovis isolates

rrnL (nt)
92 124 237 696 721 723 744
TJ8 T A G A T A T
TJ9 T A A A T T A
TJ10 T A G A T T A
TI11 T G A A T T A
TB11 T A A A T A A
TB12 C A A A T T A
TB14 C A A — T T A
TB16 C A A A T T A
TB17 T A G A T T A
TBMS8 T A G A T A T
TBM11 T A G A C A A
TBMI12 T A A — T T A
TBM13 T G A A T T A
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Fig.2 The Bootstrap consensus phylogram of the phylogenetic

tree reconstructed by maximum parsimony (MP) using

the prrnL sequences
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