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Ascaris lumbricoides and Ascaris suum represent the same species
based on sequence analysis of mitochondrial nad5 gene
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Abstract: Ascaris lumbricoides (A. lumbricoides) and Ascaris suum (A. suum) were collected from different areas in
China to examine the sequence variation of mitochondrial NAPH dehydrogenase subuit 5 gene (nad5) by amplifying
partial nad5 (pnad5) followed by sequence analysis. The results showed that the length of pnad5 sequences was 556 bp,
sequence differences in the pnad5 was 0.0%—2.6% between the A. lumbricoides and A. suum samples. These results

support that the A. lumbricoides and A. suum represent the same species.
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Table 1 Geographical origins of Ascaris samples and their GenBank

accession numbers for sequences of nad5 gene

GenBank

A. lumbricoides HA HQ912079
NX HQ912077

SD HQ912078

A. suum GZ1 HQ912080
GZ3 HQ912081

GZ6 HQ912082

GZ9 HQ912083

GZ10 HQ912084

SZ1 HQ912085

S72 HQ912086

SZ6 HQ912087

SZ8 HQ912088

YAR) HQ912090

ZJ4 HQ912091

YI1 HQ912094
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Fig.1 PCR-amplified results of mtDNA nad5 from representative human and pig Ascaris samples
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