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Fig. 1 A phylogenetic tree of Xenorhabdus species

, the symbiotic bacteria of entomopathogenic nematodes,
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Molecular Identification of the Symbiotic Bacteria of Four Recently
Described Species of Entomopathogenic Nematode

WANG Wen, PENG Xiao-ming, QIU Li-hong, PANG Yi
(State Key Laboratory of Biocontrol, School of Life Sciences, Sun Yat-sen University,
Guangzhou 510275, China)

of S. beddingii is a new strain of X. bovienii.

Abstract: The taxonomic status of the symbiotic bacteria of four recently described species of entomopathogenic
nematode was determined preliminarily using 16S rDNA as molecular marker. The results indicated that the symbi-
otic bacterium of Steinernema akhursti is likely to be a new species of Xenorhabdus, and those of S. aciari and

S. leizhouense perhaps are two new relative species or two distant strains of a new species of Xenorhabdus, while that

Key words: entomopathogenic nematodes; molecular identification; 16S rDNA; Xenorhabdus





