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First report of Meloidogyne enterolobii infecting cabbage
in Luonan county, Shaanxi province
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Abstract The root-knot nematodes collected from Luonan county, Shaanxi province were identified to be Meloidogyne
enterolobii by morphological observation, rDNA-ITS sequence analysis, specific primers identification and phylogenetic
analysis. Perineal pattern of the root-knot nematode was round to oval, lines were dense and smooth, back bow was
square or round and high, and no obvious lateral line. A 236 bp target band could be amplified by specific primers PCR
amplification, indicating the root-knot nematode was M. enterolobii. Phylogenetic tree demonstrated that the root-knot

nematode was clustered in the same evolutionary branch with those from different regions, thus we further confirmed
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that the root-knot nematode collected in Luonan county, Shaanxi province was M. enterolobii .
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Fig. 1 Symptoms on Chinese cabbage root damaged

by root-knot nematode
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Fig. 2 Typical female perineal patterns of root-knot
nematode populations infecting Chinese cabbage
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Table 1 Other sequence information in the phylogenetic analysis of Meloidogyne enterolobii population
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Fig. 3 Amplification with the specific primers
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Accession no. Chinese name and Latin name Location Host plant
MKS894021 S H G MgEL R Meloidogyne enterolobii E T
KU666394 GH GAREEL M. enterolobii P H (PN
MK396844 G H G ARSEL B M. enterolobii BB A AR
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KX823397 G H EMREEL B M. enterolobii o [ R el
KT354570 SHEAMREEL M M. enterolobii Hh ] HE
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Fig. 4 Phylogenetic relationships among Meloidogyne enterolobii populations based on the sequence of ITS
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