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Identification of guava root—knot nematodes in Guangzhou and the clon-
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Abstract: [ Objective ] To make sure what species the root knot nematode was that affected the guava in
Guangzhou, six guava cultivation areas affected by root knot nematodes were investigated. In addition, to
study the pathogenic factor, the /4—3—3 gene was cloned from the identified Meloidogyne enterolobii.
[Methods] The females were separated from the diseased roots of guava, and the second instar larvae
were incubated from the eggs separated from the roots. The perineal were cut manually under an anatomi-
cal microscope, and then the perineal patterns were observed under microscope. The males were separat-
ed from the soils of diseased guava using the Baermann method. Then, the female, male and the second in-
star larvae were observed under optical microscope using the morphological method to identify the root
knot nematode species they belonged to. Molecular biology method was also applied for further verifica-
tion of the molecular results. The primer set #C2F3 and #1108 were used for mtDNA PCR amplification.
Then, the degenerate primers were designed according to the 14-3-3 gene of M. incongnita and M. hapla.
RT-PCR was performed to amplify the /14—3-3 gene using the designed primers. The PCR product was
run with electrophoresis. The fragment was cloned and sequenced. The sequence was analysis by bioinfor-
matics method. Sequence analysis of genes and proteins was carried out using Blast for sequence similari-
ty analysis at NCBI. Open reading frame (ORF) was analyzed with ORF Finder (http://www.ncbi.nlm.nih.
gov/gorf/gorf.html). The physicochemical properties were predicted by EXPASY (http://expasy.org/tools/

Wk H B 2017-05-23  $Z H L. 2017-06-20

AW H MR R H (2014Y2-00517)

TEG N 1A L, B0, BN ERBREDST . Tel: 13600044162, E-mail: fengyan8@163.com
#EAEVEH Author for correspondence. Tel : 13926472923, E-mail: gzguoshusuo@263.net



