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Identification and Analysis of Wolbachia 16S rRNA from Aedes albopictus and Culex pipiens quinguefas-
ciatus GE Chun-xi, HUANG Jiong-lie. CHEN Guan-jin, PAN Shi-ging, WU Yu, WANG Ling. (Department of Para-
sitology, Sun Yatsen University of Medical Sciences, Guangzhou 510089, China)

Abstract. [Objective] To amplify and analyze the Wolbachia 16S rRNA sequences from Aedes albopictus and Culex pipiens
quinquefasciatus, and to analyze their phylogenetic relationship. [ Methods] DNA was extracted from single female mosquito.
Wolbachia 16S rRNA sequence w as ampified by PCR method. The amplification product was cloned and identified by sequencing.
[ Results] Wolbachia 16S rRNA sequences were obtained from Aedes albopictus and Culex pipiens quinquefasciatus. The two se-
quences were cloned into pGEM-T vector. The sequencing result shows they have 897 bp in length [ Conclusion] Wolbachia 16S
rRNA of Aedes albopictus and Culex pipiens quinquefasciatus were cloned successfully. The result of sequencing and homology analy-
sis testifies their homology is 99. 9%. It suggests that Wolbachia may have a possible horizontal transmission mechanism.
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Fig 3 Dendrogram of Wolbachia from Culex pipiens quin-
quefasciatus, Aedes albopictus and related insects
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