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Cloning and analysis of AdS7 gene of Anopheles dirus
HAO Hongxing, HUANG Fu-sheng, DUAN Jian-hua, KUANG Ming-shu, WANG Ying (Department of Pathogenic Biology» College
of Medicine, Third Military Medical University, Chorgqing 400038 China)

Abstract. Objective To clone the cDNA sequence of ribosomal protein S7 of Anopheles dirus (AdS7) gene for
poviding an internal control gene for quantitative study of genes of Angpheles dirus. Methods Partial cDNA se-
quences of AdS7 were obtained by RT-PCR and TA cloning. The full-length clone of AdS7 was obtained by screening
of the ¢cDNA library of Angpheles dirus using digoxin-labeled AdS7 probe. The effects of blood feeding and Plasmodi-
um infection on the AdS7 expression were analyzed by semi-quantitative RT-PCR method. Results A c¢DNA se-
quence of AdS7 (464 bp) was cloned from the ¢cDNA of adults of Angpheles dirus. The full-length clone of AdS7 gene
(871 bp) was obtained by screening of the cDNA libraty of Anopheles dirus. No change of AdS7 expression was ob-
served at 24 h after blood feeding and Plasmodium infection. Conclusion AdS7 gene is a suitable internal control
gene in the quantitative study of genes of Anopheles dirus .
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