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Investigation of mosquito species composition and their carrying virus rates of important mosquito borne
diseases in the part of border areas of China-Vietnam
WU Yan-qin' ,ZHOU You-hua' ,ZHOU Hong-ning'”’, TANG Ye-rong'* (1. College of Public Health »
Kunming Medical University s Kunming 650500,China ;2. Yunnan Provincial Key Laboratory of Vector-borne Diseases
Control and Research & Yunnan Innovative Team of Key Techniques for Vector Borne Disease Control and Prevention

(Developing) of Yunnan Institute of Parasitic Diseases)

Objective To study mosquito species composition and their carrying virus rates of important mosquito
borne diseases in Funing County of Wenshan Prefecture in the border area of China-Vietnam, providing evidences for ef-
fective prevention and control measures of mosquito borne diseases. Methods Mosquitoes were collected by Light traps
overnight in three villages of Funing County,the border area of China-Vietnam,and mosquito species were classified and
counted; their infected viruses of important mosquito borne diseases were detected by RT-PCR.  Results A total of 6
145 individual mosquitoes were collected from 10 species of 4 genera in 2 subfamilies,of those Anopheles sinensis (2 409,
39.20%) s Armigeres subalbatus (2 094,34.08%) and Culex tritaeniorhynchus (1 519,24.72%) belonged to the domi-
nant species. The positive rate of Bunia virus was 3. 26 % (3/92) and the rest were negative after amplification with Gen-
eral primers of flavivirus,alphavirus,Bunyavirus and specific primers of Japanese encephalitis virus and Banna virus.
Conclusion There were abundant mosquito species in Funing County in China-Vietnam border area,in which Anopheles
sinensis ,Armigeres subarmigeres and Culex triorhynchus were local dominant mosquito species,and the results showed
that Malaria, Japanese encephalitis and other important insect-borne diseases were at the higher risk in this area,and it was
suggested that local authorities should strengthen the surveillance of mosquito-borne diseases.
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Genus and species-specific primers of important infectious arboviruses
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Table 2 Composition of mosquito species in Funing County in the border area of China-Vietnam

AR RS S R AT CRIBHD FLEEA (3R ED BT
Guli(Banlun) Wayao(Lida) Wabeng(Lida) Total
Lres
Species K 4R L Kk T4 1 LG Bt T4 08 He Bt T4 1 LG
Quantity  percentage Quantity  percentage Quantity  percentage Quantity  percentage
F % [@29) %) H %) [G29) %)

RAEFE I Anopheles sinensis 1251 51.93 1023 42.47 135 5.60 2 409 39. 20
W E B Anopheles vagus 11 52.38 6 28.57 4 19. 05 21 0. 34
/NI Anopheles minimus 3 50. 00 3 50. 00 0 0. 00 6 0. 10
YR BT I Armigeres subalbatus 1032 49. 28 163 7.78 899 42,93 2 094 34.08
AT Armigeres flavus 3 50. 00 3 50. 00 0 0. 00 6 0. 10
ZAFMEER Culex tritaeniorhynchus 1 006 66.23 371 24.42 142 9.35 1519 24.72
HHE FEM Culex pipiengs quinquefasciatus 30 45. 45 18 27.27 18 27.27 66 1. 07
#E3k BEBL Culex fuscocephala 7 50. 00 1 7.14 6 42. 86 14 0.23
4= 8% ZEU Culex pseudovishnui Colless 2 33.33 2 33.33 2 33.33 6 0.10
AL Aedimor phus vexans 3 75. 00 0 0. 00 1 25. 00 4 0. 07
&1t Total 3348 54. 48 1590 25.87 1207 19. 64 6 145 100. 00
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Fig. 1 Electrophoretogram of PCR amplification of Bunyavirus gene
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