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Progress of important arboviral infectious diseases transmitted by mosquitoes in Vietnam
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Mosquito borne viral infectious diseases are zoonotic infectious diseases caused by arbovirus infection. They
are mainly prevalent in tropical areas and have a serious disease burden. Vietnam is a tropical country where mosquito-
borne diseases such as dengue fever are endemic. With the development of trade and tourism in the border areas of China
and Vietnam,there is a risk of importation of mosquito-borne diseases and local outbreaks in the border areas of China and
Vietnam. This paper summarized the epidemic situation of mosquito-borne virus diseases in Vietnam and reviewed their

progress, providing the reference basis for important mosquito-borne infectious diseases control and research in the border
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areas between China and Vietnam.
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Fig. 1 Number of dengue cases and deaths in Vietnam from 1990 to
2019(Data from the World Health Organization Dengue fever Report)
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