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Research progress of new arbovirus virus — Nam Dinh virus
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Abstract:  New infectious diseases are constantly emerging and prevailing in recent years, and arbovirus diseases threatened to
human health are gradually increased. The first strain of Nam Dinh virus in the world is a new type of virus isolated in cerebrospinal
fluid of a patient with encephalitis in Vietnam; moreover, it is also found in Culex pipiens quinquefasciatus and other Culex mosqui-
toes. A Japanese scientist, Nga names it Nam Dinh virus in 2012 because the location of separation of the virus is in Nam Dinh

Province, Vietnam. The author discovers and isolates Nam Dinh virus in Culex pipiens quinquefasciatus for the first time in China in
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2013. This papar reviews the characteristics of Nam Dinh virus and its research situation.
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