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We compared the laboratory diagnosis of dengue virus infections using samples that have been carried into this institute.
As a result, simple and rapid NS1 antigen detection kit by immunochromatography was found to be most useful. In
addition, real-time RT-PCR method by serotype (Dengue virus 1~4) specific primers were useful for more accurate
examination.

From the results of the phylogenetic analysis of the envelope gene, the three dengue virus type 1 (DENV-1) strains were
classified as genotypes I and V. The four DENV-3 strains were classified as genotypes I, II, and V.
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Fig. 1 Phylogenetic analysis of Dengue virus type 1
Envelope genes
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Fig. 2 Phylogenetic analysis of Dengue virus type 3
Envelope genes
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