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Detection of Causative Virus And Genetic Characteristics
of Dengue Virus Detected From the Dengue Patients(2016-2020)
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Viral Disease Division

Abstract

Recently, the number of arthropod-borne diseases is increasing rapidly including Dengue fever(DF) and
Chikungunya fever. Dengue fever(DF) is caused by dengue virus(DENV). DENV is a member of the genus Flavivirus
in the family Flaviviridae and circulates as four serotypes(1-4). Dengue Hemorrhagic Fever (DHF) and Dengue Shock
Syndrome (DSS) are major severe symptoms caused by DENV infection. The sequential infection by different sero-
types of DENV is a major factor for the induction of DHF and DSS. Also, concurrent infection is a suspicious factor
for the induction of DHF and DSS. Firstly, we detected other virus of arthropod-borne diseases including
Chikungunya virus, West Nile virus, Japanese Encephalitis virus and Zika virus from the sera of patients suspected of
DF(2016-2020). Also, we were trying to confirm concurrent infection of DENV from the sera of DF patients. And
then, we analyzed serotype distribution and genetic characteristics of DENV detected from 4 patients. We used partial
sequences of CprM segment and constructed a phylogenetic tree using MEGAG. Finally, we confirmed that there is no
prevalent serotypes and could not find new cluster in the phylogenetic tree. On the basis of this result, continuous
monitoring is needed to obtain variants information of DENV. Also these accumulated genetic information can be ex-

pected to be used as basic data for development of antiviral therapeutics and vaccines for DENV.
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Table 1. Primer list

Sequences (5°-3%)
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Table 2. Case of requests for mosquito—borne
infectious diseases by year
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Table 3. Symptoms by mosquito—borne
infectious diseases
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Figure 1. RT—-PCR target region of DENV
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Figure 2. The phylogenetic tree of Dengue virus of Dengue fever patients. The evolutionary dista
nces were computed using the Tamura 3—parameter method and are in the units of the nu
mber of base substitutions per site. All positions containing gaps and missing data were eli

minated. Evolutionary analyses were conducted in MEGA6.0
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