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Corresponding Measles is one of the highly contagious infectious diseases in which about 90%
Baek-Sang Han, Researcher of the groups that have no immunity against measles are infected when exposed
Team of Infectious Disesase to the measles virus. Even after the Republic of Korea was certified as a ‘national
Investigation, Gyeonggi province measles eradication’ by the WHO in March 2014, two import-related outbreaks
Institute of Health and Environment, of measles occurred in 2014 and 2019. In this study, we analyzed epidemiological
Suwon-—si, Gyeonggi—do 16381, characteristics and genetic distribution of measles cases. Ninety-eight nasopharyngeal
Republic of Korea or oropharyngeal swab samples that confirmed cases of measles in Gyeonggi
Phone : +82-31-8008-9704 province in 2019 were conducted genotyping assay and seqguence analysis. Fifty
E-mail : eke454@gg.go.kr cases were classified as group outbreak-related cases and Forty-eight cases were

classified as sporadic cases. As a result of genetic analysis, these cases were
classified into D8, B3, and A genotypes, and except for the A type which was
known as the vaccine type, D8 and B3 types were identified as import-related
measles viruses. As with these results, for the complete eradication of measles,
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Table 1. Primers information for sequencing of N gene

Primer Sequence (5-3) Location
Forward (MeV216) TGG AGC TAT GCC ATG GGA GT 1104-1123
Reverse (MeV214) TAA CAATGA TGG AGG GTA GG 1718-1737
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Table 2. Amplification conditions used in N gene RT-PCR

Step Temperature Time Cycles
Reverse transcription 50T 30 min 1
Initial PCR activation 94T 2 min 1

Denaturation 94¢C 30 sec
Annealing 55T 30 sec 40
Extention 72T 30 sec

Final extention 72T 10 min 1
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Fig. 1. Clasification of measles cases in Gyeonggi province in 2019 based on epidemiological information. Cases of mass
infection are named each ‘Group A, B, C and individual cases are named ‘Sporadic’.
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Fig. 2. Regional distribution of measles cases in Gyeonggi province in 2019.
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Fig. 3. Monthly distribution of measles cases in Gyeonggi province in 2019.
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Fig. 4. Age distribution of measles cases in Gyeonggi province in 2019.
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Fig. 5. Phylogenetic tree of measles virus partially N gene. This phylogenetic tree consists of measles virus strains isolated in
Gyeonggi province and WHO's reference strains for measles virus genotyping. Bootstrap values <70% are hidden in the trees.
(A) D8 genotype cluster that contains groups A and B, (B) B3 genotypes cluster that contains group C, (C) A genotype cluster.

www.ksmkorea.org / www.ksov.org 141



VOL 52. NO 4. December 2022

Bacteriology and Virology

Journal of

JBV

Table 3. Genotypes distribution of measles virus isolated in Gyeonggi province in 2019

No. of measles virus (%)

Genotype

18 (21)
13 (15)
56 (64)
87 (100)

B3
D8
Total

Table 4. The similarity of measles virus in Gyeonggi province compared to measles virus reported worldwide during 2018-2019

Reported nations (Similarity, %)

Genotype

Cases
Group A
Group B
Group C
Sporadic

Myanmar (99.8-100)
Europe type (99.6-99.8)
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