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Co-circulation of Two Genotypes of Hepatitis A Virus from Sporadic Cases in Northeastern
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Background : In previous studies, most hepatitis A virus (HAV) isolates had been genotype IA in
Korea. Recently, a small number of different genotypes were reported with an upsurge of acute
hepatitis by HAV. We investigated the distribution of HAV genotypes.

Methods : RNA was extracted from anti-HAV IgM positive sera which were collected from March
2007 to February 2008 at a tertiary care hospital in Northeastern Seoul, Korea. Nested reverse tran-
scription (RT)-PCR and direct sequencing for VP1/P2A region of the HAV were performed.

Results : A total of 699 cases with suspected acute hepatitis were tested for anti-HAV IgM, and
positive results were obtained in 56 sera (8.0%), which were collected 2 to 15 days (median, 7 days)
after the onset of symptoms. Of the 56 seropositive samples, 52 (92.9%) were positive for HAV RNA,
among which 28 isolates (53.8%) belonged to genotype IA and the remaining 24 (46.2%)
belonged to genotype IlIA. Both 1A and IIIA genotypes were isolated from 6-7 neighboring adminis-
trative districts throughout the year without geographic or seasonal restrictions.

Conclusions : Co-circulation of two distinct HAV genotypes (IA and Ill1A) was observed from the
northeastern Seoul for the year studied. (Korean J Lab Med 2008,;28:371-7)
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Fig. 1. A phylogenetic tree constructed for the nucleotide sequ-
ences of VP1/P2A region of hepatitis A virus genome. The tree
includes 52 strains of Korean patients and reference strains. *shows
the reference strains acquired abroad; HAJ04-3, FH1, IT-SIB-01
in genotype 1A, HM175 in genotype 1B, NOR-21, HA-JNG04-90,
HS-14/12/00 in genotype IlIA, and HA-JNG06-90 in genotype lIB.
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Fig. 2. Comparison of predicted
amino acid sequences of genotype
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Fig. 3. Monthly (A) and geographical (B) distribution of 56 patients with hepatitis A. Genotype IA was isolated in 28 patients and genotype
1A in 24 patients. The remaining 4 patients were negative for VP1/P2A PCR: (A) Monthly distribution from March 2007 to February 2008,
(B) Geographic distribution of the patients’ residential areas.
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