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In Korea, most hepatitis A virus is the IA genotype, but reports of other genotypes have increased
recently. Therefore, the purpose of this study is to conduct a genotypic analysis of acute hepatitis A
virus. From April 2010 to April 2011, clinical specimens from 20 patients hospitalized with acute hep-
atitis A and 36 sera positive for anti-HAV IgM were obtained, and the genotype of the VP1/P2A re-
gion was analyzed. RNA sequences of the VP1/P2A junction region were amplified using RT-PCR,
and the sequences were compared. From 50 sequences amplified, 4 sequences (8%) belonged to geno-
type IA. The remaining 46 (92%) belonged to genotype IIIA. The results indicate that the genotype
of the hepatitis A virus has changed from IA to IIIA in Korea.
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Table 1. Primers used in the one-step and nested PCR for the detection of hepatitis A virus

Steps Primer’s name Sequences (5'—3') Product size (bp)
External AVF1 5-GGTTTCCGGTCACTGTGCAAATTA-3 507

AVR1 5-AGTAAGAACTCCGCGATCCATTTC-3 507
Internal AVEF2 5-TTGCAAATTACATCGATTCTG-3 472

AVR2 5-TTCAAGAGTCCATTCACTTCT-3 472
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Table 2. Level of polyprotein VP1/P2A junction nucleotide sequences similarity of hepatitis A virus

Sample No.  Genotype  Nearest neighbour (NCBI BLAST)  Similarity ACCI\EIZSZIOH Sources Gelcz) %zi}igﬁcal ils?;t:tigrfl
AV-1,2,3,50-AVF IMA  Hepatitis A virus HAVSEOUL450 100.00 GU991331 serum Korea  2008.09.01
AV-4,4547-AVF IMA  Hepatitis A virus HS-14/12/00 100.00  AF386889  serum Spain  2000.12.14
AV-533-AVF A Hepatitis A virus HS-14/12/00 99.48  AF386889  serum Spain  2000.12.14
AV-6,89,13,14,15,19,
20,21,22,23,24,25,27,  IIIA  Hepatitis A virus HS-14/12/00 98.97 AF386889  serum Spain  2000.12.14
28,29,32,36-AVF
AV-7-AVF IMA  Hepatitis A virus HAVSEOUL450 98.95 GU991331 serum Korea  2008.09.01
AV-10-AVF IMA  Hepatitis A virus CP-IND 97.94 DQ991029 feces India 1992-2004
AV-11-AVF IITA Hepatitis A virus HS-14/12/00 99.74  AF386889  serum Spain  2000.12.14
AV-12-AVF IMA  Hepatitis A virus HS-14/12/00 99.23  AF386889  serum Spain ~ 2000.12.14
AV-16-AVF 1A Hepatitis A virus HS-14/12/00 99.23  AF386889  serum Spain  2000.12.14
AV-17,46-AVF 1A Hepatitis A virus HAVSEOUL247 99.48 GU991306 serum Korea 2008.06.04
AV-18-AVF IMA  Hepatitis Av irus CP-IND 9742 DQ991029 feces India 1992-2004
AV-26,43-AVF IMMA  Hepatitis A virus HS-14/12/00 99.48  AF386889  serum Spain  2000.12.14
AV-30-AVF IITA Hepatitis A virus HS-14/12/00 9845 AF386889 serum Spain  2000.12.14
AV-31-AVF A Hepatitis A virus HS-14/12/00 99.48  AF386889  serum Spain  2000.12.14
AV-34-AVF IA Hepatitis A virus HAJ04-3 100.00 AB258604 serum Japan  2009.01.10
AV-35-AVF IMA  Hepatitis A virus HS-14/12/00 98.45 AF386889  serum Spain  2000.12.14
AV-37-AVF IITA Hepatitis A virus HAVSEOUL247 99.74  GU991306  serum Korea  2008.09.01
AV-38-AVF IMA  Hepatitis A virus HS-14/12/00 99.48  AF386889  serum Spain  2000.12.14
AV-39-AVF IITA Hepatitis A virus Moscow-1999-102 99.74  AY226600 NA Russia  2005.02.11
AV-40-AVF IITA  Hepatitis A virus HS-14/12/00 99.23  AF386889  serum Spain  2000.12.14
AV-41,42-AVF IA Hepatitis A virus HAVSEOUL18 99.21  GU991274  serum Korea  2007.04.04
AV-44-AVF IA Hepatitis A virus HAJ04-3 99.74  AB258604 serum Japan  2009.01.10
AV-48-AVF IITA Hepatitis A virus 1006-17909-Toyam P-457  99.23 ~ AB643811  stool Japan  2010.06
AV-49-AVF IMA  Hepatitis A virus HS-14/12/00 99.48  AF386889  serum Spain  2000.12.14

*Sequence similarity was compared using NCBI BLAST
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