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Hepatitis G virus (HGV) or GB virus C (GBV-C) is a newly identified RNA
virus. This virus was phylogenetically classified as a member of genera Hepa-C-virus
in the Flaviviridae family. It is cause persistent, a non-pathogenic infection in a large
amount of the human population. HGV is a slow evolution RNA virus that persists in
the human host and co-evolutes with the human species along the lineage of primate
speciation. Phylogenetic analysis of HGV sequence indicated that this virus could be
classified into at least 4 genotypes, which correspond to geographical origin.

Recently, researchers at the Laboratory of Cellular and Molecular Immunology
(LCMI), Department of Immunology, Faculty of Medicine Siriraj Hospital, Mahidol
University, have identified a novel variant of HGV from a Thai isolate (K6). This was
found by phylogenetic analysis of short conserved sequence at 5° terminal of the HGV
genome. In order to confirm the identity of this virus, the complete nucleotide
sequence of this isolate was further analyzed by phylogenic means. The direct
sequencing technique was used to investigate the sequences of K6 genome. The
complete nucleotide sequence of K6 was analyzed and compared with 32 reported
sequences of HGV. The species tree confirmed that HGV was classified into 4 major
groups with a strong bootstrap value (>99.8%) to support the branching. HGV K6 was
classified as genotype 4, which distributed mainly in Southeast Asia, particularly
Myanmar, Thailand and Vietnam. Moreover, the phylogenetic tree of the entire E1

and E2 sequences produced a tree’s topologies resembling the complete genome tree.
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