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FRapid Communication

Nucleotide sequences and subtypes of hepatitis C virus genomes.
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Recently, hepatitis C virus (HCV) genome was partially cloned from a Japanese
patient (1). The homology of the nucleotide sequences of this clone to those of
the prototype HCV of Chiron (2) was about 80 7, suggesting the presence of
subtypes in HCV genomes. In this study, nucleotide sequences of our HCV clones
and subtypes of HCV genomes were analyzed.

MATERIALS AND METHODS: In 24 patients with chronic non-A non-B (NANB) Tiver
disease, HCV-RNA genomes (HCV-RNA) were detected using polymerase chain reac-
tion (PCR) as reported previously (3). After extraction of RNA from the pa-
tient's plasma, cDNA was synthesized using reverse transcriptase. And then HCV
genomes were amplified with two synthesized oligonucleotide primers, which were
complementary to 400 nucleotide stretch of the prototype HCV genome, using PCR.
The nucleotide sequences of the PCR products were determined by the dideoxy
method, after confirmation of the ampTification of 400 base pairs (bp) DNA
fragments. Subtypes of HCV genomes were determined by the slot blot hybridiza-
tion of the PCR products with HCV cDNA in which nucleotide sequences were
already confirmed.

RESULTS: HCV-RNA was detected in 19 out of 24 cases. In 2 cases, nucleotide
and amino acids sequences of the cDNA fragments were analyzed. In one case
(HCV-K1), the homology of the sequences to those of the prototype HCV was 80 %
in nucleotides, and 85 7 in amino acids. And that in another case (HCV-K2) was
67 7Z and 71 Z, respectively. The homology between HCV-K1 and K2 were 66 % in
nucleotides and 71 7 in amino acids. Using these two cDNA as the probes, slot
blot hybridization was carried out on the PCR products from the 24 cases. The
PCR products from 13 cases reacted with HCV-K1 and those from 6 cases reacted
with HCV-K2 as shown in figure. However,
no cases reacted with both cDNA, HCV=K1 HCV-K2

CONCLUSION: These results indicate that
there are at Teast two subtypes of HCV
genomes and that the major type is HCV-KT,
HCV-KZ2 is the minor type and the prototype
HCV is scarcely found in Japan.
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