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Co-infection with GB virus C (GBV-C) in antiretroviral (ARV)-naive HIV-infected
patients is associated with better clinical outcome. Advantage of GBV-C co-infection
is still controversial in ARV-treated patients. A nhumber of factors may be related to
variability of effective HIV control by GBV-C including the virus genotype and
sequence of inhibitory peptide. We are presenting our study in HIV-infected ARV-
naive and ARV-treated patients.

A total of 321 frozen stored samples were extracted for the RNA and amplified with
nested RT-PCR. Sequence of the middle 190 bp portion of GBV-C 5'NTR was
analysed by constructing a neighbor-joining phylogenetic tree with all the GBV-C

sequences available in NCBI database using the MEGA 4 software.

Eighty-five (26.46%) patients were tested positive for GBV-C. Clinical outcome of
GBV-C”” as reflected by CD4 T cell count and HIV-RNA load was better than GBV-
C"® patients. Analysis in ARV-naive group showed low HIV-RNA and a tendency
towards higher CD4 T cell count in GBV-C”* patients. In ARV-treated group, on the
other hand, only higher CD4 T cell counts were observed in GBV-C** patients. HIV-
RNA loads were similarly undetectable in GBV-C"¥ and GBV-C"® ARV-treated
patients (<400 copies/ml).

Majority of GBV-C in this study were closely related to genotype 2. However, 70% of
GBV-C in our patients segregated in a distinct cluster (Thailand cluster, TH cluster)
within genotype 2. Clinical outcomes were compared between genotype 2 and non-
genotype 2 GBV-C to see no difference amongst these two groups. The comparative
analysis of CD4 T count and HIV-RNA load between TH cluster and non-TH cluster
also show no difference. Amino acid sequence with inhibitory peptide was highly
conserved with 100% conservation of critical amino acid residue ‘serine’ at position
158.

Identification of additional peptides or proteins from GBV-C or its relatives such as
dengue virus or JE virus may lead to an effective systemic antiretroviral or
microbicide.
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