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Background
Subtype G is the sixth most prevalent subtype of HIV-1
and is responsible for an estimated 1,500,000 infections
worldwide. Although systematic analyses of a wide
range of HIV-1 envelope sequences and neutralization
have been performed, subtype G viruses are severely
underrepresented in these studies. There is thus an
important need to study subtype G envelope sequences
and their neutralization capacities.

Methods
64 Plasma samples from Cameroon were used and 6
were found to be Subtype G by sequencing of gag and
nef including one typed only for gag. Single genome
analysis (SGA)-PCR was then performed and full length
envelope genes were generated, which were then
sequenced in the V1-V5 region.

Results
Phylogenetic analysis of V1-V5 envelope sequences con-
firmed that 5 samples grouped within the expected sub-
type G and 1 with subtype A which we had been unable
to type for nef. Sequences from within one sample were
genetically related to each other, while samples were
genetically distinct from each other. This suggests that
the sequenced HIV-1 from any donor were generally
from a single infection. Sequences from 4 of 5 samples
grouped most closely to other West African subtype G
sequences, while the fifth grouped in a cluster populated
by sequences from Spain and few other African
sequences. The V1-V5 region of the sixth sample clus-
tered with subtype A and is thus presumed to be a
recombinant.

Conclusion
These results suggests that our samples capture a sub-
stantial amount of the diversity within the subtype G
envelope sequences and are largely different from each
other. Therefore, forthcoming data concerning the neu-
tralization patterns of these viruses will be able to give
some of the sense of the diversity of neutralization pat-
tern of subtype G viruses that will be needed to design
a truly global vaccine.

Author details
1International Centre for Genetic Engineering and Biotechnology, Cape
Town, South Africa. 2Division of Medical Virology, University of Cape Town,
Cape Town, South Africa. 3Centre de Recherche en Maladies Emergentes et
Reemergente (CREMER), Yaounde, Cameroon.

Published: 13 September 2012

doi:10.1186/1742-4690-9-S2-P152
Cite this article as: Rene Ghislain et al.: Genetic characterization of HIV-1
subtype G envelope sequences by single genome analysis. Retrovirology
2012 9(Suppl 2):P152.

Submit your next manuscript to BioMed Central
and take full advantage of: 

• Convenient online submission

• Thorough peer review

• No space constraints or color figure charges

• Immediate publication on acceptance

• Inclusion in PubMed, CAS, Scopus and Google Scholar

• Research which is freely available for redistribution

Submit your manuscript at 
www.biomedcentral.com/submit

1International Centre for Genetic Engineering and Biotechnology, Cape
Town, South Africa
Full list of author information is available at the end of the article

Rene Ghislain et al. Retrovirology 2012, 9(Suppl 2):P152
http://www.retrovirology.com/content/9/S2/P152

© 2012 Rene Ghislain et al; licensee BioMed Central Ltd. This is an Open Access article distributed under the terms of the Creative
Commons Attribution License (http://creativecommons.org/licenses/by/2.0), which permits unrestricted use, distribution, and
reproduction in any medium, provided the original work is properly cited.

http://creativecommons.org/licenses/by/2.0

	Background
	Methods
	Results
	Conclusion
	Author details

