Journal of the International AIDS
Society

BioMed Central

Open Access

Poster presentation

HIV-1 pol gene diversity and antiretroviral drug resistance
mutations in Itanhaém city, Brazil
RB Rodrigues-Matias*, KCP Guatelli, RF Ambar, NB Duarte, LH Gagliani,
S Komninakis, V Candido, MM Caseiro and DJ Sa-Filho
Address: Centro Universitário Lusíada (UNILUS), Santos, Brazil
* Corresponding author

from Ninth International Congress on Drug Therapy in HIV Infection
Glasgow, UK. 9–13 November 2008
Published: 10 November 2008
Journal of the International AIDS Society 2008, 11(Suppl 1):P196

doi:10.1186/1758-2652-11-S1-P196

<supplement> <title> <p>Abstracts of the Ninth International Congress on Drug Therapy in HIV Infection</p> </title> <note>Meeting abstracts – A single PDF containing all abstracts in this Supplement is available <a href="http://www.biomedcentral.com/content/files/pdf/1758-2652-11-S1-full.pdf">here</a>.</note> <url>http://www.biomedcentral.com/content/pdf/1758-2652-11-S1-info.pdf</url> </supplement>

This abstract is available from: http://www.jiasociety.org/content/11/S1/P196
© 2008 Rodrigues-Matias et al; licensee BioMed Central Ltd.

Background
Itanhaém city has shown a pivotal role in the epidemiology of HIV-1 due to its geographic location near the city
of Sao Paulo, the epicenter of Brazilian AIDS epidemic,
and between the southern region where there is a high
level of Brazilian subtype C and Santos city where were
identified two HIV-1 circulating recombinants forms classified as CRF28_BF and CRF29_BF. In this work, we
describe the viral genetic diversity and drug resistance
mutations in different subtypes of random samples.

resistance to lamivudine (3TC), and the K103N which
confers high level resistance to delavirdine (DLV), efavirenz (EFV) and nevirapine (NVP).

Conclusion
Our results suggest that the same amino acids are emerging in subtype B and recombinants B/F due to the selective
pressure of antiretrovirals.

Methods
We studied 23 samples from 255 HIV-1 infected patients
enrolled in the Itanhaém AIDS program. Samples were
collected in 2006, 2007 and 2008 after informed consent.
DNA was extracted from buffy coat and used as target to
amplify 1200 bp of pol gene (protease and reverse transcriptase) of HIV-1. PCR products were sequenced, phylogenetic analyses were performed by neighbor-joining, and
recombination was evaluated by Bootscan.

Summary of results
Pol gene sequencing of the samples revealed that 15
strains belonged to subtype B, two to subtype F, two to
subtype C, and four were B/F recombinants. Recombinants break-points in three samples were the same identified in CRF28_BF and CRF29_BF; one sample was
unique recombinant forms B/F. Subtype B and the recombinant B/F were identified with two drug resistance mutations in common, the M184V which confers high level
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