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Abstract

Background: BED-EIA HIV-1 Incidence Test (BED-CEIA) has been described as a tool to discriminate recent (RS)
from long-term (LTS) seroconversion of HIV-1 infection, contributing to a better understanding of the dynamics of
the HIV/AIDS epidemic over time. This study determined the prevalence, estimated incidence and HIV-1 subtype
infection among individuals seeking testing in Voluntary Counseling and Testing centers (VCTs) from Rio de
Janeiro, Brazil.

Methods: Demographics and behavioral data were obtained from 434 individuals, diagnosed as HIV-positive
among 9,008 volunteers screened from November 2004 to October 2005 in three VCTs located in the Rio de
Janeiro Metropolitan area, Brazil. BED-CEIA protocol was performed to identify RS. DNA samples from RS and a
subset of LTS (under a proportion of 1:2) were selected for gp120 C2-V3 and pol (protease and reverse
transcriptase) regions genomic sequencing.

Results: Overall HIV-1 prevalence was 4.8%. Sixty-one of 434 seropositive individuals were classified as RS,
corresponding to an incidence rate of 1.68%/year (95%CI 1.26% -2.10%). Estimated incidence between Men Who
Have Sex with Men (MSM) was 11 times higher than among heterosexual men and 55% of the new cases were
identified in volunteers aged 25-40 years. A similar distribution of different HIV-1 subtypes was found among RS
and LTS.

Conclusions: Our data suggest that prevention for MSM remains a challenge and efforts focusing on prevention
targeting this population should be prioritized. No significant changes in HIV-1 subtypes were observed among the
RS and LTS subgroups. One case of HIV-1 AUK (pol)/A (env) recombinant genome was detected for the first time
in Brazil.

Background
The HIV pandemic continues to spread unabated, with
about 33.4 million people living with HIV worldwide.
Globally, approximately 2.7 million new infections are
believed to occur in 2008 [1]. Hosting the largest HIV-1
infected population in Latin America, Brazil has a com-
plex HIV-1 epidemic characterized by an increase of
women participation over time, a pronounced decrease

among injecting drug users and persisting high-risk
behaviors and a higher proportion of new infections
among gay and bisexual men [2]. Approximately
620,000 individuals aged 15 to 49 years old are esti-
mated to be infected with HIV in Brazil. According to
the former National AIDS Program (recently renamed
as the Department of STD, AIDS and Viral hepatitis)
544,846 AIDS cases were reported from 1980 to June
2009. Rio de Janeiro is the second Brazilian state in
terms of number of reported AIDS cases, corresponding
to 14% of the overall national AIDS cases [3]. Sentinel
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studies in pregnant women estimate an overall preva-
lence of HIV-1 infection of 0.61% [4]. Serology for HIV
infection is available at no cost in the Voluntary Coun-
seling and Testing centers VCTs) all over the country,
where the volunteers have full access to prevention
activities and individual counseling.
In Brazil, twenty years ago, facilities offering voluntary

counseling and testing (VCT) at not cost at the point of
delivery were established as a key strategy to promote
the access of the Brazilian population to early diagnosis
and prevention of HIV and others sexually transmitted
diseases (STDs) and to stimulate agile referral to treat-
ment. Such VCT centers became a central piece of Bra-
zil’s initiative to curb the epidemic over the years and
nowadays comprise a comprehensive network of over
380 public health facilities spread all over the country.
In cities with VCT centers, the number of HIV tests per
1,000 people is 2.4 times higher than in the localities
where there is no VCT center. At present, in Rio de
Janeiro state, 13 VCT centers are fully operative - eight
of them located in the metropolitan area [5].
In order to better understand recent epidemiological

trends in HIV transmission it is key to estimate inci-
dence and to assess viral diversity among recently
infected individuals. Serological differentiation between
recent (RS) and long-term seroconverters (LTS) has
been described as a powerful tool to track the trends of
the HIV/AIDS epidemic [6]. A variety of approaches
have been described over time [7,8]. One of those assays
is based on the capture and detection of increasing pro-
portions of HIV-1 IgG in the serum over the time
(BED-CEIA) that uses a branched peptide based on
gp41 of B, D and E HIV-1 subtypes [9,10]. Due to some
concerns that have emerged in scenarios with high HIV
prevalence and/or viral diversity [11], two correction
strategies/factors were proposed to minimize the puta-
tive overestimation of incidence rates using BED-CEIA.
One of them proposes the exclusion of certain speci-
mens on clinical grounds, by relying on trend differ-
ences rather than absolute incidence estimates, using
secondary confirmatory testing or adjustments for mis-
classification [12]. The second correction factor adjusts
the findings in order to avoid misclassification of sub-
type C infected individuals [13].
Brazil is a huge country presenting heterogeneous

HIV/AIDS epidemiological trends [3] and virological
scenarios, with distinct HIV-1 subtypes and recombinant
infections [14] in different regions and/or population
strata. The aim of this study was to assess the preva-
lence and to estimate incidence of HIV-1 infection
among individuals seeking HIV testing in VCT centers
located in the Rio de Janeiro Metropolitan area, as well
as to track HIV diversity among RS and LTS over time.

Methods
Study Population
Frozen sera collected from a consecutive sample of indi-
viduals from November 2004 to October 2005 (n =
9,008), recruited from three VCT centers located in
municipalities of Rio de Janeiro Metropolitan area were
analyzed in this study. The VCT centers were selected
based on their role as reference centers for people seek-
ing HIV testing at no cost in the Rio de Janeiro Metro-
politan area. These sites are the places where any
Brazilian citizen can be tested for HIV infection for free,
keeping anonymity if desired, with easy access, and in
the context of a welcoming environment. They are loca-
lized mainly in the outskirts of Rio de Janeiro, which
corresponds to a catchments area of about 5 million
people, the vast majority of them from poor social
strata.
Demographic information was obtained from baseline

data collection forms, administered in private by trained
interviewers. Among the population studied, the records
provided information on gender, age and sexual orienta-
tion for all individuals. In 96.5% of HIV-1 seroreactive
individuals (419 of 434) it was possible to obtain addi-
tional information on testing such as: reasons for being
tested, previous testing, and presence of symptoms asso-
ciated to HIV/AIDS, as well as a history of risky injec-
tion behaviors. We should observe here that the
protocol of the present study did not interfere in any
sense with the routine procedures adopted by each one
of the VCT centers and in this sense allows for indivi-
duals the right to refuse to answer one or more ques-
tions they may consider as embarrassing or annoying.
Individuals were entitled to be counseled and tested, as
defined by the guidelines of the Brazilian Ministry of
Health (BMoH), irrespectively of their answers (or the
absence of answers) to the short standard form used as
a routine procedure in the VCT centers.
The present research protocol conformed to the Hel-

sinki Declaration and to the local legislation. Informed
consent was obtained from the participants and the
refusal to provide information perceived as sensitive
explicitly guaranteed by the study protocol. The study
was approved by the Oswaldo Cruz Foundation (FIO-
CRUZ) - Evandro Chagas Clinical Research Institute
Ethical Board, registration CAAE-0032.0.009.000-04.

Serological testing algorithm
With the goal of enabling this research protocol without
disturbing the routine procedures of the VCT centers,
two parallel blood tubes (BD Vacuntainer® ref. 367958)
were collected from each individual. One of them
remained in the VCT centers, in order to conduct the
standard serological testing and delivery of results with
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the corresponding post-test counseling, in accordance
with the Brazilian Ministry of Health (Ordinance N°59
of January 28, 2003). The second tube was sent to the
Laboratory of AIDS & Molecular Immunology, IOC
(FIOCRUZ), and then stored at -20°C until the delivery
of the results of the HIV testing. This strategy assured
the non-interference in the VCT center routine, as well
as the possibility to have 100% of the HIV seroreactive
samples viable to perform BED-CEIA methodology.
These samples were then thawed, aliquoted into sterile
microtubes and stored at -70°C for subsequent studies.
Two aliquots of serum and one aliquot containing the
blood clot were available for each HIV seroreactive
sample.
In order to identify recent HIV-1 infections, serum

samples reactive for HIV antibodies were subjected to
testing in vitro by a quantitative competitive capture
enzyme immunoassay (BED-CEIA), to determine the
proportion of anti-HIV-1 specific IgG in relation to the
total IgG, according to the manufacturer’s instructions
[9]. Briefly, serum (or plasma) samples were added to
the wells of a microplate coated with anti-human IgG.
HIV specific and not specific IgG molecules were cap-
tured on the solid phase, representing populations of
antibodies found in the sample. After the incubation
and washing protocol, a synthetic chimeric polypeptide
containing the HIV-1 immunodominant epitope of gp41
subtype B, E and D was added and incubated for one
hour at 37°C. At this stage the peptide bound to their
respective antibodies (anti-HIV-1 specific). After further
steps the reactions is revealed in the presence of TMB
(tetramethylbenzidine) and read using a spectrophot-
ometer (wavelength 450 nm). The color intensity
obtained in each sample is directly proportional to the
amount of specific anti-HIV-1 antibodies. The controls
(negative, low positive and high positive) (Calypte HIV-1
BED Incidence EIA) and calibrators are analyzed along
with samples. The criteria for validation of the test, defi-
nition of samples to confirm and set the time of infec-
tion were used in accordance with the instructions and
worksheet provided by the manufacturer [10]. Annual
HIV seroincidence and 95% confidence intervals (CIs)
were calculated on the basis of the BED-CEIA results,
using the 153-day window period and the seroincidence
formula described elsewhere [9,10]. Two correction stra-
tegies, here named CF1 [12] and CF2 [13] were further
applied.

DNA Extraction and PCR amplification of HIV-1 env and
pol regions
Proviral DNA was extracted from the blood clot using
the phenol/chloroform method [14]. The samples were
amplified for the gp120 C2-V3 region using a nested
PCR protocol with ED5/ED12 and ED31/ED33

oligonucleotide sets respectively as outer and inner pri-
mers [15], generating a fragment of approximately 564
bp. Similarly, for the pol gene we amplified a 1 Kb frag-
ment covering the protease (PR) and part of the reverse
transcriptase (RT) using the outer DP10/LR54 and inner
DP16/LR49 primer sets as previously described [16,17].
The samples were amplified in the thermocycler Gen-
eAmp® PCR System 9700 (Perkin Elmer - Norwalk,
USA) using the following conditions: 3 cycles at 97°C
for 1 minute, 55°C for 1 min, 72°C for 2 minutes. Thirty
two cycles at 94°C for 45 seg, 55°C for 1 minute, 72°C
for 2 minutes. Final cycle was performed at 72°C for 10
minutes. PCR products were visualized after electro-
phoresis in 1% agarose gels (Gibco/BRL, Life Technolo-
gies - USA) and purified (GFX™ PCR DNA and Gel
Band Purification Kit) following the manufacturer’s pro-
tocol (Amersham Biosciences, GE Healthcare - UK).

DNA sequencing and Phylogenetic analyses
Purified PCR products corresponding to env and pol
regions were respectively submitted to automated
sequencing using the Big Dye Terminator Cycle
Sequencing Ready Reaction - ABI PRISM (Perkin
Elmer, Foster City, USA), according to manufacturer’s
instructions. Fifty to 100 ng of amplified DNA were
used for sequencing reaction in both senses using the
env inner primers ED31 and ED33. For the pol region,
sequence reactions were performed using DP16 and
LR49 in addition to the RT12 and LR51 in order to
cover the whole fragment in both directions Sequencing
reactions were performed in the thermocycler Gen-
eAmp® PCR System 9700 (Perkin Elmer - Norwalk,
USA) using the following conditions: 25 cycles of 96°C
for 30 seconds, 50°C for 20 seconds and 60°C for 4
minutes. Each reaction product with a final volume of
20 μl was incubated for 15 min with 80 μl of 75% iso-
propanol, followed by centrifugation, discarding of the
supernatant and drying the precipitate in the thermalcy-
cler at 70°C for about 10 minutes. The pellet was sus-
pended with 10 ul of Hi-Di Formamide, followed by a
shock of 5 minutes at 95°C and 1 minute on ice for
denaturation and placed on the ABI model 3100 DNA
Sequencer (Applied Biosystems, Foster City, CA).
Generated DNA sequences (sense and anti-sense) of

each sample were assembled using SeqMan, included
in the DNASTAR package [18]. Sequence electropher-
ograms obtained for the env C2-V3 and pol regions
were respectively aligned against a set of reference
strains from HIV-1 group M subtypes using CLUSTAL
X [19]. SIVcpz env C2V3 or pol sequences were used
as outgroup in both analyses. Gap stripping and minor
adjustments were manually performed. Phylogenetic
inferences were performed by the neighbor-joining
algorithm using the program Mega 3.0 (Molecular
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Evolutionary Genetics Analysis, version 3.0), and
the reliability of the branches determined by analysis
of bootstrap calculated based on 100 re-samplings [20].
TREEVIEW [21] was used for visualization of the phy-
logenetic trees. Screening of pol recombinant forms
were assessed through the Rega HIV-1 Subtyping Tool
website [22] and further confirmed by bootscanning
analysis (sliding window of 400 bp, incremental
steps of 10 bases, and the Kimura two-parameter
model) as implemented in Simplot version 2 (Ray
S. Simplot v2.5.0 http://sray.med.som.jhmi.edu/SCRoft-
ware/simplot/).

Data Analysis
Data were entered into contingency tables and analyzed
using chi-square or Fisher’s exact test.

Results
Overall 9,008 persons were tested for HIV infection in
the three VCT centers. Men comprised 41.4% of the
tested population, of whom 10.7% (n = 399) referred to
have had sex with other men. Twenty-eight percent of
clients were younger than 25 years, 40.8% were 25-40
years old, and 31.2% were older than 40 years.
The overall prevalence of HIV infection was 4.8%,

higher for men compared to women (6.5% vs. 3.6%).
Prevalence was 6 times higher for MSM (24.8%) vis-à-
vis heterosexual men (4.3%). The age group more
affected was young adults aged 25 to 40 years old, with
a prevalence of 6.3% (Table 1). The major motivations
for testing could be obtained for the HIV seropositive

individuals. In general, about thirty-five percent of the
individuals with valid answers admitted to be recently
exposed to risk as the main reason to seek and HIV
test, over one quarter said testing had been taken after
the suggestion made by professionals from a health ser-
vice. Forty individuals (roughly corresponding to 10% of
the individuals with valid answers) reported that symp-
toms related to HIV/AIDS were their main motivation
for testing, whereas 15% reported they were mainly
motivated by the desire to prevent themselves against
HIV. In this subgroup, only five people were returning
for a new test (all of them with prior negative results),
and 404 individuals with valid answers (96.42%)
reported unprotected sexual intercourse as their main
risk factor. Eight individuals (less than 2%) reported to
have shared syringes in the context of illicit substance
self-administration.
Based on the BED serology results, sixty-one out of

the 434 seropositive individuals (14.0%) were classified
as RS, with an overall incidence rate of 1.68%/year (95%
CI 1.26% -2.10%). Data including the estimated inci-
dence re-calculated according to CF1 (1.09%/year) and
CF2 (1.17%/year) are also presented. Incidence rates
were also calculated according to the different exposure
categories and age strata (Table 2). Overall, higher inci-
dence rates were observed for MSM when compared to
heterosexual men (8.55-11.96% vs 0.56-1.12%), and
young adults aged 25-40 years old.
Molecular analyses of the C2-V3 env, RT and Pro-

tease genomic regions were performed for 52 out of
the 61 RS (85%) and 114 out of the 122 (93%) ran-
domly selected LTS samples. Overall, 80.1% (n = 133)
individuals were infected by subtype B viruses, 8.4%
by subtypes F (n = 13) and C (n = 1), and recombi-
nant forms were found in 11.4% (n = 19) of the iso-
lates. No significant differences were found between
RS and LTS for subtype distribution; however, a
higher proportion of non-B subtypes were found in
the RS group (11.5% vs 7.0%). Roughly 75% (14 out of
19) of recombinant samples were between B and F
subtypes and none of them showed the same break-
point of recombination in the pol region, or subtype
determination between pol and env regions, confirm-
ing the high frequency of URFs BF, as usually
described in our region [23].
An HIV-1 APRUKRTAENV mosaic genome was

detected among the LTS. Based on the bootscanning
analysis (data not shown), this viral genome was com-
posed by a fragment of subtype A in the protease por-
tion, one fragment of around 400 bp classified as
unknown (U), located at the 5’ side of the reverse tran-
scriptase, followed by a subtype K fragment of 301 bp
from position 2952 to 3253 (relative to HXB2 isolate).
The gp120 C2-V3 region was assigned as subtype A.

Table 1 Prevalence of HIV-1 infection in 9,008 individuals
screened in 3 VCTs of Rio de Janeiro state from
November 2004 to October 2005.

Variables (n) Seropositives P value

%Prevalence (n) 95%Confidence
Interval

Overall= 9,008 4.8 (434) 4.4 - 5.3 -

Gender

Female
(5,282)

3.6 (191) 3.1 - 4.1 < 0,0001a

Male (3,726) 6.5 (243) 5.7 - 7.3

Sexual practice
(men)

Heterosexual
(3,327)

4.3 (144) 3.6 - 5.0 < 0,0001a

MSM (399) 24.8 (99) 19.9 - 29.7

Age - years

< 25 (2,525) 2.6 (65) 1.9 - 3.2 < 0,0001b

25 a 40
(3,671)

6.4 (233) 5.5 - 7.1

> 40 (2,812) 4.8 (136) 4.0 - 5.6

a = X2

b = Fisher’s exact test
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Discussion
Data generated from multiples studies conducted
under the scope of the HIV/AIDS National Surveil-
lance System, clearly indicate that the epidemic in Bra-
zil persists as a concentrated one [3,4]. Like other
countries in the region, our epidemic is driven mostly
by Men who have sex with men [3,4]. The 4.8% overall
prevalence found in our study conducted on three
VCTs located in the outskirts of Rio de Janeiro State,
are in accordance with data from studies conducted
among clients seeking HIV testing in VCT services.
These studies found a higher prevalence among these
clients than in the general population in which rates
are around 0.6%. [24-27]. Our data showing a preva-
lence of HIV infection 6 time higher among MSM
when compared to heterosexuals participating in the
same study, corroborates with a variety of studies
which results showed high rated of HIV infection
among this population (9.2% -32.2%). In a report of
the Population Council, published recently, one study
using the respondent-driven sampling (RDS) method
points to a high prevalence (7%; 95%CI 5-11%) among
MSM in the city of Campinas, state of São Paulo. Of
special concern are the high prevalence found between
very young MSM (aged 14-19) among whom a preva-
lence of 4% (95%CI 1-9%) was found, suggesting the
epidemic in this population is far to be curbed [28].
Finally, all these data are in accordance with the AIDS
national report system that register a proportion 11
times higher of MSM AIDS cases reported when com-
pared to cases reported among heterosexual men [29],
reinforcing the conclusion that MSM remain dispro-
portionately affected by the epidemic in Brazil.

The approach adopted by our study has been found to
be highly sensitive (82% [95%CI 77-86%]) and specific
(89% [95%CI 85-92%]) [30], and has been used to esti-
mate HIV national incidence in the USA [31], where
viral diversity is similar to the scenario made evident for
the regions assessed by the present study, where most of
the infections are attributed to subtype B.
Different factors have been described as associated

with BED-CEIA misclassification, which can lead to
overestimated HIV incidence, including: HIV-infected
individuals under antiretroviral therapy, patients with
advanced immunodeficiency, drug naïve individuals with
persistent low to undetectable viral loads, and different
HIV subtypes [11,32,33]. In order to overcome these
putative caveats we applied 2 correction factors (CF1
and CF2) to improve the incidence estimate rates in our
study. Indeed, rates obtained after correction with CF1
and CF2 were close to each other and lower than the
one obtained with the conventional method. Although
lower estimates were obtained after the use of the cor-
rection algorithms, the proportions relative to the differ-
ent categories remained approximately the same. This
speaks in favor of the internal consistency of our find-
ings, irrespectively of the inclusion or not of the correc-
tion factors. Recently, a series of publications discuss
the pertinence and adequacy of such corrections [34-38]
and, as to the best of our knowledge, this subject is still
far from a consensus.
In our study, women found to be HIV-infected were

almost invariably infected in consequence of unpro-
tected sex with HIV infected male partners. This is a
common pattern in contexts where blood transfusions
are safe and HIV drug use is uncommon, like in Rio de

Table 2 Estimated HIV-1 Incidence of HIV infection among 9,008 individuals (434 seropositive samples) screened in 3
VCTs of Rio de Janeiro Metropolitan area from November 2004 to October 2005 - conventional estimation and
estimation with 2 corrective factors (CF)

Recent
Infections

Estimate Incidencea

%/year (95% CI)
Estimate Incidenceb

%/year (95% CI)
Estimate Incidencec

%/year (95% CI)

Overall = 434 61 1.68 (1.26 - 2.10) 1.09 (1.32 - 1.87) 1.17 (0.88 - 1.47)

Gender

Female (191) 30 1.40 (0.90 - 1.90) 0.97 (0.62 - 1.31) 1.04 (0.67 - 1.41)

Male (243) 31 2.10 (1.36 - 2.84) 1.27 (0.82 - 1.72) 1.37 (0.89 - 1.85)

Exposure categories
(among men)

Heterosexual (144) 15 1.12 (0.55 - 1.68) 0.56 (0.28 - 0.84) 0.60 (0.30 - 0.91)

MSM (99) 16 11.96 (6.10 - 17.82) 8.55 (4.36 - 12.74) 9.17 (4.68 - 13.67)

Age (years)

<25 (65) 9 0.87 (0.30 - 1.44) 0.56 (0.19 - 0.92) 0.60 (0.21 - 0.99)

25 to 40 (233) 34 2.33 (1.55 - 3.12) 1.55 (1.03 - 2.07) 1.67 (1.11 - 2.23)

>40 (136) 18 1.59 (0.86 - 2.33) 0.99 (0.53 - 1.45) 1.07 (0.57 - 1.56)
a Incidence estimated with conventional estimation [9]
b CF1 = Incidence estimated with Corrective Factor 1 [12]
c CF2 = Incidence estimated with Corrective Factor 2 [13]
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Janeiro. This city metropolitan area has been relatively
spared by the injecting drug users-driven boom of new
HIV infections secondary to the shared use of injection
paraphernalia, even in its national peak (in the late
1980s/early 1990s), and has declined since then. The
number of female IV drug users has been particularly
low [39,40]. Since early 90 s the standard of quality of
the Brazilian blood banks is comparable to the best
international ones [41]. As a result, new AIDS cases sec-
ondary to blood transfusions has been negligible in the
last decades, specially in urban areas such as the one
where our study was conducted (data available from
Monitoraids and SINAN-AIDS at: http://sistemas.aids.
gov.br/monitoraids/?lang=en-US&pagina=&st_lPane-
l=&indexMenu= -1).
No significant changes in the HIV-1 subtype distribu-

tion could be discerned among the RS compared to
LTS. Subtype B was predominant, followed by subtype F
and BF recombinant viruses, as previously described for
the Brazilian Southeast region [42-44]. A different sce-
nario may be observed for heterosexual men vs. women,
when we compare HIV-1 infections with recombinant
virus (almost 1:7 vs. 1:15, p = 0.19). One case of AUK
recombinant infection was detected for the first time in
Brazil.

Conclusions
To the best of our knowledge, this is the most compre-
hensive assessment of HIV-1 prevalence, estimated inci-
dence and subtype profile in the population seeking
testing in the Rio de Janeiro metropolitan area and may
contribute to better discern recent trends of the local
epidemic. Moreover, our data suggests that prevention
for MSM remains a challenge and efforts aiming to curb
the epidemic in this population should be prioritized.
The approach used for this study also permitted the
identification of new HIV-1 isolate, as the AUK recom-
binant genome found for the first time in Rio de Janeiro,
Brazil. Unfortunately, no further contact could be made
with this individual in order to track the origin and the
potential dissemination of this recombinant virus in the
country.
Due to the fact our data were obtained from a popula-

tion who actively sought HIV testing, findings cannot be
generalized to the general population or to the sampling
frame defined by men who have sex with men living in
the metropolitan area of Rio de Janeiro and should be
viewed with the necessary caution. Notwithstanding, the
present study is the most comprehensive assessment of
the population seeking testing in the Rio de Janeiro
metropolitan area carried so far and may inform
renewed policies aiming to prevent and treat people liv-
ing with HIV/AIDS in Rio de Janeiro.

Acknowledgements
The authors would like to thank Ms Margarete Paiva for logistical support in
the VCTs. This study was partially supported by PAPES IV CNPq/FIOCRUZ and
FAPERJ.

Author details
1Laboratório de AIDS & Imunologia Molecular, Instituto Oswaldo Cruz,
Fundação Oswaldo Cruz, Rio de Janeiro, Brasil. 2Instituto de Pesquisa Clínica
Evandro Chagas, Fundação Oswaldo Cruz, Rio de Janeiro, Brasil. 3Instituto de
Comunicação e Informação Científica e Tecnológica em Saúde, Fundação
Oswaldo Cruz, Rio de Janeiro, Brasil. 4Hospital Geral de Nova Iguaçu, Nova
Iguaçu, Rio de Janeiro, Brasil. 5Laboratório de Virologia, Departamento de
Patologia Clínica, Instituto Fernandes Figueira, Fundação Oswaldo Cruz, Rio
de Janeiro, Brasil.

Authors’ contributions
CAVC, BG, VGV, FIB, JHP and MGM participated in the conception and
design of the study; analysis and interpretation of data, drafting the paper
and/or substantially revising it. All authors read and approved the final
manuscript.

Competing interests
The authors declare that they have no competing interests.

Received: 16 December 2009 Accepted: 28 July 2010
Published: 28 July 2010

References
1. Joint United Nations Programme on HIV/AIDS (UNAIDS) and World Health

Organization (WHO): AIDS epidemic update. Geneva, Switzerland 2009,
100.

2. Bastos FI, Caceres C, Galvao J, Veras MA, Castilho EA: AIDS in Latin
America: assessing the current status of the epidemic and the ongoing
response. Int J Epidemiol 2008, 37(4):729-737.

3. PN - DST/AIDS Ministério da Saúde: Boletim Epidemiológico AIDS DST.
Ministério da Saúde, Janeiro a Junho de 2009 2009.

4. Bastos FI, Nunn A, Hacker MA, Malta M, Szwarcwald CL: AIDS in Brazil: The
challenge and the response. Celentano DD & Beyrer C: Public Health Aspects
of HIV/AIDS in Developing Countries: Epidemiology, Prevention and Care New
York: Springer International 2008, 629-654.

5. PN - DST/AIDS Ministério da Saúde: Contribution of the Test and
Counselling Centers to Universalize the Diagnosis and Guarantee the
Equality in the Access to the Services. Ministério da Saúde 2008.

6. Janssen RS, Satten GA, Stramer SL, Rawal BD, O’Brien TR, Weiblen BJ,
Hecht FM, Jack N, Cleghorn FR, Kahn JO, Chesney MA, Busch MP: New
testing strategy to detect early HIV-1 infection for use in incidence
estimates and for clinical and prevention purposes. Jama 1998,
280(1):42-48.

7. Parekh BS, McDougal JS: Application of laboratory methods for
estimation of HIV-1 incidence. Indian J Med Res 2005, 121(4):510-518.

8. Murphy G, Parry JV: Assays for the detection of recent infections with
human immunodeficiency virus type 1. Euro Surveill 2008, 13(36):314-320.

9. Parekh BS, Kennedy MS, Dobbs T, Pau CP, Byers R, Green T, Hu DJ,
Vanichseni S, Young NL, Choopanya K, Mastro TD, McDougal JS:
Quantitative detection of increasing HIV type 1 antibodies after
seroconversion: a simple assay for detecting recent HIV infection and
estimating incidence. AIDS Res Hum Retroviruses 2002, 18(4):295-307.

10. Dobbs T, Kennedy S, Pau CP, McDougal JS, Parekh BS: Performance
characteristics of the immunoglobulin G-capture BED-enzyme
immunoassay, an assay to detect recent human immunodeficiency virus
type 1 seroconversion. J Clin Microbiol 2004, 42(6):2623-2628.

11. UNAIDS Reference Group on estimates, modelling and projections:
Statement on the use of the BED assay for the estimation of HIV-1
incidence for surveillance or epidemic monitoring. Wkly Epidemiol Rec
2006, 81(4):40.

12. McDougal JS, Parekh BS, Peterson ML, Branson BM, Dobbs T, Ackers M,
Gurwith M: Comparison of HIV type 1 incidence observed during
longitudinal follow-up with incidence estimated by cross-sectional
analysis using the BED capture enzyme immunoassay. AIDS Res Hum
Retroviruses 2006, 22(10):945-952.

de Castro et al. BMC Infectious Diseases 2010, 10:224
http://www.biomedcentral.com/1471-2334/10/224

Page 6 of 7

http://sistemas.aids.gov.br/monitoraids/?lang=en-US&pagina=&st_lPanel=&indexMenu= -1
http://sistemas.aids.gov.br/monitoraids/?lang=en-US&pagina=&st_lPanel=&indexMenu= -1
http://sistemas.aids.gov.br/monitoraids/?lang=en-US&pagina=&st_lPanel=&indexMenu= -1
http://www.ncbi.nlm.nih.gov/pubmed/18653508?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/18653508?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/18653508?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/9660362?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/9660362?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/9660362?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/15817960?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/15817960?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/11860677?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/11860677?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/11860677?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/15184443?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/15184443?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/15184443?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/15184443?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/16671237?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/16671237?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/17067263?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/17067263?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/17067263?dopt=Abstract


13. Hargrove JW, Humphrey JH, Mutasa K, Parekh BS, McDougal JS, Ntozini R,
Chidawanyika H, Moulton LH, Ward B, Nathoo K, Iliff PJ, Kopp E: Improved
HIV-1 incidence estimates using the BED capture enzyme immunoassay.
AIDS 2008, 22(4):511-518.

14. Sambrook J, Fritsch EF, Maniatis T: Molecular Cloning. Cold Spring Harbor
Laboratory, NY 1989, 458.

15. Delwart EL, Shpaer EG, Louwagie J, McCutchan FE, Grez M, Rübsamen-
Waigmann H, Mullins JI: Genetic Relationships Determined by a DNA
Heteroduplex Mobility Assay: Analysis of HIV-1 env genes. Science 1993,
262:1257-1261.

16. Eyer-Silva WA, Morgado MG: A genotyping study of human
immunodeficiency virus type-1 drug resistance in a small Brazilian
municipality. Mem Inst Oswaldo Cruz 2005, 100(8):869-873.

17. Eyer-Silva WA, Morgado MG: Molecular epidemiology of HIV-1 infection in
a small Brazilian county: usefulness of envelope and polymerase
sequences to epidemiologic studies. J Acquir Immune Defic Syndr 2006,
41(5):664-670.

18. Burland TG: DNASTAR’s Lasergene sequence analysis software. Methods
Mol Biol 2000, 132:71-91.

19. Thompson JD, Higgins DG, Gibson TJ: Clustal W: Improving the sensitivity
of progressive multiple sequence alignment, through sequence
weighting, position-sepecific gap penalties and weight matrix choice.
Nucleic Acids Res 1994, 22:4673-4680.

20. Kumar S, Tamura K, Nei M: MEGA3: Integrated software for Molecular
Evolutionary Genetics Analysis and sequence alignment. Brief Bioinform
2004, 5(2):150-163.

21. Page RD: Treeview: an application to display phylogenetic trees on
personal computers. Comput Appl Biosci 1996, 12(4):357-8.

22. de Oliveira T, Deforche K, Cassol S, Salminen M, Paraskevis D, Seebregts C,
Snoeck J, van Rensburg EJ, Wensing AM, van de Vijver DA, Boucher CA,
Camacho R, Vandamme AM: An automated genotyping system for
analysis of HIV-1 and other microbial sequences. Bioinformatics 2005,
21(19):3797-3800.

23. Guimarães ML, Eyer-Silva WA, Couto-Fernandez JC, Morgado MG:
Identification of two new CRF_BF in Rio de Janeiro State, Brazil. AIDS
2008, 22(3):433-5.

24. Schechter M, do Lago RF, de Melo MF, Sheppard HW, Guimarães NC,
Moreira RI, Faulhaber JC, Batista S, Harrison LH: Identification of a high-risk
heterosexual population for HIV prevention trials in Rio de Janeiro,
Brazil. Projeto Praça Onze Study Group. J Acquir Immune Defic Syndr 2000,
24(2):175-7.

25. Barroso PF, Harrison LH, de Fatima Melo M, Batista SM, da Silva Bastos M,
da Rosa Faulhaber JC, Moreira RI, do Lago RF, Schechter M: Identification
of a high-risk heterosexual cohort for HIV vaccine efficacy trials in Rio
de Janeiro, Brazil, using a sensitive/less-sensitive assay: an update. J
Acquir Immune Defic Syndr 2004, 36(3):880-881.

26. Alves K, Shafer KP, Caseiro M, Rutherford G, Falcao ME, Sucupira MC,
Busch MP, Rawal BD, Diaz RS: Risk factors for incident HIV infection
among anonymous HIV testing site clients in Santos, Brazil: 1996-1999. J
Acquir Immune Defic Syndr 2003, 32(5):551-559.

27. Bassichetto KC, Bergamaschi DP, Veras MA, Sucupira MC, Mesquita F,
Diaz RS: Estimating HIV-1 incidence using the serologic testing algorithm
for recent HIV infections at HIV counseling and testing centers in the
city of São Paulo, Brazil. Braz J Infect Dis 2009, 13(1):9-12.

28. Mello M, Chinaglia M: Assessment of Risk Factors for HIV Infection
Among Men Who Have Sex With Men in the Metropolitan Area Of
Campinas City, Brazil, Using Respondent-Driven Sampling. National STD/
AIDS Program/Brazil 2008, 1-77.

29. DST/AIDS Ministério da Saúde: Plano Nacional de Enfrentamento da
Epidemia de AIDS e das DST entre Gays, HSH e Travestis. Ministério da
Saúde 2008, In portuguese.

30. Loschen S, Batzing-Feigenbaum J, Poggensee G, Cordes C, Hintsche B,
Rausch M, Dupke S, Gohlke-Micknis S, Rodig J, Hamouda O, Kucherer C:
Comparison of the human immunodeficiency virus (HIV) type 1-specific
immunoglobulin G capture enzyme-linked immunosorbent assay and
the avidity index method for identification of recent HIV infections. J
Clin Microbiol 2008, 46(1):341-345.

31. Hall HI, Song R, Rhodes P, Prejean J, An Q, Lee LM, Karon J, Brookmeyer R,
Kaplan EH, McKenna MT, Janssen RS: Estimation of HIV incidence in the
United States. Jama 2008, 300(5):520-529.

32. Laeyendecker O, Rothman RE, Henson C, Horne BJ, Ketlogetswe KS,
Kraus CK, Shahan J, Kelen GD, Quinn TC: The effect of viral suppression on
cross-sectional incidence testing in the Johns Hopkins hospital
emergency department. J Acquir Immune Defic Syndr 2008, 48(2):211-5.

33. Hayashida T, Gatanaga H, Tanuma J, Oka S: Effects of low HIV type 1 load
and antiretroviral treatment on IgG-capture BED-enzyme immunoassay.
AIDS Res Hum Retroviruses 2008, 24(3):495-498.

34. Brookmeyer R: Should biomarker estimates of HIV incidence be adjusted?
AIDS 2009, 23(4):485-91.

35. Hargrove , John W: BED estimates of HIV incidence must be adjusted.
AIDS 2009, 23(15):2061-2062.

36. Welte A, McWalter TA, Bärnighausen T: Reply to ‘Should biomarker
estimates of HIV incidence be adjusted?’. AIDS 2009, 23(15):2062-2063.

37. McDougal , J Steven: BED estimates of HIV incidence must be adjusted.
AIDS 2009, 23(15):2064-2065.

38. Brookmeyer , Ron : Response to correspondence on ‘Should Biomarker
Estimates of HIV Incidence be Adjusted?’. AIDS 2009, 23(15):2066-2068.

39. Bastos FI, Bongertz V, Teixeira SL, Morgado MG, Hacker MA: Is human
immunodeficiency virus/acquired immunodeficiency syndrome
decreasing among Brazilian injection drug users? Recent findings and
how to interpret them. Mem Inst Oswaldo Cruz 2005, 100(1):91-6.

40. Malta M, Magnanini MMF, Mello MB, Pascom ARP, Linhares Y, Bastos FI: HIV
prevalence among female sex workers, drug users and men who have
sex with men in Brazil: A Systematic Review and Meta-analysis. BMC
Public Health 2010, 10:317.

41. Scuracchio PS, Poli MC, Lemos MM, Oliveira Filho AG, Salles NA,
Chamone DA, Magri M, Cavalcante NJ, Collela R: Detection of HIV-1
infection in blood donors during the immunological window period
using the nucleic acid-amplification technology. Transfus Med 2007,
17(3):200-4.

42. Morgado MG, Guimarães ML, Galvão-Castro B: HIV-1 polymorphism: a
challenge for vaccine development - a review. Mem Inst Oswaldo Cruz
2002, 97(2):143-50.

43. Sá-Ferreira JA, Brindeiro PA, Chequer-Fernandez S, Tanuri A, Morgado MG:
Human immunodeficiency virus-1 subtypes and antiretroviral drug
resistance profiles among drug-naïve Brazilian blood donors. Transfusion
2007, 47(1):97-102.

44. de Sa-Filho DJ, Ambar RF, Duarte NB, Matias RB, Candido V, Gagliani LH,
Caseiro MM: HIV type 1 diversity from newly diagnosed patients in
Santos metropolitan area/Brazil. AIDS Res Hum Retroviruses 2009,
25(9):925-9.

Pre-publication history
The pre-publication history for this paper can be accessed here:
http://www.biomedcentral.com/1471-2334/10/224/prepub

doi:10.1186/1471-2334-10-224
Cite this article as: de Castro et al.: Prevalence, estimated HIV-1
incidence and viral diversity among people seeking voluntary
counseling and testing services in Rio de Janeiro, Brazil. BMC Infectious
Diseases 2010 10:224.

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

de Castro et al. BMC Infectious Diseases 2010, 10:224
http://www.biomedcentral.com/1471-2334/10/224

Page 7 of 7

http://www.ncbi.nlm.nih.gov/pubmed/18301064?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/18301064?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/8235655?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/8235655?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/16444418?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/16444418?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/16444418?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/16652042?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/16652042?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/16652042?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/10547832?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/7984417?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/7984417?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/7984417?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/15260895?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/15260895?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/8902363?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/8902363?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/16076886?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/16076886?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/18195572?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/10935694?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/10935694?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/10935694?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/15213576?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/15213576?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/15213576?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/12679709?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/12679709?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19578623?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19578623?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19578623?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/17977990?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/17977990?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/17977990?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/18677024?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/18677024?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/18520680?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/18520680?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/18520680?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/18327979?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/18327979?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19165087?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19755864?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19755865?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19755865?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19755866?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/15867971?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/15867971?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/15867971?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/15867971?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20529289?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20529289?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20529289?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/17561863?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/17561863?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/17561863?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/12016434?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/12016434?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/17207236?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/17207236?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19689200?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19689200?dopt=Abstract
http://www.biomedcentral.com/1471-2334/10/224/prepub

	Abstract
	Background
	Methods
	Results
	Conclusions

	Background
	Methods
	Study Population
	Serological testing algorithm
	DNA Extraction and PCR amplification of HIV-1 env and pol regions
	DNA sequencing and Phylogenetic analyses
	Data Analysis

	Results
	Discussion
	Conclusions
	Acknowledgements
	Author details
	Authors' contributions
	Competing interests
	References
	Pre-publication history

