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Introduction Human papillomavirus (HPV) infection is the
most prevalent sexually transmitted virus in the world. One of
the barriers to the implementation of prevention programs
against the disease is the limited knowledge possessed by most
populations regarding the virus and its possible consequences.
Methods A total of 473 students aged 18 to 78 years (mean
28.2±9.35) from two public universities from Rio de Janeiro
State attending different undergraduate courses from health
and non-health area, answered a questionnaire about transmis-
sion, clinical features and the possible consequences of persis-
tent HPV infection. The questionnaire was self-applied under
the supervision of the authors.
Results Although most of the students independent of the
study area had already heard of HPV (99.3% from health and
92.2% non-health courses), a significant portion did not asso-
ciate virus infection with the appearance of warts in the geni-
tal tract (40,3% from health and 62.7% from non-health
courses). Among female students enrolled in non-health
courses, 61.1% did not recognise cervical cancer as a possible
consequence of HPV infection. Considering the knowledge of
risk situations as a basic form of prevention of HPV infection,
only 33.2% of the students from non-health courses identified
3 or 4 of the four HPV infection risk situations presented in
the questionnaire. Even the use of condoms, a basic STD pre-
vention attitude, was not recognised by 13% of the students
interviewed regardless of the attending course. At the end of
the interview all participants received an informative folder on
the issues investigated.
Conclusion Results highlight the need for educational cam-
paigns regarding HPV infection, its potential as a cervical can-
cer agent and the forms of prevention available among
university students.
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Introduction HPV infection causes cancer at several anatomical
sites. However, the natural history of the infection in non-cer-
vical sites have been understudied, especially at the oral
epithelium.
Methods In our study, we investigated 351 samples from three
different sites of 117 patients, searching for HPV By generic
and specific PCR and Microarray, and related risk factors.
Results HPV DNA prevalence was 89.5% (105/117) in the
genital lesions, 53.8% (63/117) in oral samples and 59% (69/
117) in anal samples. Regarding the risk factors associated
with HPV in the genital lesions, we found statistically

significant rates for oral (p=0.039) and anal sex practices
(p=0.0000012). For oral samples, we observed a relevant cor-
relation concerning oral contraceptive use (p=0.039), tobacco
smoking (p=0.036) and alcohol use (p=0.0075) while in anal
samples, we found higher risk for HPV infection in patients
relating non-exclusive sexual partners (p=0.013). The presence
of viral DNA in all the three sites was observed in 36.8% of
the cases (43/117). Among them, 18% (21/117) presented
concordant HPV genotypes, diverging from the literature, cor-
roborating that there is still much to learn about HPV natural
history, since different biological behaviours are expected
within different populations.
Conclusion In our study we also evaluated if the detection of
oral HPV would suggest an infection in the anogenital tract.
Nevertheless, our results showed only 36.8% of correlation
pointing out that it is not suitable as a an auxiliary biomarker
for HPV anogenital infections.
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Introduction Studies have shown that persistent infection by
high risk human papillomavirus (HR-HPV), especially type 16,
is responsible for cervical cancer development. For the devel-
opment of a malignant phenotype, several mechanisms are
involved, among them the process of epigenetic DNA methyla-
tion, which results in gene silencing, leading to abrogation of
cell cycle control, escape from senescence, and induction of
proliferation, that therefore can collaborate in carcinogenesis.
Understanding how the epidemiological factors can influence
the mechanism of methylation related to infection of the HR-
HPV is an unclear situation to be unveiled. The objective of
this study was to evaluate the infections caused by HPV16 in
patients attended at Gynaecology Institute, of UFRJ, in the
period between 2012 and 2013, considering aspects of meth-
ylation in host gene pINK4a.
Methods The cervical smears were submitted to the detection
of HPV DNA by Polimerase Chain Reaction (PCR) using pri-
mers MY09/11, genotyped with primers for the E6 gene of
HPV16, evaluated the methylation of the host pINK4a gene
by Nested-MSP technique, and collected epidemiological data,
which included socio-demographic and behavioural factors of
each patient; and, the data of the diagnostic test that served
as reference, the cytopathology.
Results Our results showed nearly 76% of the studied samples
presented some degree of gene pINK4amethylated, while 24%
were unmethylated. The results showed statistical significance
for the correlation of the cytopathology with sexarca
(p=0.05657), smoking (p=0.0317), pregnancies (p=5938e-05),
parity (p=0.004425) and number of partners (p=0.0242). The
p16 gene methylation correlations that showed statistical sig-
nificance were pregnancy (p=0.02725), parity (p=0.01414),
and typing (p=0.008121).
Conclusion We have found that the presence of HPV16 is
associated with a greater chance of methylation of p16 in the
lesions. Although, we also observed that the methylation of
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p16 gene is increasingly accompanying the severity of lesions,
but without statistical relevance.
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Introduction The consequences of mixing between sexual part-
ners of different ages on the transmission and prevalence of
sexually transmitted infections (STI) are still not well under-
stood. Using sexual behaviour data, we obtained a detailed
quantitative description of sexual mixing by age. We then
investigated the impact of age mixing on the age- and sex-spe-
cific prevalence and incidence of Chlamydia trachomatis (Ct)
using a dynamic transmission model.
Methods First, we used age- and sex-specific data about the
proportion of individuals who are sexually active, sexual part-
ner change rates, and the ages of the three most recent part-
ners at first episode of sexual intercourse from the second
and third British National Surveys of Sexual Attitudes and
Lifestyles (Natsal-2 and Natsal-3). We used a parametric
description of the partner ages using skew-normal distributions
and combined the data to reconstruct age mixing between het-
erosexual partners. Second, we incorporated the mixing pat-
terns into a compartmental transmission model to investigate
the age groups amongst which Ct is most likely to be trans-
mitted and in which direction.
Results On average, males reported sex with younger female
partners (median age difference �5.3; IQR [�1.6,–8.9] years)
and females reported having male partners of similar age
(median age difference �0.4; IQR [�2.7, 1.9] years). The
median and the skewness of partner age distributions depend
heavily on the age of the respondent. Ct-transmitting partner-
ships are typically between an older male and a younger
female partner. In 60% of Ct-transmitting partnerships, at
least one partner was >25 years old.
Conclusion Our study illustrates the importance of sexual mix-
ing patterns on Ct spread and indicates that a majority of
transmitted infections are in age groups outside of those
included in typical Ct screening programs. Our method for
the incorporating sexual behaviour data into dynamic transmis-
sion models can be used to study the transmission of any STI
and to understand the potential impact of control strategies
that target specific age groups.
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Introduction There are very limited data on herpes simplex
virus type 2 (HSV-2) infection in the Middle East and North
Africa (MENA). We examined the overall and age-specific

HSV-2 antibody prevalence among select MENA populations
currently residing in Qatar.
Methods Sera were collected from blood donors attending
Hamad Medical Corporation June 2013–2015. Specimens
were screened for HSV-2 antibodies using HerpeSelect 2
ELISA IgG kits. All positive and equivocal specimens detecting
presence of HSV-2 antibodies were retested for final HSV-2
status using Euroline Westernblot assays. Demographic infor-
mation included nationality, age, and sex. Age was grouped
into 8 bands:£24, 25–29, 30–34, 35–39, 40–44, 45–49, 50–
54, and �55. Age-specific trend of HSV-2 infection among
Egyptian, Fertile Crescent (Iraq, Jordan, Lebanon, Palestine,
and Syria) and Qatari nationals was described and assessed
using the Cochran–Armitage test.
Results Sera from 2165 blood donors were tested for HSV-2.
Among 132 retested specimens, 66 were confirmed positive.
Country-specific HSV-2 prevalence was measured at 5.5%
(95% confidence interval (CI) 3.7%–8.2%) for Qataris, 4.5%
(95%CI 1.9%–10.0%) for Iranians, 4.2% (95%CI 1.8%–9.5%)
for Lebanese, 3.1% (95%CI 1.2%–7.7%) for Sudanese, 3.0%
(95%CI 1.4%–6.4%) for Palestinians, 2.2% (95%CI 1.1%–

4.3%) for Egyptians, 2.0% (95%CI 1.0%–5.0%) for Syrians,
1.0% (95%CI 0.3%–3.6%) for Jordanians, 0.7% (95%CI
0.1%–3.7%) for Yemenis, and 0.5% (95%CI 0.1%–2.8%) for
Pakistanis. Age-specific HSV-2 prevalence was estimated for
Egyptians, nationals of the Fertile Crescent, and Qataris. Over-
all, HSV-2 prevalence increased with age, but the trend was
not always statistically significant in these populations. HSV-2
prevalence was significantly higher for females at 9.1% (95%
CI 4.7%–16.9%) than males at 2.8% (95%CI 2.2%–3.6%)
(c2p-value<0.01).
Conclusion HSV-2 prevalence among MENA nationals was
found to be lower than that commonly found in other
regions. However, these observed prevalence levels suggest
unmet needs for sexual health and control of sexually trans-
mitted infections (STIs) transmission. Programs need to be
established to tackle STIs and their disease burden in this
region.
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Introduction To describe and compare the profile of men who
had a positive diagnosis to the infection by the Human Immu-
nodeficiency Virus (HIV) at a health service in the municipal-
ity of Nova Iguaçu in Baixada Fluminense, Rio de Janeiro, in
the years 2003 and 2013.
Methods Comparative and retrospective study in which the
patient‘s medical records were utilised in the referred diagnos-
tic service.
Results In 2003, 772 men were attended, and 116 (15.02%)
were diagnosed with HIV, among them, 41 (35.3%) had 1 to
3 years of complete school education, 26 (22.4%) had 4 to 7
years of school education and 26 (22.4%) had from 8 to 11
years. 20 (17.2%) individuals had STDs in the past year. 33
(28.4%) individuals made regular use of condoms and 52 men
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