Results 1001 women were included and tested for HPV of whom
584 (58%) were DEIA positive. Of the positive samples 472 (81%)
could be typed by LiPA25. HR-HPV types were detected in 303
(30%) of all samples. HPV type 52 was the most prevalent genotype
(n = 79; 8%). Of the HR-HPV, 46 (15%) had only HR-HPV types 16
and/or 18, covered by available vaccines. Adjusted for age the following independent associations with HR-HPV were found; ≥ 2
recent partners (OR = 1.5, 95% CI = 1.1–2.2), Chlamydia trachomatis co-infection (OR = 2.3, 95% CI = 1.5–3.5) and ethnic group
(OR = 2.1, 95% CI = 1.4–3.1 for Creole; OR = 2.0, 95% CI = 1.2–3.3
for Maroon; OR = 2.8, 95% CI = 1.8–4.4 for Mixed race compared to
Hindustani).
Conclusions HR-HPV 52 is the most prevalent type in Suriname
and HR-HPV is not equally distributed among ethnic groups. 85%
of HR-HPV infections involve types that are not covered by the 2
currently available vaccines against cervical cancer. These data provide a basis for possible shifts in HPV genotype prevalence following vaccination.
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Background Our objective was to estimate pre-vaccination prevalence of cervical infections with 25 non-high-risk human papillomavirus (HPV) types, referred to as low-risk HPV (LR-HPV) types,
regardless of and without the coexistence of high-risk HPV (HRHPV) types among Slovenian women 20–64 years old screened for
cervical cancer.
Methods 1000 cervical specimens randomly selected from 4455
specimens collected in the Slovenian HPV prevalence survey with a
nationally wide coverage in 2010 were tested with Linear Array
HPV Genotyping Test.
Results Prevalence of cervical infections with any of the 25 LRHPV types was 10.0% (95% CI: 8.1%–11.9%) and with exclusively
LR-HPV types 4.5% (95% CI: 3.2%–5.8%). Prevalence of infections
with any LR-HPV types among women with normal cytology was
8.8%, with atypical squamous cells of undetermined significance
(ASC-US) 30.4%, with low grade squamous intraepithelial lesions
(LSIL) 60.0%, and with high grade squamous intraepithelial lesions
(HSIL) 7.7%. LR-HPV types without coexisting HR-HPV types were
found in 4.0% of women with normal cytology, 26.1% with ASCUS, 6.7% with LSIL, and none with HSIL. Infections with exclusively HPV 6 or HPV 11 were not found.
Conclusions LR-HPV type cervical infections without coexisting
HR-HPV infections were common among Slovenian women
screened for cervical cancer with ASC-US, while rare in those with
pathological cytology result. With respect to organised cervical cancer screening programme in Slovenia our results suggest that HRHPV testing based triage that complements the follow-up cytology
in the Slovenian cancer screening programme since 2010, will contribute to some reduction in the Slovenian NCCSP follow-up burden, especially among women with ASC-US and some decrease in
related patient anxiety.
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Background Persistent infection with high-risk (HR) human papillomavirus (HPV) types is necessary for cervical cancer development. The risk is much higher for women infected with multiple
genotypes of the human papillomavirus (HPV). The aim of this
study was to evaluate the frequency of single and multiple HPV
infection in relation to age and results of Pap smear cytology.
Methods From January to December 2012, frequency of HR HPV
was analysed among 398 women from Vojvodina. In determination
of the presence HPV DNA commercial HR HPV Real-TM kit (Sacace
Biotechnologies, Italy) were applied. PCR was performed and products were detected using ABI 7500 Real-Time PCR instrument.
Results The overall prevalence of HPV infection among studied
women was 61.3%. Single HPV genotypes were found in 150
(65.3%) and multiple genotypes in 94 (34.7%) of 244 HPV DNA
positive samples. The most frequent genotype was HPV 16, followed by HPV 31, 51.52 and 18. Proportion of multiple HPV infection decreased significantly according to age and severity from
48.9% in women under 30 years of age, 39.7% in women from 30 to
40 years of age, 21.3% in women older than 40. Among all women
with normal cytology multiple HPV infections were found in
(22.4%), (34.9%) among women with ASCUS cytology, (17.0%) in
LSIL cytology and (17.9%) in HSIL cytology.
Conclusion In the present study, we observed a very high prevalence of multiple (22.4%) of HPV infection among women with
normal cytology and (34.9%) in women with indeterminate Pap
test, as ASCUS cytology. Sensitive and specific detection methods,
as well as, real-time PCR genotyping HPV are required and helpful
for triage of women with ASCUS cytology.
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Background Understanding patterns of human papillomavirus
(HPV) infection in partnerships is essential in exploring transmission of HPV in sexual networks. Risk factors for HPV infection have
yet to be explored at the dyad level. We studied features that predict
presence of HPV in a new sexual partnership.
Methods We analysed data from the HITCH Cohort Study of
recently-formed couples. Women aged 18–24 attending university/
college in Montreal, Canada and their male partners were recruited
in 2006–10. Self-collected vaginal swabs and clinician-obtained
swabs from the penis and scrotum were tested for DNA of 36 HPV
types. We analysed baseline data from 479 couples. HPV in a partnership was defined as the presence of 1 or more HPV types in either
or both partners. We used Poisson regression to calculate prevalence
ratios with 95% confidence intervals for candidate risk factors.
Results Most women were unvaccinated (88%). 67% of partnerships harboured HPV. For 49% both partners were HPV+. Detection
was associated with the combined total of the male’s and female’s
lifetime partners; from 27.5% among couples who jointly had no
more than 4 partners to 94.2% among couples with > 20. Couples
reporting concurrent partners were 2.8 times (95% CI 1.7–4.5) more
likely to have HPV compared to those with a 12-month gap since
the last extra-dyadic partner but this effect disappeared after adjustment for number of partners. Couples who always or frequently
used condoms with their previous partner(s) were 29% (95% CI
9–45%) less likely to have HPV after accounting for number of partners and gap length/concurrency.
Conclusions Number of extra-dyadic partners (past or concurrent) predicts the likelihood of HPV in a partnership. Condoms may
have some impact on limiting spread of HPV, although protection
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