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Abstract 

Objectives: To investigate the pattern of multiple human papillomavirus (HPV) infections and associated factors in 
young women who access the Brazilian public health care system to better understand the characteristics of multiple 
HPV infections, a critical issue in this era of multivalent vaccines.

Methods: This was a cross-sectional, multicenter study with sexually active unvaccinated women (16–25 years old) 
from 119 primary Brazilian healthcare centers between September 2016 and November 2017. Cervical samples were 
collected by trained health professionals, and HPV detection was performed in a central laboratory by Linear Array.

Results: Of the 5268 women, 33.00% (95% CI 31.07–34.92) had multiple infections. At least one type of high-risk HPV 
was present in 85.50% of all multiple infections. All HPV types were detected more frequently in association with other 
types than alone. Young individuals who were single or in a casual relationship and those who had more than one 
sexual partner in the past year were more likely to have multiple infections.
Conclusions: In this work, a high rate of multiple HPV infections among unvaccinated young adults tended to 
increase due to certain risk factors. Such data can provide insight for decision makers in the development of public 
policies regarding HPV prevention.

Resumo 

Compreender as características de infecções múltiplas é fundamental na era das vacinas multivalentes contra o HPV 
para a prevenção do cancer de colo de útero. Portanto, neste estudo transversal, tivemos como objetivo investigar 
o padrão de infecções múltiplas de HPV e fatores associados em 5.268 mulheres sexualmente ativas não vacinadas 
(16-25 anos) que acessam o sistema público de saúde brasileiro. Amostras cervicais foram coletadas por profissionais 
de saúde treinados. A detecção do HPV foi realizada em um laboratório central por Linear Array. Ao todo, 33,00% (95% 
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Introduction
Cervical cancer kills approximately 300,000 women 
yearly, particularly middle-aged women and those living 
in lower-resource settings [1]. In Brazil, this is the fourth 
most frequent cancer among women despite being largely 
preventable through vaccination [2]. The percentage of 
multiple human papillomavirus (HPV) infections found 
in invasive cervical carcinomas has greatly increased, 
although this is a monoclonal disease that should be 
caused by only one HPV type [3]. HPV types 16 and 18 
account for ~ 70% of all cervical cancer cases worldwide, 
while other types account for an additional 20% [4].

The first HPV studies seldom detected multiple infec-
tions. This is likely due to the characteristics of early 
diagnostic tests. The shift toward highly sensitive assays 
has, however, affected HPV findings in the most recent 
epidemiological studies in a way that cannot be ignored 
[5]. Notably, coinfections with multiple HPV types are 
very common in sexually active men and women [6]. In 
addition to the viral genotype, many other factors could 
lead to cervical carcinoma, such as viral persistence, 
age and immune status [7]. The contribution of HPV 
genotypes individually or pooled based on the severity 
of cervical neoplasia is unclear [1, 8, 9] but seems to be 
associated with persistent HPV infections [9, 10].

Indeed, because some studies have demonstrated 
higher rates of abnormal cervical cytology in women 
with multiple-type infections [6, 11, 12], it is important 
to understand the biological and epidemiological char-
acteristics of these specific HPV infections. Some stud-
ies suggest that multiple types of infections occur more 
frequently than would be expected by chance alone [6]. 
This indicates that acquisition of different HPV types is, 
thus, not independent and that shared factors may be the 
explanation for the increased frequencies of coinfections 
[13]. At the same time, other studies, controlling for the 
lifetime number of sexual partners, age, and type-spe-
cific HPV prevalence, have demonstrated that the num-
ber of cases with multiple-type infections is small [14, 
15]. Accordingly, multiple genital HPV infections are 
notably associated with aspects of sexual behavior, such 
as the number of sexual partners [16, 17]. These findings 
reinforce that cervical cancer and less safe behaviors are 
often linked, reflecting an opportunity, especially for the 
young adult population, which has a high prevalence of 
sexually transmitted infections (STIs).

Understanding the characteristics of multiple infec-
tions is critical in the era of HPV multivalent vaccines. 
To contribute to this issue, this study was devel-
oped with the objective of investigating the pattern 

IC 31,07–34,92) das participantes tiveram infecções múltiplas (60,43% entre aquelas com HPV positivo). O número de 
tipos de HPV em uma infecção múltipla variou de 2 a 14. Os tipos virais mais frequentemente identificados foram 16 
e 52. Todos os tipos de HPV foram detectados mais frequentemente em associação com outros tipos do que isol-
adamente. A incidência de infecções múltiplas foi 1,29 vezes maior em participantes solteiros do que em casados. 
Mulheres que tiveram duas ou mais parcerias sexuais no último ano também tiveram taxas mais altas de infecções 
múltiplas do que aquelas que tiveram menos de duas parcerias. Em conclusão, foi observada uma alta prevalência de 
infecções múltiplas antes do Programa Nacional de Imunização contra o vírus, especialmente naqueles que apresen-
tam comportamentos menos seguros.

Plain Language Summary 

Understanding the characteristics of multiple infections is critical in the era of HPV multivalent vaccines for the 
prevention of cervical carcinomas. Therefore, in this cross-sectional study, we aimed to investigate the pattern of 
multiple HPV infections and associated factors in 5,268 sexually active unvaccinated women (16–25 years old) who 
access the Brazilian public health care system. Cervical samples were collected by trained health professionals, and 
HPV detection was performed in a central laboratory by Linear Array. A total of 33.00% (95% CI 31.07–34.92) had 
multiple infections (60.43% of the HPV-positive sample). The number of HPV types in a multiple infection ranged from 
2 to 14 different types. The viral types more frequently identified were HPV 16 and 52. All HPV types were detected 
more frequently in association with other types than alone. The incidence of multiple infections was 1.29 times higher 
in single than in married or cohabitating participants. Women who had two or more partners in the last year also 
had higher rates of multiple infections than those who had fewer than two sexual partners. In conclusion, a high 
prevalence of multiple infections prior to the national HPV immunization program was observed, especially with the 
increase in less safe behavior factors.

Keywords: HPV, Epidemiology, Sexual health, Infectious diseases, Young adults
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of multiple HPV infections and associated factors in 
young women who access the Brazilian public health 
care system.

Methods
Study population
This study analyzed the data collected in the POP-Brazil 
study (Prevalence of Human Papillomavirus in Brazil). 
This is the first nationwide study aimed at determining 
the prevalence of HPV infections (and their types) among 
sexually active women aged 16–25  years [18]. Partici-
pants were enrolled from 119 primary health care units 
of all 27 Brazilian capitals between September 2016 and 
November 2017. Individuals were recruited through their 
reference health units, which were selected using criteria 
related to the representativeness of the health districts of 
each capital and the ability to collect and store samples. 
The exclusion criteria were as follows: pregnant women; 
those who had undergone hysterectomy or trachelec-
tomy; and participants who had cervical intraepithelial 
neoplasia grade 2 or higher. Participants who did not 
complete the questionnaire, participants who answered 
the questionnaire but did not provide genital samples, 
and participants who had already received the HPV vac-
cine were excluded from the analysis. As part of the POP-
Brazil study, all participants were interviewed based on 
a structured questionnaire. Data regarding social and 
demographic aspects (current age < 22 or ≥ 22  years 
old, race/color, relationship status), sexual behavior (the 
number of partners in the past and in the last 5  years, 
age at first sexual intercourse, condom use in the last 
intercourse and type of sex practiced), drugs, alcohol, 
and tobacco use were collected. To characterize sexu-
ally transmitted infections, we asked participants if they 
had ever been diagnosed with HIV, syphilis, gonorrhea, 
and/or herpes. Additionally, participants were invited 
to undergo an HIV rapid test. Individuals who reported 
having a sexually transmitted infection (STI) or who had 
two positive rapid test results at the time of the interview 
were considered positive for STI. Details on the instru-
ments used to collect these variables are available else-
where [19].

Cervical samples were collected by trained health pro-
fessionals using a Qiagen HC2 DNA collection device 
according to the manufacturer’s instructions. The swabs 
were placed in Digene Specimen Transport Medium (Qia-
gen), stored at controlled room temperature (15–25  °C) 
and shipped to a central laboratory weekly where the sam-
ples were aliquoted and stored at − 80 °C until processing.

Samples were concentrated by centrifugation, and 
DNA was extracted by using a robotic system (MagNA 
Pure LC 2.0; Roche) in a central laboratory, which utilizes 
magnetic beads to purify DNA. Roche Linear Array® was 

used to perform HPV detection and typing, as previously 
described [18]. The test detects 37 types of HPV simul-
taneously [20]. The assay used incorporated β-globin as 
an internal control for sample amplification. Whenever 
necessary, the presence of HPV-52 was confirmed using a 
specific real-time PCR assay.

The study was approved by the Ethics Committee on 
Human Research (Moinhos de Vento Hospital – protocol 
no. 1607032). All participants provided written consent.

Statistical analysis
HPV results were grouped as high-risk HPV types (HR-
HPV) (16, 18, 31, 33, 35, 39, 45, 51, 52, 56, 58, 59, 68) and 
others (6, 11, 26, 40, 42, 53, 54, 61, 62, 64, 66, 67, 69, 70, 
71, 72, 73, 81, 82, 82v, 83, 84, 89) according to the manu-
facturer’s instructions. Young adults infected with more 
than one HPV type were considered positive with multi-
ple infections.

Descriptive analysis was used to characterize the study 
population. Categorical variables were summarized using 
absolute frequencies and percentages, while continu-
ous variables were analyzed using means and confidence 
intervals (CIs). Chi-square tests and analysis of variance 
(ANOVA) were performed to detect differences between 
groups. The answer option “I don’t know” was considered 
a missing value. The percentages of all variables were cal-
culated after applying a weighting variable to the sample, 
which was constructed according to the distributions 
of the populations of Brazilian capitals by sex in the age 
group of interest in 2010 according to the Demographic 
Census of the Brazilian Institute of Geography and Sta-
tistics (IBGE).

Initially, Poisson regression with robust variance anal-
ysis was conducted to examine factors associated with 
multiple HPV infections compared with single infec-
tion, adjusting for confounders. These analyses provided 
a prevalence ratio (PR) as a measure of association. For 
the multivariate analyses, a theoretical framework was 
structured with the variables associated with multiple 
infections, discriminating hierarchical blocks [11, 21–
24]: personal characteristics (Model 1), relationship and 
smoking status (Model 2), and sexual behavior (Model 3). 
The hierarchical model is an available alternative in epi-
demiological studies with a large number of covariates 
[25].

In the next step, from the full model, the variables sig-
nificantly associated with HPV were defined as less safe 
behavior factors for the infection. Finally, the prevalence 
of negative, single, and multiple HPV infections was ana-
lyzed according to the presence of these selected factors 
(none, one, two or three factors) throughout a multiple 
comparison test for proportions in a cross tabulation. The 
Cochran-Armitage trend test was also used to determine 
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how the prevalence of multiple HPV infections changes 
according to the presence of these factors. Statistical 
analysis was performed using SAS software (version 
9.4, Statistical Analysis System, SAS Institute Inc., Cary, 
N.C.), and statistical significance was defined as p < 0.05.

The sample size (7935) was based on the main objec-
tive of the POP-Brazil Study, which was to establish the 
prevalence of HPV in Brazil. It was considered an HPV 
prevalence of 30%—estimated by a systematic review that 
analyzed infection in the cervix [26]. It was deliberately 
equal in all regions to maximize diversity in less popu-
lated areas.

Results
The mean age of the 5,268 women included in the study 
was 21.80  years (CI 21.69–21.90). The distribution of 
individuals according to single and multiple HPV infec-
tions is shown in Table 1.

A total of 1,729 women [33.00% (95% CI 31.07–34.92)] 
had multiple infections (60.43% of the HPV-positive sam-
ple; 1729/2851), ranging in number of types from 2 to 14. 
The majority had two HPV types, but 11.13% had four or 
more HPV types (Fig.  1). Of participants with multiple 
infections, 84.50% (1456/1729) had at least one high-risk 
(HR-HPV) type (data not shown).

The viral types more frequently identified in par-
ticipants with multiple infections were HPV 16 (411, 
23.97%), HPV 52 (364, 21.67%), HPV 6 (266, 16.81%), and 
HPV 58 (262, 16.30%). Individually, all HPV types were 
detected more frequently in association with other types 
than alone (Fig. 2).

Characteristics by different groups of infection
The prevalence of multiple infections changes signifi-
cantly with age (p < 0.001). The prevalence of multi-
ple infections was 65.28% and 53.76% among women 
younger and older than 22  years, respectively (Table  1). 
Single participants, those with a higher number of part-
ners (last year and last 5 years), smokers, and those who 
consumed alcohol had higher rates of multiple HPV 
infection. The mean age at first sexual intercourse of 
participants with multiple infections was 15.48 (15.39–
15.56) years, without significant differences between the 
infection groups (data not shown). There was no differ-
ence in the HPV multiple infection rate according to self-
declared race/skin color (p = 0.692).

When we compared participants with multiple infec-
tions with those with single infections, being 22 years or 
older was a protective factor in all multivariate models 
(Table  2). The incidence of multiple infections was 1.29 
times higher among participants who were single [PR 
1.29 (CI 95% 1.12–1.48)] and 1.20 times higher among 
those involved in casual relationships [PR 1.20 (CI 95% 

1.06–1.36)] compared with the incidence among mar-
ried participants or those or who were living together. 
Women who had two or more partners in the last year 
had higher rates of multiple infections (PR 1.13; 95% CI 
1.02–1.25) than those who had fewer than two sexual 
partners.

Presence of less safe behavioral factors
We analyzed the prevalence of infections according to 
the presence of the less safe behavioral factors identified 
in Table 2 (younger age, single or dating relationship, and 
two or more partners in last year). In a trend analysis, the 
prevalence of multiple infections increased significantly 
as the number of less safe behaviors increased (p < 0.001). 
The prevalence of multiple infections was significantly 
higher than that of single HPV infection for all women 
with one (29.29% vs. 19.28%), two (41.97% vs. 23.38%) 
and three behaviors (44.31% vs. 26.06%), in addition to 
those with no behavioral factors (Fig. 3).

Discussion
This large nationwide sample of sexually active young 
adult Brazilian women showed that the occurrence of 
multiple HPV infections was high, especially HR-HPV, 
and more common than that of single infections. The 
two most commonly detected HR-HPV types in multi-
ple infections were HPV 16 and 52. Young women, single 
or dating status, and a higher number of sexual partners 
were the factors most associated with multiple HPV 
infections. The prevalence of multiple infections had 
an upward trend with the number of less safe behavior 
factors.

More than 30% of all participants had multiple HPV 
infections. Other studies with larger age ranges showed 
a prevalence varying between 19.0 and 43.2%. In the 
United States, the prevalence was 19.0% (participants 
aged 18–65  years) [6], compared with 28.5% in Colom-
bia (aged 12–19  years)[21], 31.3% in Greece (aged 
18–71  years) [27], 33.5% in Canada (aged 13–86  years) 
[28], 41.9% in Sweden (aged 12–45  years) [15], and 
43.2% in Costa Rica (aged 18–25  years) [11]. However, 
in another Brazilian study (2,075 women; mean age of 
33 years), the prevalence of multiple infections was much 
lower even among participants with cytologic abnormali-
ties (3% among those with normal cytology, 7% among 
woman with high-grade squamous intraepithelial lesion, 
10% among those with atypical squamous cells of unde-
termined significance, and 23% among those with low-
grade squamous intraepithelial lesion), but it was also 
age-dependent, which could explain the differences com-
pared with our findings [13]. It is possible that infection 
in the early years of sexual life leads not only to a higher 
prevalence but also to a higher frequency of HPV types. 
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Viral clearance of HPV 16 is lower at younger ages [29] 
and is associated with viral load, which could be higher in 
sexually naïve women.

HPV 16 was the most frequent genotype found in mul-
tiple infections, which is in accordance with previous 

studies involving sexually active young adults [3, 5, 9, 21, 
27, 30–32]. Similar to HPV 16, all other types were more 
likely to be detected as part of a multiple infection rather 
than as single infections [31], which is different from 
the results reported by Argyri and Dunne [27, 33]. This 

Table 1 Characteristics of young adult women between HPV groups

POP-Brazil Study

Data are shown as absolute frequencies and percentages

Single HPV
n (%)

Multiple HPV
n (%)

P value

Age (%)  < 0.001

 16–21 years 588 (34.72) 1064 (65.28)

 22–25 years 534 (46.24) 665 (53.76)

Race/color (%) 0.692

 White 246 (41.77) 407 (58.23)

 Black 180 (35.89) 279 (64.11)

 Brown 659 (39.60) 993 (60.40)

 Other (Asiatic, indigenous) 33 (44.91) 44 (55.09)

Relationship status (%)  < 0.001

 Single or without partner 224 (31.65) 406 (68.35)

 In casual relationships 401 (35.37) 808 (64.63)

 Married or living together 485 (50.12) 494 (49.88)

 Divorced or widowed 12 (40.33) 21 (59.67)

No. of sexual partners in the last year (%)  < 0.001

 < 2 841 (43.07) 1089 (56.93)

 ≥ 2 254 (31.51) 579 (68.49)

No. of sexual partners in the last 5 years (%)  < 0.001

 ≤ 1 308 (50.18) 294 (49.82)

 2 or 3 400 (40.58) 622 (59.42)

 ≥ 4 301 (32.29) 611 (67.71)

Tobacco use 0.712

 Nonsmoker 775 (40.17) 1203 (59.83)

 Smoker 139 (36.79) 200 (63.21)

 Ex-smoker 208 (39.08) 326 (60.92)

Drug use (%) 0.764

 Yes 271 (38.84) 443 (61.16)

 No 851 (39.80) 1286 (60.20)

Alcohol consumption (%)  < 0.001

 Yes 791 (36.17) 1266 (63.83)

 No 331 (47.73) 463 (52.27)

Condom use in the last intercourse (%) 0.226

 Yes 398 (37.30) 654 (62.70)

 No 720 (40.80) 1067 (59.20)

Sexually transmitted  infectionc 0.670

 Yes 139 (38.64) 202 (61.36)

 No 925 (40.43) 1410 (59.57)

Type of sex (%) 0.287

 Exclusively vaginal 304 (43.23) 446 (56.77)

 Other sex types excluding vaginal 19 (47.64) 19 (52.36)

 Vaginal and other sex types 779 (38.58) 1204 (61.42)
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may be due to the age of this study’s participants (16–
25 years), as participants under the age of 22 years were 
associated with multiple infections. In the United States, 
for example, the prevalence of single HPV infections is 
more common, but the study population comprised only 
females aged 14 to 59  years [33]. The same result was 
observed in a Greek study (women aged 18 to 71) [27]. 
There seems to be a tendency of HPV types to cluster sig-
nificantly with the genetic similarity of L1 regions [14]. In 
the present study, both of the more prevalent HR-HPV 
types were detected in patients with multiple infections 
(16 and 52) belonging to the Alpha 9 species.

Our results are consistent with the literature, which 
demonstrates inverse associations of a higher prevalence 

of multiple HPV with younger age [22]. High evidence 
was also seen for women who were single or dating com-
pared with married women or women who live with 
someone. Sexual contact with different types of partners 
is already a well-established risk factor for the prevalence 
of HR-HPV [34] and appears to be a risk factor for multi-
ple infections as well [11, 21, 24, 34]. Other factors, such 
as race/skin color and condom use, were not associated 
with multiple infections. The more risk factors the par-
ticipant had, the higher the prevalence of multiple infec-
tions. No other studies were found that evaluated the 
trend between risk factors and multiple infections.

Despite knowing that the prevalence of multiple HPV 
infections is high, it remains unclear whether this is a 
higher risk factor for the persistence of HPV and for cer-
vical lesions than single infections [7, 8]. Wentzensen 
[32] and Trottier [12] showed that multiple HR infec-
tions were not associated with an increase in squamous 
intraepithelial lesions, and Chaturvedi [11] and the SUC-
CEED study [35] found a significantly increased risk of 
cervical intraepithelial neoplasia in coinfections with 
multiple genotypes. Recently, Oyervides-Muñoz also 
found an association between multiple HPV infections 
and high viral loads and infection persistence, a require-
ment for developing cervical cancer [9]. Some studies 
have shown that women coinfected with both HR- and 
low-risk HPV have a reduced risk for future invasive 
squamous cervical cancer compared with that for women 
infected with HR-HPV alone [36]. Apparently, some 
specific combinations could synergistically or antago-
nistically interact and affect the risk of cancer [37], but 
further clinical studies must be designed to determine 
the mechanism of these combinations.

Fig. 1 Types of HPV infection in young adult women in the 
POP-Brazil Study (2016–2017). The percentages were calculated after 
applying a weighting variable to the sample

Fig. 2 Prevalence of the most common HPV genotypes by single and multiple infections. *High-risk HPV type
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Regardless of whether HPV types in multiple infections 
are randomly chosen, understanding the characteristics of 
these types of infections and the groups of risk factors is 
critical in the era of HPV vaccination. In Brazil, the quad-
rivalent vaccine (types 6, 11, 16 and 18) has been used in 
the Public Health System as a primary measure for cervical 
cancer prevention since 2014 [38]. Initially, girls aged 11 to 
13 years were targeted, followed by those aged 9 to 13 years 
in 2015 and 9 to 14 years in 2017; at that time, boys aged 
11 to 14 years and other populations at risk, such as HIV-
positive people, oncologic patients and people with solid 
organ or bone marrow transplantation, were also consid-
ered. Post-vaccination data may corroborate the discussion 

on quadrivalent vaccine effectiveness in the context of 
multiple-type HPV rates. This is the first large study that is 
demographically and geographically diverse and includes 
all Brazilian capitals that use a sensitive testing method that 
allows the identification of multiple HPV types simultane-
ously. Additionally, we were able to provide important data 
regarding the behavior of HPV multiple infections accord-
ing to the number of less safe behavioral factors.

Some limitations of this study should be noted. 
Although we recruited participants in different settings, 
this was a cross-sectional study with a convenience sam-
ple. However, the sociodemographic and behavioral 
characteristics are similar to those of the young Brazilian 

Table 2 Multivariate analyses of factors associated with multiple HPV infections compared with single infections

Poisson regression with robust variance

Model 1: age and race/color

Model 2: Model 1 + relationship status and smoking status

Model 3: Model 2 + number of sexual partners in the last year, presence of sexually transmitted infection, age at first sexual intercourse, type of sex practices and 
condom use in the last intercourse

Model 1 Model 2 Model 3
Prevalence ratio (95% confidence interval)

Age

 16–21 years 1 1 1

 22–25 years 0.82 (0.75–0.91) 0.85 (0.77–0.93) 0.84 (0.75–0.93)

Race/color

 White 1 1 1

 Black 1.10 (0.95–1.27) 1.09 (0.94–1.25) 1.11 (0.95–1.29)

 Brown 1.03 (0.92–1.17) 1.05 (0.93–1.18) 1.05 (0.93–1.20)

 Other 0.94 (0.67–1.33) 0.93 (0.65–1.32) 0.89 (0.60–1.34)

Relationship status

 Single or without partner 1.34 (1.19–1.52) 1.29 (1.12–1.48)

 Dating or casual 1.26 (1.13–1.42) 1.20 (1.06–1.36)

 Married or living together 1 1

 Divorced/widowed 1.17 (0.78–1.76) 1.10 (0.73–1.67)

Smoking status

 Nonsmoker 1 1

 Smoker 1.05 (0.91–1.20) 1.04 (0.89–1.21)

 Ex-smoker 1.01 (0.90–1.13) 1.02 (0.91–1.15)

No. of sexual partners in the last year

 < 2 1

 ≥ 2 1.13 (1.02–1.25)

Sexually transmitted infection 1.00 (0.87–1.14)

Age at first sexual intercourse

 < 14 years 1.02 (0.89–1.17)

 ≥ 14 years 1

Type of sex

 Exclusively vaginal 1

 Other sex types excluding vaginal 0.86 (0.46–1.62)

 Vaginal and other sex types 1.06 (0.95–1.19)

Condom use in the last intercourse 1.00 (0.90–1.10)
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population, allowing inferences for the entire population 
in this age range. Additionally, we do not have informa-
tion on HPV immunogenicity and were not able to assess 
concurrent versus acquired infections, considering that 
immune responses following concurrent acquisition of 
multiple HPV infections could be different from natural 
acquired infections.

In conclusion, we observed a high prevalence of mul-
tiple infections, especially HR-HPV, prior to the national 
HPV immunization program. This prevalence tended 
to increase with a higher number of less safe behavioral 
factors. Such data can provide insight for decision mak-
ers in the development of public policies regarding HPV 
prevention.

Abbreviations
ANOVA: Analysis of variance; CI: Confidence interval; HPV: Human papilloma-
virus; HR: High risk; POP-Brazil: Prevalence of Human Papillomavirus in Brazil; 
PR: Prevalence ratio; SAS: Statistical Analysis System; STI: Sexually transmitted 
infection.

Acknowledgements
Not applicable.

Authors’ contributions
EMW contributed substantially to the concept and design of the study; NLK 
wrote the first draft; MB conducted the data analyses; all authors contributed 
to the interpretation of data and approved the final version to be published, 
with EMW, JC, JDCH, MB, CMD, ASB, FMAS, GFMP, and LLV primarily responsible 
for revising the drafts for publication. All authors read and approved the final 
manuscript.

Funding
This work was supported by the Moinhos de Vento Hospital in a partnership 
with the Department of Surveillance, Prevention and Control of Sexually Trans-
mitted Infections, HIV/AIDS and Viral Hepatitis, of the Secretariat for Health 
Surveillance of the Brazilian Ministry of Health through the Program for Institu-
tional Development of the Brazilian Unified Health System (PROADI-SUS).

Availability of data and materials
The original data from the survey are available upon request.

Declarations

Ethics approval and consent to participate
The study was approved by the Ethics Committee on Human Research (Moin-
hos de Vento Hospital – protocol no. 1607032).

Consent for publication
Not applicable.

Competing interests
L.L.V. is an occasional consultant and speaker for Merck, Sharp & Dohme and a 
consultant for BD, Roche and Qiagen for HPV tests.

Author details
1 Hospital Moinhos de Vento, Porto Alegre, Brazil. 2 Department of Analysis, 
Faculty of Pharmacy, Federal University of Rio Grande do Sul, Porto Alegre, 
Brazil. 3 National Immunization Program, Ministry of Health, Brasilia, Brazil. 
4 Doctor Heitor Vieira Dourado Tropical Medicine Foundation, Molecular Biol-
ogy Laboratory Manaus, Manaus, Brazil. 5 Faculdade de Medicina, and Instituto 
do Câncer do Estado de São Paulo (ICESP), Universidade de São Paulo, São 
Paulo, Brazil. 6 Department of Chronic Conditions and Sexually Transmitted 
Infections, Ministry of Health, Brasília, Brazil. 7 Graduate Program in Health Sci-
ences and Pediatrics, Federal University of Health Science of Porto Alegre, Rua 
Ramiro Barcelos 910, Porto Alegre CEP 90035-004, Brazil. 

Received: 17 June 2021   Accepted: 13 September 2021

References
 1. Arbyn M, Weiderpass E, Bruni L, de Sanjosé S, Saraiya M, Ferlay J, et al. Esti-

mates of incidence and mortality of cervical cancer in 2018: a worldwide 
analysis. Lancet Glob Health. 2019;8:e191-203.

 2. Nacional I, de Câncer José Alencar Gomes da Silva. Estimativa, . incidência 
de câncer no Brasil / Instituto Nacional de Câncer José Alencar Gomes da 
Silva. Rio de Janeiro. 2020;2019:120.

 3. Li N, Franceschi S, Howell-Jones R, Snijders PJF, Clifford GM. Human papil-
lomavirus type distribution in 30,848 invasive cervical cancers worldwide: 
Variation by geographical region, histological type and year of publica-
tion. Int J Cancer. 2011;128:927–35.

 4. Bruni L, Albero G, Serrano B, Mena M, Gómez D, Muñoz J, et al. ICO/IARC 
Information Centre on HPV and Cancer (HPV Information Centre). Human 
Papillomavirus and Related Diseases in the World. Summary Report 17 
June 2019.

 5. Wentzensen N, Schiffman M, Dunn T, Zuna RE, Gold MA, Allen RA, et al. 
Multiple human papillomavirus genotype infections in cervical cancer 
progression in the study to understand cervical cancer early endpoints 
and determinants. Int J Cancer. 2009;125:2151–8.

 6. Dickson EL, Vogel RI, Bliss RL, Downs LS. Multiple-type human papillo-
mavirus (HPV) infections: a cross-sectional analysis of the prevalence of 
specific types in 309,000 women referred for HPV testing at the time of 
cervical cytology. Int J Gynecol Cancer. 2013;23:1295–302.

 7. Bruno MT, Scalia G, Cassaro N, Boemi S. Multiple HPV 16 infection with 
two strains: a possible marker of neoplastic progression. BMC Cancer. 
2020;20:1.

 8. Adcock R, Cuzick J, Hunt WC, McDonald RM, Wheeler CM. Role of HPV 
genotype, multiple infections, and viral load on the risk of high-grade 
cervical neoplasia. Cancer Epidemiol Prev Biomark. 2019;28:1816–24.

 9. Oyervides-Muñoz MA, Pérez-Maya AA, Sánchez-Domínguez CN, 
Berlanga-Garza A, Antonio-Macedo M, Valdéz-Chapa LD, et al. Multiple 
HPV infections and viral load association in persistent cervical lesions in 
Mexican women. Viruses. 2020;12:1.

 10. De Brot L, Pellegrini B, Moretti ST, Carraro DM, Soares FA, Rocha RM, 
et al. Infections with multiple high-risk HPV types are associated with 
high-grade and persistent low-grade intraepithelial lesions of the cervix. 
Cancer Cytopathol. 2017;125:138–43.

Fig. 3 Prevalence of single and multiple infections according to the 
presence of less safe behaviors. The less safe behaviors analyzed were 
younger age (< 22 years), single or in casual relationships, and two or 
more partners in the last year



Page 9 of 9Kops et al. Reprod Health          (2021) 18:201  

 11. Chaturvedi AK, Katki HA, Hildesheim A, Rodríguez AC, Quint W, Schiffman 
M, et al. Human papillomavirus infection with multiple types: pattern of 
coinfection and risk of cervical disease. J Infect Dis. 2011;203:910–20.

 12. Trottier H, Mahmud S, Costa MC, Sobrinho JP, Duarte-Franco E, Rohan 
TE, et al. Human papillomavirus infections with multiple types and risk of 
cervical neoplasia. Cancer Epidemiol Biomark Prev. 2006;15:1274–80.

 13. Rousseau M-C, Villa LL, Cecilia Costa M, Abrahamowicz M, Rohan TE, 
Franco E. Occurrence of cervical infection with multiple human papil-
lomavirus types is associated with age and cytologic abnormalities. Sex 
Transm Dis. 2003;30:581.

 14. Vaccarella S, Franceschi S, Herrero R, Schiffman M, Rodriguez AC, 
Hildesheim A, et al. Clustering of multiple human papillomavirus infec-
tions in women from a population-based study in guanacaste. Costa Rica 
J Infect Dis. 2011;204:385–90.

 15. Vaccarella S, Söderlund-Strand A, Franceschi S, Plummer M, Dillner J. 
Patterns of human papillomavirus types in multiple infections: an analysis 
in women and men of the high throughput human papillomavirus 
monitoring study. PLoS ONE. 2013;8:e71617.

 16. Liu Z-C, Liu W-D, Liu Y-H, Ye X-H, Chen S-D. Multiple sexual partners 
as a potential independent risk factor for cervical cancer: a meta-
analysis of epidemiological studies. Asian Pac J Cancer Prev APJCP. 
2015;16:3893–900.

 17. Nielsen A, Kjaer SK, Munk C, Iftner T. Type-specific HPV infection and 
multiple HPV types: prevalence and risk factor profile in nearly 12,000 
younger and older Danish women. Sex Transm Dis. 2008;35:276–82.

 18. Wendland EM, Caierão J, Domingues C, Maranhão AGK, de Souza FMA, 
Hammes LS, et al. POP-Brazil study protocol: a nationwide cross-sectional 
evaluation of the prevalence and genotype distribution of human papil-
lomavirus (HPV) in Brazil. BMJ Open. 2018;8:e021170.

 19. Horvath JDC, Kops NL, Caierão J, Bessel M, Hohenberger G, Wendland EM. 
Human papillomavirus knowledge, beliefs, and behaviors: a question-
naire adaptation. Eur J Obstet Gynecol Reprod Biol. 2018;230:103–8.

 20. Burd EM. Human papillomavirus laboratory testing: the changing para-
digm. Clin Microbiol Rev. 2016;29:291.

 21. Del Río-Ospina L, Soto-De León SC, Camargo M, Sánchez R, Mancilla CL, 
Patarroyo ME, et al. The prevalence of high-risk HPV types and factors 
determining infection in female colombian adolescents. PLoS ONE. 
2016;11:e0166502.

 22. Rousseau M-C, Abrahamowicz M, Villa LL, Costa MC, Rohan TE, Franco EL. 
Predictors of cervical coinfection with multiple human papillomavirus 
types. Cancer Epidemiol Prev Biomark. 2003;12:1029–37.

 23. Mbulawa ZZA, van Schalkwyk C, Hu N-C, Meiring TL, Barnabas S, Dabee 
S, et al. High human papillomavirus (HPV) prevalence in South African 
adolescents and young women encourages expanded HPV vaccination 
campaigns. PLoS ONE. 2018;13:1.

 24. Zhang C, Zhang C, Huang J, Shi W. The genotype of human papilloma-
virus and associated factors among high risk males in Shanghai, China: 
a molecular epidemiology study. Med Sci Monit Int Med J Exp Clin Res. 
2018;24:912–8.

 25. Fuchs SC, Victora CG, Fachel J. Modelo hierarquizado: uma proposta de 
modelagem aplicada à investigação de fatores de risco para diarréia 
grave. Rev Saúde Pública. 1996;30:168–78.

 26. Ayres ARG, Silva GA. Prevalência de infecção do colo do útero pelo HPV 
no Brasil: revisão sistemática. Rev Saúde Pública. Faculdade de Saúde 
Pública da Universidade de São Paulo 2010;44:963–74.

 27. Argyri E, Tsimplaki E, Papatheodorou D, Daskalopoulou D, Panotopoulou 
E. Recent trends in HPV infection and type distribution in Greece. Anti-
cancer Res. 2018;38:3079–84.

 28. Moore RA, Ogilvie G, Fornika D, Moravan V, Brisson M, Amirabbasi-Beik M, 
et al. Prevalence and type distribution of human papillomavirus in 5,000 
British Columbia women–implications for vaccination. Cancer Causes 
Control CCC. 2009;20:1387–96.

 29. Muñoz N, Hernandez-Suarez G, Méndez F, Molano M, Posso H, Moreno 
V, et al. Persistence of HPV infection and risk of high-grade cervical 
intraepithelial neoplasia in a cohort of Colombian women. Br J Cancer. 
2009;100:1184–90.

 30. Clifford GM, Gonçalves MAG, Franceschi S, HIV Study Group. Human 
papillomavirus types among women infected with HIV: a meta-analysis. 
AIDS Lond Engl. 2006;20:2337–44.

 31. Tota JE, Jiang M, Ramanakumar AV, Walter SD, Kaufman JS, Coutlée F, et al. 
Epidemiologic evaluation of human papillomavirus type competition 
and the potential for type replacement post-vaccination. PLoS ONE. 
2016;11:e0166329.

 32. Wentzensen N, Nason M, Schiffman M, Dodd L, Hunt WC, Wheeler CM. 
No evidence for synergy between human papillomavirus genotypes 
for the risk of high-grade squamous intraepithelial lesions in a large 
population-based study. J Infect Dis. 2014;209:855–64.

 33. Dunne EF, Unger ER, Sternberg M, McQuillan G, Swan DC, Patel SS, et al. 
Prevalence of hpv infection among females in the United States. JAMA. 
2007;297:813–9.

 34. Kasamatsu E, Rodríguez Riveros MI, Soilan AM, Ortega M, Mongelós P, 
Páez M, et al. Factors associated with high-risk human papillomavirus 
infection and high-grade cervical neoplasia: a population-based study in 
Paraguay. PLoS ONE. 2019;14:e0218016.

 35. Nogueira Dias Genta ML, Martins TR, MendozaLopez RV, Sadalla JC, 
de Carvalho JPM, Baracat EC, et al. Multiple HPV genotype infection 
impact on invasive cervical cancer presentation and survival. PLoS ONE. 
2017;12:e0182854.

 36. Sundström K, Ploner A, Arnheim-Dahlström L, Eloranta S, Palmgren J, 
Adami H-O, et al. Interactions between high- and low-risk HPV types 
reduce the risk of squamous cervical cancer. JNCI J Natl Cancer Inst. 
2015;107:185.

 37. Del Prete R, Ronga L, Magrone R, Addati G, Abbasciano A, Di Carlo D, et al. 
Epidemiological evaluation of human papillomavirus genotypes and 
their associations in multiple infections. Epidemiol Infect. 2019;147:e132.

 38. Ministério da Saúde. Informe técnico da ampliação da oferta das vacinas 
papilomavírus humano 6, 11, 16 e 18 (recombinante) – vacina HPV quad-
rivalente e meningocócica C (conjugada). 2018;39.

Publisher’s Note
Springer Nature remains neutral with regard to jurisdictional claims in pub-
lished maps and institutional affiliations.


	Behavioral factors associated with multiple-type HPV genital infections: data from a cross-sectional study in young women in Brazil
	Abstract 
	Objectives: 
	Methods: 
	Results: 
	Conclusions: 
	Resumo 

	Plain Language Summary 
	Introduction
	Methods
	Study population
	Statistical analysis

	Results
	Characteristics by different groups of infection
	Presence of less safe behavioral factors

	Discussion
	Acknowledgements
	References


