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Introduction: Chlamydia trachomatis infection is the most
common bacterial sexually transmitted disease (STD) in the
world. Multi-locus sequence typing (MLST) is a nucleotide
sequence based approach for unambiguously characterising iso-
lates of bacteria and other organisms via the internet, and has
been used to monitor the molecular epidemiology of patho-
genic bacteria and also to help understand their evolution and
population biology. To enrich genetic background information
on C. trachomatis in the MLST database and to deepen the
current knowledge of the molecular characteristics of C. tra-
chomatis strains circulating in China.
Methods Ninty-nine C. trachomatis-infected patients and 16
follow-up patients were recruited from selected STD clinics in
Jiangsu Province and Guangxi Zhuang Autonomous Region,
from whom cervical swabs and demographic data were col-
lected. C. trachomatis type was determined by MLST analysis.
Chlamydia sequence types from different areas were compared
by using Bio-Numerics 7 to generate a minimum spanning
tree.
Results Six out of the 16 follow-up samples tested positive for
C. Trachomatis DNA. Of 105 Chlamydia-positive samples, 90
(85.71%) were available for MLST analysis, by which seven
ompA genovars and 26 MLST types were determined. Signifi-
cant differences in genovar distribution were not observed
between C. trachomatis strains from Jiangsu and Guangxi, but
noted between Chinese and Italian strains. Among the six
Chlamydia-positive follow-up samples, three were identified as
Chlamydia re-infections, while the other three failed to yield
an MLST result.
Conclusion The prevalent STs of C. trachomatis in China
were different from those in Italy. Half of Chlamydia-positive
follow-up samples (3/6) were identified as re-infections; hence,
follow-up Chlamydial infected patients deserve more attention
of clinicians.

P3.240 PREVALENCE AND GENOTYPE DISTRIBUTION OF
CHLAMYDIA TRACHOMATIS IN URINE AMONG MALES
ATTENDING STD CLINICS IN GUANGDONG PROVINCE,
CHINA, 2016

1Yaohua Xue, 1Heping Zheng, 1Zhida Mai, 1Xiaolin Qin, 2Weiming Tang, 1Jinmei Huang,
1Shujie Huang, 1Shujie Huang, 1Wentao Chen, 1Bin Yang, 3Lei Zheng. 1Guangdong
Provincial Dermatology Hospital, Guangzhou, China – China Popular Republic; 2University
of North Carolina Project-China, Guangzhou, China – China Popular Republic; 3Department
of Clinical Laboratory, Nanfang Hospital, Southern Medical University, Guangzhou, China –
China Popular Republic

10.1136/sextrans-2017-053264.475

Introduction Chlamydia is the most common sexually transmit-
ted disease worldwide. Many studies have been evaluated the
prevalence of Chlamydia trachomatis (CT) infection while
very rare studies assessed the genotype distribution in urine
among males attending sexually transmitted diseases (STD)

clinics (MSCs)in China. This study aimed to investigate the
prevalence and molecular epidemiology of CT infection by
urine samples among MSCs from different geographic areas of
Guangdong province, China.
Methods A cross-sectional study was performed among MSCs
from ten HIV surveillance sites of Guangdong province,
China. CT DNA in male urines were extracted and detected
by using the Roche cobas 4800 CT/NG. The ompA genes
were amplified by nested polymerase chain reaction and
sequenced. Urine leukocyte esterase test were performed.
Results Of the 1926 urine specimens, 1903 urines were suc-
cessfully validated for detection of CT. Of the 1903 samples,
one hundred and sixty-three (8.6%, 95% CI 8.2% to 9.0%)
were found to be positive for CT. One hundred and thirty
CT positive specimens were successfully genotyped by nested
PCR, resulting in eight genotypes. The most prevalent geno-
types were D, E, F, and J with proportions of 20.8%, 20.0%,
17.7%, 16.9%, respectively. There was no significant differ-
ence between age, geographic area, leukocyte esterase test and
genotype distribution.
Conclusion There was a high prevalence of CT infection
among males attending STD clinics in eastern area of Guang-
dong province, China. Promoting detection and molecular epi-
demiology research are needed for effective and
comprehensive prevention and control programs.
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Introduction Syphilis is a systemic sexually transmitted infec-
tion caused by Treponema pallidum. NS can occur in any of
its phases. Coinfection with HIV interferes with the clinical
course of NS, leading to atypical diagnostic features. The aim
of this study is to describe clinical and laboratory characteris-
tics of inpatients treated for NS and to compare HIV-coin-
fected(HIV+) with HIV seronegative(HIV) subjects.
Methods Retrospective analysis of medical records of patients
hospitalised for NS treatment at HCFMUSP (2010–2015) with
reactive serum treponemal test and abnormal CSF analysis.
Clinical and laboratory findings were compared between HIV
+ and HIV- patients.
Results In our cohort of 47 patients with NS, 31 (66%) were
HIV+. Median (M) age was 35 (Interquartile-IQR: 30–46) in
the HIV+ group and 48(IQR: 40–58) among HIV- patients.
Half of participants reported previous syphilis treatment.
Serum VDRL was reactive in 44 patients. Mean time from
symptoms onset to diagnosis was 30 days (IQR: 1–180). 23
patients were symptomatic: 5 neuropsychiatric disorders, 2
stroke, 11 ocular signs; 1 seizures and 4 brain stem/cranial
nerve disorders. Among symptomatic individuals, 14 (61%)
were HIV+. In the HIV+ group the M CD4 count was 326
cel/mm3(IQR: 204–546). CSF analysis was performed in 45
patients and yielded -M(IQR) values for HIV+ and HIV-
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groups, respectively: 8 (4–31) vs. 1.5 (1–5) cells/mm3; 87%
(77-94) vs. 83%(68-92) lymphocytes and 8%(4-12) vs. 15%(6-
27) monocytes/mm3; protein 47(35-69) vs. 35(30-38) mg/dL;
and glucose 52(43-63) vs 58(53-66) mg/dL. 31% of patients
had a reactive VDRL in CSF. HIV+ were shown to be of
younger age (p=0.003) and to present significantly higher
CSF cell counts (p=0.002) and protein (p=0.008).
Conclusion In our cohort most patients were HIV+, who
developed the disease at an earlier age. CSF parameters
showed significantly different cell counts and protein concen-
trations among HIV+. CSF VDRL presented a low sensitivity
in both groups, with no significant difference between them.
HIV+ patients were asymptomatic in more than half of cases
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Introduction Vaginal prostate-specific antigen (PSA) is a bio-
marker of recent semen exposure that may overcome potential
fallacies of self-reported sexual behaviours, improving sexual
exposure assessment in HIV/STI research.
Methods We conducted a cohort study to compare PSA detec-
tion and self-reported unprotected sex using data from a clini-
cal trial in Malawi that randomised 73 HIV-infected and 24
HIV-uninfected women to depot medroxyprogesterone acetate
injectable or levonorgestrel implant. Women were advised to
abstain from vaginal intercourse or use a condom the day pre-
ceding study visits. We tested 539 vaginal swabs from 97
women for PSA using the ABAcard p30 rapid strip test (Aba-
cus Diagnostics, Inc., West Hills, CA). Self-reported sexual
behaviours and vaginal swabs were collected at six study visits.
Log-binomial regression with generalised estimating equations
were used to estimate associations of PSA detection and
reported unprotected sex with demographic and behavioural
factors, adjusting for study arm and pre- vs. post-contracep-
tion initiation.
Results Overall, 55 (57%) women tested positive for PSA and
54 (56%) women reported unprotected sex. Among PSA-posi-
tive samples, 62% (65/105) of instances reported no unpro-
tected sex. The following were associated with PSA detection:
HIV-negative status (Prevalence Ratio (PR): 1.69, 95% Confi-
dence Interval (CI):1.09, 2.61), younger age (PR: 1.04, CI:
1.00, 1.08), reported unprotected sex (PR: 2.48, CI: 1.70,
3.60), and sex within past 48 hours (PR: 4.68, CI: 3.00,
7.30). The same factors were significantly associated with self-
reported unprotected sex, as was PSA detection (PR: 2.45, CI:
1.7, 3.53).
Conclusions Self-reported sexual behaviours were significantly
associated with PSA detection. However, PSA was detected
among women reporting no unprotected sex, suggesting misre-
porting of condom use or condom failure. HIV-negative status
and younger age were associated with unprotected sex, sug-
gesting more frequent biases in research data for these groups
based on social desirability and non-adherence to protocols.
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Introduction Gonococcal infections have been a major sexually
transmitted disease (STD) since 1980s’and also a serious public
health problem in China. A national surveillance report
showed that the number of reported gonorrhoea cases were
1 00 245 in 2015. Resistant gonococcal infections are the
obstacle in control work of the disease, which not only affect
the treatment as well as the development of complications,
but also facilitate the further transmission. The WHO has
been drafted a global action plan to control the spread and
impact of antimicrobial resistance in Neisseria Gonorrhoeae.
This report will to analysis the susceptibility trends of NG to
ciprofloxacin, spectinomycin, and ceftriaxone from 2005 to
2013 in China including PPNG and TRNG rate.
Methods The production of b-lactamase was determined by
paper acidometric testing method. Antimicrobial susceptibility
testing was performed for tetracycline, ciprofloxacin, spectino-
mycin, and ceftriaxone using the agar dilution method. Estab-
lishment of quality control standards and system, which
provide regular examination of participant laboratories through
sending quality control strains, as well as through field super-
vision in China.
Results About 11625 NG isolates were collected from patients
with uncomplicated gonorrhoea in 2005–2013. A total of
4565 (39.27%) PPNG were and 4807 (41.21%) TRNG were
identified, with an increase from 28.09% in 2005 to 39.15%
in 2013. A total of 11 178 (96.16%) ciprofloxacin-resistant
strains were identified and the rate of ciprofloxacin-resistant
strains keep stable from 2005 to 2013. All of isolates were
susceptible to spectinomycin and ceftriaxone from 2005–2013,
but a total of 4325 (36.79) ceftriaxone-intermediate strains
were identified.
Conclusion Antimicrobial susceptibility of NG isolated in
China from 2005 to 2013 was characterised by high rate of
PPNG, TRNG, and ciprofloxacin -resistant strains. Results of
the study illustrate that spectinomycin and ceftriaxone can be
considered as the choice drugs for empirical treatment of
infection in China.
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Introduction Most current guidelines now recommend Azithro-
mycin (AZM) as a component of dual therapy for gonorrhoea
in combination with third-generation cephalosporins. Here we
investigated the prevalence, molecular mechanisms and genetic
characteristics of azithromycin-resistant(AZM-R) N.gonorrhoeae
isolates in Shenzhen area from 2011 to 2015.
Methods A total of 788 N. gonorrhoeae isolates were col-
lected.The agar dilution method and E-test were used to
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determine the minimum inhibitory concentration (MIC) of
these strains to AZM. All AZM-R isolates(MIC �2 mg/ml)
were screened for mutations in 23S rRNA, mtrR and erm
genes and genotyped using N. gonorrhoeae multi-antigen
sequence typing (NG-MAST).
Results 50 (6.3%) AZM-R isolates were collected, including
21 with azithromycin high-level resistant (AZM-HLR,
MIC �256 mg/ml) and 29 with azithromycin middle-level
resistant (AZM-MLR, MIC between 2 to 16 mg/ml). There
were 18 strains had mutations (A2143G) and 12 strains had
mutations (C2611T) in the four copies of the 23S rRNA gene
in the AZ-HLR and AZ-MLR group respectively. Analysis of
the promoter and coding region of mtrR gene, significantly
more AZM-HLR exhibited one pattern contained G45D and
Y105H mutations compared with the AZM-MLR and AZ-S.
Only one strains with positive PCR detection of ermB gene
(MIC=2 mg/ml). Among all the isolates, 81 sequence types
(STs) were identified by NG-MAST, of which 8 STs were
more often in the AZ-R group. Some STs (ST3356 and
ST1866) that were observed had been noted in a previous
reports of emerging AZM-R N. gonorrhoeae in Nanjing,
Chongqing and Guangzhou. No resistant strains cluster was
observed by NJ phylogenetic tree.
Conclusion AZM should not be recommended as a monother-
apy for gonococcal in Shenzhen. The high–level and middle-
level resistance to AZM in N. gonorrhoeae were mainly medi-
ated by specific mutations A2059G and C2611T in 23S rRNA
respectively. Repeated emergence of ST1866 and ST3356 may
help us to better monitor and analyse the epidemiological
characteristics of AZM-R N. gonorrhoeae strains.
Support: Shenzhen Centre For Chronic Disease Control has
been responsible for antimicrobial resistance surveillance pro-
gram of N. gonorrhoeae in Shenzhen since 1992.
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Introduction The mucosal Human Papillomavirus (HPV) types
have been described in the Alphapapillomavirus genus and
infect the anogenital epithelium. There are viral groups based
on their oncogenic activity as high-risk types, low-risk types
and types of undetermined-risk. The aim of the study was to
evaluate HPV frequency and co-factors related to cervical can-
cer in sexually active women from Rio de Janeiro city. This
cross-sectional design study was performed at public health
institutions from 2014 to 2016.
Methods Clinical samples were collected with a cervical cyto-
brush and stored at �20°C. After nucleic acid amplification,
specific primers of high-risk types (HPV-16,–18,�31/–45) were
used. Statistical analysis was applied in 18 socio-demographic
variables.
Results This study demonstrated that of the 100 participants,
20% were DNA HPV positive. Of these, 8% were amplified
by HPV-18/–45; and 12% were undetermined types. HPV-16
and �31 types were not detected. Comparing the genotypes,

37.5% were predominately over 45 years old, 62.5% of
respondents were HPV-18 positive, married and/or of co-habi-
tation matrimonial status and62.5% don´t smoke. All of them
don´t use drugs and alcohol, four patients (50%) have
monthly income between one to four minimum wages, 37.5%
started sexual activity before the age of 17 years and 50%
had less than five sexual partners. Twenty five percent of the
patients have had multiple infections and were unmarried.
The 3% who have had the both types of HPV infection had
more than five sexual partners. A highly significant factor
associated with HPV infection was who did not use the con-
dom and had an income between one to four minimum
wages, both with 87.5%.
Conclusion This epidemiological study showed a strongly asso-
ciation among the presence of DNA HPV types with risk fac-
tors in unimmunized women. A large challenge to public
health is cancer prevention in populations from developing
countries with high risk exposure associated with the history
of other sexually transmitted diseases (STDs) in different geo-
graphic regions.
Support: Coordenação de Aperfeiçoamento de Pessoal de Nível
Superior (CAPES)/Programa Brasil Sem Miséria; Conselho
Nacional de Desenvolvimento Científico e Tecnológico (CNPq)
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Introduction The Brazilian Immunisation Program recom-
mended the vaccine to be administered at 9 to 11 years of
age before most adolescents became sexually active.The aim of
this study is to describe the human papillomavirus(HPV) infec-
tion prevalence among unimmunized women and to identify
the risk factors as demographic, behavioural and biological
variables.
Methods An epidemiological study was performed in women
randomly selected during 2014 to 2016. About 100 cervical
cell scrapings were collected with a cytobrush. DNA extraction
and HPV detection were performed by PCR, Nested PCR and
specific primers. DNA quality was amplified by b-globin PCR
primers. Restriction fragment length polymorphism (RFLP)
patterns of L1 PCR products were used for genotyping.
Results In the population studied, HPV prevalence was
of20%. HPV 18 and 45 were the most frequently detected
HPV types. A group of100 women was divided into six aged
groups (£25 y.o; 26 to 30 y.o; 31 to 35 y.o; 36 to 40 y.o;
41 to 45 y.o;�45 y.o).Distribution among racial/ethnic groups
was representative when 47% of women were white and 53%
were black and on the race/ethnicities. Most women were cur-
rently not married (56%) and married or cohabitating (44%)
(p<0,05).Psychosocial and psychosexual issues demonstrated
that six percent of the women exhibit history of sexually
transmitted diseases, except HIV, with 85% of women having
sex with until to five partners (p<0,03). About the employ-
ment status of all the participating women, 90% reported hav-
ing had at least one until four basic salaries. Only 5% women
have had higher education. The most women (87%) have had
secondary and fundamental education.
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