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from 46 public STD clinics in the 4 provinces. Specimens that tested 
positive for C. trachomatis by polymerase chain reaction were geno-
typed for the infecting C. trachomatis strain by amplifying and 
sequencing the genovar-specific ompA gene, which encodes the 
chlamydial major outer membrane protein. Nine C. trachomatis gen-
ovars were identified from 129 specimens; they consisted of the F 
(25.6%, n = 33), E (17.1%, n = 22), J (16.3%, n = 21), D (15.5%, 
n = 20), G (11.6%, n = 15), K (5.4%, n = 7), H (3.9%, n = 5), I (1.6%, 
n = 2), and B (0.8%, n = 1) genovars. Nine genovars were found in 
specimens from Guangxi province, 6 were found in specimens from 
each of Guangdong and Hainan provinces, but only 5 were found in 
specimens from Jiangsu province. Significant differences were 
observed in C. trachomatis genovar distributions between different 
provinces: G/Ga was absent among male STD clinic patients (MSPs) 
from the eastern province of Jiangsu (Fisher exact test = 0.036), 
while being prevalent in the 3 southern provinces.
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Background The Chlamydia trachomatis MLST database was estab-
lished in 2007 and is based on five target regions (non-housekeeping 
genes) and the conventional ompA gene. It enables worldwide epide-
miological analyses.
Methods Samples were included from 11 studies focusing on spe-
cific risk groups and with different study objectives. Geographical 
distribution of MLST profiles was carried out and eBURST analysis 
identified genetic founders.
Results A total of 414 MLST profiles were recognised from 
2087 entries. Polymorphism of target regions was reflected in 
varying numbers of alleles; hctB 89, CT058 51, CT144 30, CT172 
41, pbpB 35. With addition of 49 ompA gene variants 459 profiles 
exist.

There were 16 countries from which samples originated, the 
majority coming from the Netherlands 39%, Sweden 16% and Nor-
way 12%, but also samples from countries in North and South 
America, Africa and other European countries. Overall 605 (29%) of 
the database samples originated from men having sex with men 
(MSM) while the remaining samples were assumed to be from het-
erosexuals.

Singletons or small clusters emerged from 377 of the MLST pro-
files that were found 1–9 times while 31 profiles were found 10–43 
times each. There were 8 profiles that predominated and were each 
found between 83 and 140 times and constituted large clusters that 
comprised 868 samples (41.6%). Four of the predominating profiles 
were strongly associated with MSM, with 96 – 100% of the samples 
coming from MSM. In the other four large clusters heterosexuals 
comprised > 90% of the samples. eBURST analysis identified 3 of 
the 8 predominating profiles as founders, and another 3 as subgroup 
founders. The genetic diversity was much lower in the MSM clus-
ters compared to clusters in heterosexuals.
Conclusions Worldwide a few C. trachomatis MLST profiles pre-
dominate. Different MLST profiles predominate among MSM and 
heterosexuals.
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Background Penile swab sampling is the gold standard when test-
ing for human papilloma virus (HPV) in men. Urine could provide a 
more convenient sampling material. Therefore we compared the 
detection and typing of HPV in urine samples and penile swabs 
using a highly sensitive method.
Methods First void urine and self-obtained penile swabs were col-
lected from 120 men visiting a Sexually Transmitted Infections 
(STI) clinic in South Limburg, The Netherlands. When exclusion 
criteria were met, the results of 111 men (mean age 29.4 years) were 
analysed. Broad-spectrum HPV DNA amplification and genotyping 
were performed using SPF10-DEIA-LiPA25 system (Labo Bio-Medical 
Products, Rijswijk, The Netherlands). There are 12 high risk HPV 
types (hrHPV), 5 possible hrHPV types and 8 low risk HPV types 
(lrHPV) detectable by SPF10LiPA25.
Results HPV DNA was found in 75 (67.6%) men. In 73 men HPV 
DNA was detected in the penile swab or both samples and in two 
men HPV DNA was detected only in the urine sample. Sixty-six 
paired samples were concordant in being HPV positive (n = 30) or 
negative (n = 36). Eleven of the 30 matching samples were concor-
dant in their genotypes, fourteen pairs were comparable (≥ 1 geno-
type identical) and five pairs were discordant in genotypes. Three of 
these discordant and one comparable urine sample contained (pos-
sible) high risk types which were not found in the swab. Further-
more, the two positive urines with a negative swab contained 
(possible) high risk types as well.
Conclusion Urine samples are not comparable to penile swabs in 
the detection of HPV in men. However, in the urine sample of six 
men high risk types were found that could not be detected in the 
penile swab alone. This could be an indication of an additional value 
of the urine sample aside the penile swab in the detection of HPV in 
men.
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Background All N. gonorrhoeae clinical isolates in Scotland are rou-
tinely typed by Neisseria gonorrhoeae multi-antigen sequence typing 
(NG-MAST). The frequency with which individuals harboured the 
same N. gonorrhoeae strain at > 1 anatomical site concurrently was 
examined.
Methods Episodes of gonorrhoea between 2004 and January 2013 
comprising typed isolates from two or more anatomical sites of the 
same male individual submitted within a one-month period were 
analysed for similarity.
Results 410 episodes of gonorrhoea were identified with > 1 site 
cultured. The table shows differences in sequence type (ST) within 
episodes. Forty episodes with three cultures are included in all three 
pairwise combinations. Overall 91.2% of episodes had identical STs 
at all sites.

Where STs differed at only one allele, the sequences were com-
pared using CLUSTALW. Thirteen of 14 alleles compared were at 
the porB locus. Nine pairs were 99.8% similar, representing a differ-
ence of 1 nucleotide. The remaining pairs showed 88.4%, 98.2%, 
97.8%, 96.9% and 75.1% (tbpB) similarity.
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