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Poster presentations

Conclusions TB screening in HIV-1 patients by serial QFT-GIT 
assays may be of clinical value due to its excellent reproducibility. 
However, QFT-GIT conversions and reversions should be inter-
preted carefully as their clinical significance remains to be estab-
lished.

Evaluation of Matrix-assistEd lasEr dEsorPtion/
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Background Highly specific and sensitive discrimination between 
closely related pathogenic and commensal Neisseria spp is crucial 
because these species frequently colonise the same anatomical sites. 
Herein, two commercially available Matrix-Assisted Laser Desorp-
tion/Ionization Time-of-Flight Mass Spectrometry (MALDI-TOF-
MS) platforms and one independent software and database 
(Andromas) was compared to conventional phenotypic and genetic 
tests routinely used for identification of Neisseria spp.
Methods The performance of each platform, analysing 129 patho-
genic isolates (Neisseria gonorrhoeae and Neisseria meningitidis) 
and 69 commensal Neisseria isolates (15 different species), was 
determined by deposition of one single culture colony to the MALDI 
plate and analysed in Microflex (Bruker, Germany) and VITEK MS 
(bioMérieux, France) according to the manufacturer’s instructions. 
Subsequently, the acquired data from Microflex was submitted for 
analysis in the Andromas software and database (Andromas, 
France), which uses a different algorithm for species identification. 
Unfortunately, VITEK MS data is not compatible with Andromas. 
Phenotypic and genetic (16S rRNA gene sequencing) methods were 
used for final discrepancy analysis (still pending).
Results Microflex correctly identified all (100%) N. gonorrhoeae 
and N. meningitidis, however, four commensal isolates were indi-
cated as possible N. meningitidis. Three of these four isolates were 
N. kochii. The VITEK MS misidentified 1 N. gonorrhoeae, 1 N. 
meningitidis and 2 commensal isolates (both N. kochii) were indi-
cated as possible N. meningitidis. Finally, Microflex data analysed in 
the Andromas software and database correctly identified all (100%) 
pathogenic and commensal strains.
Conclusion This study shows that both Microflex and VITEK MS 
discriminate pathogenic Neisseria species from commensal Neisseria 
species with a high, but not ideal, specificity. Furthermore, an optimal 
MALDI-TOF-MS platform should be compatible with secondary 
softwares and databases for confirmation. Importantly, the Microflex 
results analysed in the secondary software and database Andromas 
correctly identified all (100%) pathogenic and commensal strains.

Evaluation of a MultiPlEx rEal-tiME Pcr assay 
for raPid dEtEction of C.traChomatis and N. 
GoNorrhoeae froM gEnital clinical sPEciMEns

doi:10.1136/sextrans-2013-051184.0312

1M screm, 1M Di Santolo, 1C Scarparo, 1,2A Arzese. 1Microbiologia, Azienda 
 Ospedaliero-Universitaria, Udine, Italy; 2Department of Experimental Clinical Medicine, 
University of Udine, Udine, Italy 

Background Sexually transmitted diseases (STDs) are among the 
most common causes of illness in the world, being associated to 
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acute disease, infertility, long term disability and death. In particu-
lar the prevalence of C.trachomatis and N. gonorrhoeae infections 
appear to remain steady or increasing, although both diagnostic and 
therapeuthical tools are available, at least in developed countries. 
Standard diagnostic protocols can be complex, time-consuming, 
and sensitivity of culture methods affected by specimen character-
istics. In addition, certified methods are today required, especially in 
the management of cases of sexual abuse.
Methods Multiplex real-time PCR method (Xpert CT/NG, 
Cepheid) has been tested versus N. gonorrhoeae standard culture and 
C. trachomatis molecular assay (Artus C. trachomatis TM PCR Kit, 
Qiagen). 45 clinical samples (female and male urogenital swabs, 
ocular infections, first void of urine, seminal fluid, and external 
quality control samples - UK NEQAS) were selected and stored at - 
20°C. Xpert CT/NG allowed to perform in one-step extraction, 
amplification and detection of C.trachomatis and N. gonorrhoeae 
DNA directly from all the variety of selected clinical specimens, 
within 60 min.
Results 100% results agreement was found between Xpert CT/NG 
and standard protocols, including expected results by UK-NEQAS 
quality assessment specimens. However, batch PCR is a multi-step 
time-consuming process, the turn-around-time (TAT) required from 
8 to 48 hrs versus the single technical and computer-assisted inter-
pretation step by Xpert CT/NG, resulting in a < two hrs TAT.
Conclusions Xpert CT/NG test is a easy, rapid, accurate and certi-
fied method in routine diagnostics of N. gonorrhoeae and C. trachoma-
tis infections.
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Objectives Mycoplama genitalium is a sexually transmitted 
organism associated with non-gonococcal urethritis in men and sev-
eral inflammatory reproductive tract syndromes in women. Nucleic 
acid amplification tests are currently the only available methods for 
detection. The first commercially available real-time (RT-) PCR kits 
have been recently developed. We compared the TIB MOLBIOL 
LightMix® Kit Mycoplasma genitalium and the Diagenode Myco-
plasma genitalium real-time PCR kit to the in-house TaqMan RT-
PCR used routinely for the M. genitalium diagnostic.
Methods DNA extracts from 50 M. genitalium-negative and 53 M. 
genitalium-positive urogenital specimens collected between Janu-
ary 2010 and May 2011 at the Bordeaux University hospital, France, 
were retrospectively and systematically selected and thawed. DNA 
had been extracted using the MagNA Pure DNA isolation kit I 
(Roche Diagnostics). DNA extracts were evaluated by the TIB-
MOLBIOL LightMix® Kit Mycoplasma genitalium and the 
Diagenode Mycoplasma genitalium real-time PCR kit (DIA-MG-050 
vs2) in comparison with a M. genitalium in-house RT-PCR target-
ing the MgPa adhesin gene using the cobas z480 analyser (Roche 
Diagnostics).
Results The in-house PCR was first evaluated using two thermal 
cyclers, LC480 and cobas z480 (Roche Diagnostics). As no signifi-
cant difference was noted, the cobas z480 was used in the rest of the 
study. The clinical sensitivity was 98%, 92% and 100% for the 
LightMix® Kit Mycoplasma genitalium, the Diagenode Mycoplasma 
genitalium real-time PCR kit and the in house RT-PCR, respectively. 
The clinical specificity was 100% for both kits and 94% for the in 
house RT-PCR. There was no statistically significant difference 
between the clinical sensitivity and specificity of these 3 methods. 
Moreover, there was no statistically significant difference between 
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