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Introduction The BD ProbeTec GC Qx Amplified DNA assay
(Becton, Dickinson and Company) is used on the BD Viper Sys-
tem to detect Neisseria gonorrhoeae. However, suboptimal spe-
cificity and cross-reaction with commensal Neisseria species have
been described. Recently, the BD Max GC real time (rt) PCR
assay was developed for the BD Max System (BD) as a supple-
mentary test.
Methods We evaluated the performance of the new BD Max GC
rt PCR assay by examining clinical specimens positive in the BD
ProbeTec GC Qx Amplified DNA assay during July–October
2014 among 23815 screening or clinical patients (14846 females
and 8969 males) as well as samples spiked with isolates of gono-
cocci (n = 189), non-gonococcal Neisseria species (n = 261)
and other closely related bacteria (n = 10).
Results Of 23815 patients tested with the BD ProbeTec GC Qx
Amplified DNA assay, 85 (0.6%) females and 259 (2.9%) males
were positive. Of these 344 positive specimens, 322 were tested
with BD Max GC rt PCR assay. Sixty-nine (21%) of these sam-
ples were negative in BD Max GC rt PCR assay, a gonococcal
dual target PCR and in the APTIMA Combo 2 (Hologic). These
69 specimens were obtained from pharynx (50% of all screening
positive pharyngeal specimens), urine (33%), vagina (11.4%),
rectum (4.3%), and cervix (1.4%). In the analytical evaluation of
the BD Max GC rt PCR assay, all gonococcal isolates were posi-
tive and all but one (N. cinerea) of the non-gonococcal isolates
(99.4%) were negative. The N. cinerea isolate also cross-reacted
in the BD ProbeTec GC Qx Amplified DNA assay.
Conclusion The BD ProbeTec GC Qx Amplified DNA assay had
a suboptimal specificity for both urogenital and extragenital clin-
ical specimens. The new BD Max GC rt PCR assay showed a
high clinical and analytical sensitivity and specificity, and might
also be used for initial detection of N. gonorrhoeae.
Disclosure of interest statement We are grateful to BD Diagnos-
tics for providing the BD Max GC real time PCR tests. The
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Council Research Committee and the Foundation for Medical
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Introduction Neisseria gonorrhoeae (NG) cause sexually transmit-
ted bacterial infections. The Roche cobas® CT/NG Test is a qual-
itative Nucleic Acid Amplification test (NAAT) utilising a dual-
target approach to detect sequences within the direct repeat

(DR-9) region of the NG genome. To date, clinical performance
data show excellent sensitivity and specificity for urogenital
specimens. The test is validated for endocervical swabs, vaginal
swabs and urine specimens.
Methods One clinical case report1 describes a positive test result
for an oropharyngeal swab, an off-label specimen type for the
cobas® CT/NG Test. This interesting Neisseria sample was sub-
ject to analysis as part of Roche’s Global Surveillance Program.
The isolate was tested by culture, phenotyping, whole cell
MALDI-TOF MS and molecular methods such as 16S rDNA
based typing and whole genome sequencing.
Results Whole genome sequencing resulted in a complete
genome assembly supporting phylogenetic analysis. Sequencing
data assembled into a 2,882,113bp contig and genome closure,
which identified the sample as a Neisseria commensal species
clustering in the same clade with both N. sicca and N. macacae.

One partial assay specific DR-9 target region was identified
within the genome of this commensal strain in the context of a
phage like motif, which can facilitate genomic exchange of DNA
fragments between N. gonorrhoeae and commensal strains.
BLAST searches for the prophage/DR9 genetic signature of this
newly characterised Neisseria strain revealed no matches to
sequences in the public domain, suggesting that this strain is
rare.

Based on the sequence information of the prophage/DR9
genetic signature oropharyngeal swab specimens determined to
be positive by the cobas® CT/NG Test are currently being eval-
uated for the presence of this sequence motif.
Conclusion The cobas® CT/NG Test on the cobas 4800 system
is a reliable molecular method for detection of Chlamydia and
Gonorrhoeae from genital specimens.
Disclosure of interest Authors of the abstract are employees of
Roche Molecular Systems.
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Background Limited data exists on the specific anatomical areas
within the pharynx from which Neisseria gonorrhoeae can be
detected. We examined factors influencing the detection of gon-
orrhoea from the pharynx.
Method Men who had sex with men (MSM) diagnosed with
pharyngeal gonorrhoea by culture were recalled for repeat swab-
bing 7 days later: firstly from both tonsils then, using separate
swabs, from the posterior oropharynx. These were tested for N.

gonorrhoeae using culture and real-time PCR targeting the
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