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CONCLUSIONS

Our random sample of 77 fresh NG positive swabs showed a very high
proportion of ciprofloxacin resistance (70%) with high agreement between the
two PCR methods and the sequencing. Compared to resistance data In
Germany this fits good, but only one fresh sample was detected with

negative PCR probably due to low amount of bacteria in the sample.
detected resistance
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azithromycin resistance, an underdetection analyzing only two point mutations ? S
with the Allplex assay. In 3 out of 9 sequenced fresh samples the mutation g: 2019
A39T in MTR was detected, that also correlates to Azithromycin resistance. : e
Overall, only 9 (12%) of all positive NG confirmed samples showed no z = 2022

resistance at all.
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