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Summary Urinary tract infection is a common disease in urology. However, many patients show intracta-
ble, refractory or chronic infection syndrome, which has a great impact on their life and work. At present, the
commonly used methods of clinical detection are urine routine test, midstream urine culture, etc. , which have a
large false negative incidence. Metagenomic next-generation sequencing(mNGS) has been used for the diagnosis of
tumors and genetic diseases in the past, but has not been carried out in urinary tract infections. This study ex-
plored the application value of mNGS in the treatment of refractory urinary tract infections. Three female patients
with refractory urinary tract infection, aged 25, 26 and 57 years, respectively, underwent urine routine test, but
no obvious evidence of pathogens was found in the urine three-cup or midstream urine cultures, or no significant
remission was found after empirical medication. The midsteam urine samples were collected and mNGS tests were
performed. Bacterial, fungal, viral and other genes were analyzed by gene sequence, and drug resistance gene re-
ports were provided. Subsequently., sensitive drug and weekly follow-up were performed. Patient complaints, u-
rine routine tests, urine culture reports were collected. Treatment success criteria were improvement of patient

complaints in lower urinary tract symptoms and negative urine routine and urine culture. MNGS detection of the
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three patients found a variety of microbial infections and drug resistance genes, and the symptoms were signifi-

cantly improved after treatment with sensitive antibiotics. Results of these cases suggest that mNGS can find

pathogenic microbial data and drug resistance gene data that cannot be obtained by routine urine examination.

MNGS can promote the selection of clinical drugs, shorten the course of infection, and reduce the empirical abuse

of antibiotics, so it can be applied to complex urinary tract infection that cannot be explained by routine pathogenic

testing. It can also be an optional test to exclude patients with other lower urinary tract symptoms without clear e-

tiology.
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