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Elucidation of developmental mechanism for benign prostatic hyperplasia by
pathogen invasion using next-generation sequencing
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Genome analysis by PCR and sequencing was performed using human prostate
tissue to identify bacterial species associated with benign prostatic hyperplasia. The results of
PCR showed that several bacteria and chlamydia could be detected associated with benign prostatic
hyperplasia. Furthermore, the results to identify the bacterial species by sequencing revealed that
Streptococcus spp. and Chlamydia trachomatis were identified in urine and prostate tissues
respectively. The association between presence or absence of these bacterial species and clinical
parameters (prostate volume, lower urinary tract symptom score) were analyzed. As a result, it was
found that the presence of specific microorganisms in urine was significantly associated with the
deterioration of voiding function, and the presence of specific microorganisms in prostate tissues
was significantly associated with the deterioration of storage function and symptoms.
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