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Microbiomic approach to assess the impact of interventional ultrasound-guided prostate cancer biopsy on
patients’ intestinal flora

LI Jin' ,LUO Le&*, HE Kang®, HU Dejun®, LI Mingxing' (1. The Affiliated Hospital of Southwest Medical
University s Luzhou646000,Sichuan ,China ;2. People’s Hospital of Deyang City) ™™

Objective To evaluate the impact of interventional ultrasound-guided prostate biopsy (TPPBx) on the
structure of patients’ intestinal microbiota.  Methods This prospective cohort study selected 15 patients who were
recommended to undergo TPPBx due to elevated prostate-specific antigen (PSA) in the Urology Department of Deyang
People’s Hospital from March 1 to October 30,2023. Fecal samples were collected from patients before and after TPPBx,
and the intestinal microbial composition was analyzed by 16S rRNA gene sequencing. Results  Actinobacteria »
Bacteroidetes s Firmicutes , Proteobacteria , Verrucomicrobia and Archaea were the main components of the intestinal
flora,accounting for more than 80%. Compared with the Pre-TPPBx group,the proportion of Bacteroidetes in the Post-
TPPBx group was significantly reduced (16, 20% +=7.57% wvs. 13.12% £8. 13%,t = 2. 583, P = 0. 013), while the
proportion of Firmicutes was significantly increased (14.29% +6.49% vs. 16.51% +7.54%,t=2.962,P=0.029). In
the diversity analysis, compared with the Pre-TPPBx group, the intestinal flora Alpha diversity index of patients in the
Post-TPPBx group was significantly reduced.including the Shannon index (1. 9440, 62 vs. 1.54240.54,.=—3.100,P =
0.004) ,Simpson index (0. 79740.09 vs. 0.5540.09,2=4.751,P=0.001) and Chaol index (31.51+11. 36 vs. 27. 68+
9.27,t=2.964,P=0.007). Beta diversity analysis also showed clear differential distribution between the two groups.
LEfSe analysis showed that the relative abundance of bacterial genera related to alleviating inflammation, such as
Eubacterium eligens group, Lachnospira »and Butyricicoccus s was higher in Post-TPPBx samples,and multiple bacterial

genera related to inflammation and anxiety were enriched in Pre-TPPBx samples. Conclusion TPPBx may change the
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intestinal microbiota structure of patients,specifically by increasing beneficial bacterial genera and bacterial genera related

to reducing inflammation. This study highlights the importance of considering the microbiome in prostate cancer diagnosis

and provides new directions for future research.

GG | prostate biopsy.gut microbiome; 16S rRNA gene sequencing; TPPBx; microbial structure
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by transrectal ultrasound
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Fig. 2 Intestinal flora structure proportion of Pre-TPPBx group
and Post-TPPBx group
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