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Characterization of pathogens in liver and renal abscesses by 16S rDNA

sequencing

GUO Ya-wen, CHANG Zhi-hui (Department of Radiology, Shengjing Hospital of China
Medical University, Shenyang 110004, China)

[Abstract] Objective To compare the value of 16S rDNA sequencing and traditional culture in the detection of
pathogens in liver and renal abscess, analyze characteristics and composition of pathogens in liver and renal abscess.
Methods Abscess drainage fluid of 32 patients (24 cases of liver abscess and 8 cases of renal abscess) who under-
went percutaneous drainage in a hospital from December 2019 to December 2020 were collected, pathogens were
identified by traditional culture and 16S rDNA sequencing, flora characteristics of liver and renal abscess were com-
pared and analyzed. Results The traditional culture results of abscess drainage fluid were 26 cases (81.25%) posi-
tive and 6 cases (18.75%) negative (including 3 cases of liver abscess and 3 cases of renal abscess), while the posi-
tive rate of 16S rDNA sequencing was 100%. The abundance of microbial flora in liver and renal abscess groups was
similar, but the stacked bar chart and principal component analysis (PCA) indicated significant differences in the
composition of pathogens between two groups. Linear discriminant analysis ( LDA) showed that the flora of liver
abscess group was mainly characterized by Delta proteobacteria. Enterobacterales. Enterobacteriaceae and Klebsiella
spp. ; the flora of renal abscess group was mainly characterized by Comamonadaceae, Mycobacteriaceae, Proteus
spp. » Brevibacillus spp. , Cellulosilyticum spp. , Lachnospira spp. » Leptotrichia spp. ., Pelomonas spp. » Myco-
bacterium spp. , Thermicanus spp. and Saccharimonadaceae spp.. Conclusion 16S rDNA sequencing is superior to

traditional culture in the detection of pathogens in liver and renal abscess. there are significant differences in the
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composition of pathogens between liver and renal abscess, 16S rDNA sequencing is an effective method to deeply un-

derstand the characteristics of pathogens in liver and renal abscess.
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Table 1 Bacterial culture and 16S rDNA sequencing results of specimens
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Table 2 Comparison of clinical characteristics of patients in liver abscess group and renal abscess group
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Figure 1 Comparison of Chaol index between liver and re-

nal abscess groups
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