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- Eggerthalia lenta MR 074377 1
| S

4,,{

Eggerthella sinensis NR 0428401
Eggerthelia imenensis NR 147380,1

Paraeggerthela honghongensis NR_042825.1

Gar MR 1028341
Gordonibacter faecihomins NR 148261 1
Gordonbacter urc@hnfaciens NR_134044 1
Parvibacter caecicnla NR 117374.1
Erterorhabdus caecimuris NR 1168681
Adlerereutzie equolifciens NR 121696 1

1y - Asaccharobacter celatus NR 1144021
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Identification of MALDI-TOF MS and 16S rRNA gene

and biological characteristics of Eggerthella lenta
Li Xiangyun', Wang Zhongxin',Zhu Bangqiang’ , et al
(' Dept of Laboratory Medicine,”Dept of Blood Transfusion ,
The First Affiliated Hospital of Anhui Medical University , Hefei 230022)
Abstract Objective To identify two clinical isolate strains of Eggerthella lenia. Methods Two strains isolated
from positive blood anaerobic culture were selected. The isolates were identified by MALDI-TOF MS and gram stai—
ning. Drug sensitivity test was performed by agar dilution method. At the same time, genomic DNA of the strains was
extracted ,16S rRNA universal primer was used for PCR amplification,and the product was sequenced after recovery
and purification , which was homologous with the sequences of the known bacteria in GeneBank database. Results
The isolate was identified as Eggerthella lenta by MALDI-TOF MS and 16S rRNA gene assay. Drug sensitivity tests
showed that the bacteria was sensitive to penicillin, piperacillintazobactam , ampicillin-sulbactam , imipenem , mero—
penem , metronidazole and clindamycin. Conclusion MALDI-TOF MS and 16S rRNA detection can be used for i—
dentification of rare bacteria such as Eggerthella lenta.
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