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Physiological and biochemical characteristics of Leclercia adecarboxylata
YT-1107 and 16S rRNA sequencing
Wu Haiyan, Li Zhenjun, Song Yan, Zhang Ping, Sun Zhenlu, Jiang Zhao, Jin Dong, Han Wenqing

( Yantai Center for Disease Control and Prevention, Shandong Yantai 264003, China)

Abstract; Objective

YT-1107 is a Leclercia adecarboxylata strain isolated from contaminated food. The study of

physiological and biochemical characteristics and 16S rRNA aimed to identify its species.

Methods

sequencing was
Suspected pathogens were selected according to epidemiological survey and clinical manifestations, and then
samples were isolated and identified by ATB Biolog microbial identification system. 16S rRNA gene sequencing results were
analyzed for homology and MEGA4. 0 Neighbor-Joining method was used to construct phylogenetic tree. Results Based on

the physiological and biochemical characteristics and 16S rRNA sequencing, the strains were gram negative bacteria,
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belonging to Enterobacter asburiae. Considering the evidence of homology comparison of 16S rRNA gene sequencing and

phylogenetic tree construction, this strain was preliminary identified as the same species as Enterobacter asburiae LF7a.

Conclusion Strain YT-1107 and Enterobacter asburiae LF7a are the same species.
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Figure 1 YT strains based on 16S rDNA sequence phylogenetic tree
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