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Identification of a strain of Shigella with biochemical features similar to
Escherichia coli 0157
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ABSTRACT: Objective To analyze and identify a bacterium of sznjO23. Methods A strain of sznjO23 was
isolated from pig’s liver, and the colonial morphology, biochemical features, and molecular biological characteristics
of the strain were analyzed. Results Its colonies features on CT-SMAC were rounded, smooth, small, and colorless,
while the strain became purple and circular on CHROMagar O157. Biochemical results showed that the strain had
96% possibility to be E. coli O157 by VITEK 2 Compact. Serology reaction was cloudy, and it didn’t appear any
agglutination. The sequence analysis result of 16S rDNA showed that the strain was closed to Shigella (ATCC29903)
from evolutionary distance with the similarity of 99.26%. Conclusion The strain of sznjO23 was Shigella. When
the results of biochemical tests and serological test were inconsistent, 16S rDNA sequence analysis can be used in
order to ensure the accuracy of the results.
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1 sznjO23
Fig. 1 Colonial morphology of the bacterium sznjO23
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Tablel Biochemical characteristics of sznjO23, NCTC12900
and CM CC51572
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Shigella flexneri strain ATCC 29903

sznjO23

Shigella sonnei strain PM 83 16S ribosomal RNA gene
Shigella sonnei strain HDDMGO06 16S ribosomal RNA gene
Shigella sonnei strain FS 17 16S ribosomal RNA gene
Shigella sonnei strain PS 69 16S ribosomal RNA gene
Shigella sonnei Ss046 strain Ss046 16S ribosomal RNA
Escherichia coli 0157:H7 16S EDL933 ribosomal RNAS
Escherichia coli O157:H7 16S EDL933 ribosomal RNA3

0.5

2 sznjO23

Salmonella ATCC13076
Escherichia coli O157:H7 EDL933 16S ribosomal RNA4

16S rDNA

Fig.2 Phylogenic tree of the bacterium sznjO23 based on 16S rDNA sequence
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