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Study on DNA barcoding identification technology of common

pathogenic microorganisms in food
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Abstract: In order to explore the application prospects of DNA
barcode technology in microbial identification, the 16S rRNA se-
quences of 8 common pathogenic microorganisms in food were
compared. The PCR amplification, sequencing and database
search were conducted followed by universal primers designing,
which were purposed to establish a microbial identification
method based on DNA barcode. The results showed that the vari-
able region sequence of V3~ V6 amplified provided sufficient res-
olution for Gammaproteobacteria Enterobacteriales, including
Vibrionales . and Pseudomonadales to accurately distinguish

pathogenic  bacteria  and  related interfering  bacteria,

corresponding to Bacillibacteria (Bacillales) could be identified
to the “genus” level.
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Table 1 Bacterial informations and 16S rRNA sequence designations
T 44 WA EgS  16S rRNA JFF v Btk 5 T i 24 B ERP RS 16S (RNA JFI v Bedhi %5
B TTE ATCC14028 X80681 i 2 1R B M ATCC27853 AB037545
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IR MPEIE  ATCC17802 M59161 & WO A ER T ATCC6538 NR_118997
2 BRSIWE
Table 2 The sequence of universal primer
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15514 : ACATTTCACAACACGAGCTGACGA
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Electrophoresis diagrams of DNA barcoding of

Figure 1

8 common pathogenic microorganisms in food
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Figure 2 Electrophoresis diagrams of DNA barcoding of

B O

<

15 phenotypic similar strains
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Table 3 The results of sequence alignment
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Figure 3  Strain identification at the “order” level
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Figure 4  Strain identification at the “family

7 level
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