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Fingerprinting Genomes of Class 1 Integron Among Salmonella
Stains by Enterobacterial Repetitive Intergenic Consensus PCR
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Abstract: The characterization of class 1 integron among Salmonella stains had been well investigated
previously. Then fingerprinting genomes of those Salmonella stains were studied using ERIC-PCR. Two
kinds of serovar strains , integron-positive isolates and integron-negative isolates with different character-
ization were the samples. The fingerprinting of those strains were investigated by the method of enter-
obacterial repetitive intergenic consensus PCR. Bendrogram of UPGMA cluster analysis based on poly-
morphism data was obtained by UPGMA analysis. Five gene types of the strains were classified by the
UPGMA analysis according to their fingerprint. The ERIC-PCR fingerprinting was a good method to i-
dentify different characterizations of integrons and serovar strains for research of mechanisms of antibiot-
ic resistance in bacteria.
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Tab.1 Similarity index of fingerprint of all isolates

s12 s16 s21 s38 s14 s87 s126s191
s12 1
s16 0.94 1

s21 0.8 0.71 1

s38 0.87 0.93 0.77 1

s14 0.67 0.57 0.67 0.62 1

s87 0.75 0.8 0.77 0.71 0.62 1

s126 0.7 0.75 0.57 0.67 0.71 0.67 1

s191 0.67 0.71 0.5 0.77 0.5 0.77 0.71 1
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