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Establishment of ERIC-PCR for rapidly analyzing homology of Acinetobacter
baumannii with different drug resistances”
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Abstract:Objective To establish the ERIC-PCR technique for analyzing the homology of Acinetobacter
baumannii with imipenem-resistant and imipenem-sensitive activity so as to provide a simple and convenient
method for judging the occurrence of nosocomial infection. Methods Eighty strains of non-repeated Acineto-
bacter baumannii isolated from the sputum in ICU of this hospital during March to June 2018 were collected,
including 50 strains were imipenem resistant and 30 strains were imipenem sensitive. The bacterial genomic
DNA extraction kit was used to extract the bacterial genomic DNA. The bacterial strain ERIC gene sequence
was amplified by PCR. The Quantity One software was used to analyze the electrophoresis bands in different
drug-resistant bacterial strains for judging its homology. Results Fifty strains of imipenem-resistant Acineto-
bacter baumannii could be classified into 6 genotypes,in which the maximum genotype had 24 strains;thirty
strains of imipenem- sensitive Acinetobacter baumannii could be classified into 20 genotypes, in which the
maximum genotypes only had 3 strains. Conclusion The imipenem-resistant Acinetobacter baumannii derived
from ICU has fewer genotypes, suggesting that the strain may develop the nosocomial infection. The ERIC-
PCR method is simple and convenient, can rapidly analyze the homology of Acinetobacter baumannii and is
suitable for promotion in various levels of hospital.
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