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Detection of carbapenemase-resistant genes in multi-drug resistant Acinetobacter baumannii
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Abstract: Objective To investigate the distribution of carbapenemase-resistant genes carried by multi-drug resistant Acineto-
bacter baumannii. Methods 80 strains of multi-drug resistant Acinetobacter baumannii were collected. Polymerase chain reaction
(PCR) was used to detect carbapenemase-resistant genes, such as OXA-23,0XA- 24,0XA-51,0XA-58,SIM, IMP ,VIM ,GIM and
Drug resistant gene OXA-23 [49 (61. 3%) ], OXA-51[73
(91.3%)1,OXA-58[7(8.8%) ], OXA-24[1(1.3%) ], IMP[17(21.3%) ] and VIM[2(2.5%)] were found in 80 strains of multi-

IMP,0OXA,VIM is the main

SPM,in multi-drug resistant Acinetobacter baumannii. Results

drug resistant Acinetobacter baumannii , while GIM,SIM and SPM gene were not found. Conclusion

genotypes carried by multi-drug resistant Acinetobacter baumannii.
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blaOXA-51-like F:5-TAA TGC TTT GAT CGG CCT TG-3' 353
R:5-TGG ATT GCA CTT CAT CTT GG-3'

blaOXA-23-like F:5-GAT CGG ATT GGA GAA CCA GA-3' 501
R:5-ATT TCT GAC CGC ATT TCC AT-3'

blaOXA-24-like F.:5-GGT TAG TTG GCC CCC TTA AA-3' 246
R:5-AGT TGA GCG AAA AGG GGA TT-3'

blaOXA-58-like F:5-AAG TAT TGG GGC TTG TGC TG-3' 599
R:5-CCC CTC TGC GCT CTA CAT AC-3’

blaGIM-1 F.5'-"TCA ATT AGC TCT TGG GCT GAC-3’ 72
R:5-CGG AAC GAC CAT TTG AAT GG-3'

blaSIM-1 F.5-GTA CAA GGG ATT CGG CAT CG-3' 569
R:5-TGG CCT GTT CCC ATG TGA G-3’

blaSPM-1 F.5-CTA AAT CGA GAG CCC TGC TTG-3’ 798
R:5-CCT TTT CCG CGA CCT TGA TC-3'

blaIMP F:5'-GAA TAG (A/G) (A/G) TGG CTT AA (C/T) TCT C-3’ 188
R:5-CCA AAC (C/T) ACT A(G/C) GTT ATC-3’

blaVIM F:5-GTT TGG TCG CAT ATC GCA AC-3' 382
R:5-AAT GCG CAG CAC CAG GAT AG-3'

16S rRNA F:5-AGA GTT TGA TCC TGG CTC AG-3' 1499
R:5-ACG GCT ACC TTG TTA CGA CTT-3’
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0.3 pL, E.F#F 344 1 ul, 1 X PCR buffer (% Mg*")
2.5 pl,2.5 mmol/L ANTP 2.5 pL,DNA B4 1 uL, il AW
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Al, A2, A4, A5, Al10: OXA-23 + OXA-51; A7, A8: OXA-23 +
OXA51+0XA58;A3: OXA-24; A6: OXA-51;B3~5:16S rRNA; B2, B6.
B8~10:16S rRNA+IMP;B1.,B7:16S rRNA+VIM,
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