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Abstract

Background: Multidrug efflux pump is a ubiquitous mechanism of drug resistance in bacterial pathogens, such as Acinetobacter
baumannii, which is mediated by integral membrane transport proteins. The purpose of the current study was to analyse the distri-
bution of adeG and its role in resistance to ciprofloxacin in A. baumannii isolates from two hospitals of Tehran.
Methods: Fifty-one isolates of A. baumannii were recovered from Shahid Motahari and Milad hospitals of Tehran, from July 2016 to
March 2017. Identification of A. baumannii was confirmed by phenotypically and molecular methods. Antibiotic susceptibility test-
ing was prepared by the Kirby-Bauer method. Resistance to ciprofloxacin was confirmed by determination of minimum inhibitory
concentration (MIC). Efflux pumps inhibitor was used for phenotypic detection of active efflux pumps. Real-time polymerase chain
reaction (PCR) was used to analyze adeG gene over expression.
Results: Fifty-one isolates of A. baumannii were confirmed by phonotypical and molecular methods. Results of antibiotic suscepti-
bility testing confirmed resistance to ciprofloxacin in all isolates. Results of conventional PCR showed that all of the isolates had the
adeG gene. The MIC of ciprofloxacin was decreased by 4 to 32 folds or more in 88% of resistant isolates after adding the efflux pump
inhibitor. Over expression of AdeG efflux pump gene was confirmed by real-time PCR in 34 strains.
Conclusions: In conclusion, multidrug-resistant A. baumannii were prevalent in the studied isolates. Carbonyl cyanide3-
chlorophenylhydrazone could reverse the susceptibility to ciprofloxacin in A. baumannii and was associated with overexpression
of the adeG gene.
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1. Background

Acinetobacter baumannii is an oxidase-negative and
catalase-positive non-motile gram-negative pathogen. It
is responsible for infections in skin and soft tissue, blood-
stream, meningitis, urinary tract infection, pneumonia,
ventilator-associated pneumonia and endocarditis, and
patients in intensive care units and immunocompromised
patients are at high risk for acquiring this pathogen (1,
2). Large genomic plasticity and mutation of endoge-
nous structural or regulatory genes, overexpression of β-
lactamase (AmpC) and OXA-51-like β-lactamase, mutation
in the gyrA and parC genes, chromosomally encoded efflux
systems, alterations of the drug target, decreased expres-
sion of the outer membrane proteins, enzymatic modifi-
cation of antibiotics, target gene mutation, and horizon-
tal acquisition of genetic elements may be responsible for
increased antimicrobial resistance in Acinetobacter species

(3-7). Chromosome, transposons, and plasmids encode
for efflux pump transporters and up- or down-regulated
in regulatory genes can change the expression of these
pumps (8). Acinetobacter baumannii has very low suscep-
tibility to several unrelated drug classes, including peni-
cillins, cephalosporins, carbapenems, fluoroquinolones,
aminoglycosides, trimethoprim, tetracyclines, and chlo-
ramphenicol (1, 9-13). Efflux pumps of the resistance-
nodulation-division superfamily (RND) like MexB, AcrB
and AdeABC, AdeDE, AdeIJK, and AdeFGH, are associated
with high resistance to antimicrobial agents in Escherichia
coli, Pseudomonas aeruginosa, and A. baumannii (14). Muta-
tions in the targets of these drugs, topoisomerase IV and
DNA gyrase, primarily are responsible for resistance to flu-
oroquinolones. Active efflux AdeABC, AdeIJK, and AdeFGH
are a secondary route to fluoroquinolone resistance (15, 16).

Classification of efflux pumps has resulted in five dis-
tinct groups: Multidrug and toxic compound extrusion
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(MATE) family; the major facilitator superfamily (MFS);
resistance-nodulation-division (RND) superfamily; adeno-
sine triphosphate (ATP)-binding cassette (ABC) superfam-
ily; and small multidrug resistance (SMR) family (14, 17-20).
A transporter (efflux) protein, a periplasmic accessory pro-
tein, and an outer membrane channel protein are the three
components of RND (12, 17).

Almost 90% of clinical isolates have AdeFGH, and show
multidrug resistance when overexpressed (21). This con-
tributes to high-level resistance to sulfonamides, trimetho-
prim, tigecycline, chloramphenicol, tetracyclines, sul-
famethoxazole, fluoroquinolones, and clindamycin (14,
21, 22). The present study was performed to investigate
ciprofloxacin resistance with AdeG in A. baumannii strains
collected from two hospitals.

2. Methods

2.1. Bacterial Strains and Growth Conditions

Isolates were obtained from Shahid Motahari and Mi-
lad Hospitals of Tehran, Iran, from July 2016 to March 2017.
MacConkey agar was selected for culture of the samples
and their recognition was examined by both biochemical
methods, such as oxidase, triple sugar iron (TSI), SIM and
oxidation-fermentation (OF), growth on cetrimide agar,
growth at 420C, decarboxylation of lysine and arginine di-
hydrolase test. Molecular assay by specific primers for pres-
ence of blaOXA-51 gene was investigated. Primer and PCR
condition were described previously (23).

2.2. Antimicrobial Susceptibility Test

Antibiotic susceptibility testing was prepared by disc
diffusion agar on Mueller-Hinton for routine antibiotics
and the interpretation of the results was done accord-
ing to the pattern of the Clinical and Laboratory Stan-
dards Institute protocol (CLSI) guide line (24) against:
amikacin (30µg), cefepime (30µg), ceftazidime (30µg), ce-
fotaxime (30 µg), ciprofloxacin (5 µg), gentamicin (10 µg),
imipenem (10 µg), meropenem (10 µg), minocycline (30
µg), trimethoprim-sulfamethoxazole (25 µg), piperacillin-
tazobactam (110 µg), and colistin.

2.3. Efflux Pumps Gene Detection

Genomic DNA Purification Kit (Thermo Company- USA,
Cat. No. K0512) was applied for extraction of bacterial
DNA. The DNA template, Taq DNA Polymerase Master Mix
Red-MgCl2 (Ampliqon- Denmark, Cat. No. A180301) and
forward/reverse primers were mixed for the PCR reaction.
Conditions of PCR reaction for detection of adeG gene are
shown in Table 2. Electrophoresis system at 100 V for 60

Table 1. Primer for adeG Gene Excretions

Primer Sequence (5’ - 3’) Reference

adeG- F CTCCGTCCATTCCATAAACC
This study

adeG- R AGATGGCAGACAGTGCAAAC

minutes composed of 1% agarose gel in 1X TBE and was ap-
plied and stained with red safe. Amplified DNA product
was visualized under UV light through the Gel Doc instru-
ment.

2.4. Inhibitory Role of Carbonyl Cyanide3-Chlorophenyl Hydra-
zone

To investigate the role of efflux pump in ciprofloxacin
resistance, carbonyl cyanide3-chlorophenylhydrazone
(CCCP) (Sigma, C2759) as an efflux pump inhibitor at final
concentration of 25µg/mL was added to micro titer plates,
including Mueller-Hinton (M-H) broth, and compared
with plates without CCCP. Control in this test was the plate
with CCCP but without ciprofloxacin. The contributor of
efflux pump in antibiotic resistance was confirmed if the
plate with CCCP showed a four-fold decrease in the MIC
compared with the plate without CCCP.

2.5. Reverse Transcription (RT)-Polymerase Chain Reaction

RNXTM-PLUS solution (Cinaclon Company, Iran, Cat
No. RN7713C) was applied for extraction of total RNA from
A. baumannii strains, according to instructions of the man-
ufacturer. The RNase-free DNase I (Cinaclon Company, Iran,
Cat No. PR891627) was used for removing additional DNA
from RNA. cDNA synthesis was prepared by using 1µg RNA
samples, 1 µL random hexamer primers, and AccuPower
RocketScript RT Premix (Bioneer, china, Cat No. K-2101).

2.6. Semi quantitative Real-Time RT-PCR

To quantify the expression rates of the adeG gene, re-
verse transcription-PCR was examined. Real-time PCR as-
says were performed using a real-time PCR detection sys-
tem (Corbett) with the SYBR Green qPCR MasterMix (Yekta
Tajhiz Azma, Iran, Cat No: YT2551). The level of gene expres-
sion of efflux pump was normalized with the 16S ribosomal
RNA gene as a housekeeping gene. Comparing the gene
expression in isolates with reference stain (A. baumannii
ATCC 19606) could determine the expression of the adeG
gene. Amplification was designed including 10 of SYBR
Green qPCR MasterMix, 0.5 µL of primers, 8 µL water, and 1
µL cDNA in a 20 µL total volume. The reaction conditions
were 95°C for 5 minutes for the first denaturation; 95°C for
20 seconds for denaturation, 60°C for one minute for an-
nealing for 40 cycles, and melt curve at 72 to 95°C.
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Table 2. Amplification Condition for Detection of adeG Gene

Gene Initial Denaturation Denaturation Annealing Extension Final Extension No. Cycles

adeG 95°C - 5 min 95°C - 20 s 60°C - 30 s 72°C - 30 s 72°C - 5 min 30

3. Results

The breakpoint pattern of the 51 isolates of A. bau-
mannii to tested antibiotic with disk diffusion was
cefotaxime (100%), piperacillin-tazobactam, cefepime,
ciprofloxacin (98%), ceftazidime, imipenem, meropenem,
amikacin (96%), gentamicin (90%), minocycline (86%),
trimethoprim-sulfamethoxazole (92%), and colistin (0%).
The PCR results showed that all of the isolates had the adeG
gene.

When resistant isolates were tested in 25 µg/L CCCP
concentration, the MICs of ciprofloxacin was decreased by
32 folds or more in seven strains, 16 folds in two strains,
eight folds in 10 strains, four folds in 25 strains, and two
folds in six strains. Therefore, 44 of the isolates showed a
four-fold of more decrease of MICs after addition of CCCP.
Thirty-four of 44 overexpressed the AdeG efflux pump.
Seven strains had elevated levels (between 1001- to 3000-
fold increase) compared to the reference strain, seven iso-
lates had intermediate rates (approximately 501- to 1000-
fold), 14 isolates had low (approximately 101- to 500-fold)
levels of overexpression, and six strains had very low (ap-
proximately 2- to 100-fold) levels of overexpression.

4. Discussion

Acinetobacter baumannii have evolved to a clinically im-
portant nosocomial pathogen because of the increasing
frequency of pan drug-resistant (PDR), extensively-drug
resistant (XDR), and multidrug-resistant (MDR) strains
(25, 26). In some studies, maximum resistance was seen
against cefotaxime, cefepime, ciprofloxacin, piperacillin-
tazobactam, ceftazidime, imipenem and meropenem,
which was similar to other studies (27-30).

Efflux pump inhibitors (EPIs) are agents that can in-
crease resistance to common drugs by preventing energy
source of efflux pumps and preventing the interactions of
various parts (31). Ciprofloxacin could not be expelled from
the cell by action of CCCP in MDR isolates and increases its
concentration. The contributor of CCCP in quinolone re-
sistance was further illustrated with observing the reduc-
tion of the MIC for ciprofloxacin in all MDR isolates after
adding CCCP, which is consistent with other results (32). In
the isolates of the current study, 88% of isolates displayed
response to CCCP and 12% of the isolates displayed negligi-
ble response to CCCP, which illustrated the up-regulation
of transporting systems and demonstrated that additional

resistance pathways compensate the loss of transporting
systems activity, therefore, the susceptibility of isolates to
ciprofloxacin was still low. The current study also showed
that the MIC for 62% was reduced significantly by two to
four folds when the EPI was added. It was illustrated that
CCCP decreased the MIC by two to four folds in A. baumannii
strains (6, 12, 33). In one study, CCCP partially restored sus-
ceptibility in tigecycline resistant A. baumannii isolates (31).
The differences in the reported values between the present
study and those reported previously may be due to differ-
ences in antibiotic selections.

It was indicated that in the A. baumannii isolated from
humans, the adeF, adeG and adeH drug efflux pumps genes
were very prevalent (34). Approximately 90% of the A. bau-
mannii isolates had the adeFGH operon (22), which was
similar to the current study.

Resistance to several antimicrobial agents may be par-
tially associated with the adeFGH operon. Resistance to
fluoroquinolones and tigecycline probably mediated up-
regulation of AdeFGH in A. baumannii (22). The current re-
searchers found that there was a correlation between over-
expression of AdeG and increased ciprofloxacin resistance.
Fernando et al. found that the prevalence of RNA transcript
of RND efflux pump gene among clinical isolates of Acine-
tobacter species was as follows: adeG, adeJ, and adeB. (9).
Emergence and development of multiple antibiotic resis-
tance can be mediated with up-regulation of efflux pumps.
It is likely that topoisomerase mutations and efflux pheno-
type were the result of ciprofloxacin pressure (16). Deng et
al. detected that adeG expression was not associated with
tigecycline resistance in A. baumannii isolates (31).

Among 50 resistant isolates collected in this study,
77.27% showed increased expression of the adeG. It was
shown that 57.14% of 14 MDR clinical isolates of A. bauman-
nii had increases in adeG expression. It was reported that
overexpression of adeG was associated with pathogenic-
ity of A. baumannii (7). All of the Acinetobacter isolates
overexpressed the adeG (9). In one study, 77.77% of fluo-
roquinolone A. baumannii strains showed overexpression
of adeF (3). It seems that the expression rate of adeF gene
compared with the adeA and adeI genes was very lower in
all XDR A. baumannii isolates and no isolate overexpressed
the adeF gene (34). Rumbo et al. isolated four-hundred and
forty-four strains of A. baumannii and found that expres-
sion of adeG was not increased (4).

Increases of 357 folds in adeG expression in isolates was
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observed. Increases of more than 250 folds in adeFGH ex-
pression in mutants was observed (22). The control strain
had higher level of expression in the adeFGH gene than
XDR A. baumannii isolates (34). Yoon et al. showed that
57.14% of MDR clinical isolates of A. baumannii showed four-
to 15-fold greater expression of the adeG gene (7). The dis-
similarity between the current results and other studies
may be because of the dissimilarity of drug regiment in
various countries, different figures of the isolates, differ-
ent antibiotics used for screening, and different detection
of genes in efflux pumps used in these studies.

Overexpression of efflux pumps may be associated
with increased ciprofloxacin resistance. Therefore, deter-
mining the genes that have a role in drug resistance in clin-
ical settings is necessary to inhibit the outbreak of nosoco-
mial infections caused by MDR A. baumannii.

Acknowledgments

The authors appreciate the kind cooperation of Pedi-
atric Infections Research Center, Mofid Children Hospital,
Tehran, Iran.

References

1. Amin IM, Richmond GE, Sen P, Koh TH, Piddock LJ, Chua KL. A method
for generating marker-less gene deletions in multidrug-resistant
Acinetobacter baumannii. BMC Microbiol. 2013;13:158. doi: 10.1186/1471-
2180-13-158. [PubMed: 23848834]. [PubMed Central: PMC3717142].

2. Maragakis LL, Perl TM. Acinetobacter baumannii: epidemiology,
antimicrobial resistance, and treatment options. Clin Infect Dis.
2008;46(8):1254–63. doi: 10.1086/529198. [PubMed: 18444865].

3. Costello SE, Gales AC, Morfin-Otero R, Jones RN, Castanheira M. Mech-
anisms of resistance, clonal expansion, and increasing prevalence
of acinetobacter baumannii strains displaying elevated tigecycline
MIC values in Latin America. Microb Drug Resist. 2016;22(4):253–8. doi:
10.1089/mdr.2015.0168. [PubMed: 26716768].

4. Rumbo C, Gato E, Lopez M, Ruiz de Alegria C, Fernandez-Cuenca F,
Martinez-Martinez L, et al. Contribution of efflux pumps, porins, and
beta-lactamases to multidrug resistance in clinical isolates of Acine-
tobacter baumannii. Antimicrob Agents Chemother. 2013;57(11):5247–
57. doi: 10.1128/AAC.00730-13. [PubMed: 23939894]. [PubMed Central:
PMC3811325].

5. Su XZ, Chen J, Mizushima T, Kuroda T, Tsuchiya T. AbeM, an H+-
coupled Acinetobacter baumannii multidrug efflux pump belong-
ing to the MATE family of transporters. Antimicrob Agents Chemother.
2005;49(10):4362–4. doi: 10.1128/AAC.49.10.4362-4364.2005. [PubMed:
16189122]. [PubMed Central: PMC1251516].

6. Nikasa P, Abdi-Ali A, Rahmani-Badi A, Al-Hamad A. In vitro evaluation
of proton motive force-dependent efflux pumps among multidrug
resistant acinetobacter baumannii isolated from patients at Tehran
Hospitals. Jundishapur J Microbiol. 2013;6(7). doi: 10.5812/jjm.6792.

7. Yoon EJ, Courvalin P, Grillot-Courvalin C. RND-type efflux pumps
in multidrug-resistant clinical isolates of Acinetobacter baumannii:
major role for AdeABC overexpression and AdeRS mutations. Antimi-
crob Agents Chemother. 2013;57(7):2989–95. doi: 10.1128/AAC.02556-12.
[PubMed: 23587960]. [PubMed Central: PMC3697384].

8. Lin MF, Lin YY, Tu CC, Lan CY. Distribution of different efflux pump
genes in clinical isolates of multidrug-resistant Acinetobacter bau-
mannii and their correlation with antimicrobial resistance. J Micro-
biol Immunol Infect. 2017;50(2):224–31. doi: 10.1016/j.jmii.2015.04.004.
[PubMed: 26055688].

9. Fernando D, Zhanel G, Kumar A. Antibiotic resistance and ex-
pression of resistance-nodulation-division pump- and outer mem-
brane porin-encoding genes in Acinetobacter species isolated from
Canadian hospitals. Can J Infect Dis Med Microbiol. 2013;24(1):17–
21. doi: 10.1155/2013/696043. [PubMed: 24421787]. [PubMed Central:
PMC3630023].

10. Bratu S, Landman D, Martin DA, Georgescu C, Quale J. Correla-
tion of antimicrobial resistance with beta-lactamases, the OmpA-
like porin, and efflux pumps in clinical isolates of Acinetobacter
baumannii endemic to New York City. Antimicrob Agents Chemother.
2008;52(9):2999–3005. doi: 10.1128/AAC.01684-07. [PubMed: 18591275].
[PubMed Central: PMC2533509].

11. Huang L, Sun L, Xu G, Xia T. Differential susceptibility to carbapenems
due to the AdeABC efflux pump among nosocomial outbreak isolates
of Acinetobacter baumannii in a Chinese hospital. Diagn Microbiol In-
fect Dis. 2008;62(3):326–32. doi: 10.1016/j.diagmicrobio.2008.06.008.
[PubMed: 18687557].

12. Lin L, Ling BD, Li XZ. Distribution of the multidrug efflux pump
genes, adeABC, adeDE and adeIJK, and class 1 integron genes
in multiple-antimicrobial-resistant clinical isolates of Acinetobac-
ter baumannii-Acinetobacter calcoaceticus complex. Int J Antimi-
crob Agents. 2009;33(1):27–32. doi: 10.1016/j.ijantimicag.2008.06.027.
[PubMed: 18790612].

13. Ruzin A, Keeney D, Bradford PA. AdeABC multidrug efflux pump
is associated with decreased susceptibility to tigecycline in Acine-
tobacter calcoaceticus-Acinetobacter baumannii complex. J Antimi-
crob Chemother. 2007;59(5):1001–4. doi: 10.1093/jac/dkm058. [PubMed:
17363424].

14. Amoah Barnie P. Development of efflux pumps and inhibitors
(EPIs) in A. baumanii. Clin Microbiol. 2014;3(1). doi: 10.4172/2327-
5073.1000135.

15. Bonnin RA, Nordmann P, Poirel L. Screening and deciphering antibi-
otic resistance in Acinetobacter baumannii: a state of the art. Expert
Rev Anti Infect Ther. 2013;11(6):571–83. doi: 10.1586/eri.13.38. [PubMed:
23750729].

16. Higgins PG, Wisplinghoff H, Stefanik D, Seifert H. Selection of topoiso-
merase mutations and overexpression of adeB mRNA transcripts dur-
ing an outbreak of Acinetobacter baumannii. J Antimicrob Chemother.
2004;54(4):821–3. doi: 10.1093/jac/dkh427. [PubMed: 15355942].

17. Wieczorek P, Sacha P, Hauschild T, Zorawski M, Krawczyk M,
Tryniszewska E. Multidrug resistant Acinetobacter baumannii–the
role of AdeABC (RND family) efflux pump in resistance to antibiotics.
Folia Histochem Cytobiol. 2008;46(3):257–67. doi: 10.2478/v10042-008-
0056-x. [PubMed: 19056528].

18. Coyne S, Courvalin P, Perichon B. Efflux-mediated antibiotic re-
sistance in Acinetobacter spp. Antimicrob Agents Chemother.
2011;55(3):947–53. doi: 10.1128/AAC.01388-10. [PubMed: 21173183].
[PubMed Central: PMC3067115].

19. Magnet S, Courvalin P, Lambert T. Resistance-nodulation-cell division-
type efflux pump involved in aminoglycoside resistance in Acine-
tobacter baumannii strain BM4454. Antimicrob Agents Chemother.
2001;45(12):3375–80. doi: 10.1128/AAC.45.12.3375-3380.2001. [PubMed:
11709311]. [PubMed Central: PMC90840].

20. Vila J, Marti S, Sanchez-Cespedes J. Porins, efflux pumps and
multidrug resistance in Acinetobacter baumannii. J Antimicrob
Chemother. 2007;59(6):1210–5. doi: 10.1093/jac/dkl509. [PubMed:
17324960].

21. Rosenfeld N, Bouchier C, Courvalin P, Perichon B. Expression of
the resistance-nodulation-cell division pump AdeIJK in Acinetobac-
ter baumannii is regulated by AdeN, a TetR-type regulator. Antimi-
crob Agents Chemother. 2012;56(5):2504–10. doi: 10.1128/AAC.06422-11.
[PubMed: 22371895]. [PubMed Central: PMC3346617].

4 Arch Clin Infect Dis. 2018; 13(5):e67143.

http://dx.doi.org/10.1186/1471-2180-13-158
http://dx.doi.org/10.1186/1471-2180-13-158
http://www.ncbi.nlm.nih.gov/pubmed/23848834
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC3717142
http://dx.doi.org/10.1086/529198
http://www.ncbi.nlm.nih.gov/pubmed/18444865
http://dx.doi.org/10.1089/mdr.2015.0168
http://www.ncbi.nlm.nih.gov/pubmed/26716768
http://dx.doi.org/10.1128/AAC.00730-13
http://www.ncbi.nlm.nih.gov/pubmed/23939894
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC3811325
http://dx.doi.org/10.1128/AAC.49.10.4362-4364.2005
http://www.ncbi.nlm.nih.gov/pubmed/16189122
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC1251516
http://dx.doi.org/10.5812/jjm.6792
http://dx.doi.org/10.1128/AAC.02556-12
http://www.ncbi.nlm.nih.gov/pubmed/23587960
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC3697384
http://dx.doi.org/10.1016/j.jmii.2015.04.004
http://www.ncbi.nlm.nih.gov/pubmed/26055688
http://dx.doi.org/10.1155/2013/696043
http://www.ncbi.nlm.nih.gov/pubmed/24421787
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC3630023
http://dx.doi.org/10.1128/AAC.01684-07
http://www.ncbi.nlm.nih.gov/pubmed/18591275
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC2533509
http://dx.doi.org/10.1016/j.diagmicrobio.2008.06.008
http://www.ncbi.nlm.nih.gov/pubmed/18687557
http://dx.doi.org/10.1016/j.ijantimicag.2008.06.027
http://www.ncbi.nlm.nih.gov/pubmed/18790612
http://dx.doi.org/10.1093/jac/dkm058
http://www.ncbi.nlm.nih.gov/pubmed/17363424
http://dx.doi.org/10.4172/2327-5073.1000135
http://dx.doi.org/10.4172/2327-5073.1000135
http://dx.doi.org/10.1586/eri.13.38
http://www.ncbi.nlm.nih.gov/pubmed/23750729
http://dx.doi.org/10.1093/jac/dkh427
http://www.ncbi.nlm.nih.gov/pubmed/15355942
http://dx.doi.org/10.2478/v10042-008-0056-x
http://dx.doi.org/10.2478/v10042-008-0056-x
http://www.ncbi.nlm.nih.gov/pubmed/19056528
http://dx.doi.org/10.1128/AAC.01388-10
http://www.ncbi.nlm.nih.gov/pubmed/21173183
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC3067115
http://dx.doi.org/10.1128/AAC.45.12.3375-3380.2001
http://www.ncbi.nlm.nih.gov/pubmed/11709311
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC90840
http://dx.doi.org/10.1093/jac/dkl509
http://www.ncbi.nlm.nih.gov/pubmed/17324960
http://dx.doi.org/10.1128/AAC.06422-11
http://www.ncbi.nlm.nih.gov/pubmed/22371895
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC3346617
http://archcid.com


Mobasseri P et al.

22. Coyne S, Rosenfeld N, Lambert T, Courvalin P, Perichon B. Overexpres-
sion of resistance-nodulation-cell division pump AdeFGH confers
multidrug resistance in Acinetobacter baumannii. Antimicrob Agents
Chemother. 2010;54(10):4389–93. doi: 10.1128/AAC.00155-10. [PubMed:
20696879]. [PubMed Central: PMC2944555].

23. Szejbach A, Mikucka A, Bogiel T, Gospodarek E. Usefulness of pheno-
typic and genotypic methods for metallo-beta-lactamases detection
in carbapenem-resistant Acinetobacter baumannii strains. Med Sci
Monit Basic Res. 2013;19:32–6. doi: 10.12659/MSMBR.883744. [PubMed:
23333953]. [PubMed Central: PMC3638691].

24. Clinical and Laboratory Standards Institute (CLSI) . Performance stan-
dards for antimicrobial susceptibility testing. 21th information supple-
ment. M100-S. Wayne PA: CLSI; 2016.

25. Nowak J, Schneiders T, Seifert H, Higgins PG. The Asp20-to-Asn substi-
tution in the response regulator AdeR leads to enhanced efflux activ-
ity of AdeB in Acinetobacter baumannii. Antimicrob Agents Chemother.
2016;60(2):1085–90. doi: 10.1128/AAC.02413-15. [PubMed: 26643347].
[PubMed Central: PMC4750716].

26. De Gregorio E, Roscetto E, Iula VD, Martinucci M, Zarrilli R, Di Nocera
PP, et al. Development of a real-time PCR assay for the rapid detection
of Acinetobacter baumannii from whole blood samples. New Micro-
biol. 2015;38(2):251–7. [PubMed: 25938750].

27. Owlia P, Azimi L, Gholami A, Asghari B, Lari AR. ESBL- and MBL-
mediated resistance in Acinetobacter baumannii: a global threat to
burn patients. Infez Med. 2012;20(3):182–7. [PubMed: 22992558].

28. Fazeli H, Taraghian A, Kamali R, Poursina F, Nasr Esfahani B, Moghim
S. Molecular identification and antimicrobial resistance profile of
acinetobacter baumannii isolated from nosocomial infections of
a teaching hospital in Isfahan, Iran. Avicenna J Clin Microb Infec.
2014;1(3). doi: 10.17795/ajcmi-21489.

29. Zhao SY, Jiang DY, Xu PC, Zhang YK, Shi HF, Cao HL, et al. An in-

vestigation of drug-resistant Acinetobacter baumannii infections in
a comprehensive hospital of East China. Ann Clin Microbiol Antimi-
crob. 2015;14:7. doi: 10.1186/s12941-015-0066-4. [PubMed: 25643932].
[PubMed Central: PMC4328433].

30. Cortivo GD, Gutberlet A, Ferreira JA, Ferreira LE, Deglmann RC, West-
phal GA, et al. Antimicrobial resistance profiles and oxacillinase
genes in carbapenem-resistant Acinetobacter baumannii isolated
from hospitalized patients in Santa Catarina, Brazil. Rev Soc Bras Med
Trop. 2015;48(6):699–705. doi: 10.1590/0037-8682-0233-2015. [PubMed:
26676494].

31. Deng M, Zhu MH, Li JJ, Bi S, Sheng ZK, Hu FS, et al. Molecular epidemi-
ology and mechanisms of tigecycline resistance in clinical isolates
of Acinetobacter baumannii from a Chinese university hospital. An-
timicrob Agents Chemother. 2014;58(1):297–303. doi: 10.1128/AAC.01727-
13. [PubMed: 24165187]. [PubMed Central: PMC3910737].

32. Srinivasan VB, Rajamohan G, Pancholi P, Stevenson K, Tadesse
D, Patchanee P, et al. Genetic relatedness and molecular char-
acterization of multidrug resistant Acinetobacter baumannii iso-
lated in central Ohio, USA. Ann Clin Microbiol Antimicrob. 2009;8:21.
doi: 10.1186/1476-0711-8-21. [PubMed: 19531268]. [PubMed Central:
PMC2705342].

33. Ardebili A, Talebi M, Azimi L, Rastegar Lari A. Effect of efflux pump
inhibitor carbonyl cyanide 3-chlorophenylhydrazone on the mini-
mum inhibitory concentration of ciprofloxacin in Acinetobacter bau-
mannii clinical isolates. Jundishapur J Microbiol. 2014;7(1). e8691. doi:
10.5812/jjm.8691. [PubMed: 25147654]. [PubMed Central: PMC4138672].

34. Sun JR, Perng CL, Lin JC, Yang YS, Chan MC, Chang TY, et al. AdeRS com-
bination codes differentiate the response to efflux pump inhibitors
in tigecycline-resistant isolates of extensively drug-resistant Acineto-
bacter baumannii. Eur J Clin Microbiol Infect Dis. 2014;33(12):2141–7. doi:
10.1007/s10096-014-2179-7. [PubMed: 24939621].

Arch Clin Infect Dis. 2018; 13(5):e67143. 5

http://dx.doi.org/10.1128/AAC.00155-10
http://www.ncbi.nlm.nih.gov/pubmed/20696879
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC2944555
http://dx.doi.org/10.12659/MSMBR.883744
http://www.ncbi.nlm.nih.gov/pubmed/23333953
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC3638691
http://dx.doi.org/10.1128/AAC.02413-15
http://www.ncbi.nlm.nih.gov/pubmed/26643347
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC4750716
http://www.ncbi.nlm.nih.gov/pubmed/25938750
http://www.ncbi.nlm.nih.gov/pubmed/22992558
http://dx.doi.org/10.17795/ajcmi-21489
http://dx.doi.org/10.1186/s12941-015-0066-4
http://www.ncbi.nlm.nih.gov/pubmed/25643932
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC4328433
http://dx.doi.org/10.1590/0037-8682-0233-2015
http://www.ncbi.nlm.nih.gov/pubmed/26676494
http://dx.doi.org/10.1128/AAC.01727-13
http://dx.doi.org/10.1128/AAC.01727-13
http://www.ncbi.nlm.nih.gov/pubmed/24165187
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC3910737
http://dx.doi.org/10.1186/1476-0711-8-21
http://www.ncbi.nlm.nih.gov/pubmed/19531268
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC2705342
http://dx.doi.org/10.5812/jjm.8691
http://www.ncbi.nlm.nih.gov/pubmed/25147654
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC4138672
http://dx.doi.org/10.1007/s10096-014-2179-7
http://www.ncbi.nlm.nih.gov/pubmed/24939621
http://archcid.com

	Abstract
	1. Background
	2. Methods
	2.1. Bacterial Strains and Growth Conditions
	2.2. Antimicrobial Susceptibility Test
	2.3. Efflux Pumps Gene Detection
	Table 1
	Table 2

	2.4. Inhibitory Role of Carbonyl Cyanide3-Chlorophenyl Hydrazone
	2.5. Reverse Transcription (RT)-Polymerase Chain Reaction
	2.6. Semi quantitative Real-Time RT-PCR 

	3. Results
	4. Discussion
	Acknowledgments
	References

