
Creative Commons Non Commercial CC BY-NC: This article is distributed under the terms of the Creative Commons Attribution-NonCommercial  
4.0 License (http://www.creativecommons.org/licenses/by-nc/4.0/) which permits non-commercial use, reproduction and distribution of the work without 

further permission provided the original work is attributed as specified on the SAGE and Open Access pages (https://us.sagepub.com/en-us/nam/open-access-at-sage).

https://doi.org/10.1177/1178633719884951

Infectious Diseases: Research and Treatment
Volume 12: 1–7
© The Author(s) 2019
Article reuse guidelines: 
sagepub.com/journals-permissions
DOI: 10.1177/1178633719884951

Introduction
Non-Fermenting Gram-Negative Bacilli (NFGNB) are 
defined as strictly aerobic and non-spore forming group of bac-
teria that do not ferment carbohydrates but generate energy 
required for their metabolic activities by oxidative pathway.1 
Intrinsic resistance of NFGNB to the commonly used antisep-
tics and their ability to survive under a wide range of environ-
mental conditions have aided them to occupy different settings. 
They have been isolated from soil, aquatic environment, and 
hospital environments such as anesthesia equipment, sinks, 
intravenous fluids, and even distilled water. Their survival in 
different hospital settings facilitated them to transfer from 
patient to patient through fomites or the hands of medical staff 
causing hospital acquired infections.2,3

Non-Fermenting Gram-Negative Bacilli are taxonomi-
cally diverse group of bacteria that have been considered as 
commensals or contaminants for many years. However, 
numerous recent studies revealed that NFGNB are important 
cause of different types of nosocomial infections, including 
ventilator-associated pneumonia, septicemia, urinary tract 

infection, and surgical site infection,4-8 accounting for nearly 
15% of all Gram-negative bacilli isolated from these infec-
tions.9-15 Immunosuppression, neutropenia, mechanical ven-
tilation, cystic fibrosis, indwelling catheters, and invasive 
diagnostic and therapeutic techniques have been identified as 
major risk factors.14,15

Antimicrobial resistance has recently been identified as 1 of 
the 3 most important problems facing human health by the 
World Health Organization.16 Frequent isolation of multi-
drug resistant (MDR) pathogens in both nosocomial and com-
munity-acquired infections further intensified the problem of 
antimicrobial resistance.17 Acinetobacter baumannii and 
Pseudomonas aeruginosa have been recognized as the most com-
mon and serious MDR pathogens.18

An increase in the incidence of nosocomial infection and 
the prevalence of MDR in NFGNB have significantly esca-
lated the profile of these emerging opportunistic patho-
gens.5,19,20 Because of poor laboratory organization (laboratory 
equipment and supplies), the distribution, prevalence of multi-
drug resistance, and the prevalence of extended spectrum beta 

High Prevalence of Multi-Drug Resistance and  
Extended Spectrum Beta Lactamase Production in  
Non-Fermenting Gram-Negative Bacilli in Ethiopia

Adane Bitew  
Department of Medical Laboratory Sciences, College of Health Sciences, Addis Ababa 
University, Addis Ababa, Ethiopia.

ABSTRACT: 

Background: Emergence of resistance to multiple antimicrobial agents in Non-Fermenting Gram-Negative Bacilli is a major problem to 
public health, as it limits drug treatment options against infections. The aim of this study was to determine the prevalence of multi-drug 
resistance and extended spectrum beta lactamase production in Non-Fermenting Gram-Negative Bacilli.

Materials and methods: Different clinical samples were collected and processed following standard procedures. Each sample was 
then inoculated onto culture media. Identification, drug susceptibility testing, and extended spectrum beta lactamase production of the 
isolates were carried out by using the VITEK 2 compact system.

Results: Among 996 clinical samples, 135 samples yielded Non-Fermenting Gram-Negative Bacilli of which Pseudomonas and Acine-
tobacter species were the commonest isolates. The overall drug resistance rates of Non-Fermenting Gram-Negative Bacilli were above 
80% against ampicillin (89.6%), cefuroxime axetil (88.9%), nitrofurantoin (85.9%), cefalotin (84.4%), cefoxitin (83.7%), cefazolin (83.0%), 
and cefuroxime (83.0%). Tobramycin with a resistance rate of 19.3% was the most active antimicrobial agent. Out of 135 isolates, 81.5% 
were multi-drug resistant of which 13.3% were extensively drug resistant and 10.4% were pandrug resistant. Extended spectrum beta lac-
tamase production was detected in 48.9% of the isolates.

Conclusions: The spectrum of bacterial species isolated was diverse. The isolates demonstrated high level of drug resistance in dif-
ferent classes of antibiotics. The magnitude of multi-drug resistance and the level of extended spectrum beta lactamase production were 
high. Hence, further studies on multi-drug resistant and extended spectrum beta lactamase producing Non-Fermenting Gram-Negative 
Bacilli both in the community and in hospital setting are essential.

Keywords: Multi-drug resistance, carbapenemase, extended spectrum beta lactamase, Non-Fermentative Gram-Negative Bacilli

RECEIVED: September 30, 2019. ACCEPTED: October 6, 2019.

Type: Original Research

Funding: The author(s) received no financial support for the research, authorship, and/or 
publication of this article.

Declaration of conflicting interests: The author(s) declared no potential 
conflicts of interest with respect to the research, authorship, and/or publication of this 
article.

CORRESPONDING AUTHOR: Adane Bitew, Department of Medical Laboratory Sciences, 
College of Health Sciences, Addis Ababa University, P.O.B 1176, Addis Ababa, Ethiopia.  
Email: Adane.Bitew@aau.edu.et

884951 IDR0010.1177/1178633719884951Infectious Diseases: Research and TreatmentBitew
research-article2019

https://uk.sagepub.com/en-gb/journals-permissions
mailto:Adane.Bitew@aau.edu.et


2	 Infectious Diseases: Research and Treatment ﻿

lactamase (ESBL) producing NFGNB in Ethiopia are poorly 
known. Accurate identification, determining multi-drug resist-
ance, and production of ESBL in NFGNB are critical for effi-
cient management of patients with various infections. The 
VITEK 2 compact automated system (bioMérieux, France) is 
1 of the most commonly used instruments in clinical microbi-
ology laboratories for the identification and assessment of the 
susceptibility profiles of Fermentative and Non-Fermentative 
Gram-Negative Bacilli including the detection of ESBLs pro-
duced by these groups of bacteria.21,22 Against this background, 
the aim of this study was to determine the magnitude of MDR 
profile and ESBL producing NFGNB isolated from patients 
with different types of infection by using the fully automated 
VITEK 2 compact system.

Materials and Methods
Study site and period

This study was conducted at Arsho Advanced Medical 
Laboratory over a period of 1 year from October 2016 to 
September 2017. Arsho Advanced Medical Laboratory is a 
private Limited Copmany located in Bole sub-city, Addis 
Ababa, Ethiopia. Patients having different clinically confirmed 
disease manifestations and those with no history of antibacte-
rial drug therapy for not less than 2 weeks prior to their attend-
ance were included in the study.

Different clinical samples from sputum, urine, wound, cer-
ebrospinal fluid, ear, and nasal blood were collected and pro-
cessed following standard procedures. Only 1 clinical sample 
was collected from each patient as per the request of the physi-
cians. Specimens collected from each patient were inoculated 
onto culture media and incubated at appropriate temperature 
and period according to standard protocols related to each 
sample. Samples were cultured as soon as possible. In cases 
where a delay in culturing is an avoidable appropriate transport 
media were used.

Identif ication and drug susceptibility testing

Species characterization and antimicrobial susceptibility testing 
were performed with the VITEK 2 automated system (bioMé-
rieux) using the AST-GN72 cards, in accordance with the 
manufacturer’s instructions by inoculating pure isolates of bac-
terial pathogen and controls into AST-GN72 cards. In the case 
of mixed culture, only significant bacterium was used for further 
study. The ESBL phenotype was determined with the VITEK 
2 automated system using the ESBL test panel with 6 wells 
containing 3 third-generation cephalosporins, alone (cefepime, 
cefotaxime, and ceftazidime) and in combination with clavu-
lanic acid (CA) as per the instruction of the manufacturer. 
Growth in each well was quantitatively measured by means of 
an optical scanner. Final results were investigated using version 
4.0 software, an advanced expert system (AES) designed to 
evaluate the results produced by the VITEK 2 system. The 

relative reduction in growth in wells having cephalosporin plus 
CA compared with those containing the cephalosporin alone 
was considered positive for ESBL production. Strains were 
noted as ESBL-negative whenever phenotypic interpretations 
other than ESBLs were suggested by the AES. Quality control 
strains, P. aeruginosa ATCC 27853, was included in each run. 
The isolates were categorized as MDR, extensively drug resist-
ance (XDR), and pandemic drug resistance (PDR), as per the 
definition of Magiorakos et al.23

Ethics and consent to participate

The study was carried out after the approval of the Institutional 
Review Board (IRB) of Department of Medical Laboratory 
Sciences (DRERC/246/16/MLS and Arsho Advanced 
Medical Laboratory Private Limited Company; AAML 
RERC/12/7/16). Data collection was started after obtaining 
written informed consent from study subjects, and assent 
form was completed and signed by parents or guardians for 
those study subject ⩽16 years of age. All the information 
obtained from the study subjects were coded to maintain 
confidentiality.

Results
Of a total of 996 clinical samples processed, NFGNB were 
recovered in 135 samples. Among the isolates, 78 (57.8%) were 
Pseudomonas species and 47 (34.8%) were Acinetobacter species. 
The remaining 10 (7.4%) isolates were represented by bacteria 
belonging to 6 different genera of NFGNB. Pseudomonas aer-
uginosa (61; 45.2%) and A. baumannii (28; 20.7%) were the 2 
most frequently isolated NFGNB (Table 1).

The antimicrobials tested and the percentage of antimicro-
bial resistance rates of NFGNB are depicted in Table 2. The 
overall resistance rates of NFGNB were above 80% against 
ampicillin (89.6%), cefuroxime axetil (88.9%), nitrofurantoin 
(85.9%), cefalotin (84.4%), cefoxitin (83.7%), cefazolin 
(83.0%), and cefuroxime (83.0%). Tobramycin with a resist-
ance rate of 19.3%, gentamicin with a resistance rate of 23.7%, 
piperacillin/tazobactam combination with a resistance rate of 
25.9%, and cefepime with a resistance rate of 25.9% were bet-
ter active antimicrobial agents. Pseudomonas aeruginosa showed 
less resistance rates against tobramycin (6.6%), gentamicin 
(13.1%), piperacillin/tazobactam combination (16.4%), 
cefepime (19.7%), ciprofloxacin (19.7%), levofloxacin (23.0%), 
and ceftazidime (27.9%). The resistance rates of the pathogen 
toward the other antimicrobial agents tested were over 85%. 
Tobramycin and gentamicin were consistently the most active 
agents against other Pseudomonas species. These species were 
100% susceptible to the 2 antimicrobial agents. Acinetobacter 
baumannii had high resistance rates against all antimicrobial 
agents tested. The lowest resistance rate for A. baumannii 
was observed against tobramycin (ie, 57.1%). Acinetobacter 
baumannii was equally resistant to ceftazidime, piperacillin/
tazobactam combination, gentamicin, ciprofloxacin, and  
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levofloxacin, that is, 67.9%. Other NFGNB isolates were bet-
ter sensitive to the antimicrobial agents tested than the isolates 
of Pseudomonas and Acinetobacter species.

Multi-drug resistant profile of NFGNB and the prevalence 
of ESBL producing isolates are shown in Table 3. Out of 135 
isolates of NFGNB, 110 (110/135; 81.5%) were MDR, of 
which 18 (18/135; 13.3%) were XDR and 14 (14/135; 10.4%) 
were PDR. Among 78 isolates of Pseudomonas species, 65 were 
MDR, of which 7 and 4 isolates were XDR and PDR, respec-
tively. Among the isolates of P. aeruginosa, 56 (56/61; 91.8%) 
were MDR, of which 6 (6/61; 9.8%) and 4 (4/61; 6.6%) were 
XDR and PDR, respectively. Out of 47 isolates of Acinetobacter 
species, 41 isolates were MDR, of which 11 and 10 isolates 
were XDR and PDR, respectively. Of 28 isolates of A. bauman-
nii, 26 (26/28; 92.9%) were MDR, whereas 10 (10/28; 35.7%) 
and 7 (7/28; 25%) were XDR and PDR, respectively. Out of 10 
isolates of other NFGNB, 4 isolates were MDR, but none of 
them were XDR or PDR. Among 135 Isolates of NFGNB, 66 
(48.9%) were producers of ESBL, of which 42 (31.1%) isolates 
were Pseudomonas spp. whereas 24 (17.8%) isolates were 
Acinetobacter spp. Among 10 isolates of belonging to 6 genera, 
only 3 isolates were MDR, but none of them were XDR, PDR, 
and ESBL producers.

Discussion
Non-Fermenting Gram-Negative Bacilli, once considered to 
be contaminants, emerged as important opportunistic patho-
gens. Their frequent isolation from patients with nosocomial 
infections has demonstrated their pathogenic potential in 

health care institution. The isolation rates of NFGNB, how-
ever, are not uniform. The isolation rate of NFGNB in the pre-
sent study was 13.6%. Lower isolation rates of NFGNB than 
the present study have been reported in studies conducted in 
Brazil (2.2%),24 in Karnataka (4.5%),25 and in India (10.0 %).26 
On the contrary, higher isolation rates of NFGNB have been 
reported in studies carried out in Saudi Arabia (16%) by 
Eltahawy et al,27 in India (21.8%) by Sidhu et al,28 and again in 
India (45.9%) by Vijaya et al.29 Among 14 species of NFGNB, 
P. aeruginosa and A. baumannii were the most common isolates 
accounting for 45.2% and 20.7% of the total isolates, respec-
tively. Our finding was similar with the findings of Malini 
et al27 and Rit et al.3

The overall drug resistance profile of NFGNB against 
cephalosporins was very high. Except for the extended beta 
lactam cephalosporins, cefepime and ceftazidime, the drug 
resistance rates of NFGNB against the 7 cephalosporins 
extend from 68.9% for ceftriaxone to 88.9% for cefuroxime 
axetil. The overall drug resistance profile of NFGNB against 
the commonly prescribed drugs in Ethiopia such as ampicillin 
(89.6%), nitrofurantoin (95.9%), tetracycline (68.1%), and 
trimethoprim-sulfamethoxazole (63.7%) was also high. A 
notable observation was that the majority of NFGNB showed 
a relatively reduced resistance pattern against aminoglycosides 
(gentamicin and tobramycin), fluoroquinolone (ciprofloaxine 
and levofloxacin), and piperacillin/tazobactam combination. 
The ability of NFGNB, in particular P. aeruginosa and A. bau-
mannii, to quickly adapt to selective changes in environmental 
pressures, upregulation of the intrinsic resistance mechanisms, 

Table 1.  Distribution of NFGNB isolated from different clinical samples (n = 135).

Species Urine Wound Blood CSF Ear Nasal No. of isolates (n, %)

Pseudomonas aeruginosa 5 25 6 5 12 8 61 (45.2)

Pseudomonas fluorescens 1 1 1 1 – 4 (3.0)

Pseudomonas putida – – 5 – 1 – 6 (4.4)

Pseudomonas luteola 2 3 – – 2 – 7 (5.2)

Acinetobacter baumannii 8 7 3 5 4 1 28 (20.7)

Acinetobacter calcoaceticus 1 2 3 1 1 1 9 (6.7)

Acinetobacter iwofii 1 1 3 – 2 – 7 (5.2)

Acinetobacter ursingii – – 3 – – – 3 (2.2)

Cupriavidus pauculus – – – – 1 – 1 (0.7)

Stenotrophomonas maltophiia – 1 – – – 1 (0.7)

Methylobacterium rhodesianum – – 1 – – – 1 (0.7

Moraxella nonliquefaciens 1 – – – – – 1 (0.7)

Sphingomonas paucimobilis – – 2 2 – – 4 (3.0)

Burkholderia cepacia – – 1 – 1 – 2 (1.5)

No of species per sample (n, %) 19 (14.1) 40 (29.6) 28 (20.7) 13 (9.6) 25 (18.5) 10 (7.4) 135 (100)

Abbreviations: CSF, cerebrospinal fluid; NFGNB, Non-Fermenting Gram-Negative Bacilli.
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and acquisition and transferring of drug resistance genes 
through mobile genetic elements such as plasmids and 
transposons could be possible explanation for an elevated 
overall drug resistance prevalence rates against different cat-
egory of drugs. Drug resistance genes so acquired are known 
to facilitate bacteria to produce beta lactamase enzymes par-
ticularly of ESBLs that confer resistance to the majority of 
beta lactam antibiotics. ESBLs producing Gram-negative 
bacteria have also been identified to have additional resist-
ance mechanisms to other categories of antimicrobials such 
as phenicols, sulfonamides, fluoroquinolones, tetracyclines, 
and aminoglycoside.30

As far as species-specific antimicrobial resistance rates are 
concerned, the drug reissuance rate of P. aeruginosa ranged 
from 6.6% to 98.4%. Antimicrobial agents in antimicrobial 
classes of fluoroquinolone (ciprofloaxine and levofloxacin) and 
aminoglycosides (tobramycin and gentamicin) were better 
active against the isolates of P. aeruginosa of which tobramycin 
was the most active drug with a resistance rate of 6.6%. Our 
finding was similar with that of Manikandan and Amsath31 
who reported 6% resistance rate of P. aeruginosa against 
tobramycin. Of a panel of 9 cephalosporins tested, the 2 
extended beta lactam cephalosporins, cefepime and ceftazi-
dime, with resistance rates of 19.7% and 27.9% were better 

active than the remaining antimicrobial agents within the class. 
The resistance rates of the pathogen to the first-generation 
cephalosporins raged from 96.7% for cefuroxime axetil to 
91.8% for cefazolin and cephalexin. Our observation was con-
sistent with those of Manikandan and Amsath31 and Lu et al.32 
In contrast to our result, a study conducted in Egypt by Hassuna 
et al33 reported that 86% and 72% of the isolates of P. aerugi-
nosa have been resistant to the extended beta lactams, ceftazi-
dime and cefotaxime, respectively. Similarly, a study from 
Tehran demonstrated that P. aeruginosa was 100% resistant to 
cefepime, ceftazidime, ceftriaxone, and ciprofloxacine.34 
Among the penicillin plus beta lactam inhibitor combinations, 
the piperacillin/tazobactam combination was better active with 
a resistance rate of 16.4%. The susceptibility rates of the bacte-
rium were extremely poor for the old generation antimicrobial 
agents such as tetracycline, SXT (trimethoprim/sulfamethoxa-
zole) ampicillin, and nitrofurantoin. Our result in this regard 
was similar with the findings of Manikandan and Amsath31 
who reported 90% resistant rates of P. aeruginosa to both amox-
icillin and ampicillin. The overall resistance rates of P. putida 
and P. luteola were also high except for tobramycin, gentamicin, 
and piperacillin/tazobactam combination in which both spe-
cies were 100 susceptible. On the contrary, P. fluorescens showed 
a highly reduced resistance to almost all drugs.

Table 3.  Prevalence of multi-drug resistance and ESBL production in NFGNB against 8 antimicrobial categories.

Species R0 R1 R2 R3 R4 R5 R6 R7 R8 n (%)
MDR

n (%)
XDR

n (%)
PDR

ESBL (%)

P. aeruginosa (n = 61) 2 1 2 1 0 1 46 4 4 56 (91.8) 6 (9.8) 4 (6.6) 40 (51.3)

P. fluorescens (n = 4) 2 0 2 0 0 0 0 0 0 0 (0.0) 0 (0.0) 0 (0.0) –

P. putida (n = 6) 0 0 0 0 2 3 1 0 0 6 (100) 1 (16.7) 0 (0.0) 1 (1.3)

P. luteola (n = 7) 2 1 1 2 0 1 0 0 0 3 (42.9) 0 (0.0) 0 (0.0) 1 (1.3)

A. baumannii (n = 28) 0 1 1 1 5 0 0 7 13 26 (92.9) 10 (35.7) 7 (25.0) 21 (44.7)

A. calcoaceticus (n = 9) 0 0 0 1 3 1 0 0 4 9 (100) 0 (0.0) 3 (33.3) 2 (4.3)

A. iwofii (n = 7) 0 2 0 3 1 0 1 0 0 5 (71.4) 1 (14.3) 0 (0.0) 1 (2.1)

A. ursingii (n = 3) 0 1 1 1 0 0 0 0 0 1 (33.3) 0 (0.0) 0 (0.0) –

C. pauculus (n = 1) 0 1 0 0 0 0 0 0 0 0 (0.0) 0 (0.0) 0 (0.0) –

S. maltophiia (n = 1) 1 0 0 0 0 0 0 0 0 0 (0.0) 0 (0.0) 0 (0.0) –

M. rhodesianum (n = 1) 0 0 0 1 0 0 0 0 0 1 (1000) 0 (0.0) 0 (0.0) –

M. nonliquefaciens (n = 1) 0 0 0 0 1 0 0 0 0 1 (100) 0 (0.0) 0 (0.0) –

S. paucimobilis (n = 4) 3 0 0 0 1 0 0 0 0 1 (25.0) 0 (0.0) 0 (0.0) –

B. cepacia (n = 2) 0 0 O 0 1 0 0 0 1 1 (50.0) 0 (0.0) 0 (0.0) –

Total 10 7 7 10 14 6 48 11 22 110 (81.5%) 18 (13.3%) 14 (10.4%)  

Abbreviations: ESBL, extended spectrum beta lactamase; MDR, multi-drug resistant; NFGNB, Non-Fermenting Gram-Negative Bacilli; PDR, pandemic drug resistance; 
XDR, extensively drug resistance.
R0: no antibiotic resistant; R1: resistant to 1 antimicrobial category; R2: resistant to 2 antimicrobial categories; R3: resistant to 3 antimicrobial categories; R4: resistant to 4 
antimicrobial categories; R5: resistant to 5 antimicrobial categories; R6: resistant to 6 antimicrobial categories, R7: resistant to 7 antimicrobial categories, R8: resistant to 
8 antimicrobial categories.
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Acinetobacter baumannii, the second most commonly iso-
lated bacterium, had the highest rates of resistance to most 
antimicrobial agents than other NFGNB. None of the tested 
antimicrobial agents achieved susceptibility rates above 45% of 
which the least resistance rates were demonstrated against 
cefepime and tobramycin. The resistance rates of gentamicin, 
ciprofloxacin, levofloxacin, ceftazidime, and piperacillin/tazo-
bactam combination were 67.9%. The pathogen was 100% 
resistant to ampicillin, cefuroxime axetil, cefuroxime, and 
cefoxitin. Our finding was in line with the findings of Lu et al32 
who reported a resistance rate of 77% to 100% to cephalospor-
ins, greater than 80% to fluoroquinolone and greater than 75% 
to piperacillin/tazobactam combination. A. calcoaceticus and A. 
lwofii depicted more or less similar resistance pattern as A. 
baumannii.

Multi-drug resistant in NFGNB has emerged as a main 
cause of health-care-related infections particularly in patients 
whose immune system is compromised by underlying diseases. 
This was evident by the present study in which out of 135 iso-
lates of NFGNB, 110 (81.5%) were MDR in which P. aerugi-
nosa accounted for 56 (91.8%) of the isolates. The prevalence 
rate of MDR strains of the bacterium observed in our study 
was higher than the prevalence rates documented by Gales 
et al5 (Canada, 3.3%), Gill et al35 (India, 50%), and Saderi and 
Owlia36 (Tehran, 54.5%). Among the MDR strains of the bac-
terium, 6 (9.8%) and 4 (6.6%) of them were noted as XDR and 
PDR, respectively. Lower (2.3%) and higher (33% and 63%) 
prevalence rates of XDR isolates of the pathogen than the pre-
sent report were documented by Gill et al,35 Saderi and Owlia,36 
and Hasanin et al,37 respectively. However, none of these stud-
ies reported PDR. The prevalence of MDR in A. baumannii 
was also very high. Out of 28 isolates of the bacterium, 26 
(92.9%) were MDR, where 10 (35.7%) were XDR and 7 
(25.0%) were PDR. Comparatively, less recovery rates of MDR 
strains of 53% in China by Zhao et al,38 73% in Italy by De 
Francesco et al,39 86% in Egypt by Hasanin et al,37 and 71.3% 
in India by Sivaraman et al40 have been reported. Furthermore, 
comparatively higher recovery rates of MDR strains of 93.6% 
in Algeria by Khorsi et al41 and 100% in Pakistan by Begum 
et al42 have also been documented. Differences in drug abuse, 
in the definition of MDR, and in the panel of antimicrobial 
agents used for drug sensitivity testing could be possible expla-
nations for variations in the prevalence of MDR between the 
present study and other similar studies carried out elsewhere. 
Because of less availability of new generation drugs, treatment 
of infections with the first- and the second-generation antimi-
crobial agents empirically has been a common practice in 
Ethiopia. This may explain the observation of high MDR 
strains of P. aeruginosa and A. baumannii, and other NFGNB in 
this study in older groups of antimicrobials than newer antimi-
crobial groups.

The emergence and spread of ESBL producing NFGNB 
particularly in Acenitobacter and Pseudomonas spp. is an increas-
ing problem worldwide. In the present study, out of 135 

NFGNB, 66 (48.9%; 66/135) were producer of ESBL. Among 
ESBL producers, 42 NFGNB (63.6%) were Pseudomonas spe-
cies, whereas 24 NFGNB (36.4%) were Acinetobacter species. 
Among ESBL producing Pseudomonas species, 95.2% (40/42) 
were represented by P. aeruginosa. Similarly, among ESBL pro-
ducing species of Acinetobacter species, 87.5% (21/24) were 
accounted by A. baumannii. ESBL production rate in P. aerugi-
nosa and A. baumannii in our study was higher than ESBL pro-
duction rates reported in Turkey by Vahaboglu et al,43 in Korea 
by Yong et al,44 in India by Sinha et al,45 and in Ethiopia by 
Solomon et  al.46 Species of Cupriavidus, Stenotrophomonas, 
Methylobacterium, Moraxella, Sphingomonas, and Burkholderia 
are emerging as potential human pathogens causing life-
threatening bloodstream infections.

Conclusions
Isolation of large number of NFGNB, high prevalence of 
multi-drug resistance, and ESBL phenotypes warrant for fur-
ther study in this field, including the consequences of coloniza-
tion with MDR and ESBL producing NFGNB, both in the 
community and in hospital setting.

Acknowledgements
I would like to acknowledge Arsho Advanced Medical 
Laboratory for the provision of laboratory supplies and allow-
ing me to use the VITEK 2 compact system for free. I am also 
grateful to the patients and those individuals who participated 
in specimen collections.

Author Contributions
Research design, experimental work, data analysis and write up 
of the work were carried out by Adane Bitew.

ORCID iD
Adane Bitew  https://orcid.org/0000-0003-1470-479X

Data Availability Statement
All the data are found in the manuscript and there are no supplemen-
tary files because we did not collect images and videos, and our study 
does not include sequencing and structure.

References
	 1.	 Chiu CW, Li MC, Ko WC, et al. Clinical impact of Gram-negative nonfer-

menters on adults with community-onset bacteremia in the emergency depart-
ment. J Microbiol Immunol Infect. 2015;48:92-100.

	 2.	 McGowan JE Jr. Resistance in non-fermenting Gram-negative bacteria: multi-
drug resistance to the maximum. Am J Infect Control. 2006;34:S29-S37.

	 3.	 Rit K, Nag F, Raj HJ, Maity PK. Prevalence and susceptibility profiles of Non-
fermentative Gram-negative Bacilli infection in a Tertiary Care Hospital of 
Eastern India. Indian J Clin Practice. 2013;24:451-455.

	 4.	 Kakati B, Agarwal S, Gupta S. Emerging issues regarding management of MDR 
Non-Fermenting Gram Negative ventilator associated pneumonia in a Rural 
Catering Tertiary Care Hospital. J Med Sci Clin Res. 2015;4:13232-13238.

	 5.	 Gales AC, Jones RN, Forward KR, Linares J, Sader HS, Verhoe FJ. Emerging 
importance of multidrug-resistant Acinetobacter species and Stenotrophomonas 
maltophilia as pathogen in seriously ill patients: geographical patterns, Epide-
miological features, and trends in the SENTRY antimicrobial surveillance pro-
gram (1997-1999). Clin Infect Dis. 2001;32:104-113.

	 6.	 Playford EG, Craig JC, Iredell JR. Carbapenem-resistant Acinetobacter bau-
mannii in intensive care unit patients: risk factors for acquisition, infection and 
their consequences. J Hosp Infect. 2007;65:204-211.

https://orcid.org/0000-0003-1470-479X


Bitew	 7

	 7.	 Quinn JP. Clinical problems posed by multi-resistant non fermenting Gram neg-
ative pathogens. Clin Infec Dis. 1988;27:117-124.

	 8.	 Fass RJ, Barnishan J, Solomon MC, Ayers LW. In vitro activities of quinolones, 
beta-lactams, tobramycin, and trimethoprim-sulfamethoxazole against Non-
Fermentative Gram-Negative Bacilli. Antimicrob Agents Chemother. 1996;40: 
1412-1428.

	 9.	 Su SC, Vaneechoutte M, Dijkshoorn L, Wei YF, Chen YL, Chang TC. Identi-
fication of non-fermenting Gram-negative bacteria of clinical importance by an 
oligonucleotide array. J Med Microbiol. 2009;58:596-605.

	10.	 Gokale SK, Metgud SC. Characterization and antibiotic sensitivity pattern of 
non-fermenting Gram negative bacilli from various clinical samples in a tertiary 
care hospital, Belgaum. J Pharm Biomed Sci. 2012;17:1-5.

	11.	 Simgamsetty S, Yarlagadda P, Yenigalla BM, Myneni RB. Easy with VITEK 2 sys-
tems, bioMerieux in identification of non-lactose fermenting bacteria including their 
antibiotic drug susceptibility: our experience. Intern J Res Med Sci. 2016;4:813-817.

	12.	 Patel PH, Pethani JD, Sanjay D, Rathod SD. Prevalence of non-fermenting 
Gram negative bacilli infection in tertiary care hospital in Ahmedabad, Gujarat. 
Indian J Basic App Med Res. 2013;2:608-613.

	13.	 Benachinmardi KK, Padmavathy M, Malini J, Naveneeth BV. Prevalence of 
non-fermenting Gram negative bacilli and their in vitro susceptibility pattern at 
a tertiary care teaching Hospital. J Sci Soc. 2014;41:162-166. doi:10.4103/09 
74-5009.141204.

	14.	 Carmeli Y, Troillet N, Eliopoulos GM, Samore MH. Emergence of antibiotic-
resistant Pseudomonas aeruginosa: comparison of risks associated with different 
antipseudomonal agents. Antimicrob Agents Chemother. 1999;43:1379-1382.

	15.	 Troillet N, Samore MH and Carmeli Y. Imipenem-resistant Pseudomonas aeru-
ginosa: risk factors and antibiotic susceptibility pattern. Clin Infect Dis. 1997;25: 
1094-1098.

	16.	 Fournier PE, Richet H. The epidemiology and control of Acinetobacter bauman-
nii in health care facilities. Clin Infect Dis. 2006;42:692-699.

	17.	 Bassetti M, Ginocchio F, Mikulska M. New treatment options against Gram-
negative organisms. Crit Care. 2011;15:215.

	18.	 Peleg AY, Seifert H, Paterson DL. Acinetobacter baumannii: emergence of a 
successful pathogen. Clin Microbiol Rev. 2008; 21:538-582.

	19.	 Rice LB. Federal funding for the study of antimicrobial resistance in nosocomial 
pathogens: no ESKAPE. J Infect Dis. 2008;197:1079-1081.

	20.	 Tumbarello M, Repetto E, Trecarichi EM, et al. Multidrug-resistant Pseudo-
monas aeruginosa bloodstream infections: risk factors and mortality. Epidemiol 
Infect. 2011;139:1740-1749.

	21.	 Sanders CC, Peyret M, Moland ES, et al. Ability of the VITEK 2 advanced 
expert system to identify b-lactam phenotypes in isolates of enterobacteriaceae 
and Pseudomonas aeruginosa. J Clinical Microbiol. 2000;38:570-574.

	22.	 Spanu T, Sanguinetti M, Tumbarello M, et al. Evaluation of the new VITEK 2 
Extended-Spectrum Beta-Lactamase (ESBL) test for rapid detection of ESBL 
production in enterobacteriaceae isolates. J Clin Microbiol. 2006;44:3257-3262.

	23.	 Magiorakos AP, Srinivasan A, Carey RB, et al. Multidrug-resistant, extensively 
drug-resistant and pandrug-resistant bacteria: an international expert proposal 
for interim standard definitions for acquired resistance. Clin Microbiol Infect. 
2012;18:268-281.

	24.	 Bruno D, Nishino MK, Priore WN, et al. Prevalence of gram negative non-fer-
menters patients in Porto Alegre-RS. J Brasil Patol Med Laborator. 2011;47: 
529-534.

	25.	 Malini A, Deepa EK, Gokul BN, Prasad SR. Non-fermenting Gram-negative 
bacilli infections in a tertiary care hospital in Kolar, Karnataka. J Lab Physicians. 
2009;1:62-66.

	26.	 Samanta P, Gautam V, Thapar R, Ray P. Emerging resistance of non-fermenting 
Gram negative bacilli in a tertiary care center. Indian J Pathol Microbiol. 
2011;54:666-677.

	27.	 Eltahawy AT, Khalaf RM. Antibiotic resistance among Gram-negative non fer-
mentative bacteria at a teaching hospital in Saudi Arabia. J Chemother. 2001;13: 
260-264.

	28.	 Sidhu S, Arora U, Devi P. Prevalence of Non-Fermentative Gram Negative 
Bacilli in seriously ill patients with bacteraemia. JK Science. 2010;12: 
168-671.

	29.	 Vijaya D, Kamala Bavani S, Veena M. Prevalence of non-fermenters in clinical 
specimens. Indian J Med Sci. 2000;54:87-91.

	30.	 Bradford PA. Extended-spectrum beta-lactamases in the 21st century: charac-
terization, epidemiology, and detection of this important resistance threat. Clin 
Microbiol Rev. 2001;14:933-951.

	31.	 Manikandan C, Amsath A. Antibiotic susceptibility of bacterial strains isolated 
from wound infection patients in Pattukkottai, Tamilnadu, India. Int. J Curr 
Microbiol App Sci. 2013;2:195-203.

	32.	 Lu P-L, Liu Y-C, Toh H-S, et al. Epidemiology and antimicrobial suscepti-
bility profiles of Gram-negative bacteria causing urinary tract infections in the 
Asia-Pacific region: 2009–2010 results from the Study for Monitoring Anti-
microbial Resistance Trends (SMART). Int J Antimicrob Agents. 2012;40: 
S37-S43.

	33.	 Hassuna NA, Ibrahim Mohamed AH, Abo-Eleuoon SM, Rizk HA. High prev-
alence of multidrug resistant Pseudomonas aeruginosa recovered from infected 
burn wounds in children. Arch Clin Microbiol. 2015;6:1-7.

	34.	 Mojtahedzadeh M, Panahi Y, Fazeli MR, et al. Intensive care unit-acquired uri-
nary tract infections in patients admitted with sepsis: etiology, risk factors, and 
patterns of antimicrobial resistance. Int J Infect Dis. 2008;12:312-318.

	35.	 Gill SS, Arora S, Khnna SP, Kuno H. Prevalence of multidrug-resistant, exten-
sively drug-resistant, and pandrug-resistant Pseudomonas aeruginosa from a ter-
tiary level intensive care unit. J Global Infect Dis. 2016;8:155-159.

	36.	 Saderi H, Owlia P. Detection of multidrug resistant (MDR) and extremely drug 
resistant (XDR) Pseudomonas aeruginosa isolated from patients in Tehran, Iran. 
Iran J Pathol. 2015;10:265-271.

	37.	 Hasanin A, Eladawy A, Mohamed H, et al. Prevalence of extensively drug-resis-
tant Gram negative Bacilli in surgical intensive care in Egypt. Pan Afr Med J. 
2014;19:177. doi:10.11604/pamj.2014.19.177.4307.

	38.	 Zhao S-Y, Jiang D-Y, Xu P-C, et al. An investigation of drug-resistant Acineto-
bacter baumannii infections in a comprehensive hospital of East China. Ann Clin 
Microbiol Antimicrob. 2015;14:7. doi:10.1186/s12941-015-0066-4.

	39.	 De Francesco MA, Ravizzola G, Peroni L, Bonfanti C, Manca N. Prevalence of 
multidrug-resistant Acinetobacter baumannii and Pseudomonas aeruginosa in 
an Italian hospital. J Infect Public Health. 2013;6:179-185.

	40.	 Sivaraman V, Umadevi S, Srirangaraj S, Kali A, Seetha KS. Multi-drug resistant 
Acinetobacter species from various clinical samples in a tertiary care hospital 
from South India. Australasian Med J. 2013;6:697-700.

	41.	 Khorsi K, Messai Y, Hamidi M, Ammari H, Bakour R. High prevalence of mul-
tidrug-resistance in Acinetobacter baumannii and dissemination of carbapene-
mase-encoding genes blaOXA-23-like, blaOXA-24-like and blaNDM-1 in 
Algiers hospitals. Asian Pac J Trop Med. 2015;8:438-446.

	42.	 Begum S, Hasan F, Husain S, Shah AA. Prevalence of multi drug resistant Aci-
netobacter baumannii in the clinical samples from Tertiary Care Hospital in 
Islamabad, Pakistan. Pak J Med Sci. 2013;29:1253-1258. doi:http://dx.doi.
org/10.12669/pjms.295.36.

	43.	 Vahaboglu H, Coskunkan F, Tansel O, et al. Clinical importance of extended-
spectrum β-lactamase (PER-1-type)-producing Acinetobacter spp. and P. aeru-
ginosa strains. J Med Microbiol. 2001;50:642-645.

	44.	 Yong D, Shin JH, Kim S, et al. High prevalence of PER-1 extended-spectrum 
b-lactamase-producing Acinetobacter spp. in Korea. Antimicrob Agents Che-
mother. 2003;47:1749-1751.

	45.	 Sinha M, Srinivasa H, Macaden R. Antibiotic resistance profile & extended 
spectrum beta lactamase (ESBL) production in Acinetobacter species. Indian J 
Med Res. 2007;126:63-67.

	46.	 Solomon FB, Wadilo F, Tufa EG, Mitiku M. Extended spectrum and metalo 
beta-lactamase producing airborne Pseudomonas aeruginosa and Acinetobacter 
baumannii in restricted settings of a referral hospital: a neglected condition. 
Antimicrob Resist Infect Control. 2017;6:106. doi:10.1186/s13756-017-0266-0.

http://dx.doi.org/10.12669/pjms.295.36
http://dx.doi.org/10.12669/pjms.295.36



