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Abstract 

Objective: The aim of this study was to determine the level of drug resistance by gram-negative bacteria isolated 
from selected sewage polluted urban rivers in Addis Ababa, Ethiopia.

Results: From a total of 94 river water samples, 90 medically important gram-negative bacterial isolates were recov-
ered to the species level. The predominant bacteria isolated were E. coli. 23 (26%) followed by K. pneumoniae 18 (20%), 
K. oxytoca 17 (19%). E. coli showed a high level of resistance to ampicillin 21 (91.3%), cefalotin, cefuroxime, ceftriaxone 
and cefepime 16 (70%). Both K. pneumoniae and K. oxytoca showed high resistance to ampicillin 16 (94%) and 17 
(95%) respectively. Among identified bacterial species, most of them showed a multidrug-resistant pattern. Providen-
tial retigerri showed 100% multidrug resistance followed by P. alkalificiens (90%), E. coli (78%), M. morgani (75%), and C. 
frundi (60%).
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Introduction
Unprotected water sources can be contaminated with 
microbes through different factors. But, sewage effluents 
and healthcare institutions are the most possible causes 
of contamination of rivers, wells, and dams. This makes 
them unacceptable for human consumption because of 
harboring both pathogenic and commensal bacteria [1].

The majority of antibiotics used in human and animal 
healthcare is partially metabolized and released through 
excreta into the municipal sewage system. Untreated liq-
uid waste containing partially metabolized antibiotics 
in low concentration contributes largely to the develop-
ment of antibiotic resistance in the environmental micro-
flora [2–5]. If hospitals and municipal sewage effluents 
are not treated, infectious agents and antibiotic-resistant 

microbes are shed into rivers and finally reach into com-
munities. As the result, people will acquire waterborne 
diseases such as cholera, typhoid fever, dysentery and 
gastroenteritis, which cannot be treated by conventional 
antibiotics [6].

Nowadays, the spread of antimicrobial resistance 
(AMR) among pathogenic and commensal bacteria is 
a global health concern. WHO estimates that about 1.1 
billion people globally, drink unsafe water and the vast 
majority of diarrheal disease in the world (88%) is attrib-
utable to unsafe water sanitation and hygiene. Each year, 
about 17 million people die of infectious diseases world-
wide, most of which are caused by bacteria [7]. CDC 
has also stated that in the United States, more than two 
million people are sickened and 23,000 die each year as 
a result of antibiotic-resistant infections [8]. Antibiotic 
resistance can lead to increases in human and animal 
health care costs as well as increased mortality and mor-
bidity [9]. To the best of our knowledge, there is scarce 
information with regard to the level of bacterial profiles 
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and antimicrobial resistance from rivers of Addis Ababa, 
Ethiopia.

Main text
Materials and methods
Study area and setting
The study was conducted on selected polluted urban 
rivers that pass through ten sub-cities of Addis Ababa, 
Ethiopia.

Study design and period
A cross sectional study design was employed from Febru-
ary to April, 2017.

Sampling methods and procedures
Rivers that have large water streams were selected from 
each sub-cities of Addis Ababa. About 32 rivers were 
included for this study. Grab sampling technique was 
employed for sample collection. From 10 rivers, three 
discrete water samples (1 from first sampling point, 1 
from 100 m downstream and 1 from 200 m downstream) 
were collected from each river in the first round and pro-
cessed independently. In the second round, two discrete 
water samples (1 from first sampling point and 1 from 
100 m downstream) were collected and processed inde-
pendently. From the remaining 22 rivers, a single discrete 
water sample was collected from each river in the first 
and second round. Second round samples were collected 
with 15  days interval. A total of 94 river water samples 
was collected. All samples were manually collected by 
using actual sample containers and then transported 
immediately to the Ethiopian Public Health Institute 
(EPHI) Microbiology Laboratory with cold chain. A clean 
gown and pair of new, non-powdered, disposable gloves 
were used each time while collecting water samples from 
different rivers often sub-cities. All samples were pro-
cessed within 4 h of collection. About 150 ml sterile glass 
containers were used to collect 100 ml water samples.

Sample processing, isolation, and identification of bacteria
The water samples were diluted tenfold serially with ster-
ile physiological saline. Then, 5–20 µl of the aliquot was 
used to streak blood and MacConkey (Oxoid, UK) agar 
then incubated aerobically at 37 °C for 24–48 h [10]. On 
the following day, based on colony morphology and other 
important features, colonies from primary media were 
sub-cultured [11–13]. Presumptively isolated organisms 
were further identified to species level by BioMerieux 
VITEK 2 Compact system using the ID-GN cards. Once 
a species identification was done, confirmed species were 
also tested for 19 antibiotics using the Vitek 2 Compact 
system using the ID-GN cards. Once a species identifi-
cation was done, confirmed species were also tested for 

19 antibiotics using the Vitek 2 system with GN-72 cards. 
Results of antimicrobial susceptibility tests were inter-
preted based on the Clinical Laboratory Standard Insti-
tute (CLSI) guideline 2015 [14] with knowledge database 
of the Vitek 2 system. The multidrug-resistance (MDR) 
pattern was defined and interpreted based on interim 
standard definitions for acquiring resistance published in 
Clinical Microbiology and Infection and formulated by a 
group of international experts [15].

Results
Pattern of bacterial isolates
A total of 150 bacterial isolates were recovered to the 
species level. Of these, 60 bacterial isolates were not 
medically important and 90 bacterial isolates were medi-
cally important. So, non medically important bacterial 
isolates were left out of this paper and mainly focused on 
medically important bacterial isolates. The bacterial iso-
lation rate was 98% (i.e. only two water samples showed 
no growth, but all 32 rivers were positive for one or more 
than one bacterial species). Among medically important 
90 bacterial isolates, E. coli was the predominant which 
accounted 23 (26%) followed by K. pneumoniae 18 (20%), 
and K. oxytoca (19%). The least identified bacterial spe-
cies were M. morganii 4 (4%) (Table 1).

Antimicrobial susceptibility patterns of bacterial isolates
The predominant isolate, E. coli, showed a high level of 
resistance to many of tested antibiotics like ampicillin 21 
(91%), cefalotin, cefuroxime, ceftriaxone, cefepime each 
accounted 16 (70%). Both K. pneumoniae and K. oxytoca 
showed high resistance to ampicillin, with the resist-
ance rate of 17 (95%) and 16 (94%) respectively. Another 
bacterial isolate, C. frundi showed very high resistance 
to cefazolin, amoxicillin–clavulanic acid and cefuro-
xime; 8 (80%), 7 (70%), 7 (70%) respectively. However, 
all isolates were 0% resistant to ceftriaxone, tetracycline, 

Table 1 Frequency of  gram negative bacterial isolates 
from Urban rivers in Addis Ababa, Ethiopia, June, 2017

Bacterial isolates Frequency Percent (%)

E. coli 23 26

K. pneumoniae 18 20

K. oxytoca 17 19

P. alcalifaciens 10 11

C. Freundii 10 11

P. rettgeri 8 9

M. morganii 4 4

Total 90 100%
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nitrofurantoin and trimethoprim–sulfamethoxazole 
(Table 2 and Additional file 1: Table S1).

Multidrug resistance patterns of the bacterial isolates
Among identified bacterial species, most of them were 
multidrug resistant (MDR). P. rettgeri showed 100% 

multidrug resistance followed by P. alcalifaciens (90%), 
E. coli (78%), M. morganii (75%) and C. frundii (60%). 
Only 5% of the total isolates were 0% resistant to all 
tested antibiotics (Table 3).

Table 2 Antimicrobial susceptibility patterns of  gram-negative bacterial isolates from  river water, June, 2017, Addis 
Ababa Ethiopia

AM ampicillin, AMC amoxicillin/clavulnic acid, TZP piperacillin/tazobactam, CF cefalothin, CZ cefazolin, CXM cefuroxime, CXMAX cefuroxime axetil, FOX cefoxitin, CPD 
cefpodoxime, CAZ ceftazidime, CRO ceftriaxone, FEP cefepime, GM gentamicin, TM tobramycin, CIP ciprofloxacin, LEV levofloxacin, TE tetracycline, FT nitrofurantoin, 
SXT trimethoprim/sulfamethoxazole

Antimic. E. coli (No. = 23) K. pnumoniae (No. = 18) K. oxytoca (No. = 17) C. freundii (No. = 10)

S I R S I R S I R S I R

AM 2 (9) 0 (0) 21 (91) 1 (6) 0 (0) 17 (94) 0 (0) 1 (6) 16 (94) 0 (0) 1 (10) 3 (30)

AMC 13 (57) 1 (4) 12 (52) 14 (78) 2 (11) 2 (11) 12 (71) 2 (12) 3 (18) 3 (30) 0 (0) 7 (70)

TZP 11 (48) 1 (4) 10 (43) 16 (89) 0 (0) 2 (11) 13 (76) 1 (6) 3 (18) 4 (40) 0 (0) 4 (40)

CF 6 (26) 1 (4) 16 (70) 14 (78) 1 (6) 3 (17) 9 (53) 2 (12) 6 (35) 2 (20) 0 (0) 6 (60)

CZ 8 (35) 1 (4) 14 (61) 15 (83) 0 (0) 3 (17) 12 (71) 0 (0) 5 (29) 1 (10) 1 (10) 8 (80)

CXM 6 (26) 0 (0) 16 (70) 13 (72) 0 (0) 5 (28) 11 (65) 0 (0) 6 (35) 2 (20) 0 (0) 7 (70)

CXMAX 6 (26) 3 (13) 14 (61) 12 (67) 0 (0) 6 (33) 11 (65) 1 (6) 5 (29) 3 (30) 1 (10) 5 (50)

FOX 10 (43) 1 (4) 10 (43) 14 (78) 1 (6) 3 (17) 14 (82) 0 (0) 3 (18) 4 (40) 1 (10) 4 (40)

CPD 5 (22) 0 (0) 17 (74) 13 (72) 0 (0) 3 (17) 12 (71) 0 (0) 5 (29) 5 (50) 0 (0) 3 (30)

CAZ 7 (30) 1 (4) 15 (65) 13 (72) 1 (6) 3 (17) 11 (65) 0 (0) 6 (35) 8 (80) 0 (0) 2 (20)

CRO 5 (22) 0 (0) 16 (70) 13 (72) 0 (0) 4 (22) 11 (65) 0 (0) 6 (35) 6 (60) 0 (0) 4 (40)

FEP 6 (26) 1 (4) 16 (70) 13 (72) 0 (0) 5 (28) 11 (65) 0 (0) 6 (35) 6 (60) 0 (0) 4 (40)

GM 11 (48) 2 (9) 10 (43) 15 (83) 0 (0) 3 (17) 13 (76) 0 (0) 4 (24) 7 (70) 0 (0) 3 (30)

TM 14 (61) 0 (0) 9 (39) 13 (72) 1 (6) 4 (22) 13 (76) 0 (0) 4 (24) 7 (70) 0 (0) 2 (20)

CIP 10 (43) 1 (4) 12 (52) 14 (78) 1 (6) 3 (17) 13 (76) 2 (12) 2 (12) 6 (60) 1 (10) 3 (30)

LEV 11 (48) 2 (9) 8 (35) 15 (83) 0 (0) 3 (17) 15 (88) 0 (0) 2 (12) 8 (80) 0 (0) 1 (10)

TE 9 (39) 0 (0) 14 (61) 11 (61) 1 (6) 6 (33) 13 (76) 1 (6) 3 (18) 6 (60) 0 (0) 4 (40)

FT 17 (74) 1 (4) 4 (17) 9 (50) 5 (28) 3 (17) 14 (82) 2 (12) 1 (6) 6 (60) 3 (30) 1 (10)

SXT 10 (43) 0 (0) 13 (67) 13 (72) 0 (0) 5 (28) 11 (65) 0 (0) 6 (35) 6 (60) 0 (0) 4 (40)

Table 3 Multidrug resistance patterns of gram negative bacteria isolated from selected rivers in Addis Ababa, Ethiopia 
June, 2017

R0 no resistance for any class of antimicrobial, R1 resistance for one class of antimicrobials, R2 resistance for two class of antimicrobial, R3 resistance for three class of 
antimicrobials, R4 resistance for four class of antimicrobials, R5 resistance for five class of antimicrobials, R6 resistance for six class of antimicrobials, R7 resistance for 
seven class of antimicrobials

Bacterial isolate Number of antimicrobials resisted no (%)

R0 R1 R2 R3 R4 R5 R6 R7 Total MDR

E. coli (N = 23) 1 (4) 1 (4) 3 (13) 2 (9) 3 (13) 6 (26) 6 (26) 1 (4) 23 (100) 18 (78)

K. pneumoniae (N = 18) 1 (6) 7 (39) 3 (17) 2 (11) 1 (6) 3 (17) 1 (6) 0 (0) 18 (100) 7 (39)

K. oxytoca (N = 17) 0 (0) 7 (41) 3 (18) 3 (18) 2 (12) 1 (6) 0 (0) 1 (6) 17 (100) 7 (41)

C. freundi (N = 10) 0 (0) 2 (20) 2 (20) 1 (10) 4 (40) 1 (10) 0 (0) 0 (0) 10 (100) 6 (60)

P. alcalifaciens (N = 10) 0 (0) 1 (10) 0 (0) 2 (20) 2 (20) 5 (50) 0 (0) 0 (0) 10 (100) 9 (90)

P. rettgeri (N = 8) 0 (0) 0 (0) 0 (0) 1 (13) 4 (50) 2 (25) 0 (0) 1 (13) 8 (100) 8 (100)

M. morganii (N = 4) 0 (0) 1 (25) 0 (0) 2 (50) 1 (25) 0 (0) 0 (0) 0 (0) 4 (100) 3 (75)

Total 2 (2) 19 (21) 11 (12) 12 (13) 15 (17) 18 (20) 7 (8) 3 (3) 90 (100) 58 (64)
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Discussion
Bacteriological analyses of river water are used to assess 
its quality for human consumption, recreational pur-
pose or agricultural activities to safeguard public health. 
The majority of the river water sources harbored enteric 
pathogens and were also reported to be of poor micro-
biological quality and unsafe for consumption [16]. The 
presence of enteric bacterial pathogens in water sources 
may spell health hazards such as diarrheal diseases, 
which accounts for a substantial degree of morbidity and 
mortality in adults and children [17]. Management of 
diarrhea may require the administration of antibiotics. 
However, several bacteria are known to be resistant to a 
wide array of antibiotics [18]. The high rate of bacterial 
isolation from rivers precludes from direct domestic use 
and may also be problematic for flocculation and filtra-
tion purposes, with a consequent increase in the cost of 
water treatment. To the best of our knowledge, this is the 
first study in Ethiopia, which attempted to assess micro-
biological quality of river water, and antibiotic suscepti-
bility of gram-negative bacterial isolates.

In this study, assessing the gram-negative bacterial pro-
file and antibiotic susceptibility patterns of river water 
sources were examined in order to establish the physical 
safety of water sources and to provide updated data on 
antibiograms of enteric and non-enteric pathogens for 
better management of patients requiring empiric antibi-
otic therapy.

The isolation rate of gram-negative bacteria from this 
study was 98%, which is almost in agreement with other 
studies done in Spain, Romania, South Africa and Nigeria 
in which, all (100%) of the samples were positive for one 
or more than one bacterial isolates [18–21]. Among med-
ically important 90 isolated gram-negative bacterial spe-
cies, E. coli was the predominant bacteria accounted 23 
(26%) followed by K. pneumoniae 18 (20%), K. oxytoca 17 
(19%) C. freundii 10 (11%) and P. alcalifaciens 10 (11%) 
which is, in accordance of other studies done in Romania, 
South Africa and Mexico [19, 20, 22].

Escherichia coli showed a high level of resistance to 
many of these tested antibiotics like ampicillin 21 (91%), 
cefalotin, cefuroxime, ceftriaxone, and cefepime each 
accounted 16 (70%). This was higher than previously 
reported results in Mexico (39.4, 36.4, 12.1, 12.1 and 
12.1% respectively) [22]. This high resistance rate for this 
study may result from poor waste management prac-
tice, lack of treatment plants for domestic and health-
care institutions and poor antimicrobial usage in Addis 
Ababa. We have noticed that none of the hospitals in 
Addis Ababa do have waste treatment system as a result, 
78% of E. coli species had multi-drug resistance, which 

is, very high compared to previously reported results in 
Romania (60.34%) [19] and Netherland (11%) [23].

Klebsiella pneumoniae and K. oxytoca were another 
bacterial isolates abundantly identified with this study 
and they accounted 18 (20%) and 17 (19%) respectively. 
Both species showed high-level resistance to ampicillin 
(94%) which was higher than 63% reported in Romania 
[19].

Resistance to penicillin antibiotics especially resistance 
to ampicillin becomes very common in the world [24] 
and our finding is in line with this evidence.

A high rate of MDR was observed for Klebsiella species 
and the average MDR rate was 40.5% which was higher 
than results reported in Romania which is, 33% [19] and 
results reported in Spain which is (5.5%) [18]. However, 
MDR rate of the current finding was lower than previ-
ously reported results in Mexico (50%) [22] and results 
reported in Brazil (77.5%) [25]. This variation may be due 
to the difference in antimicrobial use and availability of 
waste treatment system in hospitals and other sewage.

Citrobacter freundii showed very high resistance to 
cefazolin, 8 (80%), amoxicillin/clavulanic acid 7 (70%) 
and cefuroxime 7 (70%). However, this result was lower 
than previously reported findings in Egypt; (100%) resist-
ant to ampicillin and SXT [26].

Another gram-negative bacterial isolate, P. rettgeri 
showed high resistance to tetracycline and amoxicil-
lin/clavulanic acid with the percentage of 7 (88%) and 6 
(75%) respectively. This result was lower than reported 
results in Egypt (100% resistant to ampicillin and tetra-
cycline) [26]. P. alcalifaciens also showed high resistance 
to ampicillin, tetracycline, cefazolin and nitrofurantoin 
with the resistance rate of 8 (80%), 8 (80%), 7 (70%) and 6 
(60%) respectively. P. rettgeri and P. alcalifaciens showed 
MDR rate of 100 and 90% respectively.

Morganella morganii was another bacterial species iso-
lated in low number with multi-drug resistance rates of 
75%. We are unable to compare this finding with other 
literature. This is due to the fact that we have used Vitek 2 
system for identification and drug resistance testing most 
likely includes more species compared to the conven-
tional methods.

Limitations of the study
Although this study addresses important public health 
issues, it is not free from limitation. We are unable to 
identify the source of the microorganisms; even though 
one can guess the hospital wastes could be the major 
sources. Parallelly, gram-positive bacteria are not 
included in this study. In addition, carbapenamase and 
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extended spectrum betalactamase pattern of isolated 
bacterial species was not determined.

Additional file

Additional file 1: Table S1. Antimicrobial Susceptibility Patterns of Gram-
Negative Bacterial Isolates from river water, June, 2017, Addis Ababa Ethio-
pia. This table shows the antimicrobial susceptibility pattern of some gram 
negative bacterial species isolated from river waters. This table should be 
put just after Table 2 (see above the “Discussion”).

Abbreviations
AMR: antimicrobial resistance; ATCC : American Type Culture Collection; CLSI: 
Clinical Laboratory Standard Institute; DRERC: Departmental Research and Eth-
ics Review Committee; EPHI: Ethiopian Public Health Institute; MDR: multi dreg 
resistance; MIC: minimum inhibitory concentration; SOP: standard operating 
procedure; SPSS: Statistical Package for Social Science; WHO: World Health 
Organization.

Authors’ contributions
TB involved in the collection of samples, processing of samples in the labora-
tory, analysis and interpretation of data and in writing the manuscript. KD 
involved in the title selection, reviewing the proposal, advising in the method 
designing and reviewing drafts of the analysis. AM, TL and YM involved in 
laboratory works, analysis and interpretation of results. All authors read and 
approved the final manuscript.

Authors’ information
TB holds BSc degree in Medical laboratory science from University of Gondar 
and Msc degree in diagnostic and public health microbiology from Addis 
Ababa University. KD holds BSc degree in medical laboratory science from 
Addis Ababa University, MSc degree in diagnostic and public health microbiol-
ogy from Addis Ababa University and now a Ph.D. candidate in Addis Ababa 
University. AM and TL holds their BSc degree in medical laboratory science 
from Addis Ababa University and their MSc dgree in diagnostic and public 
health microbiology from Addis Ababa University.

Author details
1 Department of Medical Microbiology, School of Laboratory Medicine, 
College of Medicine and Health Sciences, University of Gondar, 196, Gondar, 
Ethiopia. 2 Ethiopian Public Health Institute, Addis Ababa, Ethiopia. 3 Depart-
ment of Medical Laboratory Sciences, College of Health Sciences, Addis Ababa 
University, Addis Ababa, Ethiopia. 

Acknowledgements
The authors would like to thank the Department of Medical Laboratory 
Sciences, College of Health Sciences, and Addis Ababa University for their 
logistic and material support. The authors would like also to thank staff of EPHI 
laboratory staffs for their valuable cooperation in permission of space, instru-
ments and friendly approach. Finally the authors would like to thank Dr. Aster 
Tsegaye for her ideal support to accomplish this work.

Competing interests
The authors declare that they have no competing interests.

Availability of data and materials
The datasets used and/or analysed during the current study are available from 
the corresponding author on reasonable request. You can get the data on the 
additional file.

Consent to participate
Not applicable.

Consent for publication
Not applicable.

Ethics approval and consent to participate
Ethical approval was obtained from departmental research and ethics 
review committee of Addis Ababa University with the reference number of 
MLS/333/17. Mr. Kassu Desta, Dr. Aster Tsegaye and Melatwork Tibebu were 
departmental research and ethics review committee. The protocol number 
was DRERC/250/17/MLS.

Funding
The source of funding for this research was Addis Ababa University and the 
principal investigator.

Publisher’s Note
Springer Nature remains neutral with regard to jurisdictional claims in pub-
lished maps and institutional affiliations.

Received: 25 April 2018   Accepted: 20 July 2018

References
 1. Bonetta S, Borelli E, Bonetta S, Conio O, Palumbo F, Carraro E. Develop-

ment of a PCR protocol for the detection of Escherichia coli O157:H7 and 
Salmonella spp. in surface water. Environ Monit Assess. 2011;177:493–503.

 2. Kummerer K. Antibiotics in the aquatic environment—a review-part I. 
Chemosphere. 2009;75:417–34.

 3. Rooklidge SJ. Environmental antimicrobial contamination from 
terraccumulation and diffuse pollution pathways. Sci Total Environ. 
2004;325:1–13.

 4. Kummerer K. Antibiotics in the aquatic environment—a review-part II. 
Chemosphere. 2009;75:417–34.

 5. Akin BS. Contaminant properties of hospital clinical laboratory wastewa-
ter: a physio-chemical and microbiological assessment. J Environ Prot. 
2016;7:635–42.

 6. Moon S, Sohn IW, Hong Y, Lee H, Park JH, Kwon GY, et al. Emerging patho-
gens and vehicles of food- and water-borne disease outbreaks in Korea, 
2007–2012. Osong Public Health Res Perspect. 2014;5(1):34–9.

 7. Leclerc H, Schwartzbrod L, Dei-Cas E. Microbial agents associated with 
waterborne diseases. Crit Rev Microbiol. 2002;28:371–409.

 8. CDC. Antibiotic resistance threats in the United States. Atlanta: U.S. 
Department of Health and Human Services, Centers for Disease Control 
and Prevention; 2013. p. 2013.

 9. Perreten V, Boerlin P. A new sulfonamide resistance gene (sul3) in Escheri-
chia coli is widespread in the pig population of Switzerland. Antimicrob 
Agents Chemother. 2003;47:1169–72.

 10. Vandepitte A, El-Nageh MM, Stelling JM, Tikhomirov E, Estrela A. WHO 
Regional Publications, vol. 15., Eastern mediterranean seriesAlexandria: 
Guidelines for Antimicrobial Resistance Surveillance; 1996.

 11. Fekadu S, Merid Y, Beyene H, Teshome W, Gebre-Selassie S. Assess-
ment of antibiotic- and disinfectant-resistant bacteria in hospital 
wastewater, south Ethiopia: a cross-sectional study. J Infect Dev Ctries. 
2015;9(2):149–56.

 12. Cheesbrough M. Water quality analysis. District laboratory practice in 
Tropical countries (2). Cambridge: Cambridge University Press; 2003.

 13. Adelow OO, Fagadeo EO, Oke AJ. Prevalence of co-resistance to disinfect-
ants and clinically relevant antibiotics in bacterial isolates from three Hos-
pital laboratory wastewaters in South-western Nigeria. World J Microbiol 
Biotechnol. 1997;24(9):24–35.

 14. Jean BA, Franklin RC, Patricia AB, George ME, Janet AH, Stephen GJ, et al. 
Performance standards for antimicrobial testing; Twenty-Fifth informa-
tional supplement. M100-S25. 2015;35(3):17–231.

 15. Magiorakos AP, Srinivasan A, Carey RB, Carmeli Y, Falagas ME, Giske 
CG, 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;18:268–81.

 16. Ding C, He J. Effect of antibiotics in the environment on microbial popu-
lations. Appl Microbiol Biotechnol. 2010;87(3):925–41.

 17. Black RE. Persistent diarrhoea in children in developing countries. Pediatr 
Infect Dis J. 1993;12:751–61.

https://doi.org/10.1186/s13104-018-3622-0


Page 6 of 6Belachew et al. BMC Res Notes  (2018) 11:524 

•
 
fast, convenient online submission

 •
  

thorough peer review by experienced researchers in your field

• 
 
rapid publication on acceptance

• 
 
support for research data, including large and complex data types

•
  

gold Open Access which fosters wider collaboration and increased citations 

 
maximum visibility for your research: over 100M website views per year •

  At BMC, research is always in progress.

Learn more biomedcentral.com/submissions

Ready to submit your research ?  Choose BMC and benefit from: 

 18. Marisol GU, Miche`Le C, Corinne A, Nathalie R, Pierre C, Claudine 
Q. Impact of an urban effluent on antibiotic resistance of riverine 
Enterobacteriaceae and Aeromonas species. Appl Environ Microbiol. 
2000;66(1):125–32.

 19. Florica M, Luminita M, Ioana S, Veronica L. Antibiotic resistance markers 
among gram-negative isolates from wastewater and receiving rivers in 
South Romania. Roman Biotechnol Lett. 2015;20(1):10055–69.

 20. Obi CL, Bessong PO, Momba MNB, Potgieter N, Samie A, Igumbor EO. 
Profiles of antibiotic susceptibilities of bacterial isolates and physico-
chemical quality of water supply in rural Venda communities, South 
Africa. Water SA. 2004;30(4):516–20.

 21. Ayandiran TA, Ayandele AA, Dahunsi SO, Ajala OO. Microbial assessment 
and prevalence of antibiotic resistance in polluted Oluwa River, Nigeria. 
Egypt J Aquat Res. 2014;40:291–9.

 22. Delgado-G MCE, Tamez-GP Gomez-FR, Zavala-DS FJ, Gilberto EV, Guada-
lupe Virginia NM, et al. Multidrug-resistant bacteria isolated from surface 

water in Bassaseachic Falls National Park, Mexico. Int J Environ Res Public 
Health. 2016;13:597.

 23. Blaak H, Lynch G, Italiaander R, Hamidjaja RA, Schets FM, de Roda Hus-
man AM. Multidrug-resistant and extended spectrum beta lactamase-
producing Escherichia coli in Dutch surface water and wastewater. PLoS 
ONE. 2015;10(6):e0127752. https ://doi.org/10.1371/journ al.pone.01277 52.

 24. Spanu T, Luzzaro F, Perilli M, Amicosante G, Toniolo A, Fadda G. Occur-
rence of extended-spectrum beta-lactamases in members of the family 
Enterobacteriaceae in Italy: implications for resistance to beta-Lactams 
and other antimicrobial drugs. Am Soc Microbiol. 2002;46(1):196–202.

 25. de Sousa JA, Silva-Souza ÂT. Bacterial community associated with fish and 
water from Congonhas River, Sertaneja, Paraná, Brazil. Biol Technol Int J. 
2001;44(4):373–81.

 26. Mervat AA, Hesham MM, Safaa ME, Abd EH, El S, El-Bahnasawy MA. Anti-
microbial resistance profiles of Enterobacteriaceae isolated from Rosetta 
Branch of river Nile, Egypt. World Appl Sci J. 2012;19(9):1234–43.

https://doi.org/10.1371/journal.pone.0127752

	High level of drug resistance by gram-negative bacteria from selected sewage polluted urban rivers in Addis Ababa, Ethiopia
	Abstract 
	Objective: 
	Results: 

	Introduction
	Main text
	Materials and methods
	Study area and setting
	Study design and period
	Sampling methods and procedures
	Sample processing, isolation, and identification of bacteria

	Results
	Pattern of bacterial isolates
	Antimicrobial susceptibility patterns of bacterial isolates
	Multidrug resistance patterns of the bacterial isolates

	Discussion

	Limitations of the study
	Authors’ contributions
	References




