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Abstract

Background: Human salmonellosis continues to be a major international problem, in terms of both morbidity and economic
losses. The antibiotic resistance of Salmonella is an increasing public health emergency, since infections from resistant bacteria are
more difficult and costly to treat.
Objectives: The aims of the present study were to investigate the isolation of Salmonella spp. with the BACTEC automated system
from blood samples during 2008 - 2014 in southern Iran (Shiraz). Detection of subspecies, biogrouping, and antimicrobial suscep-
tibility testing by the disc diffusion and agar dilution methods were performed.
Patients and Methods: A total of 19 Salmonella spp. were consecutively isolated using BACTEC from blood samples of patients
between 2008 and 2014 in Shiraz, Iran. The isolates were identified as Salmonella, based on biochemical tests embedded in the API-
20E system. In order to characterize the biogroups and subspecies, biochemical testing was performed. Susceptibility testing (disc
diffusion and agar dilution) and extended-spectrum β-lactamase (ESBL) detection were performed according to the clinical and
laboratory standards institute (CLSI) guidelines.
Results: Of the total 19 Salmonella spp. isolates recovered by the BACTEC automated system, all belonged to the Salmonella enterica
subsp. houtenae. Five isolates (26.5%) were resistant to azithromycin. Six (31.5%) isolates with the disc diffusion method and five
(26.3%) with the agar dilution method displayed resistance to nalidixic acid (minimum inhibitory concentration [MIC] > 32µg/mL).
All nalidixic acid-resistant isolates were also ciprofloxacin-sensitive. All isolates were ESBL-negative. Twenty-one percent of isolates
were found to be resistant to chloramphenicol (MIC ≥ 32 µg/mL), and 16% were resistant to ampicillin (MIC ≥ 32 µg/mL).
Conclusions: The results indicate that multidrug-resistant (MDR) strains of Salmonella are increasing in number, and fewer antibi-
otics may be useful for treating S. enterica infections. Routine investigation and reporting of antibiotic MICs in patients presenting
with Salmonella infections is suggested.
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1. Background

Salmonellosis is one of the most common public
health problems in many countries, and human salmonel-
losis continues to be a major international problem, both
in terms of morbidity and economic losses (1). Salmonella is
a Gram-negative, facultatively anaerobic, rod-shaped bac-
teria belonging to the Enterobacteriaceae family. There are
two species of Salmonella: S. bongori and S. enterica. The lat-
ter species is divided into six subspecies: S. enterica subsp.
enterica (I), S. enterica subsp. salamae (II), S. enterica subsp.
arizonae (IIIa), S. enterica subsp. diarizonae (IIIb), S. enterica
subsp. houtenae (IV), and S. enterica subsp. indica (VI). In
California (USA), the prevalence of subspecies II, IIIa, IIIb
and IV are reported at 4%, 35%, 33% and 28% respectively

(2). Salmonella is spread by humans between countries as
a result of foodborne infections, while it is mostly trans-
ferred to animals, foods, and the environment via fecal
shedding. Faucal or intestinal contagion of carcasses is the
main source of human foodborne infections.

Four clinical types of Salmonella infections may be dis-
tinguished: (1) gastroenteritis, (2) bacteremia, (3) enteric
fever, and (4) the carrier state in persons with previous in-
fections. The antibiotic resistance of Salmonella is an in-
creasing public health emergency, as infections from re-
sistant bacteria are more difficult and costly to treat (2, 3).
The resistant bacteria in animals can transfer to humans
via three pathways: consumption of contaminated meat
or other food, direct contact with animals, or through the
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environment (4). Resistance is caused by the use of an-
tibiotics in humans and in animal husbandry (5). There
has been no evidence of resistance of Salmonella to fluoro-
quinolones, but with the consumption of antimicrobials
from animal feed, resistance against this class of antibi-
otics has been observed, and the rate of resistance in ani-
mals, foods, and humans is quickly rising in several coun-
tries (2, 3). Consumption of antibiotics by animals can lead
to the transmission of resistant bacteria between animals,
which then spreads to humans through food (6). The high
incidence of treatment failure and severity of infection can
cause extended disease duration and increased rates of in-
fection, hospitalization, and death (2, 3).

Antimicrobial resistance in bacteria such as Salmonella
is either genetically inherent or the result of the bacterium
being exposed to antibiotics (7, 8). Most of the antibiotic re-
sistance has emerged as a result of mutations or through
the transfer of genetic material between bacteria (9). A
broad variety of biochemical and physiological mecha-
nisms are responsible for the development of resistance (5,
7). During the last decade, some treatments have become
ineffective, and this may lead to the spread of certain infec-
tions in the future. Drug resistance is created by the incor-
rect use of antimicrobials, and develops when a bacterium
has mutated; the inappropriate use of antibiotics in hu-
mans and in veterinary medicine leads to higher rate of
resistance (10). Third-generation cephalosporins are com-
monly used for the treatment of Salmonella spp. invasive
infections or severe diarrhea because of their bactericidal
properties and a low prevalence of resistance to them (11).
However, increasing resistance to cephalosporins has been
reported worldwide for Salmonella spp.

β-lactamases are distributed among a wide range
of bacteria, with clinical significance over a wide geo-
graphic area (12). The emergence of extended-spectrum β-
lactamases (ESBLs) in Salmonella is important, as this will
limit the treatment options and could result in an iso-
late with a remarkable selective advantage. Understand-
ing the antimicrobial susceptibility pattern of Salmonella
is crucial, both from the clinical treatment perspective and
the public health outlook. In recent decades, Salmonel-
losis has risen considerably, both in incidence and sever-
ity. Attempts to prevent and control this bacterial infec-
tion are critical because of the high number of reported
human cases and thousands of deaths every year world-
wide. Increased antimicrobial resistance has made em-
piric antimicrobial therapy for such potentially fatal in-
fections quite limited. Current studies recommend either
third-generation cephalosporins or fluoroquinolones as
the therapeutic choices; however, rising evidence of the
emergence of resistance to these antimicrobials is a seri-
ous concern (13).

2. Objectives

The aims of the present study were: 1) to investigate
the isolation of Salmonella spp. with the BACTEC 9240 au-
tomated system from blood samples during 2008 - 2014
in Shiraz, southern Iran, 2) to detect the subspecies, 3) to
perform biogrouping, 4) to characterize the minimum in-
hibitory concentration (MIC) by the agar dilution method,
and 5) to characterize the antimicrobial susceptibility pat-
tern of isolates by the disc diffusion method.

3. Patients and Methods

3.1. Patients
The inclusion criteria for all patients with a clinical sus-

picion of bacterial infection were two or more of the fol-
lowing clinical signs of infection: fever (> 38°C) or tem-
perature instability, respiratory distress, apnea, irritabil-
ity, lethargy, poor peripheral circulation, tachycardia, hy-
potension, poor feeding, abdominal distention, and diar-
rhea.

3.2. Isolation and Confirmation of Salmonella spp. Isolates
The required blood specimens were collected asepti-

cally before the commencement of antibiotic treatment.
BACTEC fluorescent series 9240 instruments (Becton Dick-
inson, USA) were used for the rapid detection of bacteria
from the blood samples. The specimens were collected
in BACTEC standard culture vials for aerobic and facul-
tative anaerobic bacteria. The bottles were loaded into
the BACTEC machine within 30 minutes of sample col-
lection. Whenever the machine gave an alert signal, the
specific bottle was removed and Gram staining and sub-
cultures were done on microbiological media, including
blood agar, chocolate agar, and MacConkey’s agar. The iso-
lates were identified as Salmonella based on Gram staining,
the oxidase test, the catalase test, motility, triple-sugar iron
(TSI) fermentation, and colony morphology. For the final
confirmation, biochemical tests embedded in the API-20E
biochemical kit system (bioMerieux, France) were used.
A total of 19 Salmonella spp. isolated consecutively from
blood samples of patients with the BACTEC 9240 system be-
tween 2008 and 2014 in Shiraz, Iran, were tested.

3.3. Biogrouping of Salmonella spp.
In order to characterize the biogroups and sub-

species, the following biochemical tests were used: ortho-
Nitrophenyl-β-galactoside (2 hours), and acid production
from lactose, arabinose, xylose, sorbitol, mannose, dul-
citol, salicin, inositol, raffinose, adonitol, glycerol, and
malonate. For long-term storage, the purified isolates
were saved in tryptic soy broth (TSB) with 20% glycerol
(Merck Co., Germany) at -20°C.
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3.4. Antibiotic Susceptibility

Susceptibility testing to 24 antimicrobial agents (MAST
Co., UK) was determined with diffusion methods ac-
cording to the CLSI recommendations (16). The agents
were: imipenem (IMP, 10 µg), meropenem (MEM, 10 µg),
piperacillin-tazobactam (PTZ, 100/10 µg), ciprofloxacin
(CIP, 5 µg), co-trimoxazole (SXT, 1.25/23.75 µg), amikacin
(AK, 30µg), gentamicin (GM, 10µg), tobramycin (TB, 10µg),
ceftriaxone (CRO, 30 µg), cefixime (CFM, 5 µg), cefotaxime
(CTX, 30 µg), cefepime (CPM, 30 µg), ceftazidime (CAZ, 30
µg), aztreonam (ATM, 30 µg), ticarcillin (TC, 75 µg ), aug-
mentin (AUG, 30 µg) , piperacillin (PRL, 100 µg), nalidixic
acid (NA, 30µg), tetracycline (T, 30µg), azithromycin (ATH,
15 µg), cephalexin (CFX, 30 µg), ampicillin (AP, 10 µg), ce-
furoxime (CXM, 30 µg), and chloramphenicol (C, 30 µg).

3.5. Phenotypic Detection of ESBL in Salmonella spp.

Combination disc diffusion method: All Salmonella
spp. isolates were screened for ESBL production accord-
ing to the CLSI recommendations by using the confirma-
tory disk diffusion methods (14). Ceftazidime (30 µg) and
ceftazidime + clavulanic acid (30 µg + 10 µg) discs, and
cefotaxime (30 µg) and cefotaxime + clavulanic acid (30
µg + 10 µg) discs (Mast, UK) were placed at a distance of
25 mm on a mueller-hinton agar (MHA) plate, then incu-
bated with a bacterial suspension of 0.5 McFarland turbid-
ity standards. The plates were then incubated overnight at
37°C. A ≥ 5 mm increase in the diameter of the inhibition
zone for the combination disc versus the ceftazidime disc
confirmed ESBL production. The ESBL-producing strain
K. pneumoneae ATCC 700603 and the non-ESBL-producing
strain E. coli ATCC 25922 were used as positive and negative
controls, respectively.

3.6. MIC Determination

3.6.1. Agar Dilution Method

The MICs of nalidixic acid, ampicillin, chlorampheni-
col, ciprofloxacin, co-trimoxazole, and ceftriaxone were de-
termined by the standard agar dilution method according
to CLSI guidelines. All Salmonella spp. isolates were pro-
cessed for reduced susceptibility to the abovementioned
antimicrobials by agar incorporation. First, 10 µL of a 0.5
McFarland bacterial suspension (final concentration = 106
CFU/mL) was spotted on the MHA containing each respec-
tive antibiotic. These were allowed to air-dry for approx-
imately 5 minutes, and were then incubated at 35°C. The
plates were examined at 24 hours and 48 hours for any
growth. The lowest concentration of each antibiotic that
inhibited the bacterial growth was considered the MIC. The
breakpoint concentrations for the tested antimicrobials
were chosen according to the CLSI guidelines. E. coli ATCC
25922 was used as a control strain.

4. Results

Of the total of 19 Salmonella spp. isolates recovered
from blood samples by the BACTEC automated system,
all belonged to the Salmonella enterica subsp. houtenae.
All 19 of the tested isolates were sensitive to gentamicin,
chloramphenicol, meropenem, imipenem, tobramycin,
amikacin, piperacillin, ceftriaxone, aztreonam, cefepime,
ceftazidime, cefixime, cefuroxime, cephalexin, and cefo-
taxime. Respectively, 31.5% and 26.5% of the isolates dis-
played resistance to nalidixic acid and azithromycin. The
resistance profiles of the strains are shown in Table 1. When
the MIC results were interpreted, all of the tested isolates
were sensitive to ciprofloxacin and ceftriaxone. Table 2 de-
picts the MICs of the various antimicrobials. All isolates
were ESBL-negative. Seven isolates showed resistance to
two or more antimicrobial agents, and three of these were
resistant to four or more antibiotics (Table 3).

Table 1. Susceptibility Pattern of Salmonella enterica Subsp. houtenae Isolated From
Blood Specimens

Antibiotic Total Resistant, No. (%)a

NA 6 (31.58)

PRL 4 (21.05)

ATH 5 (26.32)

AP 3 (15.79)

AUG 3 (15.79)

TC 2 (10.53)

T 2 (10.53)

TS 3 (15.79)

C 4 (21.05)

aTotal number of isolates: 19.

5. Discussion

Salmonellosis is a major public health problem in Iran.
Isolation of Salmonella spp. from different specimens oc-
curs throughout the year. The distribution of S. enterica
subsp. houtenae (IV) infections in this study is in agree-
ment with reports from other countries, such as the United
States, showing that subspecies houtenae (IV) is a more
common subspecies isolated from human blood speci-
mens (15). Our report and those of others (2) clearly show
that Salmonella subsp. houtenae (IV) is capable of causing
serious infections, including bacteremia. Unfortunately,
despite recommendations to public health agencies re-
garding the potential risk for acquisition of Salmonella in-
fections from exotic sources (e.g. foods, animals), the num-
ber of infections in Iran caused by subspecies associated
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Table 2. Minimum Inhibitory Concentrations of S. enterica Subsp. houtenaea

MIC, µg/mL CIP CRO NA TS AP C

≤ 0.03 5 6 - 3 - -

0.06 3 13 - 6 - -

0.125 4 - 7 7 - -

0.25 7 - 1 - 1 -

0.5 - - 2 - 1 -

1 - - - - 8 -

2 - - - - 6 15

4 - - - - - -

8 - - 4 - - -

16 - - - - - -

≥ 32 ( ≥ 4.76 for co-trimoxazole)b - - 5 3b 3 4

Total, No. 19 19 19 19 19 19

aThe resistance pattern of the antimicrobial agents is based on the breakpoints of the CLSI (14).
bThe co-trimoxazole MIC of three isolates was ≥ 4.76.

Table 3. Antibiotic-Resistance Patterns of S. enterica Subsp. houtenae Isolates

Antibiotic-Resistance Patterns No.a

Patterns With Disc Diffusion Method

PRL, AP, AUG, TC, T, TS, C 2

PRL, AP, AUG, C 3

NA, TS 1

NA, ATH 3

Patterns With MIC Method

AP, TS, C 2

AP, C 1

NA, TS 1

aTotal number of isolates was 19.

with these sources does not appear to be abating. Abbott et
al. (2), at the US center for disease control and prevention
(CDC), reported a high frequency of extraintestinal infec-
tions for the Arizona group between 1967 and 1976.

In the last decade, there have been some reports of
nalidixic acid, ampicillin, and co-trimoxazole resistance in
Salmonella. In our study, six (31.5%) isolates displayed re-
sistance to nalidixic acid with the disc diffusion method,
and five (26.3%) with the MIC method (MIC > 32 µg/mL).
However, as many as all nalidixic acid-resistant isolates
were ciprofloxacin-sensitive on disc diffusion and MIC test-
ing. Resistance to nalidixic acid is a surrogate marker for
ciprofloxacin resistance, as therapeutic failures have been

documented in clinical cases where ciprofloxacin has been
used for treatment of infections caused by nalidixic acid-
resistant strains. Our data showed that 16% of isolates are
resistant to co-trimoxazole. Seven isolates of S. enterica in
our study showed resistance to two or more antimicrobial
agents and three of these were resistant to four or more an-
tibiotics.

These results indicate that multidrug-resistant (MDR)
strains of Salmonella are rising, and fewer antibiotics may
be useful for treating S. enterica infections. The disc
diffusion method using the current CLSI-recommended
breakpoints to test antimicrobials is a reliable assay,
and the results conform with the agar dilution method.
Routine investigations and reporting of co-trimoxazole,
nalidixic acid, ciprofloxacin, ceftriaxone, chlorampheni-
col, and ampicillin MICs in patients presenting with
Salmonella infections are suggested. The observations of
the present study imply that second- and third-generation
cephalosporins, fluoroquinolones, and aminoglycosides
represent a reserve of antimicrobials that have therapeu-
tic potential for the treatment of Salmonella that are resis-
tant to the current choice of drugs (i.e. ampicillin, nalidixic
acid, co-trimoxazole, azithromycin, and chloramphenicol)
in the future. Clinical efficacy trials are warranted in order
to reach a conclusion in this regard.

In this study, five isolates were resistant to
azithromycin. The emergence of resistance to
azithromycin may occur before physicians begin us-
ing this antibiotic. Recommendations for azithromycin
testing against Salmonella would facilitate the ability of
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clinical laboratories to issue reports about this antibi-
otic with confidence, and would allow a more accurate
susceptibility profile to emerge. A number of studies
have observed a rise in the MIC of azithromycin (16, 17).
Therefore, it would be useful to ensure the uniformity of
methods employed for testing. By using disc diffusion
and agar dilution for susceptibility testing, as well as ma-
terials and methods readily available in a general clinical
microbiology laboratory, we observed a close correlation
between MICs and zone size. S. enterica infections have
exhibited a gradual decline in susceptibility to traditional
antimicrobials, a trend that is concerning in light of this
pathogen’s broad host range (animals and humans) and
its potential to spread antibiotic-resistance determinants
to other pathogenic bacteria.

It is imperative to effectively monitor the transmission
of Salmonella through the food chain, in order to imple-
ment effective control measures (18). In the present study,
21% of isolates were found to be resistant to chlorampheni-
col (MIC ≥ 32). Resistance to chloramphenicol in most
European countries is less than 10%, with the exception of
Greece, where 40% of Salmonella spp. isolates were resis-
tant to this antibiotic in 2007 (19). In our study, 16% of iso-
lates were resistant to ampicillin (MIC ≥ 32). Researchers
in Croatia reported that 4.5% of Salmonella spp. isolates
were resistant to ampicillin, while 14% isolates were resis-
tant to it in Austria and Greece, and 45% were resistant
in Estonia (19). Antibiotic utilization by humans, and the
release of antibiotics into the environment, can promote
antibiotic resistance in any location (5). Antibiotic resis-
tance occurs via different mechanisms, such as antibiotic
usage in medical and veterinary medicine (e.g., aquacul-
tures, pets, pest control in agriculture, growth support for
animals, biocides in toiletries) that lead to distribution
of resistance genes through other pathogenic and non-
pathogenic bacteria (20).

Salmonella is spread by the trade of live animals, in-
fected animal feed products, and non-heat-treated ani-
mal products within and between different countries. It
is also spread by humans between countries through-
out the world as a result of foodborne infections. Fluo-
roquinolones are generally regarded as first-line therapy
for salmonellosis in adults. These groups of antibiotics
are inexpensive and have good oral absorption, are well-
tolerated, and are effective in the majority of S. enterica
strains. Third-generation cephalosporins are used for chil-
dren with severe Salmonella infections. Chloramphenicol,
ampicillin, and trimethoprim-sulfamethoxazole are infre-
quently used as alternatives, but result in greater side ef-
fects. The MDR strains of Salmonella with resistance to
cephalosporins and quinolones can be treated with other
antibiotics, but those are usually more expensive and more

toxic (21). Exposure of normal microflora to antimicrobials
may increase the number of resistance factors, which can
transfer resistance to pathogenic bacteria (20). There is a
direct relationship between antimicrobial use and devel-
opment of resistance in Salmonella.

Horizontal gene transfer (HGT) plays a main role in
the progress and diffusion of resistance to β-lactam an-
tibiotics among enteric bacteria, in both community- and
hospital-level infections (5). There was no evidence of
Salmonella resistance in humans with consumption of
fluoroquinolones in our study, but resistance with con-
sumption of antibiotics in animal feed has been observed,
and the rate of resistance in animals, food, and humans
has quickly increased in several countries (21). Unfortu-
nately, there is not enough information regarding the inci-
dence rates of bacterial foodborne illnesses in developing
countries (especially emerging infectious diseases caused
by Enterobacteriaceae) (22-24). We hope that this report
will stimulate further epidemiologic studies and investi-
gations into the antimicrobial susceptibility of Salmonella
infections, and that this information can be used to gener-
ate more effective strategies to be implemented by public
health agencies, the veterinary industry, and the food in-
dustry in order to reduce the extent of disease caused by
this organism.

Acknowledgments

We extend special thanks to the professor Alborzi clin-
ical microbiology research center (Shiraz University of
Medical Sciences, Shiraz, Iran) for their kind assistance in
performing this study.

Footnotes

Authors’ Contribution: All authors listed have con-
tributed sufficiently to the project to be included as au-
thors, and all those who are qualified to be authors are
listed in the author byline.

Funding/Support: All financial and material support for
this study was provided by the professor Alborzi clinical
microbiology research center (Nemazee hospital, Shiraz
University of Medical Sciences, Shiraz, Iran).

References

1. Thorns CJ. Bacterial food-borne zoonoses. Rev Sci Tech. 2000;19(1):226–
39. [PubMed: 11189717].

2. Abbott SL, Ni FC, Janda JM. Increase in extraintestinal infections
caused by Salmonella enterica subspecies II-IV. Emerg Infect Dis.
2012;18(4):637–9. doi: 10.3201/eid1804.111386. [PubMed: 22469432].

Jundishapur J Microbiol. 2016; 9(4):e26505. 5

http://www.ncbi.nlm.nih.gov/pubmed/11189717
http://dx.doi.org/10.3201/eid1804.111386
http://www.ncbi.nlm.nih.gov/pubmed/22469432
http://jjmicrobiol.com/


Anvarinejad M et al.

3. World health organization . Drug-resistant Salmonella World health
organization; 2005. [cited 24 Jun 2009]. Available from: http://www.
who.int/mediacentre/factsheets/fs139/en/.

4. Marshall BM, Levy SB. Food animals and antimicrobials: im-
pacts on human health. Clin Microbiol Rev. 2011;24(4):718–33. doi:
10.1128/CMR.00002-11. [PubMed: 21976606].

5. Davies J, Davies D. Origins and evolution of antibiotic resistance. Mi-
crobiol Mol Biol Rev. 2010;74(3):417–33. doi: 10.1128/MMBR.00016-10.
[PubMed: 20805405].

6. Carlet J, Jarlier V, Harbarth S, Voss A, Goossens H, Pittet D, et al.
Ready for a world without antibiotics? The Pensieres Antibiotic Re-
sistance Call to Action. Antimicrob Resist Infect Control. 2012;1(1):11. doi:
10.1186/2047-2994-1-11. [PubMed: 22958833].

7. Fernandez L, Hancock RE. Adaptive and mutational resistance: role
of porins and efflux pumps in drug resistance. Clin Microbiol Rev.
2012;25(4):661–81. doi: 10.1128/CMR.00043-12. [PubMed: 23034325].

8. Brisabois A, Cazin I, Breuil J, Collatz E. Surveillance of antibiotic resis-
tance in Salmonella. Euro Surveill. 1997;2(3):19–20. [PubMed: 12631823].

9. Ochman H, Lawrence JG, Groisman EA. Lateral gene transfer and the
nature of bacterial innovation. Nature. 2000;405(6784):299–304. doi:
10.1038/35012500. [PubMed: 10830951].

10. McDermott PF, Zhao S, Wagner DD, Simjee S, Walker RD, White DG.
The food safety perspective of antibiotic resistance. Anim Biotechnol.
2002;13(1):71–84. doi: 10.1081/ABIO-120005771. [PubMed: 12212946].

11. Yu F, Chen Q, Yu X, Li Q, Ding B, Yang L, et al. High prevalence
of extended-spectrum beta lactamases among Salmonella enter-
ica Typhimurium isolates from pediatric patients with diarrhea in
China. PLoS One. 2011;6(3):e16801. doi: 10.1371/journal.pone.0016801.
[PubMed: 21390297].

12. Paterson DL, Bonomo RA. Extended-spectrum beta-lactamases:
a clinical update. Clin Microbiol Rev. 2005;18(4):657–86. doi:
10.1128/CMR.18.4.657-686.2005. [PubMed: 16223952].

13. Jabeen K, Zafar A, Irfan S, Khan E, Mehraj V, Hasan R. Increase
in isolation of extended spectrum beta lactamase producing mul-
tidrug resistant non typhoidal Salmonellae in Pakistan. BMC Infect Dis.
2010;10:101. doi: 10.1186/1471-2334-10-101. [PubMed: 20409348].

14. CLSI . 31. USA: Clinical and Laboratory Standards Institute; 2013.
15. Gunell M, Webber MA, Kotilainen P, Lilly AJ, Caddick JM, Jalava J, et

al. Mechanisms of resistance in nontyphoidal Salmonella enterica

strains exhibiting a nonclassical quinolone resistance phenotype. An-
timicrob Agents Chemother. 2009;53(9):3832–6. doi: 10.1128/AAC.00121-
09. [PubMed: 19596880].

16. Choudhary A, Gopalakrishnan R, Nambi PS, Ramasubramanian
V, Ghafur KA, Thirunarayan MA. Antimicrobial susceptibility of
Salmonella enterica serovars in a tertiary care hospital in southern
India. Indian J Med Res. 2013;137(4):800–2. [PubMed: 23703350].

17. Sjolund-Karlsson M, Joyce K, Blickenstaff K, Ball T, Haro J, Medalla FM,
et al. Antimicrobial susceptibility to azithromycin among Salmonella
enterica isolates from the United States. Antimicrob Agents Chemother.
2011;55(9):3985–9. doi: 10.1128/AAC.00590-11. [PubMed: 21690279].

18. Dimarzio M, Shariat N, Kariyawasam S, Barrangou R, Dudley EG.
Antibiotic resistance in Salmonella Typhimurium associates with
CRISPR sequence type. Antimicrob Agents Chemother. 2013 doi:
10.1128/AAC.00913-13. [PubMed: 23796925].

19. Habrun B, Simpraga B, Kompes G, Krstulovic F. . Antimicrobial resis-
tance and serotyping of Salmonella enteric subsp. enterica isolated
from poultry in Croatia. Veterinarski Arhiv. 2012;4(82):371–81.

20. Mathew AG, Cissell R, Liamthong S. Antibiotic resistance in bacte-
ria associated with food animals: a United States perspective of
livestock production. Foodborne Pathog Dis. 2007;4(2):115–33. doi:
10.1089/fpd.2006.0066. [PubMed: 17600481].

21. Ekperigin HE, Nagaraja KV. Microbial food borne pathogens.
Salmonella. Vet Clin North Am Food Anim Pract. 1998;14(1):17–29.
[PubMed: 9532664].

22. Mardaneh J, Soltan-Dallal MM. Isolation and Identification of E. cow-
anii from Powdered Infant Formula in NICU and Determination of An-
timicrobial Susceptibility of Isolates. Iran J Pediatr. 2014;24(3):261–6.
[PubMed: 25562018].

23. Mardaneh J, Dallal MM. Isolation, identification and antimicrobial
susceptibility of Pantoea (Enterobacter) agglomerans isolated from
consumed powdered infant formula milk (PIF) in NICU ward: First re-
port from Iran. Iran J Microbiol. 2013;5(3):263–7. [PubMed: 24475334].

24. Mardaneh J, Soltan Dallal MM, Taheripoor M, Rajabi Z. Isolation, Iden-
tification and Antimicrobial Susceptibility Pattern of Tatumella pty-
seos Strains Isolated From Powdered Infant Formula Milk Consumed
in Neonatal Intensive Care Unit: First Report From Iran. Jundisha-
pur J Microbiol. 2014;7(6):e10608. doi: 10.5812/jjm.10608. [PubMed:
25371802].

6 Jundishapur J Microbiol. 2016; 9(4):e26505.

http://www.who.int/mediacentre/factsheets/fs139/en
http://www.who.int/mediacentre/factsheets/fs139/en
http://dx.doi.org/10.1128/CMR.00002-11
http://www.ncbi.nlm.nih.gov/pubmed/21976606
http://dx.doi.org/10.1128/MMBR.00016-10
http://www.ncbi.nlm.nih.gov/pubmed/20805405
http://dx.doi.org/10.1186/2047-2994-1-11
http://www.ncbi.nlm.nih.gov/pubmed/22958833
http://dx.doi.org/10.1128/CMR.00043-12
http://www.ncbi.nlm.nih.gov/pubmed/23034325
http://www.ncbi.nlm.nih.gov/pubmed/12631823
http://dx.doi.org/10.1038/35012500
http://www.ncbi.nlm.nih.gov/pubmed/10830951
http://dx.doi.org/10.1081/ABIO-120005771
http://www.ncbi.nlm.nih.gov/pubmed/12212946
http://dx.doi.org/10.1371/journal.pone.0016801
http://www.ncbi.nlm.nih.gov/pubmed/21390297
http://dx.doi.org/10.1128/CMR.18.4.657-686.2005
http://www.ncbi.nlm.nih.gov/pubmed/16223952
http://dx.doi.org/10.1186/1471-2334-10-101
http://www.ncbi.nlm.nih.gov/pubmed/20409348
http://dx.doi.org/10.1128/AAC.00121-09
http://dx.doi.org/10.1128/AAC.00121-09
http://www.ncbi.nlm.nih.gov/pubmed/19596880
http://www.ncbi.nlm.nih.gov/pubmed/23703350
http://dx.doi.org/10.1128/AAC.00590-11
http://www.ncbi.nlm.nih.gov/pubmed/21690279
http://dx.doi.org/10.1128/AAC.00913-13
http://www.ncbi.nlm.nih.gov/pubmed/23796925
http://dx.doi.org/10.1089/fpd.2006.0066
http://www.ncbi.nlm.nih.gov/pubmed/17600481
http://www.ncbi.nlm.nih.gov/pubmed/9532664
http://www.ncbi.nlm.nih.gov/pubmed/25562018
http://www.ncbi.nlm.nih.gov/pubmed/24475334
http://dx.doi.org/10.5812/jjm.10608
http://www.ncbi.nlm.nih.gov/pubmed/25371802
http://jjmicrobiol.com/

	Abstract
	1. Background
	2. Objectives
	3. Patients and Methods
	3.1. Patients
	3.2. Isolation and Confirmation of Salmonella spp. Isolates
	3.3. Biogrouping of Salmonella spp.
	3.4. Antibiotic Susceptibility
	3.5. Phenotypic Detection of ESBL in Salmonella spp.
	3.6. MIC Determination
	3.6.1. Agar Dilution Method


	4. Results
	Table 1
	Table 2
	Table 3

	5. Discussion
	Acknowledgments
	Footnotes
	Authors' Contribution
	Funding/Support

	References

