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Abstract

Objectives: Urinary Tract Infections (UTIs) are one of the most common infections diagnosed in the United
Kingdom (UK). The prevalence of Extended-Spectrum-Β-Lactamase (ESBL) producing UTIs has dramatically risen,
limiting treatment options. The emergence and spread of ESBLs is thought to be through the horizontal transmission
of antibiotic resistance plasmids IncL/M, IncF, IncN and IncI1. These conjugative plasmids have been described as
important vectors and directly linked to major outbreaks of antibiotic resistance. This study aimed to investigate the
prevalence of ESBLs in Leicestershire, UK and their relationship with antibiotic resistance plasmids.

Methods: 236 ESBL producing uropathogenic Enterobacteriaceae isolates were obtained from the Leicester
Royal Infirmary (Leicestershire, UK). ESBL production was confirmed phenotypically via the MAST ID double disc
synergy test. ESBL-producing genes (CTX-M, SHV, TEM and OXA) were identified by multiplex PCR. The CTX-M
family was then further characterised into (CTX-M-1, CTX-M-2, CTX-M-8, CTX-M-9 and CTX-M-25) by multiplex
PCR. The relationship between ESBL-producing genes and plasmid type was then investigated by multiplex PCR-
based replicon typing to detect IncFIA, IncI1, IncL/M, IncN and IncFII.

Results: ESBL genes were identified as follows: CTX-M (71.6%), OXA (7.6%), TEM (3.8%) and SHV (3.8%).
Multiple resistance genes were detected in 16% of isolates. CTX-M genes were identified as follows: CTX-M-1
(84.1%), CTX-M-9 (12.5%), CTX-M-25 (1.7%), CTX-M-8 (1.1%) and CTX-M-2 (0.6%). Replicon typing results were
as follows: IncL/M (29.2%), IncN (14.4%), IncI1 (5.1%), IncFII (27.5%) and IncFIA (23.3%). A combination of IncL/M,
IncFII and IncFIA was the most common at 9.8%. A positive correlation between CTX-M and all plasmids except
IncI1 was found.

Conclusion: CTX-M harbouring Enterobacteriaceae are associated with multiple plasmids, which can be linked
to its rapid spread across the world. Prevalence studies help to inform policy about antibiotic stewardship and
resistance evolution, aiming to reduce resistance levels in the future.

Keywords: Extended-spectrum-β-lactamases; Multiplex PCR;
Antibiotic resistance; CTX-M; Urinary tract infection; Replicon typing;
One health approach

Introduction
Urinary Tract Infections (UTIs) are one of the most common

bacterial infectious diseases diagnosed in outpatients in the UK. Of the
causes of UTIs, Uropathogenic Escherichia coli (UPEC) are the most
prevalent [1]. Risk factors for acquiring a UTI include previous
exposure to 3rd and 4th generation cephalosporins and
fluroquinolones, hospitalisation, old age, female gender, recurrent UTI
infection, diabetes and catheterisation [1].

The most common type of resistance in UTIs is β-lactamase
production, resulting in extended-spectrum β-lactamase (ESBL)
producing bacteria [2]. These bacteria produce enzymes that can
hydrolyse oxyimino-cephalosporins (ceftriaxone, cefotaxime,
ceftazidime and cefepime) and monobactams (aztreonam) but not
cephamycins and carbapenems. Based on their amino acid sequence,

these enzymes have been classed into four groups-A-D [2]. Class A
enzymes have been shown to be the most clinically important, due to
their link to treatment failure, increased morbidity, mortality and
healthcare costs. In contrast to the class A, C and D serine β-
lactamases, class B are metallo-β-lactamases. Class C β-lactamases are
AmpCs, conferring resistance to not only third-generation
cephalosporins but also β-lactam/β-lactamase inhibitor combinations.
The most important class D β-lactamase is the OXA-type. There are 3
main families of class A: TEM, SHV and CTX-M while TEM, SHV and
OXA ESBLs arise via substitutions in strategically positioned amino
acids from the natural narrow-spectrum TEM-1/-2, SHV-1 and
OXA-10 β-lactamases, all CTX-M variants demonstrate an ESBL
phenotype [2]. Previously, most ESBLs detected were of the TEM/SHV
group. From the 1990’s the CTX-M family became increasingly more
common, and now it is reported to be the most prevalent type of ESBL
detected at present worldwide [2]. The worldwide dissemination and
dramatically increasing prevalence of the CTX-M family of ESBLs is
due to the selective pressure caused by the over-use, and more
importantly, mis-use of the β lactam antibiotics [2].
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Risk factors for an ESBL-producing UTI are; recent hospitalisation,
treatment with 3rd generation Cephalosporins, old age (over 65),
diabetes, recurrent UTI, indwelling catheters and female gender [3]. It
has been reported that ESBL-producing isolates are more likely to be
associated with significant pyuria, suggesting that ESBLs are more
likely to cause a clinically significant UTI [4,5]. Although most ESBL-
producing UTIs are acquired in the community, a hospitalised patient
is approximately 4 times more likely to be diagnosed with an ESBL-
producing UTI [3].

The significant increase in movement of livestock and agricultural
produce and human travel has facilitated the rapid amalgamation and
dissemination of antibiotic resistance genes [6]. The emergence and
spread of antibiotic resistance determinants is often through horizontal
transmission of mobile genetic elements such as plasmids. [7]

It is the large, low-copy, self-transmitting resistance conjugative
plasmids that are increasingly threatening the efficacy of antibiotics for
Gram-negative infections and have been directly linked to antibiotic
resistance outbreaks. Conjugative plasmids can carry more than one
gene for a selectable advantage such as antibiotic resistance genes and
virulence factors such as bacteriocins and cytotoxins. Under antibiotic
and infectious pressure, these traits may facilitate the successful spread
of certain plasmid types between different bacterial hosts and
geographical locations [8]. This results in ESBL-producing isolates that
can show resistance to other types of antibiotics, leading to multidrug
resistance (MDR). MDR limits treatment options, resulting in less
favourable outcomes for patients [9]. Surveillance of the spread of
these plasmids can help track antibiotic resistance determinants and
phylogenetic and comparative analysis can identify the origin and
evolution of these genes [10].

Many papers have discussed the importance of plasmids in the
spread of blaCTX-M genes, especially CTX-M-1 [11-16]. Studies have
suggested that CTX-M is primarily associated with plasmids of IncF,
IncL/M, IncN and IncI1 and these have been termed as “epidemic
resistance plasmids” in Enterobacteriaceae [11,15,17,18]. It is suggested
that these plasmids are successful as they likely provide virulence and
antimicrobial resistance determinants, such as ESBL-production, that
contributes to the fitness of the bacterial host. They also guarantee
their survival and stability in the host through the production of
several addiction systems, such as toxin-antitoxin systems. Therefore,
they are maintained without the need for selective pressure of
antibiotic treatment. This could explain the rapid dissemination of
CTX-M genes within Enterobacteriaceae [19-21].

Realising the major health concern that antibiotic resistance
presents, the world health organisation (WHO) developed a global
strategy for the containment of antimicrobial resistance in 2001. This
involved monitoring the prevalence of ESBLs in the UK, and other
countries all over the world. Prevalence studies help to inform policy
on infection prevention and antibiotic stewardship. They allow
monitoring of evolution of antibiotic resistance genes and prediction of
possible future evolution [22]. The importance of surveillance was
reiterated in the O’Neill report where it was suggested that all
antibiotic prescriptions should be informed by up-to-date surveillance
information [23-25].

Prevalence studies are an important way of monitoring the
transmission of resistance determinants between vectors, and whether
stewardship and other measures are working effectively [23]. The aim
of this study is to identify the prevalence of the different ESBL types in
Leicestershire by multiplex PCR. PCR-based replicon typing will be

used to investigate whether prevalence is associated with antibiotic
resistance plasmids. We hypothesise that the prevalence of ESBLs in
this area is related to the conjugative resistance plasmids IncL/M, IncF,
IncN and IncI1.

Materials and Methods

Isolate collection and phenotypic detection
Bacterial isolates (n=236) of Enterobacteriaceae isolated from

urinary tract infections were obtained from the Leicester Royal
Infirmary hospital (Leicester, England). The Leicester Royal Infirmary
was chosen as a collection site as a large number of samples are
received from all over the Midlands and the Midlands has a large
population of a wide variety of ethnic groups. According to the 2011
Census, 20.8% of people in the West Midlands and 14.6% of people in
the East Midlands identify as an ethnicity other than white British [26].
Specifically in the city of Leicester, 49.5% of people identify as non-
white British, of this 37.1% identify as Asian/Asian British [27]. ESBL
production was confirmed phenotypically via the MAST ESBL ID
double disc synergy method, conforming to British Society of
Antimicrobial Chemotherapy (BSAC) standards [28]. Discs contained
Cefotaxime, Ceftazidime and Cefpodoxime with an ESBL inhibitor
(Clavulanic acid) counterpart. Plates were incubated for 18 hours at
37°C. A zone of inhibition difference of 5 mm or more between the β-
lactam and the ESBL inhibitor clavulanic acid indicated a positive
result for ESBL production. Four control isolates were obtained from
Public Health England: NCTC 13353 (CTX-M-15), NCTC 13351
(TEM-3), NCTC 13368 (SHV-18) and NCTC 13442 (OXA-48) for use
as controls in phenotypic and genotypic tests.

Ethical approval
Ethical approval for this study was not required as Informed consent

from patients was not required, as we collected only waste material
(bacterial cultures), and therefore there is no link to patient data.

DNA extraction and genotypic detection by multiplex PCR
We have previously outlined the method used for DNA extraction

[29]. Genotypic identification was by means of a multiplex PCR
method for the detection of the ESBL-producing genes (CTX-M, SHV,
TEM and OXA). These were then further characterised into the CTX-
M family (CTX-M-1, CTX-M-2, CTX-M-8, CTX-M-9 and CTX-
M-25) by adapting a multiplex PCR assay by Al-Mahayie [30]. The
GoTaq G2 Flexi DNA Polymerase kit was chosen for all PCR assays
(Promega,Southampton, UK). PCR amplification reactions were
performed using the PikoReal® 96 well RT-PCR platform
(ThermoFisher, Loughborough, UK) in a volume of 25 μl containing 5
μl buffer, 2 μl MgCl2, 0.5 μl DNTPs, 0.125 μl Taq polymerase, 400 nM
of each primer, 2.5 μl of DNA template and made up to 25 μl with
water.

Cycling parameters for the first multiplex assay were as follows: an
initial denaturation at 94°C for 5 min, followed by 35 cycles of 94°C for
30 s, annealing at 65°C for 1 min (gradual temperature decrements of
0.5°C per cycle, final annealing temperature 48°C), and 72°C for 1 min;
and with a final extension at 72°C for 10 min.

Cycling parameter for the second multiplex assay were as follows:
initial denaturation at 94°C for 5 min; 30 cycles of 94°C for 25 s; 52°C
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for 40s and 72°C for 50 s; and a final extension at 72°C for 6 min.
Primers can be found in Table 1.

Primer Forward Primer Reverse Primer References

TEM-1 CGG ATG GCA TGA CAG TAA GAG AGG ACC ACT TCT GCG CTC G [29]

SHV-18 CTCAAGGATGTATTGTGGTTATGC CTA CGA GCC GGA TAA CGC G [29]

CTX-M CGTCATCTATGTTCGCCGAC GCATCTCAGTCGGATCGAGC [29]

OXA-48 CGGAATGCCTGCGGTAGCAAAG CAGCCCTAAACCATCCGATG [29]

CTX-M-1 AAA AAT CAC TGC GCC AGT TC AGC TTA TTC ATC GCC ACG TT [30]

CTX-M-2 AGC TTA TTC ATC GCC ACG TT CCA GCG TCA GAT TTT TCA GG [30]

CTX-M-8 TCG CGT TAA GCG GAT GAT GC CAA AGA GAG TGC AAC GGA TG [30]

CTX-M-9 CAA AGA GAG TGC AAC GGA TG ATT GGA AAG CGT TCA TCA CC [30]

CTX-M-25 GCA CGA TGA CAT TCG GG AAC CCA CGA TGT GGG TAG C [30]

Table 1: Primers used in this study. Primers for the first multiplex PCR assay were TEM, SHV, CTX-M and OXA. The primers for the second
multiplex PCR assay were CTX-M-1, CTX-M-2, CTX-M-8, CTX-M-9 and CTX-M-25. Primers were designed using the OligoAnalyzer 3.1
(Integrated DNA Technologies Inc, Illinois, USA) Primers were then checked for specificity by the BLAST software (National Center for
Biotechnology Information, Bethesda, USA).All PCR products were ran on a 2% agarose gel (UltraPure™ Agarose, ThermoFisher Scientific,
Paisley, UK) for 90 mins at 60 Volts. A GeneRuler 50 bp DNA Ladder, ready-to-use (ThermoFisher Scientific, Paisley, UK) was used for
comparison.

Multiplex PCR-based replicon typing
Each isolate was sub-cultured in Luria Βni broth overnight at 37°C.

Plasmids were extracted using the Illustra PlasmidPrep Mini Spin Kit
(GE Healthcare Life Sciences, Buckinghamshire, UK) Detection of
plasmids was by means of adapting the replicon typing assay designed
by [31]. PCR amplifications were performed in a volume of 25ul
containing 5 µl buffer, 2 µl magnesium chloride, 0.5 µl DNTPs, 0.125 µl
Taq polymerase, 400 nM of each primer and 2.5 µl of plasmid DNA.
Cycling parameters were as follows: initial denaturation at 94°C for 5

min 30 cycles of denaturation at 94°C for 1 min, annealing at 65°C for
30 sec, extension at 72°C for 30 sec and a final extension at 72°C for 5
min. Primers can be found below in Table 2.

Statistical analysis
The Chi Square test was used for statistical comparison and the

Spearman Rank Correlation test was used to analyse the relationship
between plasmids and ESBLs. P values < 0.05 were regarded as
significant.

Primer Forward Primer Reverse Primer Reference

IncFII TGTTTCCACTATGACCCGCT TGATACATCGAGGGCAGCAA This study

IncI1 CGGGAATGTCTGTTGTTGCA ATCGGCTTCATCCTGGTGAA This study

IncFIA CCA TGC TGG TTC TAG AGAAGGTG GTATATCCTTACTGGCTTCCGCAG [31]

IncN GTCTAACGAGCTTACCGAAG GTTTCAACTCTGCCAAGTTC [31]

IncL/M GGATGAAAACTATCAGCATCTGAAG CTGCAGGGGCGATTCTTTAGG [31]

Table 2: Primers used in multiplex replicon-typing. Primers for IncFII, IncI1, IncFIA, IncN and IncL/M were designed using the OligoAnalyzer
3.1 (Integrated DNA Technologies Inc, Illinois, USA) Primers were then checked for specificity by the BLAST software (National Center for
Biotechnology Information, Bethesda, USA). All PCR products were ran on a 2% agarose gel (UltraPure™ Agarose, ThermoFisher Scientific,
Paisley, UK) for 90 mins at 60 Volts. A GeneRuler 50 bp DNA Ladder, ready-to-use (ThermoFisher Scientific, Paisley, UK) was used for
comparison.

Results
236 Enterobacteriaceae were tested by multiplex PCR for the ESBL

genes CTX-M, TEM, SHV and OXA; and the CTX-M sub-groups
CTX-M-1, CTX-M-2, CTX-M-8, CTX-M-9 and CTX-M-25. Multiplex

PCR-based replicon typing tested for IncFII, IncFIA, IncL/M, IncN
and IncI1.

The PCR assay assigned the four controls to their correct
phylogenetic groups. ESBL genes were identified as follows: CTX-
M=169 (71.6%) OXA=18 (7.6%), TEM=9 (3.8%) and SHV=9 (3.8%).
Multiple resistance genes were detected in 16% of isolates, specifically
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CTX-M+OXA=16 (6.8%), CTX-M+TEM=12 (5.1%), CTX-M+OXA
+SHV=5 (2.1%) and CTX-M+SHV=5 (2.1%). This can be seen in
Table 1. 31 isolates did not contain any of the four genes tested.

CTX-M genes were identified as follows: CTX-M-1=148 (84.1%),
CTX-M-9=22 (12.5%), CTX-M-25=3 (1.7%), CTX-M-8=2 (1.1%) and
CTX-M-2=1 (0.6%). This can be seen in Table 2. All isolates identified
as containing CTX-M in the previous assay, contained at least one of
the CTX-M sub-groups tested. One isolate contained both CTX-M-1
and CTX-M-8.

Genes Number of isolates (n=236)

CTX-M 169

TEM 9

SHV 18

OXA 9

CTX-M + OXA 16

CTX-M + OXA + SHV 5

CTX-M + SHV 5

CTX-M + TEM 12

Table 3: Frequency of ESBL producing UTI isolates in the
Leicestershire area. 236 isolates were tested for the presence of CTX-M,
TEM, OXA and SHV genes by multiplex PCR analysis. All genes were
detected, however CTX-M was the most frequent.
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Figure 1: Frequency of replicon types in ESBL producing UTI
isolates in the Leicestershire area. 236 isolates were tested for the
presence of IncL/M, IncN, IncI1, IncFII and IncFIA genes by
multiplex replicon-typing PCR analysis. All genes were detected,
however IncL/M was the most frequent, followed closely by IncFII.

Plasmids identified were as follows: IncL/M was detected in 69
(29.2%) of isolates, IncFII was detected in 65 (27.5%) of isolates, IncN
was detected in 34 (14.4%) of isolates, IncFIA was detected in 55

(23.3%) of isolates and IncI1 was detected in 12 (5.1%) of isolates. This
can be found in Figure 1. 235 of the 236 isolates contained at least one
plasmid (Table 3).
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Figure 2: Frequency of dual, triple and quadruple plasmids in ESBL
producing UTI isolates in the Leicestershire area. 236 isolates were
tested for the presence of IncL/M, IncN, IncI1, IncFII and IncFIA
genes by multiplex PCR analysis. All genes were detected, however
CTX-M was the most frequent.

Multiple plasmids were found in 37% of isolates. . IncL/M, IncFII
+IncFIA was detected in 23 (9.8%) isolates. IncN+IncFII was detected
in 13 (5.5%) isolates. IncL/M+IncN was detected in 12 (5.1%) isolates.
IncFII+IncFIA was detected in 12 (5.1%) isolates. IncL/M+IncFIA was
detected in 11 (4.7%) isolates. IncL/M, IncI1+IncFIA was detected in 3
(1.3%) isolates IncL/M, IncN and IncFII was detected in 3 (1.3%)
isolates. IncI1 and IncFII was detected in 3 (1.3%) isolates. IncN, IncI1,
IncFII+IncFIA was detected in 2 (0.9%) isolates. IncL/M+IncFII was
detected in 2 (0.9%) isolates (Figure 2). IncL/M+IncI1 was detected in
1 (0.4%) isolate. IncN, IncI1+IncFII was detected in 1 (0.4%) isolate.
IncI1+IncFIA was detected in 1 (0.4%) isolate. This can be found in
Table 4.

Genes Number of Isolates (n=169)

CTX-M-1 148

CTX-M-2 1

CTX-M-8 2

CTX-M-9 22

CTX-M-25 3

CTX-M-1 + CTX-M-8 1

Table 4: Frequency of CTX-M sub-groups in UTI isolates in the
Leicestershire area. 169 isolates previously identified as containing the
CTX-M gene, were tested for the presence of CTX-M-1, CTX-M-2,
CTX-M-8, CTX-M-9 and CTX-M-25 genes by multiplex PCR analysis.
All genes were detected, however CTX-M-1 was the most frequent. A
combination of CTX-M-1 and CTX-M-8 was found.

A spearman rank was carried out to access the correlation between
ESBL genes and plasmid type. Results can be found in Table 5. A
significant positive correlation between the CTX-M gene and IncL/M,
N, FII and FIA plasmids was found. Also found was a significant
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positive correlation between the IncFII plasmid and the CTX-M-8
gene. None of the other CTX-M sub-types (CTX-M-1, CTX-M-2,
CTX-M-9 and CTX-M-25) had a significant correlation with any of

the plasmids. No significant correlation was found for the TEM, SHV
and OXA genes and any of the plasmids.

CTX-M TEM OXA SHV CTX-M-1 CTX-M-2 CTX-M-8 CTX-M-9 CTX-M-25

IncL/M 0.200

(0.002)

-0.033

(0.619)

0.094

(0.1489)

0.010

(0.873)

0.028

(0.674)

-0.042

(0.519)

0.042

(0.525)

0.013

(0.846)

-0.074

(0.262)

IncN 0.148

(0.023)

0.026

(0.694)

0.097

(0.1373)

0.007

(0.918)

0.080

(0.220)

-0.027

(0.681)

0.093

(0.154)

-0.081

(0.214)

-0.047

(0.474)

IncI1 0.029

(0.660)

-0.067

(0.303)

-0.036

(0.5781)

0.105

(0.109)

0.034

(0.604)

-0.016

(0.809)

-0.023

(0.732)

0.079

(0.231)

-0.028

(0.674)

IncFII 0.168

(0.010)

-0.030

(0.646)

0.042

(0.5224)

-0.028

(0.664)

0.016

(0.811)

-0.041

(0.528)

0.147

(0.025)

-0.037

(0.569)

-0.072

(0.271)

IncFIA 0.170

(0.009)

-0.040

(0.543)

-0.004

(0.9568)

0.127

(0.051)

0.055

(0.401)

-0.037

(0.576)

0.057

(0.388)

-0.059

(0.369)

-0.064

(0.330)

Table 5: Correlation coefficients and associated level of significance for the establishing the association between the plasmids and the ESBL genes
CTX-M, TEM, OXA, SHV, CTX-M-1, CTX-M-2, CTX-M-8, CTX-M-9 and CTX-M-25. Correlation was determined using Spearman Rank
analysis. A value 1=perfect correlation; 0-1=no correlation; 0--1=one variable increases as the other decreases; -1-0= perfect inverse correlation. P
values are given in brackets and P values <0.05 were regarded as significant.

Discussion
The major cause of antibiotic resistance in Enterobacteriaceae is

ESBL-production. ESBL-producing UTIs are a major problem in the
UK, due to their increasing prevalence and limited treatment options
[32]. Given how common ESBL-producing infections are worldwide,
prevalence studies are important to ascertain where resistance is a
major problem.

In this paper, the prevalence of ESBL genes was investigated in UTIs
in the Leicestershire area of the UK. In short, the CTX-M gene was
found in 71.6% of samples, in comparison genes TEM, SHV and OXA
were detected in ≤ 16% of samples. The most prevalent CTX-M was
CTX-M-1 at 84.1%. The most common plasmid found was IncL/M at
29.2%, with IncFII following closely at 27.5%. Multiple plasmids were
found in 37% of isolates, with the IncL/M, IncFII and IncFIA
combination the most common. A significant correlation between
CTX-M and all plasmids except IncI1and more specifically, CTX-M-8
and IncFII was found, however no other gene family significantly
correlated with any of the plasmids.

Here, the relevance of our findings to other studies will be evaluated
within the context of the One Health Approach. The One Health
Approach describes a holistic and multisectoral approach to
antimicrobial resistance, as resistant organisms exist in humans,
animals, food and the environment [33]. The main aim of the One
Health Approach is to ensure that antimicrobial agents continue to be
effective by developing policies that promote the responsible use of
antimicrobial agents. The development of policy decisions depend on
economic and scientific evidence. Prevalence studies are an important
part of this [34].

As far as we are aware, this is the first study to investigate the
prevalence of ESBL-producing Enterobacteriaceae and their
relationship to plasmids, in the Leicestershire area of the UK.

In this study, we found that CTX-M was the most common ESBL
and the most common sub-group was CTX-M-1. This is comparable
with other European countries, and is consistent with the worldwide
dissemination of the CTX-M ESBL [9,15,35,36]. CTX-M-1 has been
found to be the most prevalent gene in humans, animals and food in
the UK, frequently found in poultry and cattle isolates [37]. It has been
established that the prevalence of ESBLs differs significantly between
countries. Within Europe, a high prevalence has been seen in Southern
Europe, while a generally lower prevalence is seen in Northern Europe.
Outside of Europe, Turkey and India have reported high levels of
ESBLs [13].

The high number of CTX-M isolates found in this area may be due
to the multicultural nature of the Leicestershire community. A study in
a hospital in Birmingham, UK also found a high level of ESBL and
suggested that this could be due to a high immigrant population [5].
One possible cause of elevated levels of ESBLs in high immigrant
populations could be faecal colonisation. Transmission of faeces to the
urinary tract is frequently a cause of UTI. As E.coli is a common
inhabitant of the gastrointestinal tract, it is possible that CTX-M-
harbouring E.coli could be a commensal bacterium that can become
pathogenic upon colonization of the urinary tract [38]. To further this,
a direct link between conjugative resistance plasmids in the micro flora
and increased treatment failure has been found [39]. In another study
in Birmingham, they found a direct link between place of birth and
CTX-M-1 colonisation in stool samples. Those that were originally
born in Afghanistan saw the highest colonisation at 60%, followed by
those born on the Indian subcontinent (India, Pakistan, Bangladesh or
Sri Lanka) with a 25% colonisation. Those that travel to certain areas
were also associated with CTX-M colonisation. Travellers to South
Asia (India, Pakistan, Bangladesh, Sri Lanka or Nepal) in the last year
had a 38.5% colonisation, suggesting a geographical, rather than ethnic
susceptibility [36].

In India, a prevalence rate of 53% for CTX-M was seen in a study
detecting ESBLs in UTIs. Antibiotic usage in India is far higher than in
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the UK, due to issues with lack of restriction in antibiotic prescribing
which could explain why they saw a higher incidence of CTX-M [40].

Prevalence rates of CTX-M have been seen as high as 94.4% in Iran,
73% in Mexico, 98.7% in Japan and 100% in Ghana [36]. These studies
show that the problem of ESBL producing infections is not limited to
the UK. As bacteria do not recognise geographical borders, so too does
our approach to tackling AMR need to be borderless.

We found that 16% of isolates contained more than one ESBL type.
Interestingly, in all of the multi-ESBL isolates CTX-M was always
present, this suggests that CTX-M may play a key role in the
production of MDR bacteria. Of these, CTX-M and OXA were the
most common multi-ESBL, detected in 16 isolates. 2% of isolates
contained three genes, specifically, CTX-M, OXA and TEM. It has
been reported that CTX-M-15 combined with an OXA-30 gene can
survive β-lactamase inhibitors, since OXA-30 is poorly inhibited and
also confers resistance to cefepime [12]. Although we did not
specifically type the ESBL genes in these isolates, it is possible that it
could be this combination present. The coexistence of CTX-M and
other antibiotic resistance genes could be one of the reasons why CTX-
M has been so successful. This has been found elsewhere, with
incidences of combinations of ESBLs as high as 95.4%, with regards to
the CTX-M and SHV combination [41,42]. Our combination of three
genes has also been found elsewhere [42]. Furthermore, other Multi
ESBL combinations have also been found in animals and the
environment, suggesting that multiple ESBL combinations are not
limited to humans. This data combined shows that multi ESBLs are
widespread and could pose a significant threat [4,43].

A similar incidence of ESBLs has been reported in livestock and
companion animals globally [44-47]. In a study looking at canine
UPEC in Switzerland, CTX-M-1 was found in 28.6% of ESBL-
producers suggesting that dogs, a common companion animal
worldwide, may be a reservoir for CTX-M-1 spread into humans [47].
With raw meat a speciality in some countries and the rise of raw food
diets in both humans and companion animals, a high level of ESBLs in
livestock is a cause for concern. Both livestock and companion animals
could be considered a major vector of ESBL-producing bacteria [37].
As it has been suggested that the majority of ESBL infections are
community-acquired, this could suggest a relationship between
companion animals, livestock and humans.

This study focused on the prevalence of IncL/M, IncFII, IncI1,
IncFIA and IncN. These conjugative plasmids have previously been
associated with the dissemination of antibiotic resistance determinants
such as ESBLs, in Enterobacteriaceae and other bacteria.

Whilst IncL/M was the most common plasmid found in the isolates
tested, when IncFII and IncFIA (both members of the IncF group) are
combined, the frequency is far higher at 50.8%. The IncF group is one
of the most common plasmids found in UTI isolates and is frequently
associated with CTX-M [12]. Studies show that IncL/M is also highly
common, and both have been termed as “epidemic” plasmids [11].
Both of these plasmids can persist for months without the need for
selective pressure by antibiotic usage [39]. This suggests that simply
reducing antibiotics by antibiotic stewardship alone will not reduce the
prevalence of these plasmids.

The distribution of plasmids harbouring ESBL genes in this
population differs from the distribution described in other studies.
Studies have agreed that CTX-M is associated with IncN, IncFII and
IncL/M, however reports have shown that CTX-M is also associated
with IncI1. IncI1 plasmids harbouring CTX-M have been described in

the UK, US, Belgium, Netherlands, France and Australia in isolates
from horse, cattle and human isolates [16]. Studies have also found
that other ESBL types are associated with particular plasmids. It has
been found that SHV can be associated with IncFII, IncL/M and IncI1.
Likewise, TEM can be associated with the same plasmids, and
additionally IncI1 [19]. A reason for the differing results could be due
to different antibiotic and environmental selection pressures in this
population, leading to selection of CTX-M harbouring IncL/M, IncF,
and IncN plasmids, but not IncI1 plasmids.

In this study, no significant correlation between CTX-M-1 (the most
common CTX-M subtype) and any other plasmid was found. There are
conflicting reports within the literature with regards to the most
significant association between CTX-M-1 and plasmid types. Some
reports suggest a correlation between CTX-M-1 and IncFII, whilst
others, mainly in Europe, suggest a correlation between CTX-M-1 and
IncI1. Other reports suggest no overall correlation at all [37,48]. It
appears that the association between CTX-M-1 and plasmids differs
between geographical locations and sample type. These differences in
reports could be attributed to socioeconomic factors, animals and
number of samples. It could be suggested that CTX-M-1 is equally
adapted to most plasmid types therefore a significant correlation
between just one plasmid was not seen. It could also be suggested that
the high level of CTX-M-1 in this population is also due to another
mechanism other than conjugative plasmids, such as chromosomally
mediated resistance.

A significant correlation between CTX-M-8 and IncFII was found.
Whilst CTX-M-8 is not the highest prevailing gene found in this study,
it is a significant finding, as IncFII was very common. A link has been
found between CTX-M-8 harbouring IncI1 plasmids and companion
animals. This could further strengthen the argument that CTX-M
genes could be passed, via plasmids, from companion animals to
humans [46].

Though studies suggest that IncN does not contribute to the
prevalence of CTX-M in humans to the same extent as incI1, this was
not the case in this study, as IncN was seen to be more prevalent than
IncI1 and a significant correlation was found [21]. This theory has also
been contradicted by another study that found that IncN was in fact
associated with humans and 95.5% of isolates containing IncN
harboured CTX-M-1 [37]. In a Danish study, IncN plasmids carrying
CTX-M-1 were seen in both pigs and farm workers, and it was
demonstrated that these plasmids were transmitted within the farm,
showing animal to human transmission of these plasmids harbouring
CTX-M [11].

Multi-replicon plasmids were found in 37% of isolates. Multiple
plasmids frequently occur in the same bacterial cell, however, cross-
interference between plasmid replicons guarantees that the most
closely related plasmids are incompatible and cannot stably persist
together [39]. When multi-replicon plasmids occur, generally one
replicon is usually highly conserved, and the other is free to diverge.
This gives the bacterial host the benefit of being able to change
antibiotic resistance determinants and virulence factors, depending on
antibiotic pressure and environment [16]. Multi-replicons have been
found in other UTI isolates, and multi-replicons containing multiple
IncF types appear to be common [12]. Multi replicons are also
common in the environment. A study found that the diversity of
plasmids found in the environment was higher than in UTIs in the
same area. CTX-M-1’s in the environment have been shown to be
associated with IncI1 and IncN [43]. A report has suggested a direct
link between wastewater treatment plants and ESBL-producing UTIs.
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Sewage sludge used for agriculture may be one of the ways that ESBL-
producing isolates enter the food chain [43]. It has been established
that CTX-M-1 harbouring E.coli in manure spread on fields can
survive in the soil for at least a year. This demonstrates the capability of
antibiotic resistant bacteria to survive under environmental conditions
in the absence of antibiotic selection pressure [21].

A limitation of this study is that isolates were not categorised into
source of isolate (community/hospital acquired). However, other
studies suggest that the CTX-M family and ESBLs in general are
associated with community-acquired infection [4,49]. In this study, we
only collected ESBL-positive isolates. From this, we cannot determine
the level of ESBL resistance as a whole. This study should be followed
up regularly, to study the trends of antibiotic resistance in this area.
More surveillance studies on animal and environmental isolates are
needed, to fully understand the relationship between these and human
infections.

We have reported similar results to what has been found in the rest
of the UK and worldwide. CTX-M-harbouring Enterobacteriaceae is a
major threat to patient care and healthcare costs. Genotypic prevalence
studies are an important contribution to the understanding and
prediction of antibiotic resistance evolution and antibiotic stewardship.
Knowledge of plasmid types circulating in bacterial populations is vital
to advancing a new prospective to control these plasmids, such as
replicon-targeting compounds. A strategy to prevent the further
dissemination of these plasmids needs to be implemented.

Combined, these findings highlight the importance of restricting
antibiotics sales to only those with medical prescriptions and
appropriate use, as many low and middle-income countries have not
yet enforced policies that prevent widespread self-medication with
antibiotics.

This study reinforces the One Health approach and underpins the
importance of antibiotic stewardship and infection prevention schemes
in humans, animals, food production and the environment in order to
limit the spread of ESBL-harbouring Enterobacteriaceae, not only in
the UK, but worldwide.

Acknowledgements
The authors would like to acknowledge Christopher Holmes of

University Hospitals of Leicester NHS Trust, for providing bacterial
isolates used in this study, Adrian Slater of De Montfort University and
Avninder Bhambra of De Montfort University for providing guidance
in the development of this study.

Conflict of Interest
The authors declare no conflict of interest.

Funding
This work was supported by the De Montfort University fees only

scholarship awarded to Ruth Reid.

References
1. Al-Assil B, Mahmoud M, Hamzeh AR (2013) Resistance trends and risk

factors of extended spectrum ß-lactamases in Escherichia coli infections
in Aleppo, Syria. Am J Infect Control 41: 597-600.

2. Lupo A, Papp-Wallace KM, Sendi P, Bonomo RA, Endimiani A (2013)
Non-phenotypic tests to detect and characterize antibiotic resistance

mechanisms in Enterobacteriaceae. Diag Microbiol Infect Dis 77:
179-194.

3. Dash NR, Albataineh MT, Alhourani N, Khoudeir AM, Ghanim M, et al.
(2018) Community-acquired urinary tract infections due to extended-
spectrum B-lactamase-producing organisms in United Arab Emirates.
Travel Med Infect Dis 22: 46-50.

4. Qiao J, Zhang Q, Alali WQ, Meng L (2017) Characterization of extended-
spectrum B-lactamases (ESBLs)-producing Salmonella in retail raw
chicken carcasses. Int J Food Microbiol 248: 72-81.

5. Wragg R, Harris A, Patel M, Robb A, Chandran H, et al. (2017) Extended
spectrum β lactamase (ESBL) producing bacteria urinary tract infections
and complex pediatric urology. J Pediatr Surg 52: 286-288.

6. Bengtsson-Palme J, Kristiansson E, Larsson J (2018) Environmental
factors influencing the development and spread of antibiotic resistance.
FEMS Microbiol Rev 42.

7. Roshani M, Goudarzi H, Sabzehli F, Erfanimanesh S, Dadashi M, et al
(2017) The first report of extended-spectrum B-lactamase (ESBL) genes
in an Eschcerichia coli isolate from a one-month-old infant with acute
lymphoblastic leukemia (ALL) in Iran. Arch Clin Infect Dis 12.

8. Moran R, Anantham S, Pinyon JL, Hall RM (2015) Plasmids in antibiotic
susceptible and antibiotic resistant commensal Escherichia coli from
healthy Australian adults. Plasmid 80: 24-31.

9. Shaikh S, Fatima J, Shakil S, Rizvi S, Kamal M (2015) Antibiotic resistance
and extended spectrum β-lactamases: types, epidemiology and treatment.
Saudi Biol Sci 22: 90-101.

10. Bennett P (2008) Plasmid encoded antibiotic resistance: acquisition and
transfer of antibiotic resistance genes in bacteria. Br J Pharmacol 153:
347-357.

11. Carattoli A (2011) Plasmids in Gram negatives: Molecular typing of
resistance plasmids. Int Med Microbiol 301: 654-658.

12. Agyekum A, Fajardo-Lubian A, Ansong D, Partridge SR, Agbenyega T, et
al. (2016) blaCTX-M-15 carried by incF-type plasmids is the dominant
ESBL gene in Escherichia coli and Klebsiella pneumoniae at a hospital in
Ghana. Diagn Microbiol Infect Dis 84: 328-333.

13. Bevan E, Jones A, Hawkey P (2017) Global epidemiology of CTX-M b-
lactamases: temporal and geographical shifts in genotype. J Antimicrob
Chemother 72: 2145-2155.

14. Bonnet R (2004) Growing group of extended-spectrum β-lactamases: the
CTX-M enzymes. Antimicrob Agents Chemother 48: 1-14.

15. Cantón R, González-Alba JM, Galán JC (2012) CTX-M Enzymes: Origin
and Diffusion. Front Microbiol 3: 110.

16. Zurfluh K, Glier M, Hachler H, Stephan R (2015) Replicon typing of
plasmids carrying blaCTX-M-15 among Enterbacteriaceae isolated at the
environment, livestock and human interface. Sci Total Environ 521:
75-78.

17. Wang J, Stephen R, Karczmarczyk M, Yan Q, Hachler H, et al (2013)
Molecular characterization of blaESBL-harboring conjugative plasmids
identified in multi-drug resistant Escherichia coli isolated from food-
producing animals and healthy humans. Front Biol 4: 188.

18. Mathers A, Peirano G, Pitout J (2015) The Role of Epidemic Resistance
Plasmids and International High-Risk Clones in the Spread of Multidrug-
Resistant Enterobacteriaceae. Clin Microbiol Rev 28: 565-591.

19. Carattoli A (2009) Resistance Plasmid Familiies in Enterbacteriaceae.
Antimicrob Agents Chemother 53: 2227-2238.

20. Adamczuk M, Zaleski P, Dziewit L, Wolinowska R, Nieckarz M, et al
(2015) Diversity and Global Distribution of IncL/M Plasmids Enabling
Horizontal Dissemination of ß-Lactam Resistance Genes among the
Enterobacteriaceae. BioMed Res Int 414681.

21. Zurfluh K, Jakobi G, Stephan R, Hachler H, Nuesch-Inderbinen M (2014)
Replicon typing of plasmids carrying blaCTX-M-1 in Enterobacteriaceae
of animal, environment and human origin. Front Microbiol 30: 555.

22. World Health Organization (2001) WHO global strategy for containment
of antimicrobial resistance.

Citation: Reid R, Al-Bayati M, Samarasinghe S (2018) Genotypic Identification of Extended-Spectrum β-Lactamase (ESBL)-Producing
Enterobacteriaceae from Urinary Tract Infections in the Leicestershire Area, United Kingdom: A One Health Prospective. J Infect Dis
Diagn 3: 122. doi:10.4172/2576-389X.1000122

Page 7 of 8

J Infect Dis Diagn, an open access journal
ISSN:2576-389X

Volume 3 • Issue 2 • 1000122

http://doi.org/10.1016/j.ajic.2012.09.016
http://doi.org/10.1016/j.ajic.2012.09.016
http://doi.org/10.1016/j.ajic.2012.09.016
http://doi.org/%2010.1016/j.diagmicrobio.2013.06.001
http://doi.org/%2010.1016/j.diagmicrobio.2013.06.001
http://doi.org/%2010.1016/j.diagmicrobio.2013.06.001
http://doi.org/%2010.1016/j.diagmicrobio.2013.06.001
http://doi.og/%2010.1016/j.tmaid.2018.01.007
http://doi.og/%2010.1016/j.tmaid.2018.01.007
http://doi.og/%2010.1016/j.tmaid.2018.01.007
http://doi.og/%2010.1016/j.tmaid.2018.01.007
http://doi.org/%2010.1016/j.ijfoodmicro.2017.02.016
http://doi.org/%2010.1016/j.ijfoodmicro.2017.02.016
http://doi.org/%2010.1016/j.ijfoodmicro.2017.02.016
http://doi.org/%2010.1016/j.jpedsurg.2016.11.016
http://doi.org/%2010.1016/j.jpedsurg.2016.11.016
http://doi.org/%2010.1016/j.jpedsurg.2016.11.016
http://doi.org/%2010.1093/femsre/fux053
http://doi.org/%2010.1093/femsre/fux053
http://doi.org/%2010.1093/femsre/fux053
http://doi.org/10.5812/archcid.57592.
http://doi.org/10.5812/archcid.57592.
http://doi.org/10.5812/archcid.57592.
http://doi.org/10.5812/archcid.57592.
http://doi.org/%2010.1016/j.plasmid.2015.03.005
http://doi.org/%2010.1016/j.plasmid.2015.03.005
http://doi.org/%2010.1016/j.plasmid.2015.03.005
http://doi.org/%2010.1016/j.sjbs.2014.08.002
http://doi.org/%2010.1016/j.sjbs.2014.08.002
http://doi.org/%2010.1016/j.sjbs.2014.08.002
http://doi.org/%2010.1038/sj.bjp.0707607
http://doi.org/%2010.1038/sj.bjp.0707607
http://doi.org/%2010.1038/sj.bjp.0707607
http://doi.org/%20doi:%2010.1016/j.ijmm.2011.09.003
http://doi.org/%20doi:%2010.1016/j.ijmm.2011.09.003
http://doi.org/%2010.1016/j.diagmicrobio.2015.12.010
http://doi.org/%2010.1016/j.diagmicrobio.2015.12.010
http://doi.org/%2010.1016/j.diagmicrobio.2015.12.010
http://doi.org/%2010.1016/j.diagmicrobio.2015.12.010
http://doi.org/%2010.1093/jac/dkx146
http://doi.org/%2010.1093/jac/dkx146
http://doi.org/%2010.1093/jac/dkx146
https://dx.doi.org/10.1128%2FAAC.48.1.1-14.2004
https://dx.doi.org/10.1128%2FAAC.48.1.1-14.2004
https://doi.org/10.3389/fmicb.2012.00110
https://doi.org/10.3389/fmicb.2012.00110
https://doi.org/10.1016/j.scitotenv.2015.03.079
https://doi.org/10.1016/j.scitotenv.2015.03.079
https://doi.org/10.1016/j.scitotenv.2015.03.079
https://doi.org/10.1016/j.scitotenv.2015.03.079
http://doi.org/10.3389/fmicb.2013.00188
http://doi.org/10.3389/fmicb.2013.00188
http://doi.org/10.3389/fmicb.2013.00188
http://doi.org/10.3389/fmicb.2013.00188
http://doi.org/10.1128/CMR.00116-14
http://doi.org/10.1128/CMR.00116-14
http://doi.org/10.1128/CMR.00116-14
https://doi.org/10.1128/AAC.01707-08
https://doi.org/10.1128/AAC.01707-08
http://doi.org/%2010.1155/2015/414681
http://doi.org/%2010.1155/2015/414681
http://doi.org/%2010.1155/2015/414681
http://doi.org/%2010.1155/2015/414681
http://doi.org/10.3389/fmicb.2014.00555
http://doi.org/10.3389/fmicb.2014.00555
http://doi.org/10.3389/fmicb.2014.00555


23. O'Neill J (2016) Tackling drug-resistant infections globally: Final report
and recommendations. The review on antimicrobial resistance. London:
HM Government and The Wellcome Trust..

24. Robinson TP, Bu DP, Carrique-Mas J, Fèvre EM, Gilbert M, et al. (2016)
Antibiotic resistance is the quintessential One Health issue. Trans R Soc
Trop Med Hyg 110: 377-380.

25. Prestinaci F, Pezzotti P, Pantosti A (2015) Antimicrobial resistance: a
global multifaceted phenomenon. Pathog Glob Health 109: 309-318.

26. https://www.ethnicity-facts-figures.service.gov.uk/british-population/
national-and-regional-populations/regional-ethnic-diversity/latest

27. https://www.nomisweb.co.uk/reports/localarea?compare=1946157130
28. https://www.gov.uk/uk-standards-for-microbiology-investigations-smi-

quality-andconsistency-in-clinical-laboratories
29. Reid R, Samarasinghe S (2018) The development and evaluation of a

multiplex real-time PCR assay for the detection of ESBL genes in urinary
tract infections. Int J Clin Microbiol 1: 16-24.

30. Al-Mayahie S (2013) Phenotypic and genotypic comparison of ESBL
production by vaginal Escherichia coli isolates from pregnant and non-
pregnant women. Ann Clin Antimicrob 12: 1-7.

31. Carattoli A1, Bertini A, Villa L, Falbo V, Hopkins KL, et al. (2005)
Identification of plasmids by PCR-based replicon typing. J Microbiol
Methods 63: 219-228.

32. Harwalkar A, Sataraddi J, Gupta S, Yoganand R, Rao A, et al. (2013) The
detection of ESBL-producing Escherichia coli in patients with
symptomatic urinary tract infections using different diffusion methods in
a rural setting. J Infect Public Health 6: 108-114.

33. Goutard FL, Bordier M, Calba C, Erlacher-Vindel E, Gochez D,et al.
(2017) Antimicrobial policy interventions in food animal production in
South East Asia. BMJ 358: j3544.

34. Celik AD, Yulugkural, Z, Kuloglu F, Eroglu C, Torol S, et al. (2010) CTX-
M Type Extended Spectrum ß-Lactamases in Escherichia coli Isolates
From Community Acquired Upper Urinary Tract Infections at a
University in the European Part of Turkey. J Microbiol Immunol Infect
43:163-167.

35. McNulty CAM, Lecky DM, Xu-McCrae L, Nakiboneka-Ssenabulya D,
Chung KT, et al. (2018) CTX-M ESBL-producing Enterobacteriaceae:
estimated prevalence in adults in England in 2014. J Antimicrobial
Chemother 73: 1368-1388.

36. Day MJ, Rodriguez I, Essen-Zandbergen Av, Dierikx C, Kadlec K, et al.
(2016) Diversity of STs, plasmids and ESBL genes among Escherichia coli
from humans, animals and food in Germany, the Netherlands and the
UK. J Antimicrobial Chemother 71: 1178-1182.

37. Bien J, Sokolova O, Bozko P (2012) Role of uropathogenic Escherichia
coli virulence factors in development of urinary tract infection and
kidney damage. Int J Nephrol 2012: 681473.

38. Kamruzzaman M, Shoma S, Thomas C, Partridge S, Iredell J (2017)
Plasmid interference for curing antibiotic resistance plasmids in vivo.
PLOS ONE 12: e0172913.

39. Rath S, Dubey D, Sahu M, Padhy R (2011) Surveillance of ESBL
producing multidrug resistant Escherichia coli in a teaching hospital in
India. Asian Pacific J Tropic Dis 4: 140-149.

40. Barrios H, Garza-Ramos U, Mejia-Miranda I, Reyna-Flores F, Sanchez-
Perez A (2017) ESBL-producing Escherichia coli and Klebsiells
pneumoniae: The most prevalent clinical isolates obtained between 2005
and 2012 in Mexico. J Glob Antimicrob Resist 10: 243-246.

41. Moghanni M, Ghazvini K, Farsiani H, Namaei Mh, Derakhshan M (2018)
High prevalence of sequence type 131 isolates producing CTX-M-15
among ESBL-producing Escherichia coli strains in north-east Iran. J Glob
Antimicrob Resist 15: 74-78.

42. Zarfel G, Galler H, Feierl G, Haas D, Kittinger C, et al. (2013)
Comparison of extended-spectrum-B-lactamase (ESBL) carrying
Escherichia coli from sewage sludge and human urinary tract infection.
Environ Pollut 173: 192-199.

43. Tippelskirch PV, Golz G, Projahn M, Daehre K, Friese A, et al. (2018)
Prevalence and quantitiative analysis of ESBL and AmpC β-lactamase
producing Enterobacteriaceae in broiler chicken during slaughter in
Germany. Int J Food Microbiol 281: 82-89.

44. Schill F, Abdulmawjood A, Klein G, Reich F (2017) Prevalence and
characterization of extended-spectrum B-lactamase (ESBL) and AmpC
B-lactamase producing Enterobacteriaceae in fresh pork meat at
processing level in Germany. Int J Food Microbiol 257: 58-66.

45. Melo LC, Oresco C, Leigue L, Netto HM, Melville PA, et al. (2018)
Prevalence and molecular gfeatures of ESBL/pAmpC-producing
Enterobacteriaceae in healthy and diseased companion animals in Brazil.
Vet Microbiol 221: 59-66.

46. Zogg AL, Zurfluh K, Schmitt S, Nuesch-Inderbinen M, Stephen R (2018)
Antimicrobial resistance, multilocus sequence types and virulence
profiles of ESBL producing and non-ESBL producing uropathogenic
Escherichia coli isolated from cats and dogs in Switzerland. Vet Microbiol
216: 79-84.

47. Madec JY, Haenni M, Metayer V, Saras E, Nicolas-Chanoine MH (2015)
High prevalence of the animal-associated blaCTX-M-1 IncI1/ST3
plasmid in human Escherichia coli isolates. Antimicrob Agents
Chemother 59: 5860.

48. Hayakawa K, Nagamatsu M, Mezaki K, Sugiki Y, Kutsuna S, et al. (2017)
Epidemiology of extended-spectrum β-lactamase (ESBL) producing
Escherichia coli in Japan: characteristics of community-associated versus
healthcare-associated ESBL E. coli. J Infect Chemother 23: 117-119.

 

Citation: Reid R, Al-Bayati M, Samarasinghe S (2018) Genotypic Identification of Extended-Spectrum β-Lactamase (ESBL)-Producing
Enterobacteriaceae from Urinary Tract Infections in the Leicestershire Area, United Kingdom: A One Health Prospective. J Infect Dis
Diagn 3: 122. doi:10.4172/2576-389X.1000122

Page 8 of 8

J Infect Dis Diagn, an open access journal
ISSN:2576-389X

Volume 3 • Issue 2 • 1000122

https://dx.doi.org/10.1093%2Ftrstmh%2Ftrw048
https://dx.doi.org/10.1093%2Ftrstmh%2Ftrw048
https://dx.doi.org/10.1093%2Ftrstmh%2Ftrw048
https://dx.doi.org/10.1179%2F2047773215Y.0000000030
https://dx.doi.org/10.1179%2F2047773215Y.0000000030
https://www.ethnicity-facts-figures.service.gov.uk/british-population/national-and-regional-populations/regional-ethnic-diversity/latest
https://www.ethnicity-facts-figures.service.gov.uk/british-population/national-and-regional-populations/regional-ethnic-diversity/latest
https://www.nomisweb.co.uk/reports/localarea?compare=1946157130
https://www.gov.uk/uk-standards-for-microbiology-investigations-smi-quality-andconsistency-in-clinical-laboratories
https://www.gov.uk/uk-standards-for-microbiology-investigations-smi-quality-andconsistency-in-clinical-laboratories
https://openaccesspub.org/ijcm/article/808
https://openaccesspub.org/ijcm/article/808
https://openaccesspub.org/ijcm/article/808
https://doi.org/10.1186/1476-0711-12-7
https://doi.org/10.1186/1476-0711-12-7
https://doi.org/10.1186/1476-0711-12-7
http://dx.doi.org/10.1016/j.mimet.2005.03.018
http://dx.doi.org/10.1016/j.mimet.2005.03.018
http://dx.doi.org/10.1016/j.mimet.2005.03.018
http://doi.org/10.1016/j.jiph.2012.10.004
http://doi.org/10.1016/j.jiph.2012.10.004
http://doi.org/10.1016/j.jiph.2012.10.004
http://doi.org/10.1016/j.jiph.2012.10.004
https://doi.org/10.1136/bmj.j3544
https://doi.org/10.1136/bmj.j3544
https://doi.org/10.1136/bmj.j3544
http://doi.org/10.1016/S1684-1182(10)60026-6
http://doi.org/10.1016/S1684-1182(10)60026-6
http://doi.org/10.1016/S1684-1182(10)60026-6
http://doi.org/10.1016/S1684-1182(10)60026-6
http://doi.org/10.1016/S1684-1182(10)60026-6
http://doi.org/10.1093/jac/dky007
http://doi.org/10.1093/jac/dky007
http://doi.org/10.1093/jac/dky007
http://doi.org/10.1093/jac/dky007
http://doi.org/10.1093/jac/dkv485
http://doi.org/10.1093/jac/dkv485
http://doi.org/10.1093/jac/dkv485
http://doi.org/10.1093/jac/dkv485
http://doi.org/10.1155/2012/681473
http://doi.org/10.1155/2012/681473
http://doi.org/10.1155/2012/681473
https://doi.org/10.1371/journal.pone.0172913
https://doi.org/10.1371/journal.pone.0172913
https://doi.org/10.1371/journal.pone.0172913
http://doi.org/10.1016/S2222-1808(14)60331-5
http://doi.org/10.1016/S2222-1808(14)60331-5
http://doi.org/10.1016/S2222-1808(14)60331-5
http://doi.org/10.1016/j.jgar.2017.06.008
http://doi.org/10.1016/j.jgar.2017.06.008
http://doi.org/10.1016/j.jgar.2017.06.008
http://doi.org/10.1016/j.jgar.2017.06.008
file://8060gd2/d/Randeep/High%20prevalence%20of%20sequence%20type%20131%20isolates%20producing%20CTX-M-15%20among%20ESBL-producing%20Escherichia%20coli%20strains%20in%20north-east%20Iran
file://8060gd2/d/Randeep/High%20prevalence%20of%20sequence%20type%20131%20isolates%20producing%20CTX-M-15%20among%20ESBL-producing%20Escherichia%20coli%20strains%20in%20north-east%20Iran
file://8060gd2/d/Randeep/High%20prevalence%20of%20sequence%20type%20131%20isolates%20producing%20CTX-M-15%20among%20ESBL-producing%20Escherichia%20coli%20strains%20in%20north-east%20Iran
file://8060gd2/d/Randeep/High%20prevalence%20of%20sequence%20type%20131%20isolates%20producing%20CTX-M-15%20among%20ESBL-producing%20Escherichia%20coli%20strains%20in%20north-east%20Iran
http://doi.org/10.1016/j.envpol.2012.09.019
http://doi.org/10.1016/j.envpol.2012.09.019
http://doi.org/10.1016/j.envpol.2012.09.019
http://doi.org/10.1016/j.envpol.2012.09.019
http://doi.org/10.1016/j.ijfoodmicro.2018.05.022
http://doi.org/10.1016/j.ijfoodmicro.2018.05.022
http://doi.org/10.1016/j.ijfoodmicro.2018.05.022
http://doi.org/10.1016/j.ijfoodmicro.2018.05.022
http://doi.org/10.1016/j.ijfoodmicro.2017.06.010
http://doi.org/10.1016/j.ijfoodmicro.2017.06.010
http://doi.org/10.1016/j.ijfoodmicro.2017.06.010
http://doi.org/10.1016/j.ijfoodmicro.2017.06.010
http://doi.org/10.1016/j.vetmic.2018.05.017
http://doi.org/10.1016/j.vetmic.2018.05.017
http://doi.org/10.1016/j.vetmic.2018.05.017
http://doi.org/10.1016/j.vetmic.2018.05.017
http://doi.org/10.1016/j.vetmic.2018.02.011
http://doi.org/10.1016/j.vetmic.2018.02.011
http://doi.org/10.1016/j.vetmic.2018.02.011
http://doi.org/10.1016/j.vetmic.2018.02.011
http://doi.org/10.1016/j.vetmic.2018.02.011
http://doi.org/10.1128/AAC.00819-15
http://doi.org/10.1128/AAC.00819-15
http://doi.org/10.1128/AAC.00819-15
http://doi.org/10.1128/AAC.00819-15
http://doi.org/10.1016/j.jiac.2016.08.010
http://doi.org/10.1016/j.jiac.2016.08.010
http://doi.org/10.1016/j.jiac.2016.08.010
http://doi.org/10.1016/j.jiac.2016.08.010

	Contents
	Genotypic Identification of Extended-Spectrum β-Lactamase (ESBL)-Producing Enterobacteriaceae from Urinary Tract Infections in the Leicestershire Area, United Kingdom: A One Health Prospective
	Abstract
	Keywords:
	Introduction
	Materials and Methods
	Isolate collection and phenotypic detection
	Ethical approval
	DNA extraction and genotypic detection by multiplex PCR
	Multiplex PCR-based replicon typing
	Statistical analysis

	Results
	Discussion
	Acknowledgements
	Conflict of Interest
	Funding
	References


