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Detection of a CTX‑M group 2 
beta‑lactamase gene in a Klebsiella pneumoniae 
isolate from a tertiary care hospital, Trinidad 
and Tobago
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Abstract 

Background:  Identification of the prevalence and spread of ESBL-mediated antibiotic resistance is essential espe-
cially in the hospital setting. It is for this reason, more and more studies are highlighting the importance of comple-
menting phenotypic ESBL-detection techniques with molecular techniques in order to understand the basis and 
extent of this form of resistance among clinically evolved bacterial populations, especially those belonging to the 
Enterobacteriaceae family. However, in Trinidad and Tobago and other Caribbean countries, very little is known regard-
ing ESBL detection rates and/or the prevalence of genes conferring ESBL resistance.

Methodology:  Sixty-six Klebsiella pneumoniae isolates from clinical specimens phenotypically identified by the 
Microscan Walkaway-96 System as potential ESBL-producers were analysed in this study. Screening and confirmation 
of these isolates as ESBL producers was done by the Clinical and Laboratory Standards Institute (CLSI) approved meth-
ods. Polymerase chain reaction amplification of beta-lactamase genes blaTEM, blaSHV, blaCTX-M1, blaCTX-M2 and blaAmpC 
was performed to identify mechanisms of β-lactam resistance.

Results:  ESBL-producing K. pneumoniae was confirmed in 78.8% (41/52) from isolates collected from a variety of 
sources during the period, April–July 2015. blaSHV (84.8%) and blaCTX-M (46.9%) were the predominant β-lactamase 
genes identified. A single K. pneumoniae isolate possessed a blaCTX-M group 2 beta-lactamase gene. RAPD analysis 
identified a number of epidemiologically related isolates. However, current isolates were unrelated to isolates from 
previous years.

Conclusion:  This study revealed that among K. pneumoniae isolates exhibiting extended spectrum β-lactam resist-
ance, there was a high prevalence of blaSHV and blaCTX-M genes. This result highlights the need for a reliable epidemio-
logical apparatus that involves the molecular characterisation of ESBL resistance.

Keywords:  Extended-spectrum beta-lactamase, Polymerase chain reaction, Random amplification of polymorphic 
DNA, Trinidad and Tobago
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Background
Organisms harbouring genes for extended spectrum 
β-lactamase (ESBL) production are a major public 
health concern especially given their association with 

cephalosporin therapy failure, and the burden they place 
on infection control practices. Since the first reported 
case in Klebsiella isolates in Germany in the late twen-
tieth century [1], they have increasingly been described 
worldwide, including in the Caribbean [2–4]. ESBLs are 
β-lactam hydrolysing enzymes capable of conferring bac-
terial resistance to the penicillins, 1st-, 2nd-, and 3rd-
generation cephalosporins, and azetronam (but not the 
cephamycins or carbapenems), and which are inhibited 
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by β-lactamase inhibitors such as clavulanic acid [5, 
6]. The clinical significance of these enzymes is under-
pinned by the fact that often times in  vitro activity of 
antimicrobial drugs against ESBL-producing organisms 
does not always translate into clinical efficacy in patients 
[7].

Most Klebsiella pneumoniae ESBLs are plasmid-
encoded enzymes derived classically from the TEM- and 
SHV- type β-lactamases [1] which belong to molecular 
class A, according to the classification scheme of Ambler, 
and Bush–Jacoby–Medeiros 2be group of β-lactamases 
[5]. TEM and SHV ESBLs are functionally similar to 
another group of rapidly proliferating β-lactamase 
enzymes, the CTX-M enzymes, that are related to chro-
mosomally determined β-lactamases in species of Kluy-
vera [8, 9].

Due to the complex epidemiology of ESBL-producing 
K. pneumoniae, the frequency of isolation varies among 
institutions [10]. Exploring the population diversity of 
ESBL-harbouring K. pneumoniae in a single institu-
tion is essential to understanding the role of the genes, 
plasmids, and clones, involved in ESBL-production, and 
therapy failure with cephalosporins (and to some extent 
carbapenems) as well as providing useful information for 
infection prevention and control initiatives.

The presence and characterization of ESBL-producing 
genes in clinical isolates of K. pneumoniae and other 
Enterobacteriaceae have previously been described in 
Trinidad and Tobago [2, 3, 11]. However, this study 
sought to determine the evolving nature of these genes, 
specifically in the hospital setting, in order to provide 
data that could be useful in improving infection con-
trol measures and guide antimicrobial stewardship 
programmes.

Methods
Setting
The Eric Williams Medical Sciences Complex (EWMSC), 
a tertiary ambulatory regional hospital in Trinidad and 
Tobago that provides general healthcare for both paediat-
ric and adult populations.

Clinical isolates
Seventy-two K. pneumoniae isolates were used in this 
study. This comprised 52 non-duplicate K. pneumoniae 
isolates recovered from the microbiology laboratory dur-
ing the study period, April–July 2015, and identified as 
resistant to extended-spectrum β-lactam agents. Addi-
tionally, 20 isolates representing a subset recovered in 
2008, 2009 and 2010—which were stored at −70  °C in 
BHI and 5% glycerol and were identified as β-lactamase 
producers—were also included in this study. Preliminary 
identification and susceptibility testing of the isolates 

collected in the current study was determined using 
the Microscan WalkAway-96 (Beckman Coulter, Inc.). 
The procedures were performed in accordance with the 
manufacturer’s recommendations. The breakpoints were 
interpreted in accordance with Clinical and Laboratory 
Standards Institute (CLSI) guidelines [12].

Antimicrobial susceptibility
Extended-spectrum β-lactamase production were con-
firmed according to the CLSI confirmatory testing guide-
lines [12]. Briefly, confirmatory testing was performed 
on Mueller–Hinton agar (BD) using cefotaxime 30  μg, 
ceftazidime 30  μg, cefotaxime/clavulanic acid 30/10  μg 
and ceftazidime 30/10  μg (Oxoid, Remel Inc, USA) 
(Additional file 1). Quality control of the test procedures 
was performed with K. pneumoniae ATCC 700603 and 
Escherichia coli ATCC 25922.

PCR amplification
From the sum total of isolates analysed (n = 72), 66 (con-
sisting of 57 phenotypically confirmed ESBL produc-
ers and 9 non-ESBL producers randomly selected from 
the pool) were subjected to polymerase chain reaction 
(PCR) analysis. The non-ESBL producers were included 
to detect AmpC beta-lactamase production. The PCR 
amplification of bla genes, including blaTEM, blaSHV, 
blaCTX-M-1, blaCTX-M-2 and blaAmpC were carried out with 
GoTaq® Green Master Mix (Promega, Madison, Wis-
consin) using primers listed in Table  1. All PCR ampli-
cons were separated by gel electrophoresis on a 1.5% (wt/
vol) agarose gel. Staining of the gel was conducted with 
0.5 μg/ml GelRed™ (Biotium, Hayward, CA).

Random amplification of polymorphic DNA (RAPD) typing
Bacteria were grown overnight on MacConkey agar 
(Hardy Diagnostics) at 37  °C. Genomic DNA was then 
extracted using the ChargeSwitch® gDNA Mini Bac-
teria Kit (Invirogen, Carlsbad, CA) following the spe-
cific manufacturer’s instructions. Samples were initially 
screened for RAPD typing using five different primers: 

Table 1  Primers used for PCR amplification of bla genes

All primers were obtained from Sigma-Aldrich (St. Louis, MO, USA)

Target Primer name Primer sequence (5′–3′)

blaTEM TEM-F
TEM-R

GCGGAACCCCTATTTG
ACCAATGCTTAATCAGTGAG

blaSHV SHV-F
SHV-R

TTATCTCCCTGTTAGCCACC
GATTTGCTGATTTCGCTCGG

blaCTX-M-1 CTX-M1-F
CTX-M1-R

GGTTAAAAAATCACTGCGTC
TTGGTGACGATTTTAGCCGC

blaCTX-M-2 CTX-M2-F
CTX-M2-R

GATGAGACCTTCCGTCTGGA
CAGAAACCGTGGGTTACGAT

blaAmpC AmpC-F
AmpC-R

ATGATGGGGGGGTCGTTATGC
TTGCAGCTTTTCAAGAATGCGC
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RAPD1 (5′-CGTGGGCCT), RAPD2 (5′-TCGTCG-
GCGT), RAPD3 (5′-GTGACGTAGG), RAPD4 
(5′-CTTGAGTGGA), RAPD5 (5′-GAGATGACGA) 
(Sigma-Aldrich). RAPD–PCR was conducted under 
reaction conditions described by Ashayeri-panah et  al. 
[13]. The amplified products were separated by electro-
phoresis in a 2.0% agarose gel containing GelRed™ run 
in 1 × TAE buffer at 65 V for 3 h 30 min until amplified 
fragments are separated. RAPD1 was chosen because it 
gave the best banding pattern. RAPD typing was then 
performed using selected isolates (Additional file 1). The 
resulting gel was photographed under UV light. RAPD 
fingerprints were analysed with PyElph version 1.4 gel 
analysis software [14], and a dendrogram generated using 
the unweighted pair group method with arithmetic aver-
ages (UPGMA).

Results
Description of isolates and CLSI confirmatory test results
Following initial testing, 52 K. pneumoniae isolates 
were identified during the study period, (April 2015–
July 2015), by the Microscan Walkaway-96 as potential 
ESBL producers. Phenotypic AST confirmatory testing 
indicated that 41 (78.8%) of these isolates were indeed 
extended-spectrum β-lactamase producing. Additionally, 
of the subset of 20 K. pneumoniae isolates tested from 
previous years, 16 (80%) were identified as ESBL-produc-
ers after confirmatory testing. Four were K. pneumoniae 
isolated in 2008, nine were isolated in 2009, and three 
were isolated in 2010.

Detection and characterisation of K. pneumoniae isolates 
expressing extended‑spectrum β‑lactamase resistance
Of the 72 K. pneumoniae isolates, 66 were examined by 
PCR to detect the presence of blaTEM, blaSHV, blaCTX-M1, 
blaCTX-M2 and blaAmpC. This comprised the 41 ESBL-con-
firmed K. pneumoniae isolates collected during the study 
period along with the 16 ESBL-confirmed K. pneumoniae 
isolates collected between 2008 and 2010. Additionally, 
nine K. pneumoniae isolates identified as non-ESBL-pro-
ducers were chosen randomly and added to the pool. 65 
of the 66 isolates possessed a gene that may contribute 
to β-lactamase production (Table 2). blaTEM was detected 
in 39 of the isolates tested, comprising n =  30 (2015), 
n = 2 (2008), n = 6 (2009) and n = 1 (2010) K. pneumo-
niae isolates respectively. blaSHV was identified in n = 3 
(2008), n = 9 (2009), n = 3 (2010), and n = 41(2015) of K. 
pneumoniae isolates respectively. blaCTX-M1 genes were 
detected in 30 of the isolates collected in 2015 as well as 
n = 2 (2008), n = 6 (2009) and n = 2 (2010). Interestingly, 
88.9% (8/9) isolates, representing non-ESBL producing 
isolates that were tested with PCR, were positive for a 

blaSHV gene. Only one K. pneumoniae isolate, recovered 
in 2015, tested positive for a blaCTX-M2 gene.

Twenty five isolates were positive for blaTEM, blaSHV, 
and blaCTX-M1 β-lactamase genes representing 21 of the 
K. pneumoniae isolates collected in 2015 in addition to 
1 isolate from 2008 and 3 isolates from 2009. Notably, a 
single isolate collected in 2015 was positive for blaTEM, 
blaSHV, blaCTX-M1 and blaCTX-M2 genes.

The majority of the isolates, 80.5% (33/41), that were 
identified in 2015 as ESBL-producing were retrieved 
from urine specimens, whilst the remainder were recov-
ered from blood, sputum, wound and genital sources. 
Records were not available for the 16 ESBL-positive iso-
lates from previous years.

For the generation of DNA fingerprints using RAPD-
PCR analysis, 18 isolates were used representing K. 
pneumoniae strains from 2008 to 2010 as well as isolates 
recovered during the duration of this study (Fig. 1). Band-
ing patterns revealed DNA weights between 250 and 
2000 bp (Fig. 1). RAPD analysis revealed that six K. pneu-
moniae isolates had the same banding patterns and these 
were placed into four genotypic groups. While there were 
similarities in some of the band positions of the remain-
ing 12 K. pneumoniae isolates, their overall RAPD pro-
files were not similar. Therefore, the conclusion was that 
these isolates belonged to distinct genotypic groups.

The results from cluster analysis using UPGMA (Fig. 2) 
showed diversity between strains isolated from 2008 to 
2010 and those isolated in 2015. However, relatedness 
was noted for one K. pneumoniae strain isolated in 2008 
and another isolated in 2009. Also, two strains isolated 
in 2010 were also similar in their RAPD profiles. Finally, 
three separate pairs of K. pneumoniae strains isolated in 

Table 2  Correlation between  ESBL confirmatory results 
and PCR results

PCR result Phenotypic confirmatory 
testing result
(Not-confirmed isolates)

Phenotypic confirma‑
tory testing result
(Confirmed isolates)

Negative (9) % Total Positive (57) % Total

Negative

 blaTEM 8 88.8 18 31.6

 blaSHV 1 11.1 1 1.7

 blaCTX-M1 8 88.9 17 29.8

 blaCTX-M2 9 100 56 98.2

 blaAmpC 9 100 57 100

Positive

 blaTEM 1 11.1 39 68.4

 blaSHV 8 88.9 56 98.2

 blaCTX-M1 1 11.1 40 70.2

 blaCTX-M2 0 0 1 1.7

 blaAmpC 0 100 0 100
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2015 were found to be closely related based on their gen-
otypic profiles.

Discussion
The CLSI disk diffusion ESBL confirmatory test proved 
suitable for the identification of K. pneumoniae isolates 
included in this study, correctly identifying 41 (78.85%) 
isolates as possessing β-lactamases capable of hydrolysing 
oximino-cephalosporins. Although it was not the intention 
of this study to evaluate the effectiveness of the Microscan 
WalkAway-96 System, the sensitivity being reported here 
is much less than that reported by Wiegand et al. [15] of 
84 and 87% by Vespero et  al. [16]. However, this 21.15% 
(11/52) “false positive” rate should be interpreted with 
caution as well as interest. In a SENTRY report authored 
by Bell et  al. [17], they found that 20.3% of screen-posi-
tive isolates failed to show clavulanate synergy, and, sub-
sequently, 75% of these nonconforming results were due 
to the presence of a plasmid-borne AmpC enzyme of the 
CIT or DHA type. Munier et al. [18] also found that 70% 
of ESBL screen-positive isolates (which were characterised 
by E. coli, K. pneumoniae, K. oxytoca, and Proteus mirabi-
lis) were actually producing an AmpC β-lactamase, while 

only 13% represented true ESBL producers. Although 
this study did assess whether isolates that produced nega-
tive confirmatory results possessed a gene that coded for 
an AmpC β-lactamase (data not shown), all of the isolates 
returned negative results. However, this finding does not 
rule out the possibility of these isolates harbouring other 
AmpC varieties, and further investigation is warranted.

Another possible reason that may be posited for the 
“high” number of false positives involves the influence of 
the inoculum effect. In their clinical update paper, Patter-
son and Bonomo highlight that in vitro, MICs of cepha-
losporins may rise as the inoculum of ESBL-producing 
organism increases [5]. This was further substantiated 
by Thauvin-Eliopoulos et  al. [19] who showed that the 
cefotaxime MIC for a K. pneumoniae strain harbouring 
TEM-26 increased from 0.25 μg/ml at an inoculum of 105 
CFU/ml to 64 μg/ml at an inoculum of 107 CFU/ml. Sim-
ilarly, Bedenic et al. [20] found that SHV harbouring kleb-
siellae were more resistant to cephalosporin agents when 
the inoculum size was higher. This reason may certainly 
be applicable in the case of this study especially given 
that eight of nine negative confirmatory test isolates were 

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19

Fig. 1  RAPD profiles for a fraction of ESBL-producing Klebsiella pneumoniae isolates amplified by RAPD1 primers. From left to right: GeneRuler 1 kb 
ladder followed by isolates from 2008 (lanes 2 and 3), 2009 (lanes 4 and 5), 2010 (lanes 6–8) and 2015 (lanes 9–19)
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identified as possessing a SHV-type β-lactamase gene 
when examined with a molecular assay.

It is also worth noting that even though there was PCR 
amplification of TEM and SHV genes in most of the 
isolates, without sequencing it cannot be determined 
whether these genes contributed to mediating extended 
spectrum beta-lactam resistance. Sequencing allows for 
the differentiation of the non-ESBL genes (e.g., TEM-1, 
-2, and SHV-1) from the ESBL variants (e.g., TEM-3 and 
SHV-2) [21].

The distribution of the three groups of ESBL-genes for 
K. pneumoniae identified in this study was different from 
what was reported at this institution by Akpaka et al. [2]. 
That study reported that there were 84.3% blaTEM, 34.5% 
blaSHV and 58.8% blaCTX-M of the ESBL genes present 

in K. pneumoniae isolates recovered at the institution 
(EWMSC) over a 3-year period. In comparison, this study 
found lower rates for blaTEM (59%; 39/66) and blaCTX-M 
(46.9%; 31/66, blaCTX-M1 plus blaCTX-M2), and a higher 
rate for blaSHV (84.8%; 56/66). Most noteworthy is that 
37.8% (25/66) of the K. pneumoniae isolates possessed all 
three β-lactamase genes. This suggests that one or more 
of these β-lactamase genes may have been acquired from 
transferrable plasmids, however, a conjugative assay was 
not performed at the time the study was conducted to 
confirm this. Moreover, this finding increases the likeli-
hood that other genes such as plasmid-mediated fluoro-
quinolone and aminoglycoside resistance genes may also 
be co-transferred, thereby contributing to the dissemina-
tion of multidrug resistance mechanisms [22].

Fig. 2  Cluster analysis of Klebsiella pneumoniae isolates based on RAPD-PCR typing with the RAPD1 primer
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The emergence and spread of CTX-M continues to 
be well documented and reported across Latin America 
and the Caribbean [2, 9, 23, 24]. In this study there was 
widespread distribution of β-lactamases belonging to 
the CTX-M-1 group, and one instance of an isolate with 
a β-lactamase from the CTX-M-2 group- the first such 
account of this particular enzyme in K. pneumoniae from 
a Caribbean territory. This simultaneous production of 
both cefotaximase and ceftazidimase poses a serious 
problem to the characterization of resistance by clinical 
laboratories since these enzymes confer a higher level of 
resistance to oxyimino-cephalosporinases [25].

For RAPD typing, isolates that possessed two or more 
β-lactamase genes were chosen with the majority of iso-
lates being those recovered in 2015. RAPD-PCR was cho-
sen because it is a rapid and simple method which when 
optimized has proven competitive with the gold stand-
ard of pulse field gel electrophoresis [26, 27]. RAPD1, 
also referred to as Primer 640 by other authors [13, 26], 
proved to be optimal for DNA fingerprinting since it 
allowed the clear distinction of DNA banding patterns 
for all of the isolates tested. The resulting RAPD profiles 
for this select group of isolates showed that there was 
diversity among those isolated during 2008–2010 and 
those recovered in 2015. However, it was found that K. 
pneumoniae isolates with the same genotype possessed 
three or more extended-spectrum β-lactamase genes. 
This seems to suggest that these strains may have been 
epidemic in the hospital environment, but due to the lack 
of patient information this fact could not be proven with 
certainty.

This study was not without some limitations. The loss 
of transferrable genetic elements, i.e. plasmids, in stored 
K. pneumoniae isolates from 2008 to 2010 could not 
be accounted for, and, therefore, genes contributing to 
resistance might have been lost as has been highlighted 
by previous authors [5]. Secondly, RAPD-PCR was only 
conducted on a small subset of the isolates recovered 
due to inadequate resources for DNA extraction and 
purification.

Conclusion
This study serves as an important update on the ESBL 
genes conferring β-lactam antimicrobial resistance 
among clinical isolates of K. pneumoniae isolated from 
patients being treated at the EWMSC, Trinidad. Along 
with identifying the traditional blaTEM, blaSHV, and 
blaCTX-M1 genes, it also identified a previously unchar-
acterised gene belonging to the blaCTX-M2 group. These 
findings suggest that both phenotypic and genotypic 
methods are required to determine and describe the 
genes responsible for resistance in K. pneumoniae, and 
thus, better guide infection control and antimicrobial 

stewardship measures directed at preventing the het-
erogeneous spread of plasmid-mediated resistance 
genes. Improving the results of studies, conducted at the 
EWMSC, similar to ours would require conducting plas-
mid conjugation transfer experiments and sequencing in 
order to determine: (1) the extent to which the resistance 
genes amplified by PCR are chromosomally-mediated 
or plasmid-mediated, and (2) what ESBL genotypes are 
prevalent among K. pneumoniae and other gram negative 
bacteria within the hospital setting.

Abbreviations
ATCC: American Type Culture; AST: antimicrobial sensitivity testing; Bla: used to 
designate “beta-lactamase” gene; CLSI: Clinical Laboratory Standards Institute; 
DNA: deoxyribonucleic acid; EWMSC: Eric Williams Medical Sciences Complex; 
ESBL: extended-spectrum beta (β)-lactamase; ID: identification; MIC: minimum 
inhibitory concentration; PCR: polymerase chain reaction; RAPD: random 
amplification of polymorphic DNA; UPGMA: unweighted pair group method 
with arithmetic averages.

Authors’ contributions
PC was the principal investigator, participated in the planning and execution 
of the study, performed data entry and data analysis, laboratory work and was 
the main responsible author. FD and PEA coordinated the study, participated 
in planning, data analysis and writing. All authors read and approved the final 
manuscript.

Author details
1 Department of Medical Technology, University of Guyana, Georgetown, 
Guyana. 2 Faculty of Medical Sciences, The University of the West Indies, St. 
Augustine, Trinidad and Tobago. 3 Department of Para‑Clinical Sciences, 
Faculty of Medical Sciences, The University of the West Indies, St. Augustine, 
Trinidad and Tobago. 

Acknowledgements
PC would like to acknowledge Ms. C. Dacron and others working in the Vet 
Laboratory, Eric Williams Medical Sciences Complex for use of the facilities 
during the different phases of laboratory testing as well as providing guidance 
about troubleshooting during the molecular-based testing phase of this 
research.

Competing interests
The authors declare that they have no competing interests

Availability of data materials
The authors submit that data used and analysed during the current study can 
be made available from the corresponding author on reasonable request.

Ethical approval and consent to participate
Ethical approval for this study was given by the Ethics Committee, Univer-
sity of the West Indies, St. Augustine, Trinidad and Tobago. No consent was 
required from any of the patients since information used were anonymized 
and de-identified prior to analysis. Additionally, all other issues (including 
those of plagiarism, presentation of falsified data, misconduct, etc.) were 
completely observed.

Funding
Funding was not provided for the completion of this research.

Additional file

Additional file 1. Technical description of the methods used for antimi-
crobial susceptibility testing and Random amplification of polymorphic 
DNA.

http://dx.doi.org/10.1186/s12941-017-0209-x


Page 7 of 7Cheddie et al. Ann Clin Microbiol Antimicrob  (2017) 16:33 

•  We accept pre-submission inquiries 

•  Our selector tool helps you to find the most relevant journal

•  We provide round the clock customer support 

•  Convenient online submission

•  Thorough peer review

•  Inclusion in PubMed and all major indexing services 

•  Maximum visibility for your research

Submit your manuscript at
www.biomedcentral.com/submit

Submit your next manuscript to BioMed Central 
and we will help you at every step:

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

Received: 20 February 2017   Accepted: 19 April 2017

References
	1.	 Philippon A, Arlet G, Lagrange PH. Origin and impact of plasmid-medi-

ated extended spectrum beta-lactamases. Eur J Clin Microbiol Infect Dis. 
1994;13(Suppl 1):S17–29.

	2.	 Akpaka PE, Legall B, Padman J. Molecular detection and epidemiology of 
extended-spectrum beta-lactamase genes prevalent in clinical isolates of 
Klebsiella pneumoniae and E. coli from Trinidad and Tobago. West Indian 
Med J. 2010;59(6):591–6.

	3.	 Nicholson AM, Gayle P, Roye-Green K. Extended spectrum beta-lactamase 
producing organisms at the University Hospital of the West Indies. West 
Indian Med J. 2004;53(2):104–8.

	4.	 Akpaka PE, Swanston WH. Phenotypic detection and occurrence of 
extended-spectru beta-lactamases in clinical isolated of Klebsiella pneu-
moniae and Escherichia coli at a tertiary hospital in Trinidad and Tobago. 
Braz J Infect Dis. 2008;12(6):516–20.

	5.	 Paterson DL, Bonomo RA. Extended-spectrum beta-lactamases: clinical 
update. Clin Microbiol Rev. 2005;18(4):657–86.

	6.	 Lee JH, Bae IK, Lee SH. New definitions of extended-spectrum beta-
lactamases conferring worldwide emerging antibiotic resistance. Med 
Res Rev. 2012;32(1):216–32.

	7.	 Pitout JDD, Laupland KB. Extended-spectrum beta-lactamases-produc-
ing Enterobacteriaceae: an emerging public-health concern. Lancet. 
2008;8:159–66.

	8.	 Bush K, Jacoby GA. Updated functional classification of beta-lactamases. 
Antimicrob Agents Chemother. 2010;54(3):969–76.

	9.	 Bonnet R. Growing group of extended-spectrum beta-lactamases: the 
CTX-M enzymes. Antimicrob Agents Chemother. 2004;48:1–14.

	10.	 Coque TM, Oliver A, Perez-Diaz JC, Baquero F, Canton R. Genes encoding 
TEM-4, SHV-2, and CTX-M-10 extended-spectrum beta-lactamases are 
carried by multiple Klebsiella pneumoniae clones in a single hospital 
(Madrid 1989 to 2000). Antimicrob Agents Chemother. 2002;46(2):500–10.

	11.	 Cherian BP, Singh N, Charles W, Prabhakar P. Extended spectrum beta-
lactamase producing Salmonella enteritidis in Trinidad and Tobago. Emerg 
Infect Dis. 1999;5:181–2.

	12.	 Clinical and Laboratory Standard Institute. M100-S24 Performance stand-
ards for antimicrobial susceptibility testing: twenty-fourth informational 
supplement. Performance standards for antimicrobial susceptibility 
testing. Pennsylvania: Clinical and Laboratory Institute; 2014. Report No.: 
M100-S24.

	13.	 Ashayeri-panah M, Eftekhar F, Feizabadi M. Development of an optimized 
random amplified polymorphic DNA protocol for fingerprinting of Kleb-
siella pneumoniae. Lett Appl Microbiol. 2012;54(2):272–9.

	14.	 Pavel AB, Vasile CL. PyElph- a software tool for gel images analysis and 
phylogenetics. BMC Bioinform. 2012;13(9):1–6.

	15.	 Wiegand I, Geiss HK, Mack D, Sturenburg E, Seifert H. Detection of 
extended-spectrum beta-lactamases among Enterobacteriaceae by use of 
semiautomated microbiology systems and manual detection procedures. 
J Clin Microbiol. 2007;45(4):1167–74.

	16.	 Vespero E, Perugini M, Saridakis H. Screening and confirmatory assays for 
detection of ESBLs (extended spectrum beta-lactamases) production by 
Klebsiella pneumoniae isolates. Semina Ciênc Biol e da Saúde Londrina. 
2007;28(1):33–8.

	17.	 Bell JM, Chitsaz M, Turnidge JD, Barton M, Walters LJ, Jones RN. Prevalence 
and significance of a negative extended-spectrum beta-lactamase 
(ESBL) confirmation test result after a positive ESBL screening test 
result for isolates of Escherichia coli and Klebsiella pneumoniae: results 
from the SENTRY Asia-Pacific surveillance program. J Clin Microbiol. 
2007;45(5):1478–82.

	18.	 Munier GK, Johnson CL, Snyder JW, Moland ES, Hanson ND, Thomson KS. 
Positive extended-spectrum-beta-lactamase (ESBL) screening results may 
be due to AmpC beta-lactamases more often than ESBLs. J Clin Microbiol. 
2010;48(2):673–4.

	19.	 Thauvin-Eliopoulos C, Tripodi MF, Moellering RC Jr, Eliopoulos GM. Effica-
cies of piperacillin–tazobactam and cefepime in rats with experimental 
intra-abdominal abscesses due to an extended-spectrum beta-lacta-
mase-producing strain of Klebsiella pneumoniae. Antimicrob Agents 
Chemother. 1997;41:1053–7.

	20.	 Bedenic B, Beader N, Zagar Z. Effect of inoculum size on the antibacterial 
activity of cefpirome and cefepime against Klebsiella pneumoniae pro-
ducing SHV extended-spectrum beta-lactamases. Clin Microbiol Infect. 
2001;7(11):626–35.

	21.	 Shaikh S, Fatima J, Shakil S, Rizvi SM, Kamal MA. Antibiotic resistance and 
extended spectrum beta-lactamases: types, epidemiology and treat-
ment. Saudi J Biol Sci. 2015;22(1):90–101.

	22.	 Poulou A, Grivakou E, Vrioni G, et al. Modified CLSI extended-spectrum 
β-lactamase (ESBL) confirmatory test for phenotypic detection of ESBLs 
among Enterobacteriaceae producing various β-lactamases. Bourbeau P, 
ed. J Clin Microbiol. 2014;52(5):1483–9.

	23.	 Espinal P, Garza-Ramos U, Reyna F, Rojas-Moreno T, Sanchez-Perez A, Car-
rillo B, et al. Identification of SHV-type and CTX-M-12 extended-spectrum 
beta-lactamases (ESBLs) in multiresistant Enterobacteriaceae from Colom-
bian Caribbean hospitals. J Chemother. 2010;22(3):160–4.

	24.	 Pallecchi L, Bartoloni A, Fiorelli C, Mantella A, Di Maggio T, Gamboa H, 
et al. Rapid dissemination and diversity of CTX-M extended-spectrum 
beta-lactamase genes in commensal Escherichia coli isolates from healthy 
children from low-resource settings in Latin America. Antimicrob Agents 
Chemother. 2007;51(8):2720–5.

	25.	 Ryoo NH, Kim EC, Hong SG, Park YJ, Lee K, Bae IK, et al. Dissemination of 
SHV-12 and CTX-M-type extended-spectrum beta-lactamases among 
clinical isolates of Escherichia coli and Klebsiella pneumoniae and emer-
gence of GES-3 in Korea. J Antimicrob Chemother. 2005;56(4):698–702.

	26.	 Ashayeri-Panah MM, Eftekhar F, Ghamsari MM, Parvin M. Genetic profiling 
of Klebsiella pneumoniae: comparison of pulsed field gel electrophoresis 
and random amplified polymorphic DNA. Braz J Microbiol. 2013;7:823–8.

	27.	 Eftekhar F, Nouri P. Correlation of RAPD-PCR profiles with ESBL production 
in clinical isolates of Klebsiella pneumoniae in Tehran. J Clin Diagn Res. 
2015;9(1):DC01–3.


	Detection of a CTX-M group 2 beta-lactamase gene in a Klebsiella pneumoniae isolate from a tertiary care hospital, Trinidad and Tobago
	Abstract 
	Background: 
	Methodology: 
	Results: 
	Conclusion: 

	Background
	Methods
	Setting
	Clinical isolates
	Antimicrobial susceptibility
	PCR amplification
	Random amplification of polymorphic DNA (RAPD) typing

	Results
	Description of isolates and CLSI confirmatory test results
	Detection and characterisation of K. pneumoniae isolates expressing extended-spectrum β-lactamase resistance

	Discussion
	Conclusion
	Authors’ contributions
	References




