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Abstract

Background: Klebsiella pneumoniae has been responsible for a large number of clonal hospital outbreaks. However,
some epidemiological changes have been observed since the emergence of CTX-M enzymes in K. pneumoniae.

Aim: To analyse the transmission dynamics of Extended Spectrum β-Lactamase-producing Klebsiella pneumoniae
(ESBL-Kp) in an acute care hospital.

Methods: In 2015 a prospective cohort study was conducted. All new consecutive adult patients with ESBL-Kp
isolates in all clinical samples were included. Patients with a previous known infection/colonization by ESBL-Kp and
patients in high risk areas (e.g., intensive care units) were excluded. Cross-transmission was defined as the carriage
of a clonally-related ESBL-Kp between newly diagnosed patients who shared the same ward for ≥48 h with another
case, within a maximum time window of 4 weeks. ESBL-production was confirmed using the double-disk diffusion
method and PCR. Clonal relationships were investigated by rep-PCR and multilocus sequence typing (MLST).

Results: Sixty ESBL-Kp isolates from 60 patients were included and analysed. Infections and colonizations were
classified as hospital-acquired (52%), healthcare-related (40%) or community-acquired (8%).
High genetic diversity was detected. When epidemiological clinical data were combined with the rep-PCR, the
patterns identified did not show any cases of cross-transmission. ESBL-Kp were detected in 12.5% of environmental
samples. No clonal relationship could be established between environmental reservoirs and patients. The genetic
mechanism detected in all strains was associated with bla CTX-M genes, and 97% were CTX-M-15.

Conclusions: The dynamics of ESBL-K. pneumoniae isolated in our setting could not be explained by clonal
transmission from an index patient. A polyclonal spread of ESBL-Kp was identified.
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Introduction
The epidemiology of healthcare-related infections has
been characterized in recent decades by the emergence of
Gram-negative multidrug-resistant organisms [1]. This in-
crease in resistance appears to be due largely to the pro-
duction of extended-spectrum β-lactamases (ESBLs)
among all Enterobacterales. ESBL-producing Klebsiella
pneumoniae (ESBL-Kp) is one of the most frequently
identified multiresistant pathogens.
K. pneumoniae has been responsible for a large num-

ber of hospital outbreaks. In the 1990s, these outbreaks
were clonal epidemics affecting mainly intensive care pa-
tients, and were due to SHV [2] and TEM enzyme types
[3]. The first reports of CTX-M K. pneumoniae out-
breaks were published in the 2000s [4]. Conversely, these
CTX-M outbreaks were widespread in general hospital
wards and their mortality rates are lower than those pre-
viously associated with SHV and TEM outbreaks.
Since the emergence of CTX-M β-lactamases, several

clones harboring CTX-M-15 enzymes, often associated
with other ESBL types, have been identified [5]. In the
case of K. pneumoniae it seems that resistance is not re-
stricted to a few genetic backgrounds, and that it is a
phenomenon of multiple emergence rather than one in-
volving the spread of a few clones [6]. In fact, high clonal
diversity has been reported in non-outbreak [7] and out-
break [8] situations.
In the last 5 years, we have detected an increase in the

incidence of hospital-acquired ESBL-Kp infections in
our area (from 0.06 in 2011 to 0.35/1.000 stays in 2015)
alongside a rise in the prevalence of community-
acquired urinary tract infection due to ESBL-Kp (from
2.4% in 2010 to 10.3% in 2014). Most of these clinical
isolates harbored CTX M-15 enzymes [9].
With the increase in ESBL-Kp among community-

acquired cases [10, 11] and in the hospital setting [4,
12–14] there is a clear need to understand the dynamics
of transmission of this relevant pathogen. It is crucial to
determine whether the isolation of ESBL-Kp 48 h after
hospital admission is actually caused by hospital cross-
transmission, and also the extent to which it is prevent-
able and merits infection control interventions.
In this scenario, the aim of the present study was to

investigate the dynamics of transmission of ESBL-
producing Klebsiella pneumoniae by assessing both the
clinical epidemiological data and the clonal relatedness
of ESBL-Kp among inpatients at a single academic acute
care hospital.

Material and methods
Setting and study design
In 2015 a prospective cohort study was conducted at
Hospital Universitari Mútua Terrassa, Barcelona, a 400-
bed acute care hospital with an annual mean number of

97,524 hospital stays for a population of 350,000 inhabi-
tants. Patients are hosted in single or double rooms.
Bathrooms are shared in double rooms.

Inclusion criteria
All new consecutive adult patients with ESBL-producing
Klebsiella pneumoniae isolates from any specimens ob-
tained by routine clinical practice were included in the
study (one sample/patient). Patients with previous
known infection/colonization by ESBL-Kp were ex-
cluded, as were adult patients admitted to intensive care
units (ICU).

Clinical epidemiological data collection and infection
control standards
Definitions:
– “Index patient” was defined as an inpatient with a

newly recognized clinical sample yielding ESBL-Kp.
– “Contact patient” was defined as a person who

shared the same room for > 24 h with an index
patient without initiation of contact precautions.

– “Cross-transmission” was defined as the carriage of a
clonally-related ESBL-Kp among newly diagnosed
patients sharing the same room or ward for ≥48 h
with another index case, within a maximum time
window of 4 weeks.

– “Healthcare relation” was defined according to
Friedman et al. [15] “Hospital-acquired infection”
was defined as an infection acquired during hospital
care that was not present or incubating at admission
(infections occurring 48 h after admission were
considered) or in a patient discharged from hospital
in the previous 30 days. “Healthcare-related
infection” was diagnosed if the patient fulfilled at
least one of the following criteria: (i) having resided
in a nursing home or long-term care facility in the
30 days before the episode; (ii) hospitalized in an
acute care hospital for ≥48 h in the 90 days before
the episode; (iii) having attended a hospital or
hemodialysis clinic or received intravenous therapy
in the 30 days before the episode; and/or (iv) having
received intravenous therapy, wound care, enteral
nutrition or healthcare at home in the 30 days before
the episode. Otherwise, the infection was classified/
considered as community-acquired.

All index patients were placed on contact precautions.
Index patients were screened at the time of first detec-
tion in order to determine colonization. Screening sam-
ples included a rectal swab and urine sample in patients
with a Foley catheter. According to ESCMID guidelines
[16], three or more repeatedly negative screening cul-
tures over the course of one or 2 weeks in a patient who
had not received antimicrobial therapy for several weeks
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were needed to consider that a patient was decolonized
and, therefore, that contact precaution measures could
be suspended. No active decolonization policies were
conducted. Contact precautions included a single-
patient room and the use of gloves and gowns by health-
care workers.
Basic infection control standards included proper hand

hygiene (as indicated in the WHO guidelines) [17]. In
2015, compliance with a hospital-wide project promot-
ing hand hygiene was 64%. During the study period a
stringent environmental cleaning process including
twice-daily hospital cleaning with detergents, as well as
enhanced terminal cleaning of rooms of targeted pa-
tients on contact precautions, was also conducted.
Infection control staff routinely visited all inpatients

with colonization or infection due to ESBL-producing
Klebsiella pneumoniae. Data on demographics, type of
sample, healthcare-relatedness, time from admission
until ESBL-Kp identification and movements around the
hospital (including detailed information regarding rooms
and wards occupied during the hospital stay) were pro-
spectively collected as part of the standard epidemio-
logical clinical work-up conducted by the infection
control team. Rectal swab screening for contact patients
was also performed as well. All patients with known
ESBL carriage were screened whenever they were re-
admitted to the hospital as part of standard infection
control practices. No other active surveillance was
applied.

Environmental samples
A surveys of environmental colonization of ESBL-Kp
were performed in some of the rooms occupied by
ESBL-Kp colonized or infected patients during the year
under study. Four samples were obtained in each sur-
veyed room (tap of the sink, surface around the sink,
bedpan and bedpan washer tap) [18].
Samples were obtained for culture by rubbing gauzes

moistened with thioglycolate broth repeatedly over des-
ignated sites in the immediate vicinity of the patient en-
vironment and they were stored in screw-cap sterile
containers with 10mL of thioglycolate broth. The con-
tainers were incubated for 24 h at 37 °C and then inocu-
lated onto ChromID ESBL (bioMérieux) [4, 19].

Microbiological methods
Bacterial identification and susceptibility testing was per-
formed using Vitek2 System (BbioMérieux). EUCAST
breakpoints were used for interpretation of the results.
ESBL-production was confirmed using the double-disk
diffusion-method. ESBL characterization was performed
by commercial PCR (Check-MDR CT103XL, Hain).
The genetic relationship between all 60 ESBL-Kp iso-

lates was determined by automated repetitive-sequence-

based PCR using the Diversilab system (bioMérieux), fol-
lowing the manufacturer’s recommendations. Rep-PCR
fingerprinting profiles were compared and analyzed by
Diversilab (version 3.6) software using Pearson correl-
ation coefficient pairwise pattern matching and the un-
weighted pair group method with arithmetic mean
(UPGMA) clustering algorithm. The cutoff value for
similarity in order to establish strain identity was 95%.
Multilocus sequence typing (MLST) was performed

using seven conserved housekeeping genes (gapA,
infB, mdh, pgi, phoE, rpoB and tonB) [20]. The proto-
col of the MLST procedure, including allelic type and
sequence type (ST) assignment methods, is available
from the MLST databases of the Pasteur Institute
(Paris, France) http://bigsdb.pasteur.fr/klebsiella/klebsi
ella.html. The phylogenetic relationships between the
different ST found in the study were established by
Phyloviz (https://online.phyloviz.net/index) using the
goeBURST algorithm.

Results
During 2015, 60 consecutive index cases were identified.
Demographic and clinical data of patients and isolates
are shown in Table 1. In order of frequency, the origins
of the clinical samples were urine (47, 78%), surgical
wounds (six, 10%), blood (six, 10%) and respiratory sam-
ples (one, 2%). Thirty-two isolates were obtained from
patients admitted to the hospital emergency department,
16 in surgical wards and 12 in medical wards.
New index cases were detected with a median fre-

quency of 2.5 (range 0–6) patients per month and there
were no outbreaks in any specific hospital area (Fig. 1).
Counting all K. pneumoniae isolates, the proportion of
samples with ESBL-producing enzymes in our hospital
in 2015 was 26.10%, compared with 27.52% in Catalonia
as a whole [21].
Among the clinical samples, 47 (78.3%) were inter-

preted as infections and 13 (21.7%) as colonizations.
Hospital-acquired infection/colonization was demon-

strated in 31 index cases (52%), healthcare-related
infection/colonization in 24 (40%) patients, and
community-acquired infection/colonization in five
(8%). Among healthcare-related samples, 11 (17%)
were from nursing home residents. At two particular
nursing homes two cases were identified, but neither
a temporal nor a genetic relationship could be estab-
lished between the isolates in either setting.
High genetic diversity was detected. The isolates were

classified into 36 different patterns (rep-PCR, Diversilab);
only 4/36 patterns included three or more isolates.
Sixteen sequence types (ST) were identified. The most
prevalent STs encountered were ST170 (23%), ST405
(21%) and ST392 (16%). Altogether, these STs repre-
sented 60% of the isolates. A summary of the
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characterization of the 60 isolates is shown in Fig. 2, and
the phylogenetic relationships between the different STs
are shown in Fig. 3. See Additional files 1, 2 and 3, avail-
able as Supplementary information, with the characteris-
tics of each isolate according the site of acquisition.
Thirty-one strains with 19 different rep-PCR patterns

and eight different STs were identified among hospital-
acquired infection samples. The most frequent were
ST170 (26%), ST405 (26%) and ST392 (23%).
Among healthcare-related cases, 24 strains were col-

lected with 22 different patterns identified by rep-PCR
and 11 STs. In this case the most frequent were ST170
(25%), ST405 (21%) and ST392 (13%).

Five community-acquired samples were included which
showed five different patterns by rep-PCR and MLST.
Two community-acquired sequence types (ST70 and
ST307) were also found in two healthcare-related strains
and in three hospital-acquired infection strains.
No cases of cross-transmission were found when epi-

demiological clinical data were combined with the rep-
PCR patterns identified (Fig. 1).
The genetic mechanism detected in all ESBL-Kp iso-

lates was associated with the presence of bla CTX-M

genes. Most of the CTX-M detected belonged to group
1: CTX-M-15 (58 strains) and CTX-M-32 (one strain).
One strain belonged to group 9. No carbapenemase
producers were detected. All ESBL enzymes in
hospital-acquired and community-acquired samples
were CTX-M-15, as were 22 out of 24 identified in
healthcare-related strains (the exceptions being one
CTX-M-9 and one CTX-M-32).
Antibiotic susceptibility testing showed that all isolates

were resistant to cefotaxime and ceftazidime. The anti-
microbial resistance pattern is summarized in Table 2.
The phenotypical characterization showed differences
between isolates with the same sequence type.

Environmental samples isolated
ESBL-Kp were detected in 4/32 (12.5%) environmental
samples from three rooms.
One room had two positive samples (surface around the

sink and bedpan washer tap) with an identical rep-PCR pat-
tern, though it was not identified with a particular patient.
The other positive samples were isolated in two differ-

ent rooms. The first one was on the surface around the

Table 1 Demographics and clinical characteristics of patients
and isolates

Patients
characteristics

Community-
acquired

Healthcare-
related

Hospital-
acquired
infection

Total

Number of isolates and
patients

5 24 31 60

Gender, male (N) 1 12 20 33

Sample sites (N)

- Urine 5 21 21 47

- Wounds 0 1 5 6

- Blood 0 2 4 6

- Respiratory 0 0 1 1

Units (N)

- Surgery wards 1 2 13 16

- Medical wards 12 12

- Emergency department 4 22 6 32

Fig. 1 Rep-PCR pattern of ESBL-K. pneumoniae isolates of hospital-acquired infection origin per month and ward. Each square represents the
number of isolates; every rep-PCR pattern is represented by a different drawing and number (1–33). All the isolates are labelled according to the
ward (W: 5 to 15) or ER (Emergency room) and rep-PCR pattern (number)
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sink with the same rep-PCR pattern as the strain isolated
in the previous occupant of the room; the second was
cultured from a sink tap and presented a rep-PCR pat-
tern different from the one identified in a patient who
had previously occupied the room.

Discussion
In a non-outbreak setting, no cases of cross-
transmission of ESBL-producing Klebsiella pneumoniae
could be demonstrated in general wards (non-ICU) in
our hospital during the year under study. A high genetic
diversity was confirmed by both rep-PCR and MLST.
Traditionally, ESBL-Kp cross-transmission via the

hands of healthcare workers [2] and the lower gastro-
intestinal tract of colonized patients [22] has been docu-
mented as the main reservoir of these microorganisms
during hospital outbreaks [5, 23]. However, in our set-
ting, we could not demonstrate either a clonal or a clin-
ical epidemiological relatedness between consecutive
non-duplicate ESBL-Kp strains isolated during 2015.
Therefore, this traditional dynamics cannot explain our
epidemiology. A low rate of hospital-acquired infection
transmitted by highly drug-resistant Gram-negative bac-
teria was also found in a large multicenter trial involving
18 Dutch hospitals, and in a single-center Swiss study of
ESBL-producing Enterobacterales [24, 25].
Interestingly, a recent study showed that only half of the

cases of healthcare-acquired infection or colonization due
to multi-drug resistant organisms (MDRO) according to
CDC definitions are truly hospital-acquired [26]. Similarly,
some reports suggest that some patients with infections
caused by ESBL-producing K. pneumoniae isolates
seen at hospitals should be epidemiologically defined
as community-associated [9, 11]. Therefore, in these
scenarios, ESBL-producing K. pneumoniae is more
likely to have been imported into the hospital than to
have originated there. In fact, hospital outbreaks ori-
ginating from a community source of ESBL-producing
K. pneumoniae have already been described [4].
However a word of caution is in order before conclud-

ing that there is no transmission. Carriership is generally
asymptomatic and universal screening is not conducted
at our hospital. As a result, intermediate patients may be
missed and no epidemiological link can be made. In
addition, a seasonal variation was identified in our study.
Nevertheless, it was recently shown that in a non-
outbreak setting, importation of ESBL-producers into
hospitals seems to be at least as frequent as transmission

Fig. 2 Cluster analysis and virtual gel image from DiversiLab
generated fingerprints of the 60 K. pneumoniae strains, including
corresponding ST results from MLST. ACQ: Site of
acquisition/HAI:hospital-acquired infection/HCR:healthcare-related/
CO:community-acquired
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events during the hospital stay [27]. The total lack of
clonal relatedness between index cases and contact pa-
tients makes cross-transmission highly improbable in
our setting. It should also be stressed that for financial
reasons universal screening for all MDRO is not carried
out at most acute care hospitals.
Hospital environmental contamination has been re-

ported as the source of several ESBL-Kp outbreaks [4,
28, 29]. In our study, no clonal relationship with en-
vironmental samples could be established. However, it
is conceivable that more extensive environmental

screening would have identified a reservoir possibly
missed by the present design.
Only cross-transmitted MDRO are preventable and

are reasonable targets for an infection control program.
Non-preventable events may be related to selective anti-
biotic pressures that trigger the emergence of ESBL-
producing K.pneumoniae colonizing the gastrointestinal
tract after admission. In this scenario, infection control
measures must be coordinated with antimicrobial stew-
ardship programs to stop the endemic evolution of
ESBL-producing K. pneumoniae.

Fig. 3 Phylogenetic relationships between the STs detected in our study. ST29 and ST193 are single-locus variant of ST170 as well as, ST 326 and
ST14 are single-locus variant of ST15. Numbers circled indicate the ST and the number on the branch indicates the number of different alleles
between STs. CC: clonal complex

Table 2 Antimicrobial resistance of K. pneumoniae ESBL-producing isolates

Antibiotic Community- acquired (N = 5) Healthcare- related N = 24 Hospital- acquired infection (N = 31) Total

Amoxicillin-clavulanic acid 3/5 21/24 31/31 55/60

Amikacin 0/5 2/24 1/27 3/57

Cefepime 5/5 24/24 31/31 60/60

Cefuroxime 5/5 24/24 31/31 60/60

Cefotaxime 5/5 24/24 31/31 60/60

Ceftazidime 5/5 24/24 31/31 60/60

Ciprofloxacin 3/5 21/24 31/31 55/60

Ertapenem 0/5 0/24 0/31 0 / 60

Gentamicin 1/5 13/24 14/31 28 /60

Imipenem 0/5 0/24 0 /31 0 /60

Piperacillin/tazobactam 2/5 12/24 20/31 34/60

Trimethoprim/sulfamethoxazole 3/5 21/24 29/31 53/60
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Regarding the antibiotic resistance phenotype, isolates
were mostly classified as CTX-M 15 producers. These
results are in agreement with those previously reported
in other countries and thus corroborate the wide distri-
bution of this enzyme [12, 30–33].
The STs identified in our setting belong to previ-

ously described international clones associated with
multidrug-resistant K. pneumoniae isolates. ST170
was the most frequent sequence type identified in our
cohort. To our knowledge, this is the first report of
ST170 in human strains. Moreover, ST170 was only
detected in hospital strains without any epidemio-
logical relationship, suggesting the possibility of an
endemic situation. The other two frequently identified
STs in our cohort (ST405 and ST392) have been de-
scribed elsewhere in Europe and in South America in
strains of human origin.
Machuca et al. [34] published the first report of a K.

pneumoniae ST405 without harbouring a carbapene-
mase, the type we found in our isolates. Previously,
ST405 has been described as a clone capable of dissem-
inating different quinolone and beta-lactam resistance
determinants (including ESBL and carbapenemase): in
Spain and France among OXA-48 and CTX-M15- pro-
ducing isolates, and in Yemen among NDM and CTX-
M-15 producers. ST392 has been reported in K. pneu-
moniae in CTX-M-15 associated with carbapenemase: in
KPC in China, and in OXA-48 in Europe. This is the
first time that ST392 has been described in K. pneumo-
niae carrying only CTX-M.
The phenotypic method, consisting in the identifica-

tion of species type and resistance towards several se-
lected antibiotics, was unable to detect ST or rep-PCR
groups. This suggests that the phenotypic method is not
suitable for infection control procedures and that mo-
lecular identification is crucial for the definition of
cross-transmission. Similar results were published by
Souverein et al. [8].
This study has some limitations. First, the single-

center study design may limit the generalizability to
other settings and we cannot rule out the possibility that
the lack of transmission at our institution may be attrib-
utable to the high level of infection control and to the
low number of beds per room.
Second, no plasmid typing was performed. The cri-

teria for cross-transmission in the present study did
not address the possibility of horizontal transmission
of common plasmids between different Enterobacter-
ales species [6, 35].
Third, the gold standard assay for molecular typing is

pulsed-field gel electrophoresis (PFGE), due to its high dis-
criminatory power. The discriminatory power of rep-PCR
is generally similar to that of PFGE. PCR methods are pref-
erable in the study of small, time-limited outbreaks, while

in complex outbreaks of longer duration, in which clonal
evolution and dynamics are studied, PFGE should be used.
Molecular typing methods based on DNA sequencing such
as MLST are applicable in global epidemiological studies
[36]. The initial assessment in our study was made using
the rep-PCR, and the MLST method confirmed the diver-
sity in our population.
Fourth, the lack of systematic active surveillance of all

inpatients admitted or discharged from hospital may
have meant that some transmission events were missed.
However, systematic surveillance of all contact patients
did not demonstrate cross-transmission in this high-risk
situation. Fifth, the detection method, i.e., screening for
colonization merely by collecting rectal swabs without
any enrichment to increase the detection sensitivity, may
have missed some ESBL-KP strains in contact patients.
Finally, since we only studied ESBL-Kp in a non-
outbreak scenario, it may not be possible to extrapolate
our results to other Enterobacterales or to other epi-
demic settings.
In conclusion, in this epidemiological study of a non-

outbreak setting, we identified a polyclonal spread of
ESBL-Kp with high genetic diversity. Neither clonal
cross-transmission nor environmental reservoirs could
be demonstrated. Our data suggest that the probable im-
portation of ESBL-Kp into the hospital may explain the
dynamics of hospital-acquired cases in our setting. These
findings question the validity of the contact precaution
measures applied to control ESBL-Kp epidemics. More
studies are now required to explore this matter further.

Supplementary information
Supplementary information accompanies this paper at https://doi.org/10.
1186/s13756-019-0661-9.

Additional file 1. Characteristics community-acquired isolates.

Additional file 2. Characteristics healthcare-related isolates.

Additional file 3. Characteristics hospital-acquired isolates.

Abbreviations
CDC: Centers for Disease Control and Prevention; ESBL: Extended-spectrum
β-lactamases; ESBL-Kp: Extended-spectrum β-lactamases-Klebsiella pneumo-
niae; ESCMID: European Society for Clinical Microbiology and Infectious
Diseases; EUCAST: European Committee on antimicrobial susceptibility
testing; ICU: Intensive care unit; MDRO: Multi-drug resistant organisms;
MLST: Multilocus sequence typing; PCR: Polymerase chain reaction;
ST: Sequence type; WHO: World Health Organization

Acknowledgements
Not applicable.

Authors’ contributions
MX and EC designed the study. MX, EJ, EP, JP were responsible for
performing all laboratory tests. MX, MR, NF were responsible for data
collection. MX, EJ, EP, LB-P, EC analysed the data. All authors read and
approved the final manuscript.

Funding
No funding was provided for this study.

Xercavins et al. Antimicrobial Resistance and Infection Control             (2020) 9:5 Page 7 of 9

https://doi.org/10.1186/s13756-019-0661-9
https://doi.org/10.1186/s13756-019-0661-9


Availability of data and materials
Not applicable.

Ethics approval and consent to participate
Not applicable.

Consent for publication
Not applicable.

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

Author details
1Microbiology Department, CATLAB, Terrassa, Barcelona, Spain. 2Universitat
Internacional de Catalunya, C/ Josep Trueta s/n, 08195 Sant Cugat del Vallès,
Barcelona, Spain. 3Infectious Disease Unit. Department of Internal Medicine,
Hospital Universitari Mutua de Terrassa, Plaza Dr Robert 5, 08221 Terrassa,
Barcelona, Spain.

Received: 17 June 2019 Accepted: 6 December 2019

References
1. Peleg AY, Hooper D. Hospital-acquired infections due to gram-negative

Bacteria. N Engl J Med. 2010;362:1804–13. https://doi.org/10.1056/
NEJMra0904124.Hospital-Acquired.

2. Silva J, Gatica R, Aguilar C, Becerra Z, Garza-Ramos U, Velázquez M, et al.
Outbreak of infection with extended-Spectrum -lactamase-producing
Klebsiella pneumoniae in a Mexican hospital. J Clin Microbiol. 2001;39:3193–
6. https://doi.org/10.1128/jcm.39.9.3193-3196.2001.

3. Velasco C, Rodríguez-Baño J, García L, Díaz P, Lupión C, Durán L, et al.
Eradication of an extensive outbreak in a neonatal unit caused by two
sequential Klebsiella pneumoniae clones harbouring related plasmids
encoding an extended-spectrum β-lactamase. J Hosp Infect. 2009;73:157–63.
https://doi.org/10.1016/j.jhin.2009.06.013.

4. Calbo E, Freixas N, Xercavins M, Riera M, Nicolás C, Monistrol O, et al.
Foodborne nosocomial outbreak of SHV1 and CTX-M-15-producing
Klebsiella pneumoniae: epidemiology and control. Clin Infect Dis. 2011;52:
743–9. https://doi.org/10.1093/cid/ciq238.

5. Calbo E, Garau J. The changing epidemiology of hospital outbreaks due to
ESBL-producing Klebsiella pneumoniae: the CTX-M-15 type consolidation.
Future Microbiol. 2015;10:1063–75. https://doi.org/10.2217/fmb.15.22.

6. Woodford N, Turton JF, Livermore DM. Multiresistant gram-negative bacteria: the
role of high-risk clones in the dissemination of antibiotic resistance. FEMS
Microbiol Rev. 2011;35:736–55. https://doi.org/10.1111/j.1574-6976.2011.00268.x.

7. Quiñones D, Valverde A, Rodríguez-Baños M, Kobayashi N, Zayaz A, Abreu
M, et al. High clonal diversity in a non-outbreak situation of clinical ESBL-
producing Klebsiella pneumoniae isolates in the first National Surveillance
Program in Cuba. Microb Drug Resist. 2014;20:45–51. https://doi.org/10.
1089/mdr.2013.0021.

8. Souverein D, Boers SA, Veenendaal D, Euser SM, Kluytmans J, Den Boer JW.
Polyclonal spread and outbreaks with ESBL positive gentamicin resistant
Klebsiella spp. in the region Kennemerland, the Netherlands. PLoS One.
2014. https://doi.org/10.1371/journal.pone.0101212.

9. Boix-Palop L, Xercavins M, Badía C, Obradors M, Riera M, Freixas N, et al.
Emerging extended-spectrum β-lactamase-producing Klebsiella
pneumoniae causing community-onset urinary tract infections: a case–
control–control study. Int J Antimicrob Agents. 2017;50:197–202. https://doi.
org/10.1016/j.ijantimicag.2017.03.009.

10. De Ruiz AC, Rodríguez-Baño J, Cano ME, Hernández-Bello JR, Calvo J,
Román E, et al. Klebsiella pneumoniae strains producing extended-spectrum
β-lactamases in Spain: microbiological and clinical features. J Clin Microbiol.
2011;49:1134–6. https://doi.org/10.1128/JCM.02514-10.

11. Valverde A, Coque TM, García-San Miguel L, Baquero F, Cantón R. Complex
molecular epidemiology of extended-spectrum β-lactamases in Klebsiella
pneumoniae: a long-term perspective from a single institution in Madrid. J
Antimicrob Chemother. 2008;61:64–72. https://doi.org/10.1093/jac/dkm403.

12. Oteo J, Cuevas O, López-Rodríguez I, Banderas-Florido A, Vindel A, Pérez-
Vázquez M, et al. Emergence of CTX-M-15-producing Klebsiella pneumoniae
of multilocus sequence types 1, 11, 14, 17, 20, 35 and 36 as pathogens and

colonizers in newborns and adults. J Antimicrob Chemother. 2009;64:524–8.
https://doi.org/10.1093/jac/dkp211.

13. Garcia DDO, Doi Y, Szabo D, Adams-Haduch JM, Vaz TMI, Leite D, et al.
Multiclonal outbreak of Klebsiella pneumoniae producing extended-
spectrum β-lactamase CTX-M-2 and novel variant CTX-M-59 in a neonatal
intensive care unit in Brazil. Antimicrob Agents Chemother. 2008;52:1790–3.
https://doi.org/10.1128/AAC.01440-07.

14. Aumeran C, Poincloux L, Souweine B, Robin F, Laurichesse H, Baud O, et al.
Outbreak after endoscopic retrograde Cholangiopancreatography.
Endoscopy. 2010;42:895–9. https://doi.org/10.1055/s-0030-1255647.

15. Friedman ND, Kaye KS, Stout JE, Mcgarry SA, Trivette SL, Briggs JP,
et al. Health care - associated bloodstream infections in adults: a
reason to change the accepted definition of community - acquired
infections. Ann Intern Med. 2002;137:791–8. https://doi.org/10.7326/
0003-4819-137-10-200211190-00007.

16. Tacconelli E, Cataldo MA, Dancer SJ, De Angelis G, Falcone M, Frank U, et al.
ESCMID guidelines for the management of the infection control measures
to reduce transmission of multidrug-resistant gram-negative bacteria in
hospitalized patients. Clin Microbiol Infect. 2014;20(S1):1–55. https://doi.org/
10.1111/1469-0691.12427.

17. Pittet D, Allegranzi B, Storr J, Donaldson L. “Clean care is safer care”: the
global patient safety challenge 2005-2006. Int J Infect Dis. 2006;10:419–24.
https://doi.org/10.1016/j.ijid.2006.06.001.

18. Muzslay M, Moore G, Alhussaini N, Wilson APR. ESBL-producing gram-
negative organisms in the healthcare environment as a source of genetic
material for resistance in human infections. J Hosp Infect. 2017;95:59–64.
https://doi.org/10.1016/j.jhin.2016.09.009.

19. Corbella X, Pujol M, Argerich MJ, Ayats J, Sendra M, Pena C, et al. Gauze
pads letters to the editor patient injury from flash-sterilized instruments.
Infect Control Hosp Epidemiol. 1999;20:458–60.

20. Diancourt L, Passet V, Verhoef J, Patrick AD, PAD G, Brisse S. Multilocus
sequence typing of Klebsiella pneumoniae nosocomial isolates. J Clin
Microbiol. 2005;43:4178–82. https://doi.org/10.1128/JCM.43.8.4178.

21. VINCat Program. Programa de Vigilància de les Infeccions Nososcomials a
Catalunya. Generalitat de Catalunya. Departament de Salut. https://catsalut.
gencat.cat/ca/proveidors-professionals/vincat/prevencio-infeccio/
metodologia-resultats/objectiu-5/resultats/

22. Boo NY, Ng SF, Lim VKE. A case-control study of risk factors associated with
rectal colonization of extended-spectrum beta-lactamase producing
Klebsiella sp. in newborn infants. J Hosp Infect. 2005;61:68–74. https://doi.
org/10.1016/j.jhin.2005.01.025.

23. Brun-Buisson C, Philippon A, Ansquer M, Legrand P, Montravers F, Duval J.
Transferable enzymatic resistance to third-generation Cephalosporins during
nosocomial outbreak of multiresistant Klebsiella Pneumoniae. Lancet. 1987;
330:302–6. https://doi.org/10.1016/S0140-6736(87)90891-9.

24. Willemsen I, Elberts S, Verhulst C, Rijnsburger M, Filius M, Savelkoul P, et al.
Highly resistant gram-negative microorganisms incidence density and
occurrence of nosocomial transmission (TRIANGLe study). Infect Control
Hosp Epidemiol. 2011;32:333–41. https://doi.org/10.1086/658941.

25. Tschudin-Sutter S, Frei R, Dangel M, Stranden A, Widmer AF. Rate of
transmission of extended-spectrum beta-lactamase-producing
enterobacteriaceae without contact isolation. Clin Infect Dis. 2012;55:1505–
11. https://doi.org/10.1093/cid/cis770.

26. Erb S, Frei R, Dangel M, Widmer AF. Multidrug-resistant organisms detected
more than 48 hours after hospital admission are not necessarily hospital-
acquired. Infect Control Hosp Epidemiol. 2017;38:18–23. https://doi.org/10.
1017/ice.2016.226.

27. Hilty M, Betsch BY, Bögli-Stuber K, Heiniger N, Stadler M, Küffer M, et al.
Transmission dynamics of extended-spectrum -lactamase-producing
enterobacteriaceae in the tertiary care hospital and the household setting.
Clin Infect Dis. 2012;55:967–75. https://doi.org/10.1093/cid/cis581.

28. Vergara-López S, Domínguez MC, Conejo MC, Pascual Á, Rodríguez-Baño J.
Wastewater drainage system as an occult reservoir in a protracted clonal
outbreak due to metallo-β-lactamase-producing Klebsiella oxytoca. Clin
Microbiol Infect. 2013;19:E-490–8. https://doi.org/10.1111/1469-0691.12288.

29. Shaw E, Gavaldà L, Càmara J, Gasull R, Gallego S, Tubau F, et al. Control of
endemic multidrug-resistant gram-negative bacteria after removal of sinks
and implementing a new water-safe policy in an intensive care unit. J Hosp
Infect. 2018;98:275–81. https://doi.org/10.1016/j.jhin.2017.10.025.

30. Damjanova I, Tóth Á, Pászti J, Hajbel-Vékony G, Jakab M, Berta J, et al.
Expansion and countrywide dissemination of ST11, ST15 and ST147

Xercavins et al. Antimicrobial Resistance and Infection Control             (2020) 9:5 Page 8 of 9

https://doi.org/10.1056/NEJMra0904124.Hospital-Acquired
https://doi.org/10.1056/NEJMra0904124.Hospital-Acquired
https://doi.org/10.1128/jcm.39.9.3193-3196.2001
https://doi.org/10.1016/j.jhin.2009.06.013
https://doi.org/10.1093/cid/ciq238
https://doi.org/10.2217/fmb.15.22
https://doi.org/10.1111/j.1574-6976.2011.00268.x
https://doi.org/10.1089/mdr.2013.0021
https://doi.org/10.1089/mdr.2013.0021
https://doi.org/10.1371/journal.pone.0101212
https://doi.org/10.1016/j.ijantimicag.2017.03.009
https://doi.org/10.1016/j.ijantimicag.2017.03.009
https://doi.org/10.1128/JCM.02514-10
https://doi.org/10.1093/jac/dkm403
https://doi.org/10.1093/jac/dkp211
https://doi.org/10.1128/AAC.01440-07
https://doi.org/10.1055/s-0030-1255647
https://doi.org/10.7326/0003-4819-137-10-200211190-00007
https://doi.org/10.7326/0003-4819-137-10-200211190-00007
https://doi.org/10.1111/1469-0691.12427
https://doi.org/10.1111/1469-0691.12427
https://doi.org/10.1016/j.ijid.2006.06.001
https://doi.org/10.1016/j.jhin.2016.09.009
https://doi.org/10.1128/JCM.43.8.4178
https://catsalut.gencat.cat/ca/proveidors-professionals/vincat/prevencio-infeccio/metodologia-resultats/objectiu-5/resultats/
https://catsalut.gencat.cat/ca/proveidors-professionals/vincat/prevencio-infeccio/metodologia-resultats/objectiu-5/resultats/
https://catsalut.gencat.cat/ca/proveidors-professionals/vincat/prevencio-infeccio/metodologia-resultats/objectiu-5/resultats/
https://doi.org/10.1016/j.jhin.2005.01.025
https://doi.org/10.1016/j.jhin.2005.01.025
https://doi.org/10.1016/S0140-6736(87)90891-9
https://doi.org/10.1086/658941
https://doi.org/10.1093/cid/cis770
https://doi.org/10.1017/ice.2016.226
https://doi.org/10.1017/ice.2016.226
https://doi.org/10.1093/cid/cis581
https://doi.org/10.1111/1469-0691.12288
https://doi.org/10.1016/j.jhin.2017.10.025


ciprofloxacin-resistant CTX-M-15-type β-lactamase-producing Klebsiella
pneumoniae epidemic clones in Hungary in 2005 - the new “MRSAs”? J
Antimicrob Chemother. 2008;62:978–85. https://doi.org/10.1093/jac/dkn287.

31. Elhani D, Bakir L, Aouni M, Passet V, Arlet G, Brisse S, et al. Molecular
epidemiology of extended-spectrum β-lactamase-producing Klebsiella
pneumoniae strains in a university hospital in Tunis, Tunisia, 1999-2005.
Clin Microbiol Infect. 2010;16:157–64. https://doi.org/10.1111/j.1469-0691.
2009.03057.x.

32. Lee MY, Ko KS, Kang CI, Chung DR, Peck KR, Song JH. High prevalence of
CTX-M-15-producing Klebsiella pneumoniae isolates in Asian countries:
diverse clones and clonal dissemination. Int J Antimicrob Agents. 2011;38:
160–3. https://doi.org/10.1016/j.ijantimicag.2011.03.020.

33. Dedeic-Ljubovic A, Hukic M, Pfeifer Y, Witte W, Padilla E, López-Ramis I, et al.
Emergence of CTX-M-15 extended-spectrum β-lactamase-producing
Klebsiella pneumoniae isolates in Bosnia and Herzegovina. Clin Microbiol
Infect. 2010;16:152–6. https://doi.org/10.1111/j.1469-0691.2009.03018.x.

34. Machuca J, López-Cerero L, Fernández-Cuenca F, Gracia-Ahufinger I, Ruiz-
Carrascoso G, Rodríguez-López F, et al. Characterization of an outbreak due
to CTX-M-15-producing Klebsiella pneumoniae lacking the blaOXA-48gene
belonging to clone ST405 in a neonatal unit in southern Spain. J
Antimicrob Chemother. 2016;71:2353–5. https://doi.org/10.1093/jac/dkw137.

35. Paterson DL, Bonomo RA. Extended-Spectrum beta-lactamases : a
clinical update. Clin Microbiol Rev. 2005;18:657–86. https://doi.org/10.
1128/CMR.18.4.657.

36. Fernández Cuenca F, López Cerero L, Pascual HÁ. Técnicas de tipificación
molecular para la vigilancia y control de la infección. Enferm Infecc
Microbiol Clin. 2013;31:20–5. https://doi.org/10.1016/S0213-005X(13)70110-1.

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

Xercavins et al. Antimicrobial Resistance and Infection Control             (2020) 9:5 Page 9 of 9

https://doi.org/10.1093/jac/dkn287
https://doi.org/10.1111/j.1469-0691.2009.03057.x
https://doi.org/10.1111/j.1469-0691.2009.03057.x
https://doi.org/10.1016/j.ijantimicag.2011.03.020
https://doi.org/10.1111/j.1469-0691.2009.03018.x
https://doi.org/10.1093/jac/dkw137
https://doi.org/10.1128/CMR.18.4.657
https://doi.org/10.1128/CMR.18.4.657
https://doi.org/10.1016/S0213-005X(13)70110-1

	Abstract
	Background
	Aim
	Methods
	Results
	Conclusions

	Introduction
	Material and methods
	Setting and study design
	Inclusion criteria
	Clinical epidemiological data collection and infection control standards
	Environmental samples
	Microbiological methods

	Results
	Environmental samples isolated

	Discussion
	Supplementary information
	Abbreviations
	Acknowledgements
	Authors’ contributions
	Funding
	Availability of data and materials
	Ethics approval and consent to participate
	Consent for publication
	Competing interests
	Author details
	References
	Publisher’s Note

