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a b s t r a c t

Background: In the last years, Enterobacter cloacae complex has become an important threat associated with 
nosocomial infections (including bacteraemia). These bacteria have the ability to acquire mobile genetic 
elements with antimicrobial resistance genes, reducing the number of therapies available for treatment of 
the infections they cause. Multidrug resistant isolates of the E. cloacae complex have been causing blood 
stream infections in a hospital in northern Spain. The aim of this study was to report the spread of E. cloacae 
complex isolates carrying blaOXA-48 with or without mcr-9 which were involved in blood stream infections, 
in a Spanish hospital.
Methods: All Enterobacter spp. isolates recovered from blood cultures of patients admitted to a tertiary 
Spanish hospital, over a five-year period were recovered. Of those, OXA-48-producing isolates were selected 
for further analysis (19 E. xiangfangensis isolates and a single E. hoffmannii). Bacterial identification, an
timicrobial susceptibility, DNA sequencing, molecular typing, resistome analysis and plasmid character
ization was performed.
Results: 20 isolates were positive for blaOXA-48, harbored by IncL/M plasmids. They belonged to the inter
national high-risk clones ST66, ST171 and ST78. They produced the extended-spectrum β-lactamases CTX- 
M-15 and/or CTX-M-9 and 40 % of them (n = 8) also carried the mcr-9 gene, located on IncHI2 plasmids. 
However, they were susceptible to colistin.
Conclusion: The presence of blaOXA-48, together with at least one blaCTX-M gene in our multidrug resistant 
high-risk E. cloacae complex clones is worrisome. Also, the additional presence of mcr-9 in some of them is 
of concern as it could potentially be transferred into other hosts or acquire mutations that might led to 
emerging colistin resistance. Surveillance systems are essential to detect these difficult-to-treat bacteria 
which, apart from causing live-threatening infections, can spread important resistance threats.
© 2022 The Author(s). Published by Elsevier Ltd on behalf of King Saud Bin Abdulaziz University for Health 

Sciences. This is an open access article under the CC BY-NC-ND license (http://creativecommons.org/li
censes/by-nc-nd/4.0/).

Introduction

Members within the Enterobacter cloacae complex are facultative 
anaerobic, rod-shaped, non spore-forming bacteria belonging to the 
family Enterobacterales. They are common opportunistic nosocomial 
pathogens, able to cause a wide variety of infections such as bac
teraemia, pneumonia, or urinary tract infections. This species 
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harbors a chromosomal ampC gene which confers resistance to 
several betalactam antibiotics including aminopenicillins and 1st to 
3rd cephalosporins [1]. Besides, in the past few years, there has been 
an extensive clinical use of carbapenems which, together with the 
ability of the E. cloacae complex to acquire mobile genetic elements 
[2], has helped to the emergence of carbapenem-resistant strains [3]. 
Several cases and outbreaks of carbapenemase-producing bacteria of 
the E. cloacae complex have been reported worldwide, being OXA- 
48-producers predominant in Europe and the Middle East [1,4].

Bloodstream infections caused by carbapenemase-producing 
Enterobacterales (CPE) have low therapeutic options and frequently 
affect patients who are severely ill [5]. They have been reported 
throughout the European continent and represent a threat to the 
patient’s safety [6–8]. However, despite the increase of CPE in 
Europe in the last years, the number of invasive isolates of Klebsiella 
pneumoniae and Escherichia coli resistant to carbapenems is less than 
5 % and 1 %, respectively, except in a few countries [9]. Unfortunately, 
E. cloacae complex is not under the scope of the antimicrobial re
sistance surveillance in Europe, so reliable data about the epide
miology of carbapenem resistance among invasive isolates within 
this complex is unknown.

In order to overcome the challenge of CPE infections, the use of 
polymyxins B and E (colistin) has been gaining strength as one of the 
last resort therapies. Colistin was administered in the past, but its 
use has to be discontinued because of its nephrotoxicity and neu
rotoxicity [10,11]. Despite this, its use has been recently resumed, on 
account of the lack of other effective antibiotics [12]. Due to its 
clinical importance in recent years, resistance to this drug is of 
matter of concern and hence subjected to surveillance nowadays. 
Several studies have reported a prevalence of colistin resistance 
among human clinical isolates higher in Enterobacter spp. than in E. 
coli and Klebsiella spp., being of 0.7 % in a global surveillance pro
gram [13].

Plasmid-mediated colistin resistance (PMCR) due to transferable 
mcr genes has recently emerged among Enterobacterales. To date 
there have been identified up to ten slightly different mcr variants 
(mcr-1 to mcr-10). Since its first discovery mcr genes have showed an 
extraordinary spreading ability, as the first variant discovered, mcr-1, 
was reported in more than twenty countries within the first months 
after its discovery [14]. Nowadays mcr genes have been widely re
ported worldwide. This was most probably prompted by the recent 
increased use of this drug in the clinical setting but also due to its 
wide use in food-producing animals [13]. Colistin has been con
tinuously used in the global livestock production for prophylactic, 
therapeutic and even for growth promotion purposes, which has 
already been prohibited in Europe since 2006. PMCR is a matter of 
concern since it can spread very rapidly among different bacteria by 
horizontal gene transfer [15,16]. Although mcr-carrying isolates were 
first reported in farm animals, they were later collected from foods, 
humans and the environment, and belonged to different bacterial 
species [14].

The aim of this study is to report the spread of carbapenem-re
sistant bacteria of the E. cloacae complex carrying blaOXA-48- with or 
without mcr-9, causing blood stream infections between 2016 and 
2019 in a single Spanish hospital.

Material and methods

Bacterial isolates and screening of carbapenemases

All Enterobacter spp. isolates recovered from blood cultures of 
different patients admitted to a tertiary hospital in northern Spain, 
“Hospital Universitario Central de Asturias” (HUCA), over a five-year 
period (2014–2019) were recovered (a total of 167 isolates). Blood 
cultures had been obtained from each patient after inoculation in 
two separate sets of Standard Aerobic (SA) and Standard Anaerobic 

(SN) BacT/ALERT®® blood culture bottles (bioMérieux Inc., Durham, 
NC, USA) which were processed in a BacT/ALERT®® VIRTUO™ ma
chine (VIRTUO ™, bioMérieux Inc., Hazelwood, MO, USA). The bot
tles were incubated 5 days, and, if positive, standard subcultures 
were performed according to IDSA guidelines (https://www.idso
ciety.org/practice-guideline/laboratory-diagnosis-of-infectious-dis
eases).

A screening of carbapenemase-producing isolates was performed 
by means of a previously described algorithm based on a disc dif
fusion assay using ertapenem and temocillin and a lateral flow im
munochromatographic assay [17] over this 167 strains, and 20 of 
them (11.98 %) were classified as carbapenemase-producing isolates 
and further analyzed.

Identification, susceptibility testing

Bacterial identification was performed by MALDI-TOF/MS (Bruker 
Daltonics, Billerica, MA). Antimicrobial susceptibility was de
termined by the Microscan system (Beckman Coulter, Brea, CA) for 
ampicillin (AMP), amoxicillin/clavulanic acid (AMC), piperacillin/ta
zobactam (PIP/TZ), cefotaxime (CTX), ceftazidime/avibactam, cefe
pime (FEP), meropenem, ertapenem (ERT), ciprofloxacin (CIP), 
trimethoprim-sulphamethoxazole (SXT), gentamicin (GEN), to
bramycin (TOB), amikacin (AK) and tigecycline (TIG). Broth micro
dilution for colistin was carried out according to the EUCAST 
guidelines, which were also followed for minimal inhibitory con
centration (MIC) interpretation (https://www.eucast.org/clinical_
breakpoints/).

Molecular characterization, plasmid analysis and phylogenetic SNP- 
based tree construction

Total DNA from the isolates was extracted using the NZY 
Microbial gDNA Isolation kit (NZYTech, Lisbon, Portugal). Libraries 
were prepared using the TruSeq PCR-free DNA Sample Preparation 
Kit and then sequenced by Illumina technology to generate 125 bp 
paired-end reads in a HiSeq 1500. Quality control of the reads was 
accomplished using FastQC software (Babraham Bioinformatics, 
Cambridgeshire, UK) and de novo assembly was carried out with 
Velvet Optimiser [18], a script implemented within PLACNETw 
(https://castillo.dicom.unican.es/upload/). After genome sequencing 
bacterial identification was achieved in silico with KmerFinder, 
available at the Center for Genomic Epidemiology’s (CGE) website 
(https://www.genomicepidemiology.org/). Multi-locus sequence 
typing (MLST) and detection of relevant resistance genes were per
formed in silico by the MLST 2.0 and ResFinder tools, respectively, 
also available at the CGE website. To further characterize and inquire 
the mcr-9 gene location and for plasmid identification we used the 
PLACNETw interface, which differentiates contigs derived from the 
chromosome or plasmids, together with PlasmidFinder 2.1, pMLST 
2.0 (https://www.genomicepidemiology.org/) and COPLA, which 
classifies plasmids into plasmid taxonomic units (PTUs) (https:// 
castillo.dicom.unican.es/copla/). The estimated size and coverage of 
chromosome and plasmids, as well as the number of contigs of each 
genetic element are detailed on Supplementary Table SI. A com
parison of the mcr-9-carrying plasmids was constructed with the 
Blast Ring Image Generator (BRIG) [19], using their concatenated 
contigs identified by PLACNETw, and the entire sequence of a closely 
related plasmid from Enterobacter hormaechei strain CPO052 2 (ac
cession number NZ_JAETVM010000002.1) as reference. A phyloge
netic SNP-based tree was constructed and visualized using CSI 
Phylogeny 1.4 (https://cge.cbs.dtu.dk/services/CSIPhylogeny/), 
MAFFT version 7 (https://mafft.cbrc.jp/alignment/server/) and Phy
lo.io (https://phylo.io/).
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Results

Isolate recovery and species identification

The 20 carbapenemase-producing Enterobacter spp. isolates se
lected for the present study were recovered from blood cultures of 
patients admitted to different hospital wards physically located far 
away from each other. They were identified as members of the 
Enterobacter cloacae complex by MALDI-TOF, and as E. hormaechei 
subsp. xiangfangensis (19 isolates) and E. hormaechei subsp. hoff
mannii (a single isolate) by KmerFinder. Relevant properties of the 
isolates under study, such as species, date of isolation and hospital 
ward where they were detected are compiled in Table SII.

Susceptibility and resistance-encoding genes

Antibiotic resistance profiles and antibiotic resistance-encoding 
genes found in each isolate are detailed in Table SII. All of them were 
multidrug resistant according to Magiorakos criteria [20], being re
sistant to at least three categories of antibiotics. All proved to be 
non-susceptible to ertapenem, with minimal inhibitory concentra
tions (MICs) ranging from 1 to > 4; however they were susceptible to 
meropenem with MICs ranging from 0.25 to 1 mg/L. Regarding other 
beta-lactams, all isolates were resistant to AMP, AMC, CTX (which 
could be expected due to production of their intrinsic AmpC-beta- 
lactamase) but also to FEP, which suggested the additional presence 
of an extended-spectrum-beta-lactamase (ESBL). In fact, all of them 
harbored at least an ESBL-encoding gene (blaCTX-M-9 and/or blaCTX-M- 

15) and nineteen the oxacillinase OXA-1. All isolates were resistant to 
piperacillin/tazobactam (expected due to OXA-48 production) and 
susceptible to ceftazidime/avibactam with MICs ranging from 0.5 to 
1 mg/L.

Moreover, some of the isolates were resistant to drugs of other 
families, like quinolones, aminoglycosides and SXT. However, all of 
them remained susceptible to colistin, with MICs lower or equal to 
0.125 mg/L, even the eight that harbored the mcr-9 gene (Table 1).

mcr-9 location and plasmid analysis

The mcr-9 was located on large plasmids of the incompatibility 
group IncHI2; IncHI2A (typed as ST1), often accompanied by blaCTX- 

M-9 and blaOXA-1. The mcr-9-carrying plasmids detected in the pre
sent study were classified as PTU-HI2 with host-range Grade IV by 
COPLA. However, as previously reported for many other 
Enterobacterales, blaOXA-48 was carried by IncL/M plasmids of about 
62 kb [4,21–23].

It is of note that the lack of full-length plasmid sequences, due to 
the Illumina technology used, is a limitation of the study. However, a 
BRIG comparison of the IncHI2 plasmids found in our Enterobacter 
isolates, reconstructed from the contigs identified by PLACNETw, and 
a closely related plasmid from E. hormaechei strain CPO052 2, re
vealed the limited differences existing between them and the very 
high number of antimicrobial resistance genes they carry (Fig. 2). 
The mcr-9 was flanked by IS903 (located upstream of the gene) in all 
isolates, and by IS1 (located downstream) in seven isolates. The mcr- 
9 gene of the remaining isolate was interrupted by IS26 in position 
1587, altering the last 17 amino acid residues of the C-terminal re
gion of the protein (not shown).

Molecular epidemiology

The 20 isolates under study belonged to three different sequence 
types: ST66 (n = 11) and ST171 (n = 8), identified as E. xiangfangensis; 
and ST78 (n = 1), assigned to E. hoffmannii.

All non-mcr-9-carrying isolates (n = 12) belonged to ST66, except 
one that was ST171, while those positive for both blaOXA-48 and mcr-9 

were also ST171 (seven isolates) or belonged to ST78 (a single 
isolate).

SNP-based tree

To investigate how similar the HUCA isolates were to each other, 
we constructed a SNP tree including the 20 blaOXA-48 isolates de
tected in the HUCA and three additional ST78 isolates reported in the 
literature [24,25], (Fig. 1). The resulting tree distributed the isolates 
into two clusters, A and B, the latter divided in two subclusters, with 
each grouping associated with a different ST.

Discussion

During a five-year period, all carbapenemase-producing 
Enterobacter spp. isolates from blood cultures in our hospital were 
recovered (20/167; ca. 12 %). These 20 isolates were identified as E. 
hormaechei subsp. xiangfangensis and E. hormaechei subsp. hoff
mannii by KmerFinder. However, these subspecies have been re
cently reclassified as E. xiangfangensis and E. hoffmannii, respectively, 
both within the E. cloacae complex [26].

Susceptibility testing assays revealed that all the isolates were 
multidrug resistant, and positive for blaOXA-48 harbored by IncL/M 
plasmids. Interestingly they were resistant to ertapenem but sus
ceptible to meropenem. This is common in OXA-48-producing 
Enterobacterales, due to the weak hydrolyzing activity of OXA-48 
against carbapenems and its predilection for ertapenem over mer
openem [27,28]. The fact that all isolates carried at least one ESBL- 
encoding gene (blaCTX-M-15 and/or blaCTX-M-9), together with blaOXA- 

48, is a matter of concern, as they will be resistant to cefepime and 
carbapenems, reducing even more the therapeutic arsenal available 
for treatment as these bacteria which are already intrinsically re
sistant to several clinically used antimicrobials, such as penicillins as 
well as first- and second-generation cephalosporins, due to the 
constitutive expression of AmpC beta-lactamase, and to third-gen
eration cephalosporins under overexpression conditions of 
AmpC [2,29].

The mcr-9 gene of our isolates was located on IncHI2 plasmids, 
which are the main vectors contributing to the spread of this gene 
worldwide [30]. However, this gene has also been found in hybrid 
IncHI2-IncR (mainly in China), hybrid IncHI2-IncA/C2 and IncFII 
plasmids [15,31,32]. Due to their high host-range grade (IV), PTU-HI2 
plasmids, like those reported herein, are able to colonize bacteria not 
only from different genus or families but also from different orders 
[33]. Plasmids with such wide host-range are definitely a matter of 
concern, as dissemination of the resistance genes they carry can 
further affect the limited effective therapies available to treat serious 
infections caused by Gram negative bacteria in hospitals. The mcr-9 
gene of our isolates was flanked upstream by IS903, and by IS1 
downstream or interrupted by IS26. However, the most common 
core structure of the mcr-9 cassettes consists of IS903-mcr-9- 
wbuC [15,34].

The presence of the two-component regulatory system QseBC 
downstream mcr-9 has been linked to the induction of mcr-9 ex
pression by subinhibitory concentrations of colistin, leading to in
creased MICs in Escherichia coli [35]. In our Enterobacter isolates the 
qseB and qseC genes were not found on the IncHI2 plasmids down
stream mcr-9 (see below) but they were located on the chromosome. 
Nonetheless, reduced colistin susceptibility was not detected, as 
previously reported for other mcr-9-positive isolates not only of 
Enterobacter [24,36,37], but also of E. coli and Salmonella enterica 
from the United States, independently on the presence or absence of 
the qseBC genes [38]. Despite these results, detection of mcr-9 is still 
a cause of concern due to the potential transfer of the gene into hosts 
or genetic environments where its expression can be achieved [35], 
and to the possible accumulation of additional mutations that may 
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lead to emerging colistin resistance [38]. Interestingly, mcr-9 was 
first reported by Carroll et al., in 2019 in S. enterica [39], but here we 
found out that Enterobacter isolates carrying this gene have been 
infecting patients in our hospital at least since 2016.

Isolates from this study belonged either to ST66, ST171 or ST78, 
all of them considered as high-risk clones within the Enterobacter 
cloacae complex, since they have been previously reported globally 
and are responsible for the spread of clinically important resistance 
genes [40]. Clinical isolates identified as E. cloacae, assigned to these 
STs and resistant to critically important antibiotics have been re
ported in different countries. For instance ST66 and ST78 were as
sociated with blaOXA-48 and/or blaCTX-M-15 (our hospital in 
2013–2014; [4]); ST78 with blaVIM-1 and mcr-9 (the Netherlands; 
[41]); blaKPC-2 (Israel and China), blaCTX-M-15 (France), blaCTX-M-9 

(Latvia), blaNDM-1 and blaCTX-M-3 (China), blaNDM-7 (Spain), blaVIM-1 

(Greece, Italy and Spain) and blaOXA-48 (Turkey) [42–45]; and ST171 
with blaKPC-3 (widely spread in the United States), blaNDM-1 (China, 
Guatemala, Brazil and South Africa), blaKPC-2 (Colombia) and blaKPC-4 

(United Kingdom) [42,43].
When analyzing the SNP-based tree it is clear that two clusters 

are formed: cluster A (comprising ST78 isolates) and cluster B 
(englobing ST171 and ST66 isolates). According to the number of SNP 
differences (with minimum and maximum values within and be
tween groups detailed in the Fig. 1), all isolates from the same 
cluster or subcluster were closely related to each other, and fairly 
different from those in other groupings. It stands out how the two 
sub-clusters comprising the ST171 and ST66 strains, which belong to 

the same species: E. xiangfangensis, are clearly separated from the 
cluster comprising ST78 isolates, which correspond to E. hoffmannii.

The spread of blaOXA-48-positive bacteria of the E. cloacae com
plex, carrying mcr-9 or not, is a cause of concern, as they have been 
originating blood stream infections in our hospital for several years. 
It is very important to control and study these bacteria, since they 
have a great capacity to cause dangerous outbreaks that, if not 
controlled, can cause a serious situation and the death of many 
patients. This was for instance the case reported for a neonatal in
tensive care unit where 86 % of the newborns diagnosed with bac
teraemia caused by the E. cloacae complex, died [46].

In conclusion, surveillance systems in hospitals, especially in 
regions with high carbapenem resistance rates, are highly relevant in 
order to detect and handle troublesome difficult-to treat bacteria 
like the isolates of the E. cloacae complex reported herein. In addi
tion to causing live-threatening infections, these isolates have the 
potential to spread important resistance threats. When such isolates 
display an elevated MIC to carbapenems, a carbapenemase screening 
should be performed to detect them promptly, since this will con
dition the therapeutic approach and allow the early instauration of 
infection control measures. In addition, due to the presence of mcr-9 
in isolates of this complex, as demonstrated in this and previous 
studies, a screening should be performed to avoid its silent propa
gation. Complementarily, One Health approaches must be designed 
in order to control the dispersion of relevant resistances and pa
thogens, like the ones here described, in other scenarios such as 
animals and the environment.

Fig. 1. Single Nucleotide Polymorphism (SNP) tree of 20 blaOXA-48-carrying Enterobacter cloacae complex isolates causing bacteraemia in a Spanish hospital from 2014 to 2019, and 
three additional E. hoffmannii strains from the literature. Minimum and maximum values of SNP differences within and between groups are detailed. Bootstrap values based on 
1000 replicates are indicated at the nodes. There are two different clusters: A and B, the latter comprising two subclusters. Isolates within cluster A, with ST78, were identified as 
E. hoffmannii, while ST171 and ST66 isolates, separated into two subclusters within cluster B, belonged to E. xiangfangensis.

P. Lumbreras-Iglesias, M. de Toro, X. Vázquez et al. Journal of Infection and Public Health 16 (2023) 272–279

277



Funding

This research was funded by project FIS PI17-00728 (Fondo de 
Investigación Sanitaria, Instituto de Salud Carlos III, Ministerio de 
Economía y Competitividad, Spain), co-funded by the European 
Regional Development Fund of the European Union: a Way to 
Making Europe. P.L. was funded by the Regional Ministry of Science 
of Asturias (GRUPIN IDI/2022/000033).

Conflict of Interest

We have no conflict of interest to declare.

Appendix A. Supporting information

Supplementary data associated with this article can be found in 
the online version at doi:10.1016/j.jiph.2022.12.015.

References

[1] Annavajhala MK, Gomez-Simmonds A, Uhlemann AC. Multidrug-resistant 
Enterobacter cloacae complex emerging as a global, diversifying threat. Front 
Microbiol 2019;10:44. https://doi.org/10.3389/fmicb.2019.00044

[2] Davin-Regli A, Pagès JM. Enterobacter aerogenes and Enterobacter cloacae; ver
satile bacterial pathogens confronting antibiotic treatment. Front Microbiol 
2015;6:392. https://doi.org/10.3389/fmicb.2015.00392

[3] Tamma PD, Han JH, Rock C, Harris AD, Lautenbach E, Hsu AJ, et al. Carbapenem 
therapy is associated with improved survival compared with piperacillin- 

tazobactam for patients with extended-spectrum β-lactamase bacteremia. Clin 
Infect Dis 2015;60(9):1319–25. https://doi.org/10.1093/cid/civ003

[4] Fernández J, Montero I, Martínez Ó, Fleites A, Poirel L, Nordmann P, et al. 
Dissemination of multiresistant Enterobacter cloacae isolates producing OXA-48 
and CTX-M-15 in a Spanish hospital. Int J Antimicrob Agents 2015;46(4):469–74. 
https://doi.org/10.1016/j.ijantimicag.2015.07.003

[5] Rodríguez-Baño J, Gutiérrez-Gutiérrez B, Machuca I, Pascual A. Treatment of 
infections caused by extended-spectrum-beta-lactamase-, AmpC-, and carba
penemase-producing Enterobacteriaceae. Clin Microbiol Rev 2018;31(2). https:// 
doi.org/10.1128/CMR.00079-17

[6] Papadimitriou-Olivgeris M, Fligou F, Bartzavali C, Zotou A, Spyropoulou A, 
Koutsileou K, et al. Carbapenemase-producing Klebsiella pneumoniae blood
stream infection in critically ill patients: risk factors and predictors of mortality. 
Eur J Clin Microbiol Infect Dis 2017;36(7):1125–31. https://doi.org/10.1007/ 
s10096-017-2899-6

[7] Iacchini S, Sabbatucci M, Gagliotti C, Rossolini GM, Moro ML, Iannazzo S, et al. 
Bloodstream infections due to carbapenemase-producing Enterobacteriaceae in 
Italy: results from nationwide surveillance, 2014 to 2017. Eur Surveill 2019;24(5). 
https://doi.org/10.2807/1560-7917.ES.2019.24.5.1800159

[8] Oteo-Iglesias J, Pérez-Vázquez M, Sola Campoy P, Moure Z, Sánchez Romero I, 
Sánchez Benito R, et al. Emergence of blood infections caused by carbapene
mase-producing Klebsiella pneumoniae ST307 in Spain. J Antimicrob Chemother 
2020;75(11):3402–5. https://doi.org/10.1093/jac/dkaa301

[9] WHO, ECDC. WHO Regional Office for Europe/European Centre for Disease 
Prevention and Control. Antimicrobial resistance surveillance in Europe 2022 – 
2020 data.: Copenhagen: WHO Regional Office for Europe; 2022.

[10] Grégoire N, Aranzana-Climent V, Magréault S, Marchand S, Couet W. Clinical 
pharmacokinetics and pharmacodynamics of colistin. Clin Pharm 
2017;56(12):1441–60. https://doi.org/10.1007/s40262-017-0561-1

[11] McEwen SA, Collignon PJ. Antimicrobial resistance: a one health perspective. 
Microbiol Spectr 2018;6(2). https://doi.org/10.1128/microbiolspec.ARBA-0009- 
2017

[12] Zhang H, Hou M, Xu Y, Srinivas S, Huang M, Liu L, et al. Action and mechanism of 
the colistin resistance enzyme MCR-4. Commun Biol 2019;2:36. https://doi.org/ 
10.1038/s42003-018-0278-1

Fig. 2. BRIG (Blast Ring Image Generator) comparison of the IncHI2 plasmids of seven Enterobacter xiangfangensis and one E. hoffmannii isolates, all carrying mcr-9, recovered from 
blood stream infections in a Spanish hospital from 2014 to 2019. Plasmid from E. hormaechei strain CPO052 2 (accession number NZ_JAETVM010000002.1) was used as reference. 
Each ring corresponds to a plasmid, following the color code indicated to the right of the Figure. The inner black ring represents the reference plasmid. The outer black ring shows 
the annotation of relevant genes, represented by arrows pointing to the direction of transcription. Please note that the image was obtained from the concatenated contigs of each 
of the plasmids under study, identified by PLACNETw. Thus, the presence/absence of genes, but not necessary the order, is accurate.

P. Lumbreras-Iglesias, M. de Toro, X. Vázquez et al. Journal of Infection and Public Health 16 (2023) 272–279

278



[13] Binsker U, Käsbohrer A, Hammerl JA. Global colistin use: a review of the 
emergence of resistant Enterobacterales and the impact on their genetic basis. 
FEMS Microbiol Rev 2022;46(1). https://doi.org/10.1093/femsre/fuab049

[14] Hussein NH, Al-Kadmy IMS, Taha BM, Hussein JD. Mobilized colistin resistance 
(mcr) genes from 1 to 10: a comprehensive review. Mol Biol Rep 
2021;48(3):2897–907. https://doi.org/10.1007/s11033-021-06307-y

[15] Li Y, Dai X, Zeng J, Gao Y, Zhang Z, Zhang L. Characterization of the global dis
tribution and diversified plasmid reservoirs of the colistin resistance gene mcr-9. 
Sci Rep 2020;10(1):8113. https://doi.org/10.1038/s41598-020-65106-w

[16] Liu YY, Wang Y, Walsh TR, Yi LX, Zhang R, Spencer J, et al. Emergence of plasmid- 
mediated colistin resistance mechanism MCR-1 in animals and human beings in 
China: a microbiological and molecular biological study. Lancet Infect Dis 
2016;16(2):161–8. https://doi.org/10.1016/S1473-3099(15)00424-7

[17] Rodríguez-Lucas C, Rodicio MR, Rosete Y, Fernández J. Prospective evaluation of 
an easy and reliable work flow for the screening of OXA-48-producing Klebsiella 
pneumoniae in endemic settings. J Hosp Infect 2020;105(4):659–62. https://doi. 
org/10.1016/j.jhin.2020.04.044

[18] Zerbino DR, Birney E. Velvet: algorithms for de novo short read assembly using 
de Bruijn graphs. Genome Res 2008;18(5):821–9. https://doi.org/10.1101/gr. 
074492.107

[19] Alikhan NF, Petty NK, Ben Zakour NL, Beatson SA. BLAST ring image generator 
(BRIG): simple prokaryote genome comparisons. 2011;12:402. https://doi.org/ 
10.1186/1471-2164-12-402

[20] Magiorakos AP, Srinivasan A, Carey RB, Carmeli Y, Falagas ME, Giske CG, et al. 
Multidrug-resistant, extensively drug-resistant and pandrug-resistant bacteria: 
an international expert proposal for interim standard definitions for acquired 
resistance. Clin Microbiol Infect 2012;18(3):268–81. https://doi.org/10.1111/j. 
1469-0691.2011.03570.x

[21] de Toro M, Fernández J, García V, Mora A, Blanco J, de la Cruz F, et al. Whole 
genome sequencing, molecular typing and in vivo virulence of OXA-48-produ
cing Escherichia coli isolates including ST131 H30-Rx, H22 and H41 subclones. Sci 
Rep 2017;7(1):12103. https://doi.org/10.1038/s41598-017-12015-0

[22] Fernández J, Montero I, Fleites A, Rodicio MR. Dissemination of multiresistant 
Enterobacter cloacae isolates producing OXA-48 and CTX-M-15 in a Spanish 
hospital in 2021. J Clin Microbiol 2014;52(9):3414–7. https://doi.org/10.1128/ 
JCM.01271-14

[23] Izdebski R, Baraniak A, Zabicka D, Machulska M, Urbanowicz P, Fiett J, et al. 
Enterobacteriaceae producing OXA-48-like carbapenemases in Poland, 2013- 
January 2017. J Antimicrob Chemother 2018;73(3):620–5. https://doi.org/10. 
1093/jac/dkx457

[24] Haenni M, Métayer V, Jarry R, Drapeau A, Puech MP, Madec JY, et al. Wide spread 
of blaCTX–M–9/mcr-9 IncHI2/ST1 plasmids and CTX-M-9-producing Escherichia coli 
and Enterobacter cloacae in rescued wild animals. Front Microbiol 
2020;11:601317https://doi.org/10.3389/fmicb.2020.601317

[25] Khodor R, Salloum T, El Jisr T, El Chaar M, Tokajian S. Detection and genomic 
characterization of mcr-9 in Enterobacter hormaechei recovered from a pediatric 
patient in Lebanon. Infect Genet Evol 2021;94:105014https://doi.org/10.1016/j. 
meegid.2021.105014

[26] Wu W, Feng Y, Zong Z. Precise species identification for Enterobacter: a genome 
sequence-based study with reporting of two novel species, Enterobacter quasir
oggenkampii sp. nov. and Enterobacter quasimori sp. nov. mSystems 2020;5(4). 
https://doi.org/10.1128/mSystems.00527-20

[27] Poirel L, Potron A, Nordmann P. OXA-48-like carbapenemases: the phantom 
menace. J Antimicrob Chemother 2012;67(7):1597–606. https://doi.org/10.1093/ 
jac/dks121

[28] Pitout JDD, Peirano G, Kock MM, Strydom KA, Matsumura Y. The global ascen
dency of OXA-48-Type carbapenemases. Clin Microbiol Rev 2019;33(1). https:// 
doi.org/10.1128/CMR.00102-19

[29] Bouza E, Cercenado E. Klebsiella and Enterobacter: antibiotic resistance and 
treatment implications. Semin Respir Infect 2002;17(3):215–30. https://doi.org/ 
10.1053/srin.2002.34693

[30] Xu T, Xue CX, Chen Y, Huang J, Wu W, Lu Y, et al. Frequent convergence of mcr-9 
and carbapenemase genes in Enterobacter cloacae complex driven by epidemic 

plasmids and host incompatibility. Emerg Microbes Infect 2022;11(1):1959–72. 
https://doi.org/10.1080/22221751.2022.2103456

[31] Chen C, Xu H, Liu R, Hu X, Han J, Wu L, et al. Emergence of neonatal sepsis caused 
by MCR-9- and NDM-1-Co-Producing Enterobacter hormaechei in China. Front 
Cell Infect Microbiol 2022;12:879409https://doi.org/10.3389/fcimb.2022. 
879409

[32] Assawatheptawee K, Treebupachatsakul P, Luangtongkum T, Niumsup PR. Risk 
factors for community-acquired urinary tract infections caused by multidrug- 
resistant Enterobacterales in Thailand. Antibiotics 2022:11. https://doi.org/10. 
3390/antibiotics11081039

[33] Redondo-Salvo S, Fernández-López R, Ruiz R, Vielva L, de Toro M, Rocha EPC, 
et al. Pathways for horizontal gene transfer in bacteria revealed by a global map 
of their plasmids. Nat Commun 2020;11(1):3602. https://doi.org/10.1038/ 
s41467-020-17278-2

[34] Yuan Y, Li Y, Wang G, Li C, Xiang L, She J, et al. Coproduction Of MCR-9 And NDM- 
1 By Colistin-Resistant Enterobacter hormaechei Isolated From Bloodstream 
Infection. Infect Drug Resist 2019;12:2979–85. https://doi.org/10.2147/IDR. 
S217168

[35] Kieffer N, Royer G, Decousser JW, Bourrel AS, Palmieri M, Ortiz De La Rosa JM, 
et al. mcr-9, an inducible gene encoding an acquired phosphoethanolamine 
transferase in Escherichia coli, and its origin. Antimicrob Agents Chemother 
2019;63(9). https://doi.org/10.1128/AAC.00965-19

[36] Chavda KD, Westblade LF, Satlin MJ, Hemmert AC, Castanheira M, Jenkins SG, 
et al. First report of blaVIM-4- and mcr-9-Coharboring Enterobacter species iso
lated from a pediatric patient. mSphere 2019;4(5). https://doi.org/10.1128/ 
mSphere.00629-19

[37] Lin M, Yang Y, Chen G, He R, Wu Y, Zhong LL, et al. Co-Occurrence of mcr-9 and 
blaNDM-1 in Enterobacter cloacae Isolated from a. Patient Bloodstream Infect 
2020;13:1397–402. https://doi.org/10.2147/IDR.S248342

[38] Tyson GH, Li C, Hsu CH, Ayers S, Borenstein S, Mukherjee S, et al. The MCR-9 gene 
of Salmonella and Escherichia coli is not associated with colistin resistance in the 
United States. Antimicrob Agents Chemother 2020;64(8). https://doi.org/10. 
1128/AAC.00573-20

[39] Carroll LM, Gaballa A, Guldimann C, Sullivan G, Henderson LO, Wiedmann M. 
Identification of novel mobilized colistin resistance gene mcr-9 in a multidrug- 
resistant, colistin-susceptible Salmonella enterica serotype typhimurium isolate. 
mBio 2019;10(3). https://doi.org/10.1128/mBio.00853-19

[40] Gomez-Simmonds A, Annavajhala MK, Wang Z, Macesic N, Hu Y, Giddins MJ, 
et al. Genomic and geographic context for the evolution of high-risk carba
penem-resistant Enterobacter cloacae complex clones ST171 and ST78. mBio 
2018;9(3). https://doi.org/10.1128/mBio.00542-18

[41] Hendrickx APA, Debast S, Pérez-Vázquez M, Schoffelen AF, Notermans DW, 
Landman F, et al. A genetic cluster of MDR Enterobacter cloacae complex ST78 
harbouring a plasmid containing blaVIM-1 and mcr-9 in the Netherlands. JAC 
Antimicrob Resist 2021;3(2):dlab046. https://doi.org/10.1093/jacamr/dlab046

[42] Jin C, Zhou F, Cui Q, Qiang J, An C. Molecular characteristics of carbapenem- 
resistant Acinetobacter spp. from clinical infection samples and fecal survey 
samples in Southern China. Infect Drug Resist 2020;13:1575–81. https://doi.org/ 
10.2147/IDR.S254056

[43] Peirano G, Matsumura Y, Adams MD, Bradford P, Motyl M, Chen L, et al. Genomic 
epidemiology of global carbapenemase-producing Enterobacter spp., 2008-2014. 
Emerg Infect Dis 2018;24(6):1010–9. https://doi.org/10.3201/eid2406.171648

[44] Izdebski R, Baraniak A, Herda M, Fiett J, Bonten MJ, Carmeli Y, et al. MLST reveals 
potentially high-risk international clones of Enterobacter cloacae. J Antimicrob 
Chemother 2015;70(1):48–56. https://doi.org/10.1093/jac/dku359

[45] Villa J, Carretero O, Viedma E, Lora-Tamayo J, Mingorace J, Chaves F. Emergence 
of NDM-7-producing multidrug-resistant Enterobacter hoermaechei sequence 
type ST78 in Spain, a high-risk international clone. Int J Antimicrob Agents 
2018:53. https://doi.org/10.1016/j.ijantimicag.2018.11.009

[46] Girlich D, Ouzani S, Emeraud C, Gauthier L, Bonnin RA, Le Sache N, et al. 
Uncovering the novel Enterobacter cloacae complex species responsible for 
septic shock deaths in newborns: a cohort study. Lancet Microbe 
2021;2(10):e536–44. https://doi.org/10.1016/S2666-5247(21)00098-7

P. Lumbreras-Iglesias, M. de Toro, X. Vázquez et al. Journal of Infection and Public Health 16 (2023) 272–279

279


	High-risk international clones ST66, ST171 and ST78 of Enterobacter cloacae complex causing blood stream infections in Spain...
	Introduction
	Material and methods
	Bacterial isolates and screening of carbapenemases
	Identification, susceptibility testing
	Molecular characterization, plasmid analysis and phylogenetic SNP-based tree construction

	Results
	Isolate recovery and species identification
	Susceptibility and resistance-encoding genes
	mcr-9 location and plasmid analysis
	Molecular epidemiology
	SNP-based tree

	Discussion
	Funding
	Conflict of Interest
	Appendix A. Supporting information
	References




