
Cimen et al. 
Antimicrobial Resistance & Infection Control           (2024) 13:31  
https://doi.org/10.1186/s13756-024-01386-5

BRIEF REPORT

Uncovering the spread of drug-resistant 
bacteria through next-generation 
sequencing based surveillance: transmission 
of extended-spectrum β-lactamase-producing 
Enterobacterales by a contaminated 
duodenoscope
Cansu Cimen1,2, Erik Bathoorn1, Arjo J. Loeve3, Monika Fliss1, Matthijs S. Berends1,4, Wouter B. Nagengast5, 
Axel Hamprecht2, Andreas Voss1 and Mariëtte Lokate1* 

Abstract 

Contamination of duodenoscopes is a significant concern due to the transmission of multidrug-resistant organisms 
(MDROs) among patients who undergo endoscopic retrograde cholangiopancreatography (ERCP), resulting in out-
breaks worldwide. In July 2020, it was determined that three different patients, all had undergone ERCP with the same 
duodenoscope,  were infected. Two patients were infected with blaCTX-M-15 encoding Citrobacter freundii,  one  expe-
riencing a bloodstream infection and the other a urinary tract infection, while another patient had a bloodstream 
infection caused by blaSHV-12 encoding Klebsiella pneumoniae. Molecular characterization of isolates was available 
as every ESBL-producing isolate undergoes Next-Generation Sequencing (NGS) for comprehensive genomic analysis 
in our center. After withdrawing the suspected duodenoscope, we initiated comprehensive epidemiological research, 
encompassing case investigations, along with a thorough duodenoscope investigation. Screening of patients who 
had undergone ERCP with the implicated duodenoscope, as well as a selection of hospitalized patients who had 
ERCP with a different duodenoscope during the outbreak period, led to the discovery of three additional cases 
of colonization in addition to the three infections initially detected. No microorganisms were detected in eight 
routine culture samples retrieved from the suspected duodenoscope. Only after destructive dismantling of the duo-
denoscope, the forceps elevator was found to be positive for blaSHV-12 encoding K. pneumoniae which was identical 
to the isolates detected in three patients. This study highlights the importance of using NGS to monitor the transmis-
sion of  MDROs and demonstrates that standard cultures may fail to detect contaminated medical equipment such 
as duodenoscopes.
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Background
Transmission of multidrug-resistant organisms (MDROs) 
by contaminated duodenoscopes is a recurring and sig-
nificant complication of endoscopic retrograde cholangi-
opancreatography (ERCP) [1]. Flexible endoscopes are a 
primary concern regarding transmission of microorgan-
isms related to reusable medical devices [1]. Several out-
breaks have been reported worldwide because of the use 
of contaminated duodenoscopes, often involving multi-
drug-resistant Gram-negative bacteria particularly those 
from the taxonomic order of Enterobacterales, such as 
Citrobacter freundii and Klebsiella pneumoniae [2–5]. 
A meta-analysis reported a contamination rate of 15.3% 
for reprocessed patient ready ERCPs, indicating that con-
tamination of ERCP duodenoscopes may not be rare [6].

Regular microbiological surveillance by means of 
culturing contaminating bacteria is recommended to 
monitor reprocessing and prevent contamination of duo-
denoscopes and patient-to-patient cross-transmission 
of microorganisms [7, 8]. However, even when standard 
duodenoscope cultures showed no growth, several out-
breaks of Gram-negative MDRO following ERCP have 
been reported, highlighting the limitation of routine cul-
ture-based methods in identifying these microorganisms 
[4, 9–12]. Also, establishing epidemiological connections 
between bacterial isolates solely through phenotyping 
(i.e., culturing) is challenging, due to its limited resolu-
tion in differentiating closely related strains. Therefore, 
additional measures are necessary to ensure patient 
safety and prevent transmission of MDROs, such as the 
use of advanced diagnostic techniques including genomic 
sequencing and analysis, owing to their capacity for pre-
cise MDRO identification [13, 14].

Next-generation sequencing (NGS) has emerged as a 
transformative tool in hospital settings with providing a 
swift and precise identification and monitoring microor-
ganisms [15]. The routine application of NGS in clinical 
microbiology has demonstrated significant advantages in 
outbreak detection and management as sequencing the 
entire genome of microorganisms allows for comprehen-
sive genetic analysis, providing insights into the related-
ness of strains [16]. The capability of NGS to facilitate 
the rapid characterization of outbreak strains, enabling 
healthcare facilities to implement timely and targeted 
infection control measures [17]. Furthermore, the utili-
zation of NGS for genotyping can identify the source of 
infection by revealing whether the analyzed microorgan-
isms form genotypic clusters, particularly in the context 
of healthcare-associated infections [18]. Although the 
uptake of the technology is still far from universal, it has 
been shown that the implementation of routine use of 
NGS for MDRO typing in hospital settings can signifi-
cantly lower healthcare costs [18, 19].

For this reason, we aimed to demonstrate the effective-
ness of routine-based NGS in uncovering the source of an 
outbreak, by pinpointing a contaminated ERCP duoden-
oscope as the origin of Extended-spectrum β-lactamase 
(ESBL)-producing Citrobacter freundii and Klebsiella 
pneumoniae in patients. This study highlights the role of 
advanced genomic methods in enhancing infection con-
trol in healthcare settings.

Methods
Study setting
The University Medical Center Groningen (UMCG) is 
a 1400-bed tertiary academic center in the north of the 
Netherlands. Approximately 500 ERCPs are performed 
every year at the Endoscopy Center of the department 
of Gastroenterology and Hepatology. To perform ERCP, 
Olympus Model TJF-Q180V duodenoscopes were in use 
throughout the outbreak period.

Case settings and definitions
ESBL-producing isolates are sequenced using NGS, 
typed, and stored at the department of Medical Microbi-
ology and Infection Prevention in our center. In July 2020, 
two closely related blaCTX-M-15 encoding C. freundii iso-
lates were detected: one from a pediatric patient (patient 
1) causing a bloodstream infection (BSI) and the other 
from an adult patient (patient 2) in the gastroenterol-
ogy department causing a urinary tract infection (Fig. 1). 
Patient records showed that both patients had under-
gone ERCP with the same duodenoscope (duodenoscope 
294) nine days apart in June 2020. In July, another patient 
(patient 3) from the gastroenterology ward developed 
a BSI due to blaSHV-12 encoding K. pneumoniae two days 
after undergoing ERCP with the same duodenoscope.

The following case definitions were used: probable 
cases are patients with ESBL-producing isolates that clus-
ter with isolates from other patients who had undergone 
ERCP with the same scope, and proven cases showed iso-
lates that also cluster with isolates detected on the scope.

Epidemiological investigations
Following the detection of ESBL-producing C. freundii 
and K. pneumoniae in patients who underwent ERCP 
with duodenoscope 294, the scope was withdrawn, 
and ambi-directional epidemiological investigations 
were started. This investigation included identification 
of all potential exposed patients (probable and proven 
cases) and intensive investigation of the suspected 
duodenoscope.

Case investigations
Patients were listed who underwent ERCP with duoden-
oscope 294 from 2020-01-23 (last negative surveillance 
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culture of the duodenoscope) to the day the duodeno-
scope was withdrawn from the endoscopy center. The 
hospital records of these patients, including their micro-
biological test results were examined to assess the preva-
lence and patterns of ESBL-producing microorganism 
related infections/colonization within the facility.

Additionally, throat and rectal swabs were obtained 
using ESwab® (COPAN Diagnostics, CA, USA) from 
patients (n = 39) who had undergone ERCP with duo-
denoscope 294 and were subsequently discharged from 
the hospital. Patients were provided with explicit instruc-
tions for self-sampling, with a focus on prompt shipment 
and strict adherence to temperature conditions (4  °C to 
25  °C) during transport. To eliminate the potential for 
contamination from an alternative source, a selection of 
hospitalized patients who underwent ERCP with another 
duodenoscope during this period were also screened. 
Selective agar (Mediaproducts BV, Groningen, the Neth-
erlands) was used for screening on Extended-spectrum 
β-lactamase producing Enterobacterales (ESBL-E) and 
were examined after both 24 and 48 h.

In addition, we checked retrospectively whether the 
strains circulating during the outbreak differed from 
strains that had been detected in our hospital between 
2018 and 2020. This was done by analyzing the genomic 

data of all 21 ESBL-producing C. freundii isolates and all 
75 K. pneumoniae isolates.

Duodenoscope investigation
Duodenoscope 294, which was introduced in our center 
in March 2019, was withdrawn from clinical use in July 
2020 because of the suspicion as the source of the out-
break. Its last surveillance culture was performed in Jan-
uary 2020 and was negative.

Antegrade and retrograde culture samples were taken 
from the duodenoscope on five different days between 
2020-07-10 and 2020-07-28, using nationally advised 
sampling methods [20]. Three additional cultures were 
obtained from the duodenoscope on different days (2020-
08-04, 2020-08-06, 2020-08-10) with the addition of sam-
pling the scope’s forceps elevator while moving it and 
using gauzes in addition to the swabs. On 2020-08-10, 
the interior of the duodenoscope was examined using a 
fiberscope.

On 2020-12-10 a team of experts consisting of a medi-
cal devices’ technician, an endoscope technician, a 
microbiologist from Olympus, and an infection preven-
tionist conducted a thorough destructive investigation 
on duodenoscope 294 (Fig.  2). The investigation was 
lead, documented, and photographed by an independent 

Fig. 1 Timeline of ERCP procedure and infection and colonization of patients. (*This patient was known to be colonized with  blaSHV-12 K. 
pneumoniae since October 2019; ERCP, endoscopic retrograde cholangiopancreatography; ESBL, Extended-spectrum β-lactamase; P1, patient 1; P2, 
patient 2; P3, patient 3; P4, patient 4; P5, patient 5; P6, patient 6). Created with Biorender

(See figure on next page.)
Fig. 2 Dismantling and sampling the ERCP duodenoscope. a, red-brown residue in groove (1) on the forceps elevator drive unit side 
and whitish-grey residue in the border above the white block around the instrument channel exit (2); white–gray residue (3) in groove on camera 
side; white deposit (4) on the bottom under the forceps elevator; white crystals (5) next to and below the forceps elevator; b, cutting and removing 
the cardan rubber, sampling the exposed surface; c, trimming the tip cover and the possible break (6) in the cementing around the arm cover.; 
d, brownish-red deposit and/or discoloration on the frame of the drive unit, with an apparent intrusion trace (7), corresponding to the previously 
observed possible interruption of cementing (8); f, sampling the instrument channel port; removed instrument channel port viewed 
from the entrance and port from the side; g, left half the piece of instrument channel with the brownish-yellow area; the ribbed scratch mark shows 
a kink where there is also a kink or dent in the tubing; Yellow discoloration of the tubing material with grey cloudy discoloration on the inner wall
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Fig. 2 (See legend on previous page.)
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external investigator from the University of Delft, the 
Netherlands. The team diligently followed the instruc-
tions of the independent investigator, ensuring the pres-
ervation of the investigation’s independence. All relevant 
parts and channels were sampled under clean conditions 
for microbiological research (Fig. 2).

Sequencing and data analysis
Bacterial isolates obtained through a routine diagnostic 
procedure as described before including environmental 
screening was grown overnight on blood agar plates at 
37  °C [21]. The DNeasy UltraClean Microbial Kit (QIA-
GEN, Hilden, Germany) was used to extract the genomic 
DNA following the manufacturer’s instructions. Librar-
ies preparation was performed using Nextera XT v2 kit 
(Illumina, San Diego, CA, USA), and was followed by 
sequencing on the MiSeq platform (Illumina). Trimming 
and de novo assemblies were performed in CLC Genom-
ics Workbench v21 (QIAGEN, Hilden, Germany). The 
quality trimming setting were default except for quality 
limit (0.01). De novo assemblies were done with default 
setting and word-size 29. For quality metrics the follow-
ing parameters were used: number of contigs < 1,000; 
N50 > 15,000; maximum contig length > 50,000; percent-
age reads used for assembly > 90%; coverage > 30x; per-
centage of suspected genome length > 90%-115%. Ridom 
SeqSphere + v6.0.2 (Ridom GmbH, Münster, Germany) 
was used for Multi Locus Sequence Typing (MLST) 
according to public databases for molecular typing and 
microbial genome diversity (PubMLST) schemas and 
core genome MLST (cgMLST) with a species-specific 

ad-hoc schemas. For K. pneumoniae ad-hoc schema 
contained 4891 different loci and for C. freundii scheme 
containing 4632. The cgMLST scheme was developed 
using the seed genome K. pneumoniae subsp. pneumo-
niae NTUH-K2044 (GenBank: NC_012731.1). In case 
of C. freundi ad-hoc schema was created using the seed 
genome C. freundii CFNIH1 (GenBank: CP007557.1). 
Presence of known resistance genes was performed using 
the online tool ResFinder (https:// cge. food. dtu. dk/ servi 
ces/ ResFi nder/).

All sequence data (including two C. freundii isolates 
submitted for a separate project (PRJEB44899)) have 
been submitted to European Nucleotide Archive (ENA) 
under the study accession number PRJEB67940 and the 
dataset is available in Additional file 1.

Results
Case investigations
Reviewing the patient records revealed that one patient 
(patient 4) had been colonized with blaSHV-12 encoding 
K. pneumoniae since October 2019 and underwent ERCP 
with duodenoscope  294 on 2020-01-28 and 2020-05-07 
respectively (Fig. 1).

Out of the 39 patients who were screened, 37 returned 
the requested swab, reflecting a compliance rate of 95%. 
Within these 37 patients, three additional patients with 
ESBLs were found matching the initial cases by cgMLST: 
one with blaCTX-M-15 encoding C. freundii (patient 5), and 
two with blaSHV-12 encoding K. pneumoniae (patient 4 
and patient 6) (Fig. 3).

Fig. 2 continued

https://cge.food.dtu.dk/services/ResFinder/
https://cge.food.dtu.dk/services/ResFinder/
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Six cases in total were identified comprising three prob-
able cases and three proven cases.

Eight ERCP duodenoscopes were in use between 2018-
01-01 and 2020-12-3. Notably, our additional case finding 
method revealed no other strains related to the described 
outbreak were found in patients who underwent ERCP 
with duodenoscopes other than the suspected duodeno-
scope (Fig. 3, Additional file 1).

Duodenoscope investigation
Five culture tests using standard methods (antegrade 
and retrograde culture samples) and an additional three 
tests using other methods described above did not yield 
any detection of microorganisms in the suspected duo-
denoscope. Samples taken from the forceps elevator dur-
ing dismantling were positive for blaSHV-12 encoding K. 
pneumoniae (Fig.  4). The strain was subjected to NGS 
and considered to be identical to the strain detected in 
patients 3, 4 and 6 (proven cases). In addition, the instru-
ment channel port (Fig. 2f ) including the O-ring (Fig. 2e) 
were found to be contaminated by a wild type K. pneumo-
niae, Enterobacter cloacae, and Enterococcus gallinarum.

The additional samples taken with a brush from the 
instrument channel (Fig.  2g), which exhibited major 
damage and signs of biofilm formation as observed 
through the fiberscope, did not show any growth of 
microorganisms.

Discussion and conclusion
Our study underscores the role of routine NGS-based 
surveillance and accompanying extensive epidemiologi-
cal investigation in the detection and management of 
MDRO outbreaks, as demonstrated by the identification 
of a contaminated ERCP duodenoscope in this incident. 
Despite intensive consecutive cultures of the duodeno-
scope failing to detect any microorganisms, guiding NGS 
analysis and dismantling of the duodenoscope revealed 
that ESBL-producing K. pneumoniae was transmitted 
by the suspected duodenoscope. The results of the study 
indicate that patient 4, a carrier of ESBL-producing K. 
pneumoniae since October 2019, probably contaminated 
the duodenoscope during ERCP in May 2020. However, 
the retrospective nature of the study limits our ability to 

precisely determine the exact time of transmission of the 
microorganism.

Although the ESBL-producing C. freundii strain was 
not detected on the suspected duodenoscope, it was 
likely responsible for transmission in three patients from 
different wards. This conclusion is supported by the 
strain’s presence in the patients who underwent ERCP 
with the same duodenoscope, displaying a clear epide-
miological link. Notably, no instances of the same C. fre-
undii strain have been detected among patients over the 
past three years except for these three probable cases, 
according to the NGS database. The delayed dismantling 
and sampling of the duodenoscope may have contributed 
to the negative culture result for C. freundii, as bacte-
rial survival in an inanimate environment decreases over 
time.

Over the last decade, an increasing number of hospi-
tal-associated infections and outbreaks worldwide linked 
to contaminated duodenoscopes have been reported [6, 
22, 23]. This increase may be attributed to infections due 
to MDROs gaining attention and being a driving force 
in resource-seeking [24]. In our case, it was noteworthy 
to encounter a new ESBL-E variant that caused infec-
tion in two patients. Since certain MDROs are subjected 
to molecular typing via NGS and stored in our center, 
we were able to retrospectively trace the source of the 
phylogenetically identical isolates. The absence of any 
detected microorganisms in the duodenoscope through 
consecutive intensified cultures may suggest that duo-
denoscope-associated infections (DAIs) can be easily 
underestimated, despite the previously mentioned rise 
in their occurrence over the past decade. Our investiga-
tion shows that sequencing plays a key role in identify-
ing pathogen transmissions and preventing outbreaks 
beyond routine microbiological diagnosis.

The application of NGS in investigating outbreaks 
has proven invaluable for numerous bacterial patho-
gens, offering critical insights into outbreak definition, 
transmission networks, and epidemiological aspects 
[25–28]. Genetic data obtained through NGS not only 
identify unexpected modes of transmission but also 
have the potential to interrupt silent transmission chains 
[28]. Additionally, genomic sequencing plays a crucial 
role in establishing direct links between patients and 

(See figure on next page.)
Fig. 3 Overview of ESBL-producing C. freundii and K. pneumoniae isolates with ST assigned by cgMLST analysis performed at UMCG during 2018–
2020, highlighting different isolate categories and outbreak strains. Strains were selected corresponding to the same lineages. Blue, isolates 
obtained from patients who underwent endoscopy before the first positive culture; purple, isolates obtained from patients who underwent ERCP 
before the first positive culture; pink, isolates obtained from the duodenoscope; red dots around the purple-colored isolates, outbreak strains of C. 
freundii (ST540) and K. pneumoniae (ST17). a, ST22 C. freundii were obtained from the same patient at different times; b, ST628 K. pneumoniae strains 
were identified in two patients who shared a room, and both underwent ERCP procedures with different duodenoscopes in October 2019
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Fig. 3 (See legend on previous page.)
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environmental or infrastructure isolates, enhancing our 
understanding of the outbreak’s scope within the hospital 
[29]. The significance of our center’s approach lies in the 
comprehensive sequencing, typing, and storage of clini-
cally important multidrug-resistant organisms, including 
ESBL-producing isolates, ensuring a robust and endur-
ing database for enhanced epidemiological insights and 
outbreak detection. We acknowledge that the widespread 
adoption of these methods in all clinical laboratories is 
not realistic, given considerations of technical feasibil-
ity and the capacity to invest in molecular testing equip-
ment [26]. Yet, individual laboratories play a crucial role 
by preserving unusual bacterial isolates and engaging in 
collaborative efforts with reference laboratories for fur-
ther sequencing. While it is a common practice in clini-
cal laboratories to discard of bacterial isolates once test 
results are reported, their retention becomes pivotal dur-
ing outbreaks, facilitating retrospective epidemiological 
research and providing access to genetic material, as pre-
sented in this study.

Transmission of microorganisms by contaminated 
duodenoscopes is mainly attributed to inadequate repro-
cessing procedures, which can be due to various reasons 
[6]. One of the reasons is human factors, such as per-
sonnel adherence to infection control practices and to 
manufacturer’s manuals during reprocessing [30]. The 
Food and Drug Administration (FDA) ‘Human Factors 
Studies’ has shown that there is a low level of compli-
ance to the reprocessing guidelines among the personnel 
responsible for reprocessing, and that they mainly failed 
to adequately clean the movable parts [31]. Another 
reason is the complex design of the flexible ERCP duo-
denoscopes with multiple channels and narrow lumens, 
which can cause difficulties in thoroughly disinfecting 
them entirely before storage [7, 23, 32, 33]. For instance, 

in 2015 the FDA sent a warning letter to Olympus Cor-
poration regarding the newly designed TJF-Q180V type 
duodenoscope due to reported DAIs via this model [34]. 
This model was introduced as having a closed channel 
system as the elevator wire channel was blocked by an 
O-ring and a fixed cap at the distal end that could hinder 
adequate cleaning of the forceps elevator. An outbreak 
report described this complex system of the duodeno-
scope as resulting in inadequate reprocessing [35]. It was 
argued that although the original purpose of the O-ring 
was to avoid the need to clean the elevator wire chan-
nel, it did not achieve the desired success. The O-ring 
was even claimed to increase the risk of contamina-
tion due to leakage being overlooked because the space 
behind the O-ring is inaccessible during routine surveil-
lance sampling [35]. Subsequently, Olympus Corporation 
declared the need for modification to the device design 
due to aforementioned consequences and recalled the 
duodenoscopes from endoscopy centers in 2016 [36]. The 
TJF-Q180V model duodenoscopes currently in use in our 
center were among those that were recalled and remod-
eled before getting back to the clinic. Dismantling of the 
duodenoscope in our center revealed that the forceps 
elevator, O-ring, and instrument channel port were con-
taminated. Our findings confirm the difficulty of repro-
cessing this intricately designed duodenoscope, as well as 
how these contamination locations can be missed during 
routine culture. Disposable elevator cap (DEC) duodeno-
scopes offer a solution to reprocessing challenges posed 
by the complexity of traditional duodenoscopes [37]. 
In a recent clinical trial, DEC duodenoscopes showed 
decreased contamination post-high-level disinfection 
compared to standard scopes, though persistent contam-
ination, primarily in the channel rather than the elevator 
region, remained a concern [38].

Fig. 4 Culture results of the ERCP duodenoscope
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Several guidelines recommend routine microbiologi-
cal testing of duodenoscopes to detect inappropriate 
reprocessing [8, 20, 32]. In our department, reprocessed 
duodenoscopes undergo rigorous surveillance cultur-
ing every two weeks, adhering to national guidelines 
for enhanced infection prevention practices. However, 
there is currently no universal protocol for the sampling 
method [1]. Many cleaning methods have been described 
for the complex design of flexible duodenoscopes, includ-
ing the swab-rinse method for the biopsy channel port, 
the flush/brush/flush method for the channel and the 
flush-through method for the channel lumens [39]. In 
addition to these specific methods, antegrade and retro-
grade sampling methods, which are named based on the 
end of the duodenoscope from which the rinse water is 
collected, are also described [40]. A surveillance proto-
col based on retrograde sampling was developed in our 
center and retrograde sampling was found to be more 
effective and sensitive than antegrade sampling in duo-
denoscope surveillance [40]. During the implementation 
of the aforementioned protocol, our center detected an 
outbreak caused by a multidrug resistant Pseudomonas 
aeruginosa in 2009. Although missed in routine surveil-
lance cultures, detection of the specific duodenoscope 
responsible for the outbreak was again performed using 
retrograde sampling during the investigation [5]. In our 
case, microorganism detection could not be achieved 
without disassembling the duodenoscope despite suc-
cessive surveillance cultures, including antegrade and 
retrograde sampling. Our findings highlight the need to 
review existing protocols and to reach a consensus on 
how duodenoscopes can be sampled most effectively.

There are limitations to the study. Primarily, the analy-
sis of probable transmission samples and retrospective 
samples was contingent upon availability, which may 
not comprehensively represent all potential cases. Addi-
tionally, the time lapse between the initial detection of 
MDRO and subsequent screening poses a challenge that 
individuals might no longer be colonized with the trans-
mission strain, potentially leading to an underestimation 
of the identified cases, thereby no longer harboring the 
transmission strain at the time of screening. This time 
gap could lead to an underestimation of the total number 
of cases associated with the outbreak, potentially skewing 
the understanding of its scope and impact. Lastly, as this 
report is based on a single-center experience, there is a 
lack of systematic assessment or meta-analysis regarding 
the cost-effectiveness of routine typing for ESBLs.

In conclusion, this report underscores the significance 
of using NGS to monitor MDROs and for uncovering 
the transmission of MDROs via contaminated medi-
cal devices; despite intensive cultures, the transmission 
of ESBL-producing microorganisms was only revealed 

through NGS analysis and dismantling of the duodeno-
scope. For this reason, our study also emphasizes the 
challenges in detecting and preventing hospital-acquired 
infections caused by contaminated duodenoscopes. Dis-
mantling the suspected duodenoscope and showing the 
existence of ESBL-producing K. pneumoniae highlights 
the fact that ERCP duodenoscopes could be a source of 
transmission of MDROs despite negative surveillance 
cultures. These findings underscore the importance 
of molecular typing and sequencing in identifying the 
source of infections and preventing outbreaks. Hence, 
these results call for a review of existing protocols and 
a consensus on improved sampling methods to enhance 
the detection and prevention of DAIs, while also empha-
sizing the necessity for future research to systematically 
assess the cost-effectiveness of routine NGS typing.

Abbreviations
cgMLST  Core genome MLST
DAIs  Duodenoscope associated infections
ENA  European nucleotide archive
ERCP  Endoscopic retrograde cholangiopancreatography
ESBL  Extended-spectrum β-lactamase
ESBL-E  Extended-spectrum β-lactamase producing Enterobacterales
FDA  The food and drug administration
MDROs  Multidrug-resistant organisms
MLST  Multi locus sequence typing
NGS  Next-generation sequencing
PubMLST  Public databases for molecular typing and microbial genome 

diversity
UMCG  University Medical Center Groningen

Supplementary Information
The online version contains supplementary material available at https:// doi. 
org/ 10. 1186/ s13756- 024- 01386-5.

Additional file 1. Supplementary sequence data for the study isolates.

Acknowledgements
We would like to thank the cooperative and supportive staff of the Gastro-
enterology Department. Additionally, we extend our thanks to the special-
ists in endoscope cleaning, disinfection, and reprocessing for their valuable 
cooperation.

Author contributions
CC: Study concept and design; execution of the study; data interpretation; 
writing and revisions of manuscript. EB: Study concept and design; data 
interpretation; critical revision of manuscript. AJL: Data interpretation; critical 
revision of manuscript. MF: Data analysis and interpretation; critical revision 
of manuscript. MSB: Critical revision of manuscript. WBN: Critical revision 
of manuscript. AH: Critical revision of manuscript. AV: Critical revision of 
manuscript. ML: Study concept and design; data interpretation; critical revision 
of manuscript; study supervision. All authors read and approved the final 
manuscript.

Funding
Cansu Cimen was supported by grants from the Ministry of Science and 
Culture of Lower Saxony (MWK) as part of the Niedersachsen ‘Vorab’ Program 
(Grant Agreement No. ZN3831) to the Cross Border Institute (CBI).

https://doi.org/10.1186/s13756-024-01386-5
https://doi.org/10.1186/s13756-024-01386-5


Page 10 of 11Cimen et al. Antimicrobial Resistance & Infection Control           (2024) 13:31 

Availability of data and materials
The datasets used or analyzed for the study were provided within the manu-
script and additional data can be requested from the corresponding author.

Declarations

Ethics approval
Not applicable. The anonymized data used for the analyses were collected 
by those authors functioning as treating physicians, from the department’s 
own database. The collected data did not include any (in)directly identifiable 
personal details and the analyzing authors had no access to those, complying 
with the local data protection committee regarding clinical data processing. 
Following Dutch legislation and guidelines of the local ethics commission 
approval was therefore not required.

Consent for publication
Not applicable.

Competing interests
The authors declare no competing interests.

Author details
1 Department of Medical Microbiology and Infection Prevention, Univer-
sity of Groningen, University Medical Center Groningen, Hanzeplein 1, 
9700RB Groningen, The Netherlands. 2 Institute for Medical Microbiology 
and Virology, University of Oldenburg, Oldenburg, Germany. 3 Department 
of Biomechanical Engineering, Faculty of Mechanical Engineering, Delft 
University of Technology, Delft, The Netherlands. 4 Certe Medical Diagnostics 
and Advice Foundation, Department of Medical Epidemiology, Groningen, 
The Netherlands. 5 Department of Gastroenterology, University of Groningen, 
University Medical Centre Groningen, Groningen, The Netherlands. 

Received: 2 November 2023   Accepted: 3 March 2024

References
 1. Kovaleva J, Peters FT, van der Mei HC, Degener JE. Transmission of 

infection by flexible gastrointestinal endoscopy and bronchoscopy. Clin 
Microbiol Rev. 2013;26(2):231–54. https:// doi. org/ 10. 1128/ cmr. 00085- 12.

 2. Rutala WA, Kanamori H, Sickbert-Bennett EE, Weber DJ. What’s new in 
reprocessing endoscopes: are we going to ensure “the needs of the 
patient come first” by shifting from disinfection to sterilization? Am J 
Infect Control. 2019. https:// doi. org/ 10. 1016/j. ajic. 2019. 01. 017.

 3. Wang P, Xu T, Ngamruengphong S, Makary MA, Kalloo A, Hutfless S. Rates 
of infection after colonoscopy and osophagogastroduodenoscopy in 
ambulatory surgery centres in the USA. Gut. 2018;67(9):1626–36. https:// 
doi. org/ 10. 1136/ gutjnl- 2017- 315308.

 4. Fraser TG, Reiner S, Malczynski M, Yarnold PR, Warren J, Noskin GA. 
Multidrug-resistant Pseudomonas aeruginosa cholangitis after endo-
scopic retrograde cholangiopancreatography: failure of routine endo-
scope cultures to prevent an outbreak. Infect Control Hosp Epidemiol. 
2004;25(10):856–9. https:// doi. org/ 10. 1086/ 502309.

 5. Kovaleva J, Meessen NE, Peters FT, Been MH, Arends JP, Borgers RP, et al. Is 
bacteriologic surveillance in endoscope reprocessing stringent enough? 
Endoscopy. 2009;41(10):913–6. https:// doi. org/ 10. 1055/s- 0029- 12150 86.

 6. Larsen S, Russell RV, Ockert LK, Spanos S, Travis HS, Ehlers LH, et al. Rate 
and impact of duodenoscope contamination: a systematic review and 
meta-analysis. EClinicalMedicine. 2020;25: 100451. https:// doi. org/ 10. 
1016/j. eclinm. 2020. 100451.

 7. Beilenhoff U, Biering H, Blum R, Brljak J, Cimbro M, Dumonceau JM, et al. 
Reprocessing of flexible endoscopes and endoscopic accessories used in 
gastrointestinal endoscopy: position statement of the European society 
of gastrointestinal endoscopy (ESGE) and European society of gastro-
enterology nurses and associates (ESGENA)—Update 2018. Endoscopy. 
2018;50(12):1205–34. https:// doi. org/ 10. 1055/a- 0759- 1629.

 8. Beilenhoff U, Neumann CS, Rey JF, Biering H, Blum R, Schmidt V. ESGE-
ESGENA guideline for quality assurance in reprocessing: microbiological 

surveillance testing in endoscopy. Endoscopy. 2007;39(2):175–81. https:// 
doi. org/ 10. 1055/s- 2006- 945181.

 9. Aumeran C, Poincloux L, Souweine B, Robin F, Laurichesse H, Baud O, et al. 
Multidrug-resistant Klebsiella pneumoniae outbreak after endoscopic 
retrograde cholangiopancreatography. Endoscopy. 2010;42(11):895–9. 
https:// doi. org/ 10. 1055/s- 0030- 12556 47.

 10. Wendorf KA, Kay M, Baliga C, Weissman SJ, Gluck M, Verma P, et al. 
Endoscopic retrograde cholangiopancreatography-associated AmpC 
Escherichia coli outbreak. Infect Control Hosp Epidemiol. 2015;36(6):634–
42. https:// doi. org/ 10. 1017/ ice. 2015. 66.

 11. Kola A, Piening B, Pape UF, Veltzke-Schlieker W, Kaase M, Geffers C, et al. 
An outbreak of carbapenem-resistant OXA-48 - producing Klebsiella 
pneumonia associated to duodenoscopy. Antimicrob Resist Infect Con-
trol. 2015;4:8. https:// doi. org/ 10. 1186/ s13756- 015- 0049-4.

 12. Bourigault C, Le Gallou F, Bodet N, Musquer N, Juvin ME, Corvec S, et al. 
Duodenoscopy: an amplifier of cross-transmission during a carbapen-
emase-producing Enterobacteriaceae outbreak in a gastroenterology 
pathway. J Hosp Infect. 2018;99(4):422–6. https:// doi. org/ 10. 1016/j. jhin. 
2018. 04. 015.

 13. Ciccozzi M, Cella E, Lai A, De Florio L, Antonelli F, Fogolari M, et al. 
Phylogenetic analysis of multi-drug resistant Klebsiella pneumoniae 
strains from duodenoscope biofilm: Microbiological surveillance and 
reprocessing improvements for infection prevention. Front Public Health. 
2019;7:219. https:// doi. org/ 10. 3389/ fpubh. 2019. 00219.

 14. Hawken SE, Washer LL, Williams CL, Newton DW, Snitkin ES. Genomic 
investigation of a putative endoscope-associated carbapenem-resistant 
enterobacter cloacae outbreak reveals a wide diversity of circulating 
strains and resistance mutations. Clin Infect Dis. 2018;66(3):460–3. https:// 
doi. org/ 10. 1093/ cid/ cix934.

 15. Didelot X, Bowden R, Wilson DJ, Peto TEA, Crook DW. Transforming 
clinical microbiology with bacterial genome sequencing. Nat Rev Genet. 
2012;13(9):601–12. https:// doi. org/ 10. 1038/ nrg32 26.

 16. Eyre DW, Golubchik T, Gordon NC, Bowden R, Piazza P, Batty EM, et al. A 
pilot study of rapid benchtop sequencing of Staphylococcus aureus and 
Clostridium difficile for outbreak detection and surveillance. BMJ Open. 
2012. https:// doi. org/ 10. 1136/ bmjop en- 2012- 001124.

 17. Köser CU, Holden MT, Ellington MJ, Cartwright EJ, Brown NM, Ogilvy-
Stuart AL, et al. Rapid whole-genome sequencing for investigation of a 
neonatal MRSA outbreak. N Engl J Med. 2012;366(24):2267–75. https:// 
doi. org/ 10. 1056/ NEJMo a1109 910.

 18. Schürch AC, van Schaik W. Challenges and opportunities for whole-
genome sequencing-based surveillance of antibiotic resistance. Ann N Y 
Acad Sci. 2017;1388(1):108–20. https:// doi. org/ 10. 1111/ nyas. 13310.

 19. Mellmann A, Bletz S, Böking T, Kipp F, Becker K, Schultes A, et al. Real-Time 
Genome Sequencing of Resistant Bacteria Provides Precision Infection 
Control in an Institutional Setting. J Clin Microbiol. 2016;54(12):2874–81. 
https:// doi. org/ 10. 1128/ jcm. 00790- 16.

 20. Dutch Association for Medical Microbiology. Guideline control of 
microbiological safety of thermolabile flexible high-risk gastrointestinal 
endoscopes. 2018. Available from: https:// www. nvmm. nl/ media/ 2222/ 
180627- richt lijn- contr ole- op- micro biolo gische- veili gheid- van- therm olabi 
ele-flexibele-gi-endoscopen-juiste-versie.pdf.

 21. Zhou K, Lokate M, Deurenberg RH, Tepper M, Arends JP, Raangs EG, et al. 
Use of whole-genome sequencing to trace, control and characterize the 
regional expansion of extended-spectrum β-lactamase producing ST15 
Klebsiella pneumoniae. Sci Rep. 2016;6:20840. https:// doi. org/ 10. 1038/ 
srep2 0840.

 22. Deb A, Perisetti A, Goyal H, Aloysius MM, Sachdeva S, Dahiya D, et al. 
Gastrointestinal endoscopy-associated infections: update on an emerg-
ing issue. Dig Dis Sci. 2022;67(5):1718–32. https:// doi. org/ 10. 1007/ 
s10620- 022- 07441-8.

 23. Ofstead CL, Buro BL, Hopkins KM, Eiland JE, Wetzler HP, Lichtenstein DR. 
Duodenoscope-associated infection prevention: a call for evidence-
based decision making. Endosc Int Open. 2020;8(12):E1769–81. https:// 
doi. org/ 10. 1055/a- 1264- 7173.

 24. Rauwers AW, Voor In’t Holt AF, Buijs JG, de Groot W, Hansen BE, Bruno MJ, 
et al. High prevalence rate of digestive tract bacteria in duodenoscopes: 
a nationwide study. Gut. 2018;67(9):1637–45. https:// doi. org/ 10. 1136/ 
gutjnl- 2017- 315082.

 25. Walker TM, Ip CL, Harrell RH, Evans JT, Kapatai G, Dedicoat MJ, et al. 
Whole-genome sequencing to delineate Mycobacterium tuberculosis 

https://doi.org/10.1128/cmr.00085-12
https://doi.org/10.1016/j.ajic.2019.01.017
https://doi.org/10.1136/gutjnl-2017-315308
https://doi.org/10.1136/gutjnl-2017-315308
https://doi.org/10.1086/502309
https://doi.org/10.1055/s-0029-1215086
https://doi.org/10.1016/j.eclinm.2020.100451
https://doi.org/10.1016/j.eclinm.2020.100451
https://doi.org/10.1055/a-0759-1629
https://doi.org/10.1055/s-2006-945181
https://doi.org/10.1055/s-2006-945181
https://doi.org/10.1055/s-0030-1255647
https://doi.org/10.1017/ice.2015.66
https://doi.org/10.1186/s13756-015-0049-4
https://doi.org/10.1016/j.jhin.2018.04.015
https://doi.org/10.1016/j.jhin.2018.04.015
https://doi.org/10.3389/fpubh.2019.00219
https://doi.org/10.1093/cid/cix934
https://doi.org/10.1093/cid/cix934
https://doi.org/10.1038/nrg3226
https://doi.org/10.1136/bmjopen-2012-001124
https://doi.org/10.1056/NEJMoa1109910
https://doi.org/10.1056/NEJMoa1109910
https://doi.org/10.1111/nyas.13310
https://doi.org/10.1128/jcm.00790-16
https://www.nvmm.nl/media/2222/180627-richtlijn-controle-op-microbiologische-veiligheid-van-thermolabi
https://www.nvmm.nl/media/2222/180627-richtlijn-controle-op-microbiologische-veiligheid-van-thermolabi
https://doi.org/10.1038/srep20840
https://doi.org/10.1038/srep20840
https://doi.org/10.1007/s10620-022-07441-8
https://doi.org/10.1007/s10620-022-07441-8
https://doi.org/10.1055/a-1264-7173
https://doi.org/10.1055/a-1264-7173
https://doi.org/10.1136/gutjnl-2017-315082
https://doi.org/10.1136/gutjnl-2017-315082


Page 11 of 11Cimen et al. Antimicrobial Resistance & Infection Control           (2024) 13:31  

outbreaks: a retrospective observational study. Lancet Infect Dis. 
2013;13(2):137–46. https:// doi. org/ 10. 1016/ s1473- 3099(12) 70277-3.

 26. Humphries RM, Yang S, Kim S, Muthusamy VR, Russell D, Trout AM, et al. 
Duodenoscope-related outbreak of a Carbapenem-Resistant Klebsiella 
pneumoniae identified using advanced molecular diagnostics. Clin Infect 
Dis. 2017;65(7):1159–66. https:// doi. org/ 10. 1093/ cid/ cix527.

 27. Dallman TJ, Byrne L, Ashton PM, Cowley LA, Perry NT, Adak G, et al. 
Whole-genome sequencing for national surveillance of Shiga toxin-pro-
ducing Escherichia coli O157. Clin Infect Dis. 2015;61(3):305–12. https:// 
doi. org/ 10. 1093/ cid/ civ318.

 28. Snitkin ES, Zelazny AM, Thomas PJ, Stock F, Henderson DK, Palmore TN, 
et al. Tracking a hospital outbreak of carbapenem-resistant Kleb-
siella pneumoniae with whole-genome sequencing. Sci Transl Med. 
2012;4(148):14816. https:// doi. org/ 10. 1126/ scitr anslm ed. 30041 29.

 29. Dekker JP, Frank KM. Next-generation epidemiology: using real-time 
core genome multilocus sequence typing to support infection control 
policy. J Clin Microbiol. 2016;54(12):2850–3. https:// doi. org/ 10. 1128/ jcm. 
01714- 16.

 30. Calderwood AH, Day LW, Muthusamy VR, Collins J, Hambrick RD 3rd, 
Brock AS, et al. ASGE guideline for infection control during GI endoscopy. 
Gastrointest Endosc. 2018;87(5):1167–79. https:// doi. org/ 10. 1016/j. gie. 
2017. 12. 009.

 31. The Food and Drug Administration. Reducing the Risk of Infection from 
Reproc- essed Duodenoscopes. 2019.

 32. Gastroenterological Society of Australia, Gastroenterological Nurses 
College of Australia. 2010. Infection control in endoscopy, 3rd ed. Gastro-
enterological Society of Australia, Sydney, Australia. https:// www. genca. 
org/ public/ 5/ files/ Endos copy_ infec tion_ contr ol% 20(low). pdf.

 33. Balan GG, Sfarti CV, Chiriac SA, Stanciu C, Trifan A. Duodenoscope-associ-
ated infections: a review. Eur J Clin Microbiol Infect Dis. 2019;38(12):2205–
13. https:// doi. org/ 10. 1007/ s10096- 019- 03671-3.

 34. Paula H, Tribl B, Presterl E, Diab-El SM. Prospective microbiologic evalu-
ation of the forceps elevator in closed-channel duodenoscopes after 
reprocessing. Am J Infect Control. 2017;45(2):121–5. https:// doi. org/ 10. 
1016/j. ajic. 2016. 08. 015.

 35. Verfaillie CJ, Bruno MJ, Voor in’t Holt AF, Buijs JG, Poley JW, Loeve AJ, et al. 
Withdrawal of a novel-design duodenoscope ends outbreak of a VIM-
2-producing Pseudomonas aeruginosa. Endoscopy. 2015;47(6):493–502. 
https:// doi. org/ 10. 1055/s- 0034- 13918 86.

 36. United States Food and Drug Administration. Inspections, compliance, 
enforcement, and criminal investigations.FDA clears Olympus TJF-Q180V 
duodenoscope with design modifications intended to reduce infection 
risk. Available from: https:// www. fda. gov/ news- events/ press- annou 
nceme nts/ fda- clears- olymp us- tjf- q180v- duode nosco pe- design- modif 
icati ons- inten ded- reduce- infec tion- risk. Accessed, January 2, 2023.

 37. Forbes N. Current status and future course of disposable-component and 
single-use duodenoscopes. Gastroenterol Hepatol. 2023;19(7):391–3.

 38. Forbes N, Elmunzer BJ, Allain T, Parkins MD, Sheth PM, Waddell BJ, et al. 
Effect of disposable elevator cap duodenoscopes on persistent microbial 
contamination and technical performance of endoscopic retrograde 
cholangiopancreatography: the ICECAP randomized clinical trial. JAMA 
Intern Med. 2023;183(3):191–200. https:// doi. org/ 10. 1001/ jamai ntern 
med. 2022. 6394.

 39. Bond WW SL. Microbiological assay of environmental and medical-device 
surfaces. In: Henry D. Isenberg, editor. Clinical microbiology procedures 
handbook. ASM Press, Washington, 2004. pp. 13.0.1–.0.2.

 40. Buss AJ, Been MH, Borgers RP, Stokroos I, Melchers WJ, Peters FT, et al. 
Endoscope disinfection and its pitfalls–requirement for retrograde 
surveillance cultures. Endoscopy. 2008;40(4):327–32. https:// doi. org/ 10. 
1055/s- 2007- 995477.

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

https://doi.org/10.1016/s1473-3099(12)70277-3
https://doi.org/10.1093/cid/cix527
https://doi.org/10.1093/cid/civ318
https://doi.org/10.1093/cid/civ318
https://doi.org/10.1126/scitranslmed.3004129
https://doi.org/10.1128/jcm.01714-16
https://doi.org/10.1128/jcm.01714-16
https://doi.org/10.1016/j.gie.2017.12.009
https://doi.org/10.1016/j.gie.2017.12.009
https://www.genca.org/public/5/files/Endoscopy_infection_control%20(low).pdf
https://www.genca.org/public/5/files/Endoscopy_infection_control%20(low).pdf
https://doi.org/10.1007/s10096-019-03671-3
https://doi.org/10.1016/j.ajic.2016.08.015
https://doi.org/10.1016/j.ajic.2016.08.015
https://doi.org/10.1055/s-0034-1391886
https://www.fda.gov/news-events/press-announcements/fda-clears-olympus-tjf-q180v-duodenoscope-design-modifications-intended-reduce-infection-risk
https://www.fda.gov/news-events/press-announcements/fda-clears-olympus-tjf-q180v-duodenoscope-design-modifications-intended-reduce-infection-risk
https://www.fda.gov/news-events/press-announcements/fda-clears-olympus-tjf-q180v-duodenoscope-design-modifications-intended-reduce-infection-risk
https://doi.org/10.1001/jamainternmed.2022.6394
https://doi.org/10.1001/jamainternmed.2022.6394
https://doi.org/10.1055/s-2007-995477
https://doi.org/10.1055/s-2007-995477

	Uncovering the spread of drug-resistant bacteria through next-generation sequencing based surveillance: transmission of extended-spectrum β-lactamase-producing Enterobacterales by a contaminated duodenoscope
	Abstract 
	Background
	Methods
	Study setting
	Case settings and definitions
	Epidemiological investigations
	Case investigations
	Duodenoscope investigation

	Sequencing and data analysis

	Results
	Case investigations
	Duodenoscope investigation


	Discussion and conclusion
	Acknowledgements
	References


