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Development and implementation of a core genome multilocus 
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ABSTRACT Yersinia enterocolitica (Y. enterocolitica) is the most frequent etiological agent 
of yersiniosis and has been responsible for several national outbreaks in Norway and 
elsewhere. A standardized high-resolution method, such as core genome Multilocus 
Sequence Typing (cgMLST), is needed for pathogen traceability at the national and 
international levels. In this study, we developed and implemented a cgMLST scheme 
for Y. enterocolitica. We designed a cgMLST scheme in SeqSphere + using high-quality 
genomes from different Y. enterocolitica biotype sublineages. The scheme was validated 
if more than 95% of targets were found across all tested Y. enterocolitica: 563 Norwegian 
genomes collected between 2012 and 2022 and 327 genomes from public data sets. 
We applied the scheme to known outbreaks to establish a threshold for identifying 
major complex types (CTs) based on the number of allelic differences. The final cgMLST 
scheme included 2,582 genes with a median of 97.9% (interquartile range 97.6%–98.8%) 
targets found across all tested genomes. Analysis of outbreaks identified all outbreak 
strains using single linkage clustering at four allelic differences. This threshold identi
fied 311 unique CTs in Norway, of which CT18, CT12, and CT5 were identified as the 
most frequently associated with outbreaks. The cgMLST scheme showed a very good 
performance in typing Y. enterocolitica using diverse data sources and was able to 
identify outbreak clusters. We recommend the implementation of this scheme nation
ally and internationally to facilitate Y. enterocolitica surveillance and improve outbreak 
response in national and cross-border outbreaks.
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Y ersiniosis is the third most frequent food-borne zoonosis reported in Europe (1) 
and fifth in the United States (2). While this disease is generally self-limiting, and 

antimicrobial therapy is not usually necessary, 33% of yersiniosis cases reported in 2021 
from the European Union/European Economic Area (EU/EAA) required hospitalization 
(1). Yersinia enterocolitica (Y. enterocolitica) is the most frequent etiological agent of 
yersiniosis, accounting for 98.1% of all reported cases in the EU/EAA. Pigs are the main 
reservoir of human pathogenic Y. enterocolitica (3). Therefore, the consumption of pork, 
pork-containing food-stuffs, and cross-contaminated products constitute risk factors for 
yersiniosis (3, 4) and have been the source of several outbreaks in multiple countries 
(5). Nonetheless, outbreaks of Y. enterocolitica have increasingly been associated with 
vegetable greens (6, 7).

Traditionally, typing of Y. enterocolitica relied on biochemical reaction biotyping 
and O-antigen serotyping, which classified the species into six biotypes (8, 9)—the 
non-pathogenic 1A, and the pathogenic 1B, 2, 3, 5, and 6, and over 50 serotypes (10). 
To date, 11 serotypes have been described as pathogenic to humans (11). Globally, O:3 
is the most frequent human pathogenic serotype (12, 13). In Europe, the predominant 
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serotypes include O:3, O:5–27, and O:9, whereas in the United States, it is mainly O:8 (3). 
Further discriminating strains within this species has been achieved using pulsed-field 
gel electrophoresis, multiple locus variable number of tandem repeats analysis, and 
multilocus sequence typing (MLST) (14). Although these methods have proven useful in 
identifying outbreaks and allowed for the identification of sublineages within serotypes 
(15, 16), their limitations include low interlaboratory comparability and/or low resolution 
(14). Hence, a transition to next-generation sequencing (NGS)-based methods, such as 
core-genome MLST (cgMLST), will provide a standardized typing system that will enable 
subtyping at a higher granularity. This will improve data comparability across geo-tem
poral scales, which is fundamental for detection and investigation of both national and 
cross-border outbreaks, as well as improving surveillance of this pathogen.

To date, two cgMLST schemes have been developed for Yersinia spp. and have 
been useful in identifying lineages within different species, including Y. enterocolitica 
(8, 17). However, as both schemes use gene targets available across multiple species, the 
specificity for Y. enterocolitica is potentially reduced, which can lead to poor performance 
in discriminating strains and identifying outbreaks where increased discriminatory power 
is needed (18). Furthermore, given the potential health and economic impact of Y. 
enterocolitica, developing a specific cgMLST scheme with high discriminatory power will 
be important for effective surveillance and accurate outbreak detection and investiga
tion of this pathogen.

In this project, we aim to develop a cgMLST scheme for Y. enterocolitica that can 
form the basis of a standardized nomenclature for whole-genome sequence-based 
Y. enterocolitica typing. First, we defined a gene set of Y. enterocolitica core genome 
representing the genetic diversity within the Y. enterocolitica population based on 
well-characterized strains, and second, we challenged this scheme’s ability to discrimi
nate using alternative schemes and genomes by different assembly methods. Finally, we 
assessed its suitability for outbreak detection using isolates from known outbreaks and 
sporadic cases.

MATERIALS AND METHODS

Isolates

Yersiniosis is a mandatory notifiable disease in Norway, and isolates of all laboratory-
confirmed cases of yersiniosis caused by Y. enterocolitica or Y. pseudotuberculosis are 
sent to the National Reference Laboratory for Enteropathogenic Bacteria (NRL) at the 
Norwegian Institute of Public Health (NIPH). Also, other Yersinia spp. are sent to the 
NRL if Y. enterocolitica or Y. pseudotuberculosis cannot be excluded. Since mid-2018, all 
Yersinia spp. isolates have been sequenced using Illumina NGS technology at the NRL. 
For the purposes of this study, we have used a total of 920 Yersinia spp. genomes. These 
encompass all available Yersinia spp. genomes at the NRL—Y. enterocolitica (n = 561), 
Y. frederiksenii (n = 9), Y. bercovieri (n = 7), Y. aleksiciae (n = 4), Y. intermedia (n = 3), 
Y. mollaretii (n = 3), Y. kristensenii (n = 2), Y. rohdei (n = 2), Y. aldovae (n = 1), and Y. 
massiliensis (n = 1)—as well as 327 Y. enterocolitica available through the National Center 
for Biotechnology Information (NCBI) Assembly Database by 21 November 2022 (19). A 
description of these isolates can be found in Table S1.

Whole-genome sequencing

Whole-genome sequencing of all received Y. enterocolitica isolates at NRL was performed 
according to the following protocol: DNA extraction was performed by MagNAPure 
96 (Roche Molecular Systems Inc., Pleasanton, US). KAPA HyperPlus (Kapa Biosystems, 
Wilmington, US) was used for library preparation and Agencourt AMPure XP (Beck
mann Coulter Life Sciences, Indianapolis, US) for removal of adaptor dimers. WGS was 
performed as paired-end sequencing on the NextSeq or MiSeq (Illumina, Inc., San Diego, 
US) platform aiming for a coverage of >50× . Quality control of the raw reads was done 
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through FastQC. All sequences have been submitted to the European Nucleotide Archive 
and are available through BioProject PRJEB67986.

Development of a cgMLST scheme

We developed the cgMLST scheme using the cgMLST Target Definer within the Ridom 
SeqSphere + software version 8.5.1 (20). This tool performs a genome-wide gene-by-
gene comparison to identify all gene targets within a reference genome. Thereafter, it 
uses a set of reference genomes (also called seed genomes) to identify which genes to 
include in the scheme. These will be genes found once in each of the reference genomes 
with at least 90% sequence identity and 100% overlap, and have correct start and stop 
codons as per default settings of the cgMLST Target Definer Tool (21). All genes not 
meeting these criteria are removed from the scheme.

For the development of this scheme, we used NC_008800.1 (serotype O:8, biotype B1) 
as our reference genome and 15 high-quality query genomes (22). Query genomes were 
selected to represent the genetic diversity of Y. enterocolitica. To pick genetically diverse 
isolates, we downloaded all genomes available marked as “Complete” and “Chromo
some” in the Y. enterocolitica NCBI genome database and calculated the whole-genome 
mash distance using PATO R package (23). Mash distances were then used to generate 
a phylogenetic tree. The 15 available genomes were chosen to be representative of the 
different branches of this tree. We used this approach since the metadata available on 
NCBI did not provide information on the serotype for all genomes or biotype sublineage 
as defined by Savin et al. (8).

The list of query genomes can be found in Table S2. The parameters to include a gene 
from the reference included:

1. A minimum length filter that discards all genes shorter than 50 bp;
a. A start codon filter that discards all genes that contain no start codon at the 
beginning of the gene;
b. A stop codon filter that discards all genes that contain no stop codon or more 
than one stop codon or that do not have the stop codon at the end of the gene;
c. A homologous gene filter that discards all genes with fragments that occur in 
multiple copies within a genome (with identity of 90% and >100 bp overlap);

2. A gene overlap filter that discards the shorter gene from the cgMLST scheme if the 
two genes affected overlap >4 bp.

The remaining genes are used in a pairwise comparison with BLAST version 2.2.12 to 
extract the final target genes, within the SeqSphere + software:

1. For processing options, “Ignore contigs shorter than 200 bases”;
2. For scanning options, “Matching scanning thresholds for creating targets from 

assembled genomes” with “required identity to reference sequence of 90%” and 
“required alignment to reference sequence with 100%”;

3. For BLAST options, word size 11, mismatch penalty −1, match reward 1, gap open 
costs 5, and gap extension costs 2. In addition, the target genes will be assessed 
for quality, i.e., the absence of frame shifts and ambiguous nucleotides.

To check the diversity included in our seed genomes, we applied the scheme on 
all isolates and obtained an allelic distance matrix in SeqSphere. We used this matrix 
to create an unweighted pair group method with arithmetic mean tree and annotated 
biotype sublineages using ggtree (24). We putatively assigned all isolates falling within 
the same branch of the tree to the respective biotype (Fig. S1).

Validation of the cgMLST scheme

After annotating the biotype sublineages, we identified that the seed genomes used 
in the development of the cgMLST scheme (hereafter cgMLSTV1) included six of the 
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13 biotype sublineages of Y. enterocolitica as defined by Savin et al. (8). Therefore, to 
validate and assure the longevity of this scheme, we developed two additional schemes 
following the same criteria for target definer but with additional seed genomes (Fig. 
1). (i) The first scheme balanced the genetic diversity with genome quality (hereafter 
cgMLSTqc) and included at least one seed genome from each biotype if it passed the 
following assembly quality criteria defined by the World Health Organization (WHO) and 
European Food Safety Authority (EFSA): assembly with less than 250 contigs, at least 30 
times coverage, and N50 of at least 30,0000 (25, 26). This scheme used 26 seed genomes 
and included 10 of the 13 biotype sublineages. (ii) The second scheme was built on the 
cgMLSTqc and added three genomes (n = 29), one per remaining biotype not currently 
represented in the previous scheme irrespective of their assembly quality (hereafter 
cgMLSTBiotypes). The characteristics of used genomes (ST and biotype) for all cgMLST 
schemes are presented in Table S2.

cgMLST scheme evaluation

We applied the three cgMLST schemes on all Yersinia spp. isolates available at the NRL 
and those retrieved from NCBI. The cgMLST schemes were assessed according to the 
following performance criteria: (i) at least 99% of the tested Y. enterocolitica needs to 
have at least 90% of the cgMLST gene targets, (ii) at least 95% of the cgMLST genes are 
present in 95% of the tested isolates, (iii) these conditions are not met by other Yersinia 
spp., and (iv) the final cgMLST should perform well across most biotypes (the number of 
genomes available for many biotypes was below 10, and a cut-off at the biotype level 
was therefore difficult to assign).

Points (i) and (ii) will provide a measure of the presence of the chosen core targets in 
the population. We compared the percentage of good targets across the three devel
oped schemes using Wilcoxon rank sum and a post-hoc Dunn test accounting for 
multiple comparisons.

To evaluate the stability of the schemes, we analyzed genomes subjected to the 
following three different assembly methods: SPAdes (27), SKESA (28), and Velvet (29). All 
data were extracted from SeqSphere + and imported to R version 4.2.1 (30), and analyzed 
with the tidyverse and rstatix packages (31, 32).

cgMLST performance in outbreak detection and surveillance

We evaluated the performance of the developed cgMLST scheme against isolates 
included as part of outbreak investigations in Norway. We included available sequences 
from nine different outbreaks, including the following: (i) O:9-ST12 national outbreak in 
2011 involving 21 individuals (n = 5 sequences available) where suspected vehicle was 
pre-packed salad mix; (ii) O:9-ST12 2014 outbreak in a military involving 133 individuals, 
of which 117 who worked at different military camps, where suspected vehicle was pre-
packed salad (n = 3 sequences available); (iii) O:9-ST12 2018 national outbreak, where 
suspected vehicle was pre-packed leafy salad (n = 20); (iv) O3-ST18 outbreak in Decem
ber 2019 to January 2020 for which no source was identified (n = 11); (v) O:3-ST18 2020 
outbreak for which the source was not confirmed, but spinach was the suspected vehicle 
(n = 25); (vi) O:3-ST18 outbreak in December 2020 associated with ready-to-eat-salads (n 
= 10); (vii) O:3-ST12 national outbreak in 2021 (n = 17) for which no source was identified; 
(viii) O:3-ST18 outbreak involving 37 individuals of which 33 were linked to a boarding 
school in February of 2022 associated with pork consumption (n = 13 available sequen
ces); and (ix) O:3-ST18 national outbreak in June/July 2022 potentially associated with 
salad consumption (n = 9). We extracted all genomes from the different outbreaks and 
identified the maximum number of pairwise allelic differences (AD) within each out
break. This was used to evaluate how many different thresholds of single-linkage 
clustering (SLC) algorithm should be performed. SLC is a hierarchical clustering method, 
which is commonly used within public health institutes and by many databases hosting 
cgMLST to define and maintain stable complex types (CT). The number of AD required in 
the SLC to identify an outbreak was defined as the strictest level at which all outbreak 
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FIG 1 Flowchart of the process of development of a stable cgMLST scheme for Y. enterocolitica.
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isolates were grouped into the same CT. SLC was also used to create a stable numbering 
system for CTs at different AD thresholds.

The identified threshold was then used to screen the NIPH database for potentially 
missed outbreaks. According to the current practice at the NIPH for other Enterobacter
ales, an alert of a potential outbreak is generated when three isolates from non-travel-
related cases with the same CT are identified within a period of 30 days. Thus, we 
created a rolling window of 30 days and identified all CTs at this outbreak threshold 
that had at least three isolates. The epidemiological characteristics of these isolates were 
then manually inspected. Finally, we used the CT threshold to identify major CTs within 
genomes from NRL andNCBI.

Comparison with published schemes

We compared the final developed scheme with the two published cgMLST schemes 
that have been developed for Yersinia spp. (8, 17). We downloaded the available 
schemes from Enterobase and Pasteur and imported them into SeqSphere and ran all 
619 Y. enterocolitica isolates with the same parameters as the final developed scheme 
(cgMLSTV1). Additionally, we compared the three schemes using the same criteria as 
described in the scheme evaluation and performance in outbreak detection. Finally, we 
compared the SLC cluster assignment at different thresholds. First, we computed the 
number of unique SLC clusters obtained at different thresholds. Second, we mapped 
the cluster assignment by identifying at which SLC there is the maximum adjusted Rand 
index between two schemes using the package aricode (33). The adjusted Rand index 
measures the agreement between cluster assignment by two methods, for which 1 
indicates perfect agreement and 0 no agreement. The SLC up to 13 allelic differences 
were used for this comparison to be able to include clustering between five and 10 
differences, which can be used for case finding and case confirmation in multi-country 
outbreaks (34–36).

RESULTS

cgMLST validation

Three different cgMLST schemes were developed based on genome quality and 
representativeness criteria. The first scheme was designed based on genetically diverse 
genomes marked as complete or chromosome in NCBI (cgMLSTV1) and consisted of 
2,582 gene targets representing 59.9% of gene content of the reference genome. The 
second scheme, included genomes from different biotypes passing certain assembly 
quality criteria (cgMLSTQC), yielded 2,334 targets (54.1% of the reference genome), and 
the final scheme contained at least one representative of each biotype (cgMLSTBiotypes), 
resulting in 2,277 targets (52.8% of the reference genome).

Across all schemes, more than 99% of the tested genomes had at least 90% of the 
gene targets: 99.9% for cgMLSTV1 and 99.8% for both cgMLSTBiotypes and cgMLSTQC. 
However, only cgMLSTV1 and cgMLSTBiotypes achieved more than 95% of the tested 
isolates with more than 95% of the targets (97.3% and 95.3%, respectively), whereas 
cgMLSTQC achieved this for 94.9% of tested isolates. The distributions of identified good 
targets also differed significantly between the three schemes (Fig. 2, adjusted P-value 
below 0.05 for all comparisons, Dunn test): cgMLSTV1 median 97.9% [interquartile range 
(IQR) 97.6%–98.8%], cgMLSTBiotypes median 96.9% (IQR 96.7%–97.7%), and cgMLSTQC 
median 96.8% (IQR 96.6%–97.6%). All non-Y. enterocolitica species yielded less than 
50% good targets across all schemes, indicating that all schemes are specific to Y. 
enterocolitica (Fig. S2). The discriminatory power (Simpson diversity index) across the 
three schemes was similar: 0.999 [confidence interval (CI) 0.999–1] for cgMLSTV1 and 
cgMLSTQC and cgMLSTbiotypes 0.999 (CI 0.998–1).

We evaluated the performance of the schemes across the different biotypes (Fig. 3). 
We could not map the biotype of four isolates since they had less than 90% good targets 
in cgMLSTV1. Only two biotypes did not achieve at least 95% of the targets in 95% of the 
isolates across all the schemes: 3–3b (cgMLSTV1 85.7% and 71.4% for both cgMLSTQC and 

Full-Length Text Journal of Clinical Microbiology

August 2024  Volume 62  Issue 8 10.1128/jcm.00040-24 6

https://doi.org/10.1128/jcm.00040-24


cgMLSTBiotypes) and 5 (68.8%, 12.5%, 6.3%, for cgMLSTV1, cgMLSTBiotypes, and cgMLSTQC, 
respectively). Biotype 1Ab did not achieve this criterion for cgMLSTV1 (93.8%), whereas 
1Aa did not achieve this in both cgMLSTBiotypes and cgMLSTQC (94.7% each). All biotypes 
had an IQR above 95%, except for biotype 5, which was below 95% good targets in both 
cgMLSTQC and cgMLSTBiotypes. Due to this, we identified that cgMLSTV1 was the best 
performing scheme and proceeded using this scheme only for the rest of the analysis.

cgMLST evaluation

We additionally compared the performance of cgMLST on genomes assembled with 
Velvet, SKESA, and SPAdes (Fig. S3). Both Velvet (median 97.9%, IQR 97.7%–98.7%) and 
SKESA (median 97.8%, IQR 97.7%–98.8%) performed slightly better compared to SPAdes 
(median 97.9%, IQR 97.7%–98.7%, Dunn test-adjusted P-value 0.0334 and 0.000814, 
respectively). No difference was observed between SKESA and Velvet assemblies. While 
there are few differences among these assemblers in terms of the number of target 
genes identified from these assemblies, SPAdes had assembled more genomes incor
rectly leading to some outliers in the percentage of good targets found (Fig. S3). Isolates 
retrieved from NCBI had a median of 98.4% of the gene targets (IQR 97.3%–98.8%, Fig. 
S3).

cgMLST performance within outbreak contexts

The final cgMLST was also investigated for its usefulness within outbreak scenarios. We 
investigated retrospectively nine known outbreaks in Norway to identify the number of 
allelic differences that would group the isolates as the outbreak clone (Table S1; Fig. 4A). 
Across all the outbreaks, the range of pairwise AD differences ranged between 0 and 5 
with a median of 0 (IQR 0–1). However, the SLC threshold, including all isolates within the 

FIG 2 Performance comparison of percentage good targets identified across the three developed 

cgMLST schemes (cgMLSTV1, cgMLSTQC, and cgMLSTBiotypes). Three outliers fall below the 85% mark in 

all schemes. The cgMLSTV1 scheme has 2,582 targets and a median of 97.9% (IQR 97.6%–98.8%) good 

targets; the cgMLSTBiotypes scheme has 2,277 targets and a median 96.9% (IQR 96.7%–97.7%) good 

targets; the cgMLSTQC scheme included 2,234 gene targets and a median 96.8% (IQR 96.6%–97.6%) good 

targets.
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same SLC, was at 4 AD. Therefore, we established 4 AD as the outbreak threshold. We 
tested whether using 5 AD would increase the number of isolates within each outbreak 
cluster, but no additional isolates were added to the different clusters. A minimum-
spanning tree of all investigated outbreak isolates (Fig. 5) and isolates from NRL in 2022 
(Fig. 6) showed the genetic diversity in cluster types and how the outbreak isolates are 
clustered into their own CT cluster (Fig. 4B).

When using the outbreak threshold to retrospectively screen the Y. enterocolitica 
received at NRL, as expected, all nine outbreaks used to establish a threshold were 
identified. In addition, 12 potential outbreak clusters with three or more isolates 
(threshold for a warning signal) were identified, of which five had five or more isolates 
(monitoring threshold). After closely inspecting the NIPH monitoring logs, these five 
clusters were picked as signals by the infection control unit at NIPH, but were not 
formally investigated as no additional isolates were identified within the next 30 days.

Comparison with available schemes

We compared the distributions of identified good targets between cgMLSTV1 and 
published cgMLST schemes. The Enterobase scheme has 1,553 targets and a median 
97.8% (IQR 97.7%–97.9%) good targets were identified (Fig. S3). The Pasteur scheme 
included 500 gene targets and a median 96% (IQR 95.8%–96%) good targets were 
identified (Fig. S3). The distribution of good targets differed significantly between all 
schemes: cgMLSTV1 and Enterobase (adjusted P = 6e−13), cgMLSTV1 and Pasteur 
(adjusted P = 1.32e−166), and Enterobase and Pasteur (adjusted P = 9.51e−168). When 

FIG 3 Performance comparison of percentage good targets identified across the three cgMLST schemes (cgMLSTV1, 

cgMLSTQC, and cgMLSTBiotypes) against the 13 biotype sublineages of Y. enterocolitica (1Aa, 1Ab, 1B, 2/3–5a, 2/3–5b, 2/3–9a, 

2/3–9b, 3–3a, 3–3b, 3–3c, 3–3d, 4, and 5).
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comparing the number of unique clusters obtained at different AD thresholds, we 
observed that Pasteur scheme produces fewer clusters compared to the other schemes 
(Fig. S4). Both cgMLSTV1 and Enterobase have similar number of clusters within the first 
10 SLCs, but cgMLSTV1 has a consistently higher of number of clusters compared to 
Enterobase (Fig. S5A). The number of unique clusters between the three schemes start 
converging around SLC100 (Fig. S5B).

Further, we compared the use of the schemes within outbreak contexts (Fig. S6 and 
S7). For the Enterobase scheme, the range of pairwise AD differences ranged between 0 
and 4 with a median of 0 (IQR 0–0). The SLC threshold, including all isolates within the 
same SLC, was at 3 AD. For the Pasteur scheme, the range of pairwise AD differences 
ranged between 0 and 1 with a median of 0 (IQR 0–0). The SLC threshold, including all 
isolates within the same SLC, was at 1 AD. Given the low resolution of the Pasteur 
scheme, we only compared SLC matching between Enterobase and cgMLSTV1. As seen in 
Fig. 7, the best SLC matching threshold between the two schemes for outbreak detection 

FIG 4 (A). Within outbreak pairwise allelic differences across nine identified outbreaks in Norway 

between 2018 and 2023. (B). Number of investigated outbreaks with only one outbreak cluster using 

different SLC threshold methods. Each integer after the SLC indicates the maximum allelic differences to 

cluster isolates.
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is SLC4 for cgMLSTV1 and SLC3 for Enterobase (adjusted Rand index 0.971). However, 
close inspection of the graph shows a loss of resolution for the Enterobase scheme with 
increasing numbers of ADs. This is particularly noticeable between 4 and 5 AD of the 
Enterobase scheme, for which there is a jump in 5 AD in relation to the cgMLSTV1 
scheme.

SLC clusters in Norway and in public genomes

The NRL isolates were typed into 311 CTs and 22 different sequence types (ST). ST18 
was the most frequent sequence type identified (n = 329) in Norway. Within this ST, the 
most common CTs were all part of known outbreaks: CT160 (n = 28, outbreak in 2020, 
associated with spinach), CT169 (n = 17, national outbreak in 2021, unknown source), 
CT176 (n = 13, outbreak in 2022, unknown source), and CT77 (n = 12, outbreak in 2022, 
associated with salad). ST12 was the second most frequent ST recovered in Norway (n 
= 109). Within this ST, we also identified that the most frequent CT, CT18 (n = 21), - 
mostly comprised of isolates associated with an outbreak in 2018 where the suspected 
vehicle was pre-packed salad. Other CTs within ST12 included CT132 (n = 9), which has 
been recovered in recent years (2021–2022), and CT7 (n = 8), which has been isolated in 
multiple years since 2015.

From the public data set, we identified 39 CTs, 22 of which with more than two 
isolates, including CT261 (n = 9) and CT257 (n = 6) from Brazilian pigs, CT265 from South 
Africa (n = 6), and CT200 from pigs from Cote d’Ivoire. We also identified the same CT in 

FIG 5 Minimum-spanning tree of all Y. enterocolitica outbreak isolates from Norway between 2018 and 

2023, using SLC. Numbers inside nodes represent the SLC cluster at a threshold of four allelic differences. 

Numbers on lines represent the number of allelic differences between isolates.
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different countries, such as CT96 recovered from the USA and Belgium, as well as CT184 
recovered from both Norway and Germany.

DISCUSSION

cgMLST schemes have gained increased importance within public health as they provide 
high resolution and a common nomenclature that facilitate tracking and comparing 
genomes from different settings (18). However, to achieve this, they need to perform 
well across the genetic diversity of the species, have high discriminatory power within 
outbreak investigations, and allow for comparisons spanning different countries and 
time periods (18, 37, 38). In this study, we developed and evaluated a stable cgMLST 
scheme for Y. enterocolitica and demonstrated its usefulness in the context of outbreak 
detection and investigation as well as surveillance.

In the development of this scheme, we used the reference strain NC_008800.1 as it 
was sequenced using Sanger sequencing, which has a lower error rate than NGS (22). 
Although this is technically more cumbersome, NGS can introduce sequence artifacts 
due to sequencing errors and assembly. We developed three different schemes and 
identified the best performing scheme. Ideally, a cgMLST should include the diversity of 

FIG 6 Minimum-spanning Tree of all Y. enterocolitica isolates sequenced at NRL in 2022. Nodes in red 

represent outbreaks. Numbers inside nodes represent the SLC cluster at four allelic differences. Numbers 

on lines represent the number of allelic differences.
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the lineages of a given species to reduce the identification of targets that appear in a 
very small number of strains. However, full genomes or chromosomes available through 
NCBI did not include representatives of each biotype sublineages. The additional two 
schemes we developed using scaffolds with additional lineages did not improve the 
performance of the overall scheme, although the number of gene targets decreased. We 
suspect that genomes with higher contig numbers might preclude the proper identifica-
tion of some gene targets as genes might be split across multiple contigs. This indicates 
that the inclusion of good quality genomes might play a more important role than 
including the entire genetic diversity, as long as enough diversity is included in the 
development of the scheme.

After evaluating the different schemes, we chose cgMLSTv1 as the best scheme and 
investigated the impact of different assemblers on the performance of the schemes. 
We identified that Velvet or SKESA performed slightly better than SPAdes. While SPAdes 
also had good performance, some genomes were assigned different cluster types (n = 
2) compared to the same genome assembled with Velvet or SKESA. This phenomenon 
could potentially be associated to lower sequence quality and different algorithms used 
by the different assemblers. Indeed, we identified that across all the genomes that had 
less than 90% good targets for any of the assemblers, only four were within the assembly 
quality parameters established by EFSA/WHO (25, 26). Considering that SLC misallocation 
only occurred in 0.35% of the Y. enterocolitica and that often isolates with poor sequence 
quality are re-sequenced, this is likely not going to affect the results long term in the 
choice of assembler.

We proceeded with the evaluation of known outbreaks in Norway to establish the 
number of allelic differences including all outbreak isolates. We identified that a cut-off 
of four allelic differences would classify all strains as outbreak strains in the Norwegian 
context. This has also been suggested as the cut-off value for other Enterobacterales 
species (17). Nonetheless, establishing outbreak cut-offs will depend on the outbreak, 

FIG 7 Comparison with SLC cluster assignments between Enterobase SLC at thresholds varying between 

0 and 13 allelic differences. At each Enterobase SLC definition, we map to the cgMLSTV1 SLC obtaining 

the maximum adjusted Rand index for that comparison. Values for the adjusted Rand index are indicated 

above the SLC comparison. The maximum value of the adjusted Rand index across all comparisons is 

marked in orange.
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and it could be expected that outbreaks lasting long periods of time can lead to 
microevolutionary processes, which can lead to an adjustment of the outbreak cut-off 
(39). By using a four allelic difference cut-off, we were able to perform SLC at this level 
and group isolates. Furthermore, we used this information to retrospectively check for 
potentially missed outbreaks in the NRL collection. All the nine outbreaks that were 
investigated by the NIPH and 12 potentially missed outbreaks (signals consisting of 
clusters of three or more isolates) were identified. Closer inspection of these potentially 
missed outbreaks indicated that these signals were picked by the NRL, but no formal 
outbreak investigation was initiated since no further cases of the same CT were reported 
within a 30-day window. Overall, this shows that our scheme can be used for surveillance 
and in detection of outbreaks. However, SLC definitions should be adapted to the type 
of study and outbreak investigation. In Norway, most of the outbreaks have happened 
within a short period, and thus, there is less expectation of major changes to the genome 
of the outbreak strain over this time. Nonetheless, outbreaks spanning large periods 
of time might require relaxing the SLC threshold to accommodate case and/or source 
finding, and the increased resolution of our scheme allows to set these thresholds at 
diverse AD.

When comparing our scheme to the published schemes available—Enterobase and 
Pasteur (8, 17), our analysis indicates that the developed scheme performs better 
compared to the other schemes. Both our scheme and the Enterobase scheme perform 
better than the Pasteur scheme in terms of identified gene targets and resolution. 
Between Enterobase and cgMLSTV1, the difference in the median is minute, and the 
statistical difference is likely due to the higher 75th quantile of the distribution being 
higher for cgMLSTV1 compared to Enterobase. However, the advantage of cgMLSTV1 over 
Enterobase is also observed in the level of resolution in terms of outbreak investigations. 
As seen in Fig. 4 and 3, there is 1 AD difference in terms of the applied outbreak 
investigation threshold. While this seems like a small difference, SLC definitions need 
to be established for each outbreak investigation. Taking this into consideration, we 
can see that the Enterobase scheme rapidly loses granularity compared to cgMLSTV1 
when increasing the AD threshold for SLC. This is particularly important in cross-border 
outbreaks where the number of AD can be much higher than for local outbreaks. For 
some Enterobacterales species, this can be set at 10 AD (34–36). Based on this working 
threshold, we observed that Enterobase after SLC at 5 AD have a correspondence with 
cgMLSTV1 at 11 AD and above. This shows the higher resolution of cgMLSTV1 compared 
to Enterobase. This increased resolution of cgMLSTV1 allows for increased flexibility in 
establishing SLC for different purposes—outbreak or surveillance—and enables public 
health institutions to better assess the need to intervene and deploy resources in an 
event of a potential outbreak.

Finally, we applied the SLC to all isolates at the NRL and public databases. While 
many of the CTs common in Norway have been associated with outbreaks, we could also 
identify that our scheme can track CT across different years. The identification of CTs over 
time is important for tracking other processes, including CTs with increased pathogenic
ity or sporadic infections linked to the same source spread across time. Overall, this 
confirms that our developed scheme is useful in both outbreak investigations as well 
as for surveillance. Comparing our data with genomes in NCBI, we identified that the 
population structure is diverse. Furthermore, we identified a similar CT within the same 
country but also between countries (Table S1). This indicates that Y. enterocolitica has 
some degree of geographic specificity, but also the potential to be useful in cross-border 
outbreaks, as previously reported (7). Altogether, this suggests that this scheme could be 
implemented in other countries.

Data from the literature also indicate that ST18 and ST12 are commonly recovered 
from humans and pigs in distinct geographical regions, including the United Kingdom 
(40), Latvia (41), New Zealand (16), and Brazil (42). Although it was not the goal of this 
study to provide a picture of the global molecular epidemiology of Y. enterocolitica, our 
scheme has identified several CTs within frequent STs. Hence, future studies applying our 
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scheme in different settings will provide a better idea of the population structure of Y. 
enterocolitica and uncover potential clonal geographic overlaps.

Limitations

The low representation of some biotype sublineages in the development and evaluation 
yields some uncertainty on the real performance of the scheme on these linages. We 
attempted to resolve this issue by supplementing our data set with genomes available 
in NCBI, but the representation of these lineages herein was also very low. Nonetheless, 
we demonstrated that the percentage of good targets were above 90% in all biotype 
sublineages, and thus, this scheme is suitable for comparison across genomes. Second, 
the evaluation of the scheme’s performance within outbreaks was only possible for 
Norwegian isolates. However, considering that we could identify similar SLC types within 
different geographic regions, we expect that this scheme will perform well in different 
countries. Third, we could not test this scheme on isolates from all outbreak sources. 
Nonetheless, we observed for the 2014 outbreak that the salad isolates are considered 
part of the same outbreak already at SLC1 and for the 2022 outbreak (pork product), at 
SLC2 (data not shown due to data ownership). Fourth, all the NRL genomes used were 
sequenced using short sequencing technology, which can be difficult to assemble and 
may generate errors especially for repetitive regions, which are present in Y. enterocolitica 
(22, 43). Nevertheless, differences in CT allocation were observed for a very small number 
of isolates (n = 2) just for one assembler suggesting that using assemblies from short 
reads for the developed cgMLST scheme is likely not an issue. Finally, the number of 
allelic differences does not equate to the number of single nucleotide polymorphisms 
between isolates leading to loss in resolution. Despite this fact, several studies have 
demonstrated the congruence of SNP and cgMLST schemes for other species and 
recommended the usage of cgMLST given the possibility to generate a stable compa
rable nomenclature (44, 45).

Conclusion

The developed cgMLST scheme for Y. enterocolitica has shown to have high discrimina
tory power and perform well across the genetic diversity of Y. enterocolitica. The scheme 
has also identified outbreak strains, and the same complex types may be linked to 
national and international spread. We recommend the implementation of this scheme in 
public health institutions to improve the surveillance and outbreak management of this 
pathogen.

ACKNOWLEDGMENTS

We would like to thank the personnel at the Norwegian Reference Laboratory for 
Enteropathogenic Bacteria for the processing and sequencing of Yersinia spp. isolates. 
We would also like to thank Aura Aguirre-Beltran (Statens Serum Institut, Copenhagen, 
Denmark) for revising the manuscript.

João Pires is financially supported by the European Programme for Public Health 
Microbiology Training (EUPHEM), ECDC. The funder had no role in the study design, data 
collection and interpretation, or the decision to submit the work.

AUTHOR AFFILIATIONS

1Department of Infection Control and Preparedness, Norwegian Institute of Public 
Health, Oslo, Norway
2ECDC Fellowship Programme, Public Health Microbiology path (EUPHEM), European 
Centre for Disease Prevention and Control (ECDC), Stockholm, Sweden

AUTHOR ORCIDs

Joao Pires  http://orcid.org/0000-0001-9738-4423

Full-Length Text Journal of Clinical Microbiology

August 2024  Volume 62  Issue 8 10.1128/jcm.00040-2414

https://doi.org/10.1128/jcm.00040-24


Umaer Naseer  http://orcid.org/0000-0002-1639-8397

AUTHOR CONTRIBUTIONS

Joao Pires, Conceptualization, Data curation, Formal analysis, Investigation, Methodol
ogy, Project administration, Validation, Visualization, Writing – original draft, Writing 
– review and editing | Lin T. Brandal, Conceptualization, Data curation, Resources, 
Supervision, Validation, Writing – review and editing | Umaer Naseer, Conceptualization, 
Investigation, Methodology, Project administration, Resources, Software, Supervision, 
Writing – review and editing

DATA AVAILABILITY

All genomes used in this study have been deposited to the European Nucleotide Archive 
(ENA), and 431 are available through BioProject PRJEB67986. The cgMLST scheme is 
available at https://cgmlst.org/ncs.

ADDITIONAL FILES

The following material is available online.

Supplemental Material

Supplemental material (JCM00040-24-S0001.pdf). Figures S1 to S7; legends for Tables 
S1 and S2.
Table S1 (JCM00040-24-S0002.csv). Metadata of genomes used in the study.
Table S2 (JCM00040-24-S0003.csv). Characteristics of seed genomes used in the 
development of cgMLST scheme.

REFERENCES

1. Yersiniosis - annual epidemiological report for 2021. 2022. European 
Centre for Disease Prevention and Control. Available from: https://www.
ecdc.europa.eu/en/publications-data/yersiniosis-annual-epidemiologi
cal-report-2021

2. Tack DM, Marder EP, Griffin PM, Cieslak PR, Dunn J, Hurd S, Scallan E, 
Lathrop S, Muse A, Ryan P, Smith K, Tobin-D’Angelo M, Vugia DJ, Holt KG, 
Wolpert BJ, Tauxe R, Geissler AL. 2019. Preliminary incidence and trends 
of infections with pathogens transmitted commonly through food-
foodborne diseases active surveillance network, 10 U.S. sites, 2015-2018. 
MMWRMorb Mortal Wkly Rep 10:369–373. https://doi.org/10.15585/
mmwr.mm6816a2

3. Bottone EJ. 1997. Yersinia enterocolitica: the charisma continues. Clin 
Microbiol Rev 10:257–276. https://doi.org/10.1128/CMR.10.2.257

4. Guillier L, Fravalo P, Leclercq A, Thébault A, Kooh P, Cadavez V, Gonzales-
Barron U. 2021. Risk factors for sporadic Yersinia enterocolitica infections: 
a systematic review and meta-analysis. Microb Risk Anal 17:100141. 
https://doi.org/10.1016/j.mran.2020.100141

5. Grahek-Ogden D, Schimmer B, Cudjoe KS, Nygård K, Kapperud G. 2007. 
Outbreak of Yersinia enterocolitica serogroup O:9 infection and 
processed pork, Norway. Emerg Infect Dis 13:754–756. https://doi.org/
10.3201/eid1305.061062

6. MacDonald E, Heier BT, Nygård K, Stalheim T, Cudjoe KS, Skjerdal T, 
Wester AL, Lindstedt B-A, Stavnes T-L, Vold L. 2012. Yersinia enterocolitica 
outbreak associated with ready-to-eat salad mix, Norway, 2011. Emerg 
Infect Dis 18:1496–1499. https://doi.org/10.3201/eid1809.120087

7. Espenhain L, Riess M, Müller L, Colombe S, Ethelberg S, Litrup E, 
Jernberg C, Kühlmann-Berenzon S, Lindblad M, Hove NK, Torpdahl M, 
Mörk MJ. 2019. Cross-border outbreak of Yersinia enterocolitica O3 
associated with imported fresh spinach. Euro Surveill 24:1900368. https:/
/doi.org/10.2807/1560-7917.ES.2019.24.24.1900368

8. Savin C, Criscuolo A, Guglielmini J, Le Guern A-S, Carniel E, Pizarro-Cerdá 
J, Brisse S. 2019. Genus-wide Yersinia core-genome multilocus sequence 
typing for species identification and strain characterization. Microb 
Genom 5:e000301. https://doi.org/10.1099/mgen.0.000301

9. Bottone EJ. 1999. Yersinia enterocolitica: overview and epidemiologic 
correlates. Microbes Infect 1:323–333. https://doi.org/10.1016/s1286-
4579(99)80028-8

10. Fàbrega A, Vila J. 2012. Yersinia enterocolitica: pathogenesis, virulence 
and antimicrobial resistance. Enferm Infecc Microbiol Clin 30:24–32. 
https://doi.org/10.1016/j.eimc.2011.07.017

11. Garzetti D, Susen R, Fruth A, Tietze E, Heesemann J, Rakin A. 2014. A 
molecular scheme for Yersinia enterocolitica patho-serotyping derived 
from genome-wide analysis. Int J Med Microbiol 304:275–283. https://
doi.org/10.1016/j.ijmm.2013.10.007

12. Gierczyński R, Golubov A, Neubauer H, Pham JN, Rakin A. 2007. 
Development of multiple-locus variable-number tandem-repeat analysis 
for Yersinia enterocolitica subsp. palearctica and its application to 
bioserogroup 4/O3 subtyping. J Clin Microbiol 45:2508–2515. https://
doi.org/10.1128/JCM.02252-06

13. Sabina Y, Rahman A, Ray RC, Montet D. 2011. Yersinia enterocolitica: 
mode of transmission, molecular insights of virulence, and pathogenesis 
of infection. J Pathog 2011:429069. https://doi.org/10.4061/2011/
429069

14. Petsios S, Fredriksson-Ahomaa M, Sakkas H, Papadopoulou C. 2016. 
Conventional and molecular methods used in the detection and 
subtyping of Yersinia enterocolitica in food. Int J Food Microbiol 237:55–
72. https://doi.org/10.1016/j.ijfoodmicro.2016.08.015

15. Paixão R, Moreno LZ, Sena de Gobbi DD, Raimundo DC, Ferreira TSP, 
Spindola MG, Hofer E, Falavina Dos Reis CM, Matté MH, Micke Moreno A. 
2013. Genotypic characterization of Yersinia enterocolitica biotype 4/O:3 
isolates from pigs and slaughterhouses using SE-AFLP, ERIC-PCR, and 
PFGE. J Pathog 2013:521510. https://doi.org/10.1155/2013/521510

16. Strydom H, Wang J, Paine S, Dyet K, Cullen K, Wright J. 2019. Evaluating 
sub-typing methods for pathogenic Yersinia enterocolitica to support 
outbreak investigations in New Zealand. Epidemiol Infect 147:e186. 
https://doi.org/10.1017/S0950268819000773

17. Zhou Z, Alikhan N-F, Mohamed K, Fan Y, Achtman M. 2020. The 
EnteroBase user’s guide, with case studies on Salmonella transmissions, 

Full-Length Text Journal of Clinical Microbiology

August 2024  Volume 62  Issue 8 10.1128/jcm.00040-2415

https://www.ncbi.nlm.nih.gov/bioproject/PRJEB67986/
https://doi.org/10.1128/jcm.00040-24
https://www.ecdc.europa.eu/en/publications-data/yersiniosis-annual-epidemiological-report-2021
https://doi.org/10.15585/mmwr.mm6816a2
https://doi.org/10.1128/CMR.10.2.257
https://doi.org/10.1016/j.mran.2020.100141
https://doi.org/10.3201/eid1305.061062
https://doi.org/10.3201/eid1809.120087
https://doi.org/10.2807/1560-7917.ES.2019.24.24.1900368
https://doi.org/10.1099/mgen.0.000301
https://doi.org/10.1016/s1286-4579(99)80028-8
https://doi.org/10.1016/j.eimc.2011.07.017
https://doi.org/10.1016/j.ijmm.2013.10.007
https://doi.org/10.1128/JCM.02252-06
https://doi.org/10.4061/2011/429069
https://doi.org/10.1016/j.ijfoodmicro.2016.08.015
https://doi.org/10.1155/2013/521510
https://doi.org/10.1017/S0950268819000773
https://doi.org/10.1128/jcm.00040-24


Yersinia pestis phylogeny, and Escherichia core genomic diversity. 
Genome Res 30:138–152. https://doi.org/10.1101/gr.251678.119

18. Halpin AL, McDonald LC, Elkins CA. 2021. Framing bacterial genomics for 
public health (care). J Clin Microbiol 59:e0013521. https://doi.org/10.
1128/JCM.00135-21

19. Home - assembly - NCBI. 2022. Available from: NCBI. https://www.ncbi.
nlm.nih.gov/assembly. Retrieved 21 Nov 2022.

20. Jünemann S, Sedlazeck FJ, Prior K, Albersmeier A, John U, Kalinowski J, 
Mellmann A, Goesmann A, von Haeseler A, Stoye J, Harmsen D. 2013. 
Updating benchtop sequencing performance comparison. Nat 
Biotechnol 31:294–296. https://doi.org/10.1038/nbt.2522

21. Core genome MLST target definer. 2024. Available from: https://www.
ridom.de/u/Core_Genome_MLST_Target_Definer.html. Retrieved 9 Jan 
2024.

22. Thomson NR, Howard S, Wren BW, Holden MTG, Crossman L, Challis GL, 
Churcher C, Mungall K, Brooks K, Chillingworth T, Feltwell T, Abdellah Z, 
Hauser H, Jagels K, Maddison M, Moule S, Sanders M, Whitehead S, Quail 
MA, Dougan G, Parkhill J, Prentice MB. 2006. The complete genome 
sequence and comparative genome analysis of the high pathogenicity 
Yersinia enterocolitica strain 8081. PLoS Genet 2:e206. https://doi.org/10.
1371/journal.pgen.0020206

23. Fernández-de-Bobadilla MD, Talavera-Rodríguez A, Chacón L, Baquero F, 
Coque TM, Lanza VF. 2021. PATO: pangenome analysis toolkit. 
Bioinformatics 37:4564–4566. https://doi.org/10.1093/bioinformatics/
btab697

24. Ggtree: an R package for visualization of phylogenetic trees with their 
annotation data. 2023. Available from: R. Bioinformatics Group @ SMU. 
https://github.com/YuLab-SMU/ggtree. Retrieved 25 Feb 2023.

25. European Food Safety Authority (EFSA). 2021. EFSA statement on the 
requirements for whole genome sequence analysis of microorganisms 
intentionally used in the food chain. EFSA J 19:e06506. https://doi.org/
10.2903/j.efsa.2021.6506

26. GLASS whole-genome sequencing for surveillance of antimicrobial 
resistance. 2023. Available from: https://www.who.int/publications-
detail-redirect/9789240011007. Retrieved 3 Aug 2023.

27. Bankevich A, Nurk S, Antipov D, Gurevich AA, Dvorkin M, Kulikov AS, 
Lesin VM, Nikolenko SI, Pham S, Prjibelski AD, Pyshkin AV, Sirotkin AV, 
Vyahhi N, Tesler G, Alekseyev MA, Pevzner PA. 2012. SPAdes: a new 
genome assembly algorithm and its applications to single-cell 
sequencing. J Comput Biol 19:455–477. https://doi.org/10.1089/cmb.
2012.0021

28. Souvorov A, Agarwala R, Lipman DJ. 2018. SKESA: strategic k-mer 
extension for scrupulous assemblies. Genome Biol 19:153. https://doi.
org/10.1186/s13059-018-1540-z

29. Zerbino DR, Birney E. 2008. Velvet: algorithms for de novo short read 
assembly using de Bruijn graphs. Genome Res 18:821–829. https://doi.
org/10.1101/gr.074492.107

30. R Core Team. 2022 A language and environment for statistical 
computing. R foundation for statistical. Vienna, Austria. https://www.R-
project.org.

31. Wickham H, Averick M, Bryan J, Chang W, McGowan LD, François R, 
Grolemund G, Hayes A, Henry L, Hester J, Kuhn M, Pedersen TL, Miller E, 
Bache SM, Müller K, Ooms J, Robinson D, Seidel DP, Spinu V, Takahashi K, 
Vaughan D, Wilke C, Woo K, Yutani H. 2019. Welcome to the tidyverse. J 
Open Source Softw 4:1686. https://doi.org/10.21105/joss.01686

32. Kassambara A. 2023. rstatix: pipe-friendly framework for basic statistical 
tests (0.7.2). Available from: https://cran.r-project.org/web/packages/
rstatix/index.html

33. Chiquet J, Rigaill G, Sundqvist M, Dervieux V, Bersani F. 2023. Aricode: 
efficient computations of Standard clustering comparison measures 
(1.0.3). https://github.com/jchiquet/aricode.

34. European Centre for Disease Prevention and Control EFSA. 2023. Three 
clusters of Salmonella enteritidis ST11 infections linked to chicken meat 
and chicken meat products. EFSA Support Publ 20:8388E. https://doi.
org/10.2903/sp.efsa.2023.EN-8388

35. European Centre for Disease Prevention and Control EFSA. 2023. Multi-
country outbreak of Salmonella Senftenberg ST14 infections, possibly 
linked to cherry-like tomatoes. EFSA Support Publ20:8211E. https://doi.
org/10.2903/sp.efsa.2023.EN-8211

36. Prolonged multi-country cluster of Listeria monocytogenes St155 
infections linked to ready-to-eat fish products. 2023. EFSA Support Publ 
20:8538E. https://doi.org/10.2903/sp.efsa.2023.EN-8538

37. Carriço JA, Sabat AJ, Friedrich AW, Ramirez M, ESCMID Study Group for 
Epidemiological Markers (ESGEM). 2013. Bioinformatics in bacterial 
molecular epidemiology and public health: databases, tools and the 
next-generation sequencing revolution. Euro Surveill 18:20382. https://
doi.org/10.2807/ese.18.04.20382-en

38. Schürch AC, Arredondo-Alonso S, Willems RJL, Goering RV. 2018. Whole 
genome sequencing options for bacterial strain typing and epidemio
logic analysis based on single nucleotide polymorphism versus gene-by-
gene–based approaches. Clin Microbiol Infect 24:350–354. 
https://doi.org/10.1016/j.cmi.2017.12.016

39. Besser JM, Carleton HA, Trees E, Stroika SG, Hise K, Wise M, Gerner-Smidt 
P. 2019. Interpretation of whole-genome sequencing for enteric disease 
surveillance and outbreak investigation. Foodborne Pathog Dis 16:504–
512. https://doi.org/10.1089/fpd.2019.2650

40. Hunter E, Greig DR, Schaefer U, Wright MJ, Dallman TJ, McNally A, 
Jenkins C. 2019. Identification and typing of Yersinia enterocolitica and 
Yersinia pseudotuberculosis isolated from human clinical specimens in 
England between 2004 and 2018. J Med Microbiol 68:538–548. https://
doi.org/10.1099/jmm.0.000943

41. Terentjeva M, Ķibilds J, Gradovska S, Alksne L, Streikiša M, Meistere I, 
Valciņa O. 2022. Prevalence, virulence determinants, and genetic 
diversity in Yersinia enterocolitica isolated from slaughtered pigs and pig 
carcasses. Int J Food Microbiol 376:109756. https://doi.org/10.1016/j.
ijfoodmicro.2022.109756

42. Rusak LA, Junqueira RM, Hofer E, Vallim DC, Asensi MD. 2017. Next-
generation sequencing virulome analysis of a Yersinia enterocolitica 
subsp. palearctica bioserotype 4/O:3 ST18 isolated from human blood in 
Brazil. Braz J Infect Dis 21:550–553. https://doi.org/10.1016/j.bjid.2017.
04.005

43. Tørresen OK, Star B, Mier P, Andrade-Navarro MA, Bateman A, Jarnot P, 
Gruca A, Grynberg M, Kajava AV, Promponas VJ, Anisimova M, Jakobsen 
KS, Linke D. 2019. Tandem repeats lead to sequence assembly errors and 
impose multi-level challenges for genome and protein databases. 
Nucleic Acids Res 47:10994–11006. https://doi.org/10.1093/nar/gkz841

44. Pearce ME, Alikhan N-F, Dallman TJ, Zhou Z, Grant K, Maiden MCJ. 2018. 
Comparative analysis of core genome MLST and SNP typing within a 
European Salmonella serovar Enteritidis outbreak. Int J Food Microbiol 
274:1–11. https://doi.org/10.1016/j.ijfoodmicro.2018.02.023

45. Uelze L, Grützke J, Borowiak M, Hammerl JA, Juraschek K, Deneke C, 
Tausch SH, Malorny B. 2020. Typing methods based on whole genome 
sequencing data. One Health Outlook 2:3. https://doi.org/10.1186/
s42522-020-0010-1

Full-Length Text Journal of Clinical Microbiology

August 2024  Volume 62  Issue 8 10.1128/jcm.00040-2416

https://doi.org/10.1101/gr.251678.119
https://doi.org/10.1128/JCM.00135-21
https://doi.org/10.1038/nbt.2522
https://www.ridom.de/u/Core_Genome_MLST_Target_Definer.html
https://doi.org/10.1371/journal.pgen.0020206
https://doi.org/10.1093/bioinformatics/btab697
https://doi.org/10.2903/j.efsa.2021.6506
https://www.who.int/publications-detail-redirect/9789240011007
https://doi.org/10.1089/cmb.2012.0021
https://doi.org/10.1186/s13059-018-1540-z
https://doi.org/10.1101/gr.074492.107
https://www.R-project.org
https://doi.org/10.21105/joss.01686
https://cran.r-project.org/web/packages/rstatix/index.html
https://github.com/jchiquet/aricode
https://doi.org/10.2903/sp.efsa.2023.EN-8388
https://doi.org/10.2903/sp.efsa.2023.EN-8211
https://doi.org/10.2903/sp.efsa.2023.EN-8538
https://doi.org/10.2807/ese.18.04.20382-en
https://doi.org/10.1016/j.cmi.2017.12.016
https://doi.org/10.1089/fpd.2019.2650
https://doi.org/10.1099/jmm.0.000943
https://doi.org/10.1016/j.ijfoodmicro.2022.109756
https://doi.org/10.1016/j.bjid.2017.04.005
https://doi.org/10.1093/nar/gkz841
https://doi.org/10.1016/j.ijfoodmicro.2018.02.023
https://doi.org/10.1186/s42522-020-0010-1
https://doi.org/10.1128/jcm.00040-24

	Development and implementation of a core genome multilocus sequence typing scheme for Yersinia enterocolitica: a tool for surveillance and outbreak detection
	MATERIALS AND METHODS
	Isolates
	Whole-genome sequencing
	Development of a cgMLST scheme
	Validation of the cgMLST scheme
	cgMLST scheme evaluation
	cgMLST performance in outbreak detection and surveillance
	Comparison with published schemes

	RESULTS
	cgMLST validation
	cgMLST evaluation
	cgMLST performance within outbreak contexts
	Comparison with available schemes
	SLC clusters in Norway and in public genomes

	DISCUSSION
	Limitations
	Conclusion



