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ABSTRACT Listeria monocytogenes is a pathogen mostly associated with the con-
sumption of ready-to-eat foods and can cause severe disease and death. It can be
introduced into food chains from raw materials, but often the contamination source
is the food production environment, where certain clones can persist for years. In
the meat chain, ST9 is one of the most commonly encountered L. monocytogenes se-
quence types, and for effective source tracking, the divergence and spread of ST9
must be understood. In this study, whole-genome sequencing (WGS) was used to
characterize and track 252 L. monocytogenes ST9 isolates collected from four Norwe-
gian meat processing plants between 2009 and 2017. The isolates formed distinct
clusters relative to genomes found in public databases, and all but three isolates
clustered into two major clonal populations. Different contamination patterns were
revealed, e.g., evidence of contamination of two factories with a clone that diverged
from its ancestor in the late 1990s through a common source of raw materials;
breach of hygienic barriers within a factory, leading to repeated detection of two
clones in the high-risk zone during a 4- to 6-year period; entry through the purchase
and installation of second-hand equipment harboring a previously established clonal
population; and spreading and diversification of two clones from two reservoirs
within the same production room over a 9-year period. The present work provides
data on the diversity of ST9, which is crucial for epidemiological investigations and
highlights how WGS can be used for source tracking within food processing facto-
ries.

IMPORTANCE Listeria monocytogenes is a deadly foodborne pathogen that is wide-
spread in the environment, and certain types can be established in food factories.
The sequence type ST9 dominates in meat processing environments, and this work
was undertaken to obtain data needed for the tracking of this subtype. By using
whole-genome sequencing (WGS), we revealed the presence of cross-contamination
routes between meat factories as well as within a single factory, including the
spread from different reservoirs within the same room. It was also possible to esti-
mate the time frame of persistence in the factory, as well as when and how new
clones had entered. The present work contributes valuable information about the di-
versity of ST9 and exemplifies the potential power of WGS in food safety manage-
ment, allowing the determination of relationships between strains both in an inter-
national context and locally between and within factories.

KEYWORDS CC9, Listeria monocytogenes, ST9, WGS, food processing environment,
food safety, meat industry, meat processing, whole-genome sequencing

isteria monocytogenes is a pathogenic bacterium causing the severe foodborne
disease listeriosis, which is mostly linked to the consumption of ready-to-eat (RTE)
food like fresh produce, soft cheeses, lightly processed fish products, and meat prod-
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ucts, such as cooked sausages and cold cuts. In 2017 and 2018, the largest foodborne
outbreak of listeriosis reported so far, with 1,060 confirmed cases and 216 deaths, was
reported in South Africa and linked to the consumption of an RTE meat product (1).
Several other listeriosis outbreaks also have been linked to RTE meat products (2, 3). The
main route of contamination of L. monocytogenes to RTE food products is through cross-
contamination from the processing environment (4, 5). Many studies have reported that
clones of L. monocytogenes may establish and persist for years in processing environments,
including in factories in the meat industry (5-15).

Isolates of L. monocytogenes can be subdivided into genetic groups, including
different sequence types (STs) from multilocus sequence typing (MLST), in which
several related STs comprise a central clonal complex (CC). CC9, which includes ST9, is
a frequently detected clone in meat products and in meat industry environments; it is
common in many countries and was ranked the fourth most common clone worldwide
(16-22). For instance, CC9 was the second most prevalent clone isolated from foods in
a study comprising 3,333 food isolates collected in France, and the majority of the CC9
isolates (66.4%) were from meat products (23). ST9 has also been shown to be the most
frequently isolated (33%) L. monocytogenes type in Spanish meat processing plants,
detected in 14 of 18 sampled plants (10). Several other studies also report ST9
contaminations in meat industry environments (12-15, 24, 25). For example, in a
previous study (26), we subtyped a total of 680 L. monocytogenes isolates from
Norwegian meat and salmon processing plants and found that 70% of the isolates from
the meat industry (obtained mainly from two extensively sampled factories) belonged
to STO.

To better understand contamination routes within food industry environments and
during foodborne outbreaks of L. monocytogenes, there is a need for more information
about the genetic variation between environmental isolates over time, both within
single facilities and between different processing plants. Whole-genome sequencing
(WGS) analysis, employing either genomic MLST or single-nucleotide polymorphism
(SNP) analyses, has become the gold standard for typing of bacteria. However, the
majority of publicly available WGS data from L. monocytogenes environmental isolates
are from inspections by authorities, often performed as part of outbreak investigations,
resulting in a sampling bias for data deposited in public databases (27). Furthermore,
a study examining the genetic distances between L. monocytogenes collected by the
FDA during inspections in the United States during 1999 to 2017 covered WGS data for
5,321 isolates from 846 facilities (28); however, for 93% of the facilities included in the
study, fewer than 20 isolates were collected (isolates per facility, median of 2 and range
of 1 to 98). This suggests that the number of isolates collected by authorities from each
facility is usually limited. In most studies where WGS-based strategies have been
employed to investigate L. monocytogenes clones from food processing environments,
only isolates from a single processing facility were considered, and only limited
numbers of isolates belonging to the same cluster or strain were analyzed (12, 15, 24,
29-33). Thus, the description of contamination patterns is, in most cases, primarily
based on looking at the occurrence of certain sequence types in different parts of the
factory. For example, in a study that sampled L. monocytogenes from a meat establish-
ment with slaughter, deboning, and meat processing units for 1 year, eight L. mono-
cytogenes isolates were isolated and subjected to WGS. Five ST9 isolates, originating
from both the slaughtering line and the meat processing units, formed a cluster whose
maximum pairwise SNP distance was five, leading to the conclusion that the strains
from the processing units originated from the slaughter line (24). Although this study
used WGS to provide insight into contamination patterns, sampling was performed on
a limited number of occasions (4 days during 1 year), resulting in a small number of
obtained isolates, likely limiting insight into the genetic diversity of strains in the
processing plant.

As an empirical practice used in outbreak investigations, it has been suggested that
for L. monocytogenes, a threshold of fewer than 20 SNPs indicates an epidemiological
link between isolates (28, 34). However, in contrast to that observed in typical point-
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TABLE 1 Overview of L. monocytogenes ST9 isolates subjected to WGS analysis

No. of isolates for each plant and yr®

Plant 2009 2010 2011 2012 2013 2014 2015 2016 2017  Total

M1 2 2 5 39 13 12 34 107
M4 35 18 74 10 1 138
M5 4 4
M7 3 3

dlsolates from plant M7 and isolates from 2017 are from the present study, and the remaining isolates were
from Moretro et al. (26).

source outbreaks, outbreaks caused by a population of persistent strains, which have
had time to evolve in their environment, may have genetic diversity greater than 20
SNPs (35, 36). Additional evidence, such as epidemiological data and traceback evi-
dence, as well as the phylogenetic tree topology, is, in any case, required to establish
the contamination source during outbreaks (27, 37), as more than one facility may be
home to the same clone of L. monocytogenes. This may occur, for example, in cases
where suppliers of contaminated raw materials have more than one customer. A few
WGS-based studies have considered the diversity of L. monocytogenes isolates across
multiple food-associated facilities. For example, in a longitudinal study by Stasiewicz et
al. (38), 175 isolates of L. monocytogenes sampled over 2 years in 30 retail delis were
subjected to WGS. The results showed the presence of both persistent isolates within
a deli and strains repeatedly introduced from external sources. The finding of almost
identical isolates in different delis also indicated a common source for the introduction
of strains. In a study by Morganti et al. (25), 108 L. monocytogenes isolates were
obtained from 38 Parma ham production facilities, and isolates with pulsed-field gel
electrophoresis (PFGE) profiles found in more than one facility (n = 69) were subjected
to WGS analysis. Seven different STs were identified, of which the most prevalent was
ST9 (n = 24), and three tight clusters, differing in only 1 or 2 core SNPs, were detected
in more than one facility, suggesting interlinks between the establishments. However,
in general, studies investigating the diversity of persistent clones found in more than
one facility are lacking. To avoid misleading conclusions regarding contamination
sources, increased knowledge about the diversity of closely related L. monocytogenes
isolates in practical cases is needed.

In the present study, 252 isolates of L. monocytogenes ST9 from four Norwegian
meat processing plants were subjected to WGS analysis to get further insight into the
diversity, transmission patterns, and entry routes. The goals of the present study were
to (i) apply whole-genome MLST (wgMLST), core genome MLST (cgMLST), and SNP
analyses to assess the genetic diversity of the ST9 strains; (ii) determine whether certain
genetic clusters of ST9 were factory specific, to what extent they were present in the
same factory during extended periods of time, and how they related to isolates from
other sources; and (iii) explore whether WGS analyses can be used to differentiate
between contamination scenarios: hygienic breach between zones, dissemination of
persistent listeria from a specific niche, or wide dissemination of a specific variant
within a zone.

RESULTS

WGS of Norwegian ST9 isolates from meat processing industry. A total of 252 L.
monocytogenes ST9 isolates from four Norwegian meat processing plants were sub-
jected to whole-genome sequencing (WGS) analysis. The four processing plants were
not related; none belonged to the same company, and they were located in different
geographic areas of Norway. The isolates were mainly from samples taken from floors,
drains, or food processing equipment (26). The majority (n = 245) were collected from
two plants, M1 and M4, over a period of 9 and 6 years, respectively (Table 1; see also
Table S1 in the supplemental material). Isolates from 2017 were from the plants’ regular
environmental hygiene monitoring programs. ST9 isolates had also been found in two
less intensively sampled facilities (M5 and M7), and these were included for comparison.
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FIG 1 Minimum spanning tree based on cgMLST allelic profiles, showing the relationship between the 252 isolates from the Norwegian meat processing
industry, colored according to the factory where they were isolated, and 202 CC9 reference genomes obtained from public databases (white nodes). The area
of each circle is proportional to the number of isolates represented, and the number of allelic differences between isolates is indicated on the edges connecting
two nodes. Labels clade A and clade B refer to the two main clusters of isolates from the Norwegian meat processing industry described in the text. Selected
reference strains are indicated with red arrows.

In silico MLST analysis confirmed that all isolates belonged to ST9, except one isolate
(MF6279), which was technically not ST9, as it lacked the bgl/A gene.

The Norwegian clones formed distinct clusters relative to public reference
strains. To examine the relationship between the ST9 isolates from Norwegian meat
processing plants and those from other sources, a representative subset of CC9
genomes found in public databases (n = 202) were selected for comparative analysis.
A core genome MLST (cgMLST) analysis was performed using the subset of 1,748
cgMLST loci from the scheme described by Moura et al. (19). In this analysis, 88
polymorphic alleles were detected within the Norwegian data set, while a maximum of
160 allelic differences were identified between any pair from the 454 CC9 isolates
included in the analysis. With the exception of three outliers, the Norwegian isolates
clustered into two major genetic lineages, here referred to as clade A and clade B (Fig.
1). Isolates in these two clusters were separated by between 25 and 33 (median, 31)
cgMLST alleles. Since the majority of the Norwegian isolates (n = 246) were represented
by only four cgMLST profiles, three of which comprised isolates from two different meat
processing plants, cgMLST typing was not sufficiently discriminative for the character-
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ization of the diversity within the Norwegian data set. However, the analysis was
sufficiently sensitive for differentiating between the Norwegian clones and those in the
publicly available reference data set (Fig. 1). The reference strains most closely related
to the Norwegian isolates were L. monocytogenes AT3E and NRRL B-57115, which were
each separated by 3 or 4 alleles from isolates within clade B. AT3E was isolated from a
food product in Finland in 1995 (39), while NRRL B-57115 (alias BCW_4316 [40]) was
isolated from Italian roast beef in the United States. For the Norwegian clade A strains,
the seven most closely related reference strains had 7 to 10 pairwise allelic differences
compared to the closest Norwegian isolates. The two outlier strains MF6338 and
MF6339, from plant M7, were separated by 1 and 2 cgMLST alleles from L. monocyto-
genes BCW_4274 (strain origin not indicated [40]). In conclusion, the Norwegian isolates
in clades A and B were more related to each other than to any external/foreign strain
from the cross-section of CC9 genomes from public databases.

The ST9 isolates belong to two major clones. To differentiate between the Norwe-
gian isolates, whole-genome MLST (wgMLST) and single-nucleotide polymorphism
(SNP) analyses were performed. The wgMLST analysis detected a total of 3,334 loci, of
which 746 were polymorphic, and between any pair of isolates a maximum of 179
(median, 95) allelic differences were found. As also observed from the cgMLST analysis,
all but three of the isolates clustered into two major genetic lineages, clade A and clade
B (Fig. 2A and B). Clade A includes isolates from all four investigated meat processing
plants (n = 112), while only representatives from plants M1 and M4 were found in clade
B (n = 137). Any pair of isolates within clade A differed by up to 59 (median, 26)
wgMLST alleles, while the pairs of isolates in clade B showed a maximum of 129
(median, 34) allelic differences. The number of allelic differences separating isolates
from clade A and clade B ranged from 73 to 165 (median, 119). With the exception of
a subcluster of clade A isolates from plant M4, isolated during an intensively sampled
3-month period in 2014 (four groups comprising a total of 16 isolates), and two clade
B isolates from 2015, all isolates could be distinguished using the wgMLST analysis.

The SNP analysis was performed by mapping raw reads from all 252 Norwegian
isolates to the genome of the ST9 isolate L. monocytogenes SLCC 2479, for which a
complete genome sequence is available (41). In addition, SNP analyses were performed
separately for the isolates within clades A and B, using representatives from within each
clade as reference genomes, MF4562 from clade A and MF4697 from clade B (42). Due
to high sequence variability within prophage regions and plasmids, these regions were
excluded from the SNP analyses. In the analysis performed for all genomes using SLCC
2479 as the reference (Fig. 2C), a total of 554 high-quality SNP positions were identified,
of which 516 SNPs were present in all 252 isolates. The remaining 38 variant positions
had missing data in up to 35% of the isolates, including a stretch of 23 consecutive SNP
sites covering an ~70-kb region, which included the missing bglA locus in MF6279. In
comparison, of the 746 identified polymorphic wgMLST loci, only 494 were present in
all isolates, reflecting the inclusion of accessory genes such as those found within
prophages in the wgMLST scheme. In this SNP analysis, any pair of isolates differed by
up to 123 (median, 58) variants while in the wgMLST analysis, they differed by up to 179
(median, 95) alleles, and a greater number of isolates remained undistinguishable in the
SNP analysis than in wgMLST (Fig. 2). The number of SNP differences separating any
pair of isolates from clade A and clade B ranged from 51 to 93 (median, 74), with 100%
bootstrap support for the separation of clade A, clade B, and the three outlier strains.

The SNP analyses performed using representatives within clades A and B as refer-
ence genomes (Fig. S1) were more sensitive than the analysis performed using the
external reference SLCC 2479 (Fig. 2Q). A total of 121 SNPs were detected when reads
from the clade A isolates were mapped to the MF4562 genome, compared to 106 SNPs
detected using the SLCC 2479 reference. Any pair of isolates within clade A differed by
up to 26 (median, 13) and 22 (median, 11) SNPs in the two analyses. Within clade B, the
total numbers of detected SNPs were 331 and 287, and any pair of isolates differed by
77 (median, 27) and 64 (median, 24) SNPs, using MF4697 and SLCC 2479 as references,
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FIG 2 Phylogenetic trees for ST9 isolates from Norwegian meat processing industry. Shown are minimum spanning trees based on wgMLST (A) and
cgMLST (B) analyses and a maximum parsimony tree based on an alignment of the 554 SNP positions detected using SLCC 2479 as the reference genome,
showing the tree with the highest resampling support (C). Red arrows point to outliers. The area of each circle is proportional to the number of isolates
represented, and the factory of origin for each isolate is indicated by the color. In panels A and B, branch labels indicate the numbers of target genes
with differing alleles. In panel C, branch labels represent bootstrap resampling support values, showing only values of >50%. Branch lengths were scaled
using logarithmic (A) and square root (B and C) scaling. Labels next to selected clusters refer to the subclusters described in the text. Selected isolate
names are indicated in blue.

July 2020 Volume 86 Issue 14 00579-20 aem.asm.org 6


https://aem.asm.org

WGS of L. monocytogenes ST9 from Meat Industry

respectively. SNP counts reported below for strains within clade A or B are based on the
analyses performed using MF4562 and MF4697 as reference genomes.

All three genomic analyses (wgMLST, cgMLST, and SNP) indicated that a subcluster
within clade B comprising 19 isolates from plant M4, referred to as subcluster B1 (Fig.
2), could be considered a third major clade within this data set. This subgroup was
separated from the remaining genomes in clade B with 100% bootstrap support
(Fig. 2C and Fig. S1), between 45 and 77 (median, 61) SNPs, between 59 and 129
(median, 86) wgMLST alleles, and with 8 cgMLST alleles. Moura et al. (19) observed
that isolates with no documented epidemiological link generally differed by more
than ten cgMLST alleles. We conclude that a total of 249/252 (99%) of the L.
monocytogenes ST9 isolates collected over a 9-year period (2009 to 2017) in four
Norwegian meat processing plants belonged to one of two clonal lineages, referred
to here as clades A and B.

MLVA typing was not in accordance with the WGS phylogeny. In previous work
(26), the ST9 isolates collected between 2009 and 2015 were typed using the multiple-
locus variable-number tandem repeat analysis (MLVA) scheme from Lindstedt et al. (43),
also used by the Norwegian Institute of Public Health until March 2018. The majority of
isolates belonged to three major MLVA profiles (26) (Table S1). The MLVA typing was,
however, not fully concordant with the population structure determined using
genomic analyses and was not sufficiently discriminatory to differentiate between
isolates originating from different facilities (Fig. S2). This was not unexpected, since
markers used in MLVA evolve by the addition or removal of repeat units. As a result,
MLVA data comprise a substantial degree of phylogenetic noise (44).

Spatiotemporal spread of ST9 clones within Norwegian meat supply chains.
When the year of isolation was projected onto the wgMLST and SNP-based phylogenies
(Fig. S3), no specific clustering of isolates according to isolation year was seen, except
for subcluster A-M4, for which all isolates were obtained during 2014. To further
investigate the dissemination and temporal history of the Norwegian ST9 isolates, a
Bayesian tip-dated phylogenetic analysis (BEAST [45]) was conducted using the 554
differentiating SNPs, the date of isolation for each isolate, and assuming a strict
molecular clock (Fig. 3 and Table 2 and Fig. S4). The analysis estimated that the most
recent common ancestor (MRCA) of the set of 252 analyzed Norwegian ST9 isolates
existed around the year 1935 (95% highest posterior density [HPD], 1907 to 1955; Table
2), while the division between the two main lineages (clades A and B) appeared to have
occurred around 1955 (Fig. 3). The time of the MRCA was estimated to be 1998 for clade
A (95% HPD, 1992 to 2004) and 1981 for clade B (95% HPD, 1970 to 1991). Since both
clades contain isolates from multiple meat processing plants, cross-contamination
between facilities, or contamination from a common primary source of L. monocyto-
genes, appears to have occurred in relatively recent years.

Groups of isolates from all four factories were closely related. The phylogenies
based on the SNP analyses (Fig. 2C and 3 and Fig. S1 and S4) widely concur with the
clustering of isolates obtained using wgMLST analysis (Fig. 2A), with incongruences in
tree topology typically linked to branching points for outlier strains and smaller groups
of isolates in clades with lower bootstrap and posterior probability support values. For
instance, within clade A (comprising isolates from all four factories), the phylogenetic
reconstructions based on the SNP matrices strongly support a monophyletic origin for
a group of 55 isolates from plant M4 (named subcluster A-M4), presenting 99%
bootstrap support (Fig. 2C and Fig. S1A), while the wgMLST analysis suggests that the
factory M5 isolates belong to the same cluster as A-M4 (Fig. 2A). Support values for the
branch delineating a second clade A subcluster, containing 50 isolates from plant M1
(named subcluster A-M1), as well as for the branches for the clade A isolates from
factories M5 and M7, were low and/or showed conflicting results (Fig. 2C and Fig. S1A
and S4). The pairwise distances between the factory M7 isolate (MF6343) and the
isolates from factory M5, subclusters A-M1 and subcluster A-M4, ranged from 7 to 18
SNPs and 9 to 20 wgMLST loci. Therefore, although isolates within clade A largely
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FIG 3 Time-scaled phylogenetic reconstruction, showing a maximum clade credibility tree produced from the concatenated SNP
alignment obtained with SLCC 2479 as the reference genome, using the Bayesian Markov chain Monte Carlo method available in BEAST
(45). The inset shows the whole tree, while the main figure shows the section containing the tips, enlarged for clarity. Figure S4 shows
the same tree, labeled with the posterior probability values for each split and node labels containing strain names. Isolates within cluster
B2 were isolated from raw zone sampling points, except for the three nodes labeled with C (cooked zone). All other isolates were from
cooked zones, except the five nodes labeled with circles and an R (raw zone). The tips of the branches correspond to the sampling date,
while tip colors indicate factory of origin for each strain, colored as described for Fig. 1 and Fig. 2. The scale is in years.

clustered according to factory of origin, the small number of genetic differences
between the groups indicated close genetic relationships between isolates from all four
factories. Furthermore, the precise evolutionary relationship between these groups
remains ambiguous. The BEAST analysis suggested that their time of divergence was
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TABLE 2 Time of MRCA for the isolates in each clade estimated using BEAST analysis
Summary statistic  Mean time of MRCA?  95% HPD interval® Mean SE  SD ESS¢

Age(root) 1934 1907.3, 1955.4 0.32 1255 1,539
Age(cladeA) 1998 1991.8, 2004.0 0.06 3.22 3,212
Age(A-M1) 2007 2004.7, 2008.6 0.02 1.03 3,194
Age(A-M4) 2011 2009.2, 2012.5 0.01 0.89 3,956
Age(cladeB) 1981 1970.2, 1991.4 0.12 5.55 1,983
Age(B1) 2008 2004.1, 2011.1 0.03 1.88 4,796
Age(B2/B3) 1994 1987.0, 2000.6 0.07 3.56 2,294
Age(B2) 1999 1993.7, 2004.5 0.05 2.83 2,708
Age(B3) 2004 1999.9, 2007.2 0.04 1.93 2,173

aMRCA, most recent common ancestor.
PHPD, highest posterior density interval for the divergence time.
<ESS, effective sample size.

approximately 10 to 15 years prior to the collection date for the most recently sampled
isolates (Fig. 3).

Clade B harbors clusters comprising isolates from both M1 and M4. In clade B,
both the wgMLST and SNP analyses show separation into three clearly delineated
subclusters, named subclusters B1 (n = 19), B2 (n = 54), and B3 (n = 64) (Fig. 2 and Fig.
S1B). Bootstrap support for the delineation of subclusters B1 and B3 from the remaining
isolates in the tree was 100%, while support for the branch leading to subcluster B2 was
lower (66% to 67%) (Fig. 2C and Fig. S1B), indicating that the grouping of cluster B2 was
not as strongly supported. The cgMLST analysis was not able to differentiate between
subclusters B2 and B3 (Fig. 2B). Subcluster B1 was estimated to have split from
subclusters B2 and B3 around 1981, while the time of divergence of the B2 and B3
lineages was around 1994 (Table 2 lists 95% HPD intervals for the estimated times of
MRCAs). Subcluster B1, with an MRCA estimated to have existed in 2008, exclusively
contained isolates from only one factory (M4). Subclusters B2 and B3, however, both
contained isolates from factories M1 and M4.

The subcluster B2 isolates from factories M1 (n = 3) and M4 (n = 51) were signifi-
cantly associated with raw side production rooms (P = 1.04 X 10737 by two-sided
Fisher's exact test). Only three subcluster B2 isolates were from high-risk zones in which
cooked meat was handled (in factory M4; see below), and subcluster B2 contained 51
of the 63 total isolates obtained from raw meat zones in the present study. The pairwise
distances between the factory M1 and M4 isolates within subcluster B2 ranged from 8
to 24 SNPs and 12 to 23 wgMLST loci (median of 13 SNPs and 17 wgMLST loci), and the
MRCA was estimated to have existed in 1999. The association of this subcluster with
raw meat zones in both M1 and M4, along with the relatively close genetic relationship
between isolates from both factories, indicates that for this clone the common link
between the facilities is a contamination source related to raw materials.

Subcluster B3 contained 54 isolates from factory M1, most of them from the
high-risk zone where cooked products were processed, plus a well-supported mono-
phyletic cluster harboring ten factory M4 isolates (94% to 97% bootstrap support) (Fig.
2C and Fig. S1B). The pairwise distances between these factory M1 and M4 isolates
ranged from 9 to 33 SNPs and 14 to 43 wgMLST loci (median of 21 SNPs and 26
wgMLST loci), and the MRCA was estimated to have existed in 2004. Thus, also within
this subcluster, pairs of isolates from two different facilities had sufficiently close
genetic relationships for a mistaken association of isolates to occur during a potential
outbreak investigation, as a threshold genetic distance of <20 SNPs is commonly used
to formulate a hypothesis that two isolates originate from the same source (28). The
evidence of close association between isolates from more than one facility, within
almost all branches of the phylogeny of L. monocytogenes ST9 from Norwegian meat
processing facilities, further points to a widely interconnected meat industry sector in
Norway.

Related isolates in multiple areas of factory M4 suggests breach of hygienic
barriers. Factory M4 produces RTE meat products, like cold cuts, sausages, and liver

July 2020 Volume 86 Issue 14 e00579-20

Applied and Environmental Microbiology

aem.asm.org 9


https://aem.asm.org

Fagerlund et al.

paté, as well as raw meat products, such as loin steaks and minced meat. The building
structure houses two separate raw meat departments, one for sausage production and
one for cutting and marinating raw beef. These departments are separated by hygienic
barriers from the high-risk areas, where heat-treated products are processed and
handled (Fig. 4A).

The high-risk zone and the raw sausage room harbored isolates belonging to
subcluster B1 (n =19, 2012 to 2015) and B3 (n = 10, 2012 to 2014) over a period of 3
to 4 years. None of these isolates appear to cluster in accordance with sampling area
or the year of isolation (Fig. 3 and 4A and Fig. S3). The MRCA of the subcluster B1
isolates (for which isolates had a median pairwise distance of 3 SNPs [range, 0 to 14]
and 5 wgMLST loci [range, 0 to 40]) was estimated to have existed around 2008 (Table
2), suggesting that this clone had persisted in the facility from around 2008 to 2015. The
delineation of the M4 isolates within subcluster B3 (median pairwise distance, 8 SNPs
[range, 0 to 14] and 9 wgMLST loci [range, 2 to 16]) had fairly good bootstrap support
(94% to 97%; Fig. 2C and Fig. S1B), and the cluster had an estimated MRCA from about
2010 (Fig. 3), suggesting persistence for this clone from around 2010 to 2014. The
analysis indicated that the breach of the hygienic barriers separating the raw sausage
and high-risk zones had occurred on more than one occasion.

All the isolates from the second raw meat department in M4 (n = 48, 2012 to 2017)
belonged to subcluster B2. Isolates from this subcluster were also found in three
relatively recent samples (2014 and 2017) from the high-risk areas in the factory and
formed a polyphyletic group within subcluster B2 (nodes labeled C in Fig. 3). The
median pairwise distance between subcluster B2 isolates from M4 was 5 SNPs (range,
0 to 16) and 7 wgMLST loci (range, 1 to 18). These observations suggest that the three
recent isolates originated from the raw beef cutting department, representing addi-
tional breaches of hygienic barriers in the factory.

In sum, the WGS data suggested that the clade B ST9 isolates found in the high-risk
zone were related to those found in both adjacent departments handling raw meats.
In 2016, as a response to these results, the factory decided to improve the hygienic
barriers between departments to reduce contamination between the areas handling
raw meat and the areas used for the processing of cooked products. Subsequently, only
a single ST9 (subcluster B2) isolate was identified in the high-risk zone of factory M4
between January and October 2017 through the routine environmental monitoring
program. The raw meat departments were not sampled after the reinforcement of
hygienic barriers, but overall, the data suggest that the origin of the clade B ST9 isolates
in factory M4 was in the raw meat departments.

Contamination event related to installation of a second-hand slicer line. The
majority of the clade B isolates from factory M4 discussed above were from floors and
drains. However, in 2014, factory M4 bought a used slicer line and installed it in the
department where heat-treated products were processed. Within a week after starting
production on the line, L. monocytogenes was detected in products (different types of
sliced deli meats), product residues, and on processing equipment associated with the
slicer line. The plant recalled products from the market after the first L. monocytogenes-
positive samples. Despite several rounds with thorough cleaning and disinfection,
including dismantling of the line, L. monocytogenes ST9 was repeatedly detected over
the coming weeks. WGS analysis of the 55 ST9 isolates obtained in association with the
introduction of the slicer line showed that they formed a separate and dense cluster
within clade A, referred to as subcluster A-M4 (Fig. 2 and 4A). All isolates were closely
related; a total of 41 SNP sites were identified, the median pairwise distance was 5 SNPs
(range, 0 to 15) and 5 wgMLST loci (range, 0 to 12), and the MRCA of the A-M4 cluster
was estimated to have existed in 2011 (Table 2). Isolates belonging to this subtype had
not previously been detected in the factory.

After 8 weeks, the slicer line was discarded and completely removed from the
processing plant, and the last subcluster A-M4 isolate was found 4 weeks after the slicer
line was removed. Only three isolates obtained from the area of the factory where the
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line was installed, during the time it was present, were not part of subcluster A-M4 (they
were typed as other STs). Thus, the WGS analysis confirmed that a persistent clone was
introduced into the factory through the used slicer line. Similar cases of transfer of L.
monocytogenes between factories have been documented in previous reports (8, 46).
Most probably, the slicer line was contaminated with a population of closely related L.
monocytogenes isolates when purchased, as the level of genetic variation between
isolates was greater than what would be expected to develop within the short period
the line was in use at plant M4. Unfortunately, the cluster could not be traced back to
the factory where the slicer line originated, as this factory did not monitor L. monocy-
togenes in the processing environment, because they produced low-risk products
(fermented meats) in which L. monocytogenes isolates are unlikely to grow.

Two ST9 clones have diversified within the high-risk zone of factory M1. Factory
M1 produces various types of cooked sausages and pork liver paté. The raw meat
department is located next to a large high-risk production room used for processing
and packaging of heat-treated products. The two departments are separated physically
by large double-entry ovens as well as walls/doors and hygienic zone barriers (Fig. 4B).
Sausages and other products enter the ovens from the raw side. After heat treatment,
the oven doors on the cooked side are opened, and the products are taken into the
high-risk production room. Racks used for carrying products inside the ovens are
pushed back to the low-risk side after use. The majority of the isolates obtained from
factory M1 (n = 107) were from two regions in the high-risk production room: an area
for removing casings from sausages (n = 28; isolates were mainly from floors and
drains) and an area containing conveyor-based packaging lines (n = 67; isolates were
from floors, drains, and processing equipment/machines). The regions are referred to as
area | and area ll, respectively, in Fig. 4B. Although the areas had separate drains and
equipment, flow of water, personnel, and trolleys could occur across the two regions,
as they were not physically separated.

All isolates from the high-risk production room belonged to either subcluster A-M1
or subcluster B3. Subcluster A-M1 isolates (detected from 2009 to 2017) had a median
distance between any pair of isolates of 4 SNPs (range, 0 to 12) and 11 wgMLST loci
(range, 1 to 50), and the estimated time of existence of the MRCA was around 2007
(Table 2). For the subcluster B3 isolates from factory M1 (isolated from 2011 to 2017),
the median pairwise distance was 11 SNPs (range, 0 to 27) and 16 wgMLST loci (range,
2 to 32), and the MRCA was estimated to have existed around 2004 (Table 2). Although
isolates from both sampling areas | and Il were found in both subclusters (as expected,
since there were no barriers between these areas), isolates within subcluster B3 were
more strongly associated with area | and the A-M1 isolates with area Il (P = 0.004 by
two-sided Fisher's exact test). There was, however, no clear pattern with respect to
diversity between specific locations (Fig. 4B) and no apparent clustering of isolates
according to isolation year (Fig. 3 and Fig. S3). The WGS results strongly indicated that
the high-risk production room in factory M1 was home to two different ST9 lineages,
both of which had diversified within the factory for a period of around ten years and
were found in two distinct reservoirs (located in areas | and Il) from which isolates were
spread to other areas of the high-risk zone.

Only a few positive samples from plant M1 were obtained from the raw meat
department (n = 8), as it was not part of the plant’s monitoring program for L.
monocytogenes. Sampling was performed mainly in locations close to the high-risk zone
at sites mentioned by factory personnel to have suboptimal hygienic zoning between
the two departments. The ST9 isolates from the raw side were from three subclusters:
A-M1 (n = 3), B3 (n = 2), and B2 (n = 3). Thus, five isolates belonged to the two ST9
subclusters found in the high-risk zone, indicating the occurrence of contamination
between the two zones. Subcluster B2 isolates, in contrast, were not found in the more
frequently sampled high-risk production room, suggesting that the direction of trans-
mission of ST9 L. monocytogenes was more likely to be from the cooked to the raw side
rather than vice versa.
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DISCUSSION

WGS was employed in the current study to investigate the diversity and transmis-
sion patterns of ST9 strains widely disseminated within the Norwegian meat processing
industry and provides new insights into plant-to-plant and within-plant variation of L.
monocytogenes. Several reports have shown that WGS may be used as a surveillance
tool for tracking L. monocytogenes in food processing environments, and that high-
resolution subtyping of bacterial isolates is necessary to unravel contamination routes
within processing plants, as well as to track sources of foodborne outbreaks (24, 33, 34,
37, 47). The use of high-resolution WGS-based typing strategies is particularly appro-
priate for the investigation of widely distributed clones. However, many different
bioinformatic methods can be used to analyze WGS data, and the various pipelines may
not always yield concordant results (29, 48). In the current study, cgMLST did not yield
sufficient resolution to differentiate between isolates originating from different pro-
cessing plants, although it could separate the Norwegian clones from other publicly
available CC9 reference genomes (Fig. 1). Furthermore, highly comparable results were
obtained with the wgMLST- and SNP-based approaches (Fig. 2A and C; see also Fig. S1
in the supplemental material), largely grouping isolates according to their factory of
origin. The wgMLST approach detected higher numbers of differentiating loci than the
SNP analyses, even when SNP analysis was performed using reference genomes found
within the same clusters as the examined isolates. Discrepancies between the two
analyses were likely due to the exclusion of variable elements such as prophage and
plasmid regions in the SNP analysis, while the employed wgMLST scheme includes
accessory genes. The dependence on selection (or availability) of suitable reference
genomes in SNP-based analyses may complicate interpretations of genetic distances
between isolates. However, while the calculation of confidence support values for
topologies of phylogenetic trees is straightforward for trees built using SNP analyses, it
is less so for minimum spanning trees based on genomic MLST data (49). Confidence
values should be taken into account when interpreting WGS analyses (27, 29).

The obtained results highlight the importance of considering evidence such as
epidemiological data, traceback evidence, and phylogenetic tree topology, in addition
to SNP counts, when seeking to establish potential sources of bacterial contaminations
or outbreaks. The closest pairwise differences between any two isolates originating
from two different facilities among the four examined in the current study ranged from
7 to 11 SNPs and from 9 to 11 wgMLST loci. These numbers are well below the
threshold of 20 SNPs commonly employed during outbreak investigations as an
indication that two isolates have originated in the same facility (28, 34). Our study also
demonstrates the advantage of having a broad overview of the genotypes of strains
circulating in food chains to prevent the misinterpretation of data during the investi-
gation of contamination sources or in the event of potential outbreak scenarios. A more
representative overview of circulating bacterial populations may both reveal the pres-
ence of closely related isolates present in multiple facilities and allow the detection of
closely related but genetically distinct subpopulations through the building of more
detailed phylogenies. A WGS-based analysis of a less deeply sampled data set than the
ones currently considered (within clade A or B) could have resulted in the conclusion
that isolates originated from the same source when in reality they belong to distinct
subpopulations. The risk of misinterpretations would be even greater in the event that
a potential outbreak was suspected of originating from a persistent clone, subject to
diversification events within a factory, because in such cases the use of even more
relaxed genetic distance thresholds has been recommended (35).

One of the questions posed in the current study was whether WGS could be used
to differentiate between different contamination scenarios, including whether the
presence of ST9 clones in an area of a factory was likely a result of persistence, multiple
reintroduction events from an external source, or a combination of both. In the present
work, the isolates formed five distinct subclusters, and for four of the clusters, closely
related isolates were detected over the course of several (four to nine) years in the same
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meat processing facility. This typically indicates that the persistence of strains is the
most common scenario. An alternative explanation is that isolates are more or less
continuously introduced from an outside source in which the strain is persistent.

One clear indication that raw meat is a common source of the introduction of L.
monocytogenes into more than one factory was the observation that subcluster B2
isolates, mainly found in the raw meat department used for cutting and marinating raw
beef in factory M4, also were found on the raw side, but not in the high-risk zone, of
factory M1. L. monocytogenes strains, including ST9 strains, have frequently been found
to persist in meat slaughterhouses (5, 6, 15, 50-56). Therefore, a common primary
source of a certain L. monocytogenes strain present in more than one meat processing
plant potentially could be one that persists in a slaughterhouse supplying raw meat to
multiple processing plants. The raw meat distribution chain in Norway is complex,
where the same slaughterhouses deliver raw meat to many meat processing plants. The
largest meat-producing company owns several slaughterhouses and sells raw meat to
most meat processing plants. They also have a role as a market regulator and freeze
meat for long-term storage during periods of high production. For beef, about 20% to
30% of the raw meat on the Norwegian market is imported, from lamb/mutton at 2%
to 10% and <3% for pork and poultry, with some variation in import between years
based on market demands (57). The M1 plant has its own slaughter department but
also acquires raw meat from other slaughterhouses and sells raw meat to other
processing plants, while M4 and M5 do not have slaughtering departments. Factory M7
has its own slaughter department for poultry but occasionally also buys raw poultry
meat from others and routinely sells to other processing plants (>10 customers). Thus,
it is evident that different factories may receive raw meat from the same supplier, which
may explain why closely related isolates are found in multiple processing plants. The
examination of L. monocytogenes isolates found upstream in the meat chain is needed
to potentially identify the primary sources of the examined strains.

The primary origin of ST9 entering the food chain is not known. While L. monocy-
togenes is frequently found in animals, on farms, and in the natural environment, the
frequency of the different genetic groups of L. monocytogenes appears to differ
significantly in these environments compared to that observed in meat products and
the meat processing industry. L. monocytogenes ST9 is rarely found in pig or ruminant
farming environments, animals, or wild natural surroundings (22, 58-60). This sequence
type has, however, frequently been found to dominate in raw pork meat (21, 52, 61)
and is also commonly found to persist in slaughterhouses (14, 15, 24, 62) as well as in
downstream compartments in the meat processing chain (10, 22, 26). In contrast,
several studies report an absence or low abundance of ST9 in other food types and
processing environments, such as fish/salmon, dairy, and fresh produce (22, 26, 31, 47,
63). These observations suggest that ST9 isolates are highly adapted to survival in meat
production environments. We previously showed that an ST9 isolate included in the
present study (MF4562, from subcluster A-M1) outcompeted isolates of other geno-
types when grown in a meat-based growth medium (brain heart infusion [BHI]) in the
presence of Listeria innocua (64). It also has been hypothesized that L. monocytogenes
strains harboring comK prophages were adapted to meat environments (65), but
information about the STs of examined strains was not provided. The genome data
acquired in the current study will provide a basis for future studies aiming to determine
potential underlying mechanisms responsible for the tight association of ST9 strains
with the meat industry.

In conclusion, the current study confirms that isolates with few genetic differences
were found across multiple meat processing plants and emphasizes the importance of
having an overview of clones found in a given food chain to correctly interpret WGS
analyses and prevent false-positive associations between isolates. The use of epidemi-
ological data and traceback evidence is also fundamental for an accurate assessment of
the origin of a given isolate. WGS analyses were shown to successfully distinguish
between different contamination scenarios both between and within factories and can
be used to estimate the time frame of persistence. Such information may be employed
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to significantly strengthen food safety management efforts within processing plants in
the food industry.

MATERIALS AND METHODS

DNA isolation and whole-genome sequencing. Bacteria were grown on BHI agar overnight at 37°C
before a loopful of cells were suspended in 500 wl 2X Tris-EDTA (TE) buffer with 1.2% Triton X-100. Cells
were lysed using lysing matrix B and a FastPrep instrument (both MP Biomedicals), and genomic DNA
was isolated using the DNeasy blood and tissue kit (Qiagen). Libraries were prepared using the Nextera
XT DNA sample preparation kit (lllumina) and sequenced either on a MiSeq platform with 300-bp
paired-end (PE) reads or on a HiSeq platform with 150-bp PE reads (see Table S1 in the supplemental
material). Sequencing on the HiSeq platform, and one of the MiSeq runs, were performed at the
Norwegian Sequencing Centre (http://www.sequencing.uio.no); otherwise, sequencing was performed
in-house. Raw reads were filtered on q15 and trimmed of adaptors using fastg-mcf from the ea-utils
package (66).

Genome assembly. For 6 of the 252 isolates (MF4545, MF4562, MF4624, MF4697, MF4626, and
MF6172), complete genome sequence assemblies were previously prepared using both Illumina and
Nanopore sequencing data (42). For the remaining 246 isolates, de novo genome assemblies were
generated using SPAdes v.3.10 (67) with the careful option and kmer sizes of 21, 33, 55, 77, 99, and 127.
Contigs with sizes of <500 bp and kmer coverage of <5 were removed from the assemblies. The genome
assemblies were evaluated using QUAST v2.2 (68).

Genomic MLST analyses. The wgMLST analysis was performed using a whole-genome schema
containing 4,797 coding loci from the L. monocytogenes pangenome and the assembly-based BLAST
approach, implemented in BioNumerics 7.6 (69). The cgMLST analysis was performed using the scheme
described by Moura et al. (19), and results were either extracted from the wgMLST analysis (for isolates
sequenced in the current study) or (for reference genomes) obtained using the KMA alignment method
and the cgMLSTfinder program, which maps the filtered fastq reads to a database of the cgMLST alleles
(70, 71). Minimum spanning trees were constructed using BioNumerics 7.6 based on the categorical
differences in the allelic cgMLST or wgMLST profiles for each isolate. Loci with no allele calls were not
considered in the pairwise comparison between two genomes. The number of allelic differences
between isolates was read from genetic distance matrices computed from the absolute number of
categorical differences between genomes.

Selection of public reference genomes for comparison. Reference genomes included in the
cgMLST analysis of a cross-section of CC9 strains were selected and identified using the following
sources. (i) Typing data were downloaded from the BIGSdb-Lm database (http://bigsdb.pasteur.fr/listeria/
listeria.html) for the 19 L. monocytogenes sublineage 9 (SL9) isolates with associated cgMLST profiles
publicly available on 19 March 2019. (ii) The L. monocytogenes AT3E genome (39) was selected for
inclusion in the analysis, since it was previously identified as being related to isolates examined in the
current study (42). As raw reads were not publicly available for AT3E, the cgMLST profile was obtained
using the BioNumerics assembly-based wgMLST BLAST approach. For the remaining L. monocytogenes
CC9 reference strains, publicly available raw fastq data were downloaded from the Sequence Read
Archive (SRA) database (https://www.ncbi.nIm.nih.gov/sra). (iii) Of the 1,696 isolates included in the study
by Moura et al. (19), 78 belonged to CC9, and of these, fastq read data were available for 55 genomes.
cgMLST data for one strain (FSL R2-561) were also present in the BIGSdb data set; thus, 54 genomes were
included. (iv) Among the 1,231 L. monocytogenes genome assemblies present in NCBI GenBank as of 6
December 2016, 87 were determined by in silico MLST analysis (72, 73) to belong to CC9, and of these,
fastq read data were available for 27 isolates, of which nine were also present in the study by Moura et
al. (19); thus, 18 genomes were obtained from this data set. (v) The LiSEQ project (74) included 110 L.
monocytogenes CC9 strains from European countries that were included in the current analysis. In total,
202 CC9 reference genomes were selected for comparative analysis using cgMLST.

SNP analysis. The reference genomes used were L. monocytogenes SLCC 2479 (ST9; GenBank
accession number NC_018589 [41]) and the chromosomes of L. monocytogenes MF4562 (clade A;
GenBank accession number CP025442 [42]) and L. monocytogenes MF4697 (clade B, GenBank accession
number CP025438 [42]). Each reference genome had two prophage regions, which were not conserved
between strains and were excluded from the analysis. For each of the 252 ST9 isolates, Illumina reads
filtered using fastg-mcf (described above) were mapped against the references using Bowtie2 v.2.2.6 or
v.2.3.5.1 (75). Variants were called using FreeBayes v1.2.0-17 (76) with the ploidy option set to 1. The
called variants were filtered using VCFtools (77) to remove indels, SNPs with quality values of <30, SNPs
with missing data in >35% of genomes, and genotypes with <10 reads. SNPs clustered closer than
1,000 bp in the same individual isolate were excluded. The SNPs in each genome were extracted from the
filtered FreeBayes outputs and concatenated into fasta pseudosequences containing only SNP sites (78),
which then were used to generate multiple-sequence alignments. Maximum parsimony trees were built
from the concatenated SNP alignments using BioNumerics 7.6 with default parameter values and 100X
bootstrap resampling. In each analysis, the tree with the highest resampling support was computed. The
SNP distance matrices summarizing the number of sites that differ between each pair of sequences were
built from the filtered FreeBayes outputs using the dist.dna() function from the R package ape v.5.3 (79),
using pairwise deletion of sites with missing data.

Tip-dated phylogenetic analysis. Timed phylogeny was reconstructed from the concatenated SNP
alignment obtained with the SLCC 2479 reference genome, using the Bayesian Markov chain Monte Carlo
(MCMC) method available in BEAST v1.10.4 (45). The sampling date for each isolate was entered as the
tip date. For 21 isolates collected between 2009 and 2012, only the sampling year was known, and for
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these isolates, the sampling date was set to July 1 and the uncertainty value associated with the date was
set to 1. For two isolates, only the sampling month and year were known, and for these, the 1st of the
month was used. The most recently sampled isolate was sampled on 18 November 2017, which was set
as the current date. To estimate the time of the most recent common ancestor (MRCA) for subclades,
taxon sets were defined as comprising the isolates belonging to the clades and subclusters described in
the study (clades A and B and subclusters A-M1, A-M4, B1, B2, B3, and B2/B3) (Table 2). Settings used
were the HKY nucleotide substitution model, a strict molecular clock, and a coalescent constant size tree
prior with a random starting tree. The analysis was run with a chain length of 10°, a sampling frequency
of 10, and a 5% burn-in. The effective sample size (ESS) values and trace files were monitored to ensure
sufficient mixing (ESS of >1,000 for all statistics). The MCMC output was summarized as a maximum
clade credibility tree, i.e., the tree with the highest product of the posterior probabilities of all its nodes.

Data availability. The raw reads have been deposited in the National Center for Biotechnology
Information (NCBI) Sequence Read Archive (SRA) under BioProject accession no. PRINA419519. Accession
numbers for individual genomes have been submitted to NCBI's Sequence Read Archive and BioSample
databases (accession numbers SRR11261968 to SRR11262219 and accession numbers SAMN08056483 to
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SAMNO08056488 and SAMN14314680 to SAMN14314925; see Table S1 for details).

SUPPLEMENTAL MATERIAL

Supplemental material is available online only.
SUPPLEMENTAL FILE 1, PDF file, 1.9 MB.

ACKNOWLEDGMENTS

technical assistance.

Industry, grant numbers 207765 and 262306.

REFERENCES

1.

Smith AM, Tau NP, Smouse SL, Allam M, Ismail A, Ramalwa NR, Diseny-
eng B, Ngomane M, Thomas J. 2019. Outbreak of Listeria monocytogenes
in South Africa, 2017-2018: laboratory activities and experiences associ-
ated with whole-genome sequencing analysis of isolates. Foodborne
Pathog Dis 16:524-530. https://doi.org/10.1089/fpd.2018.2586.

. Gilmour MW, Graham M, Van Domselaar G, Tyler S, Kent H, Trout-Yakel

KM, Larios O, Allen V, Lee B, Nadon C. 2010. High-throughput genome
sequencing of two Listeria monocytogenes clinical isolates during a large
foodborne outbreak. BMC Genomics 11:120. https://doi.org/10.1186/
1471-2164-11-120.

. Olsen SJ, Patrick M, Hunter SB, Reddy V, Kornstein L, MacKenzie WR, Lane

K, Bidol S, Stoltman GA, Frye DM, Lee |, Hurd S, Jones TF, LaPorte TN,
Dewitt W, Graves L, Wiedmann M, Schoonmaker-Bopp DJ, Huang AJ,
Vincent C, Bugenhagen A, Corby J, Carloni ER, Holcomb ME, Woron RF,
Zansky SM, Dowdle G, Smith F, Ahrabi-Fard S, Ong AR, Tucker N, Hynes
NA, Mead P. 2005. Multistate outbreak of Listeria monocytogenes infec-
tion linked to delicatessen turkey meat. Clin Infect Dis 40:962-967.
https://doi.org/10.1086/428575.

. Mgretrg T, Langsrud S. 2004. Listeria monocytogenes: biofilm formation

and persistence in food processing environments. Biofilms 1:107-121.
https://doi.org/10.1017/5S1479050504001322.

. Ferreira V, Wiedmann M, Teixeira P, Stasiewicz MJ. 2014. Listeria mono-

cytogenes persistence in food-associated environments: epidemiology,
strain characteristics, and implications for public health. J Food Prot
77:150-170. https://doi.org/10.4315/0362-028X.JFP-13-150.

. Nesbakken T, Kapperud G, Caugant D. 1996. Pathways of Listeria mono-

cytogenes contamination in the meat processing industry. Int J Food
Microbiol 31:161-171. https://doi.org/10.1016/0168-1605(96)00978-6.

. Lépez V, Villatoro D, Ortiz S, Lopez P, Navas J, Davila JC, Martinez-Suarez

JV. 2008. Molecular tracking of Listeria monocytogenes in an lberian pig
abattoir and processing plant. Meat Sci 78:130-134. https://doi.org/10
.1016/j.meatsci.2007.05.002.

. Lundén JM, Autio TJ, Korkeala HJ. 2002. Transfer of persistent Listeria

monocytogenes contamination between food-processing plants associ-
ated with a dicing machine. J Food Prot 65:1129-1133. https://doi.org/
10.4315/0362-028x-65.7.1129.

. Ferreira V, Barbosa J, Stasiewicz M, Vongkamjan K, Switt AM, Hogg T,

Gibbs P, Teixeira P, Wiedmann M. 2011. Diverse geno- and phenotypes
of persistent Listeria monocytogenes isolates from fermented meat sau-

July 2020 Volume 86 Issue 14 e00579-20

We thank Merete Rusas Jensen, Tove Maugesten, and Anette Wold Asli for excellent

This work was funded by the Norwegian Research Funding for Agriculture and Food

sage production facilities in Portugal. Appl Environ Microbiol 77:
2701-2715. https://doi.org/10.1128/AEM.02553-10.

. Martin B, Perich A, Gémez D, Yangiela J, Rodriguez A, Garriga M,

Aymerich T. 2014. Diversity and distribution of Listeria monocytogenes in
meat processing plants. Food Microbiol 44:119-127. https://doi.org/10
.1016/j.fm.2014.05.014.

. Bolocan AS, Oniciuc EA, Alvarez-Ordériez A, Wagner M, Rychli K, Jordan

K, Nicolau Al. 2015. Putative cross-contamination routes of Listeria mono-
cytogenes in a meat processing facility in Romania. J Food Prot 78:
1664 -1674. https://doi.org/10.4315/0362-028X.JFP-14-539.

. Stoller A, Stevens MJA, Stephan R, Guldimann C. 2019. Characteristics of

Listeria monocytogenes strains persisting in a meat processing facility over a
4-year period. Pathogens 8:32. https://doi.org/10.3390/pathogens8010032.

. Véghova A, Minarovi¢ova J, Korenova J, Drahovskd H, Kaclikova E. 2017.

Prevalence and tracing of persistent Listeria monocytogenes strains in
meat processing facility production chain. J Food Saf 37:12315. https://
doi.org/10.1111/jfs.12315.

. Melero B, Manso B, Stessl B, Hernandez M, Wagner M, Rovira J,

Rodriguez-Lazaro D. 2019. Distribution and persistence of Listeria mono-
cytogenes in a heavily contaminated poultry processing facility. J Food
Prot 82:1524-1531. https://doi.org/10.4315/0362-028X.JFP-19-087.

. Cherifi T, Carrillo C, Lambert D, Miniai |, Quessy S, Lariviére-Gauthier G,

Blais B, Fravalo P. 2018. Genomic characterization of Listeria monocyto-
genes isolates reveals that their persistence in a pig slaughterhouse is
linked to the presence of benzalkonium chloride resistance genes. BMC
Microbiol 18:220. https://doi.org/10.1186/512866-018-1363-9.

. Chenal-Francisque V, Lopez J, Cantinelli T, Caro V, Tran C, Leclercq A,

Lecuit M, Brisse S. 2011. Worldwide distribution of major clones of
Listeria monocytogenes. Emerg Infect Dis 17:1110-1112. https://doi.org/
10.3201/eid/1706.101778.

. Parisi A, Latorre L, Normanno G, Miccolupo A, Fraccalvieri R, Lorusso V,

Santagada G. 2010. Amplified fragment length polymorphism and multi-
locus sequence typing for high-resolution genotyping of Listeria mono-
cytogenes from foods and the environment. Food Microbiol 27:101-108.
https://doi.org/10.1016/j.fm.2009.09.001.

. Ragon M, Wirth T, Hollandt F, Lavenir R, Lecuit M, Le Monnier A, Brisse

S. 2008. A new perspective on Listeria monocytogenes evolution. PLoS
Pathog 4:€1000146. https://doi.org/10.1371/journal.ppat.1000146.

. Moura A, Criscuolo A, Pouseele H, Maury MM, Leclercq A, Tarr C, Bjork-

man JT, Dallman T, Reimer A, Enouf V, Larsonneur E, Carleton H, Bracg-

aem.asm.org 16


https://www.ncbi.nlm.nih.gov/bioproject/?term=PRJNA419519
https://www.ncbi.nlm.nih.gov/sra/SRR11261968
https://www.ncbi.nlm.nih.gov/sra/SRR11262219
https://www.ncbi.nlm.nih.gov/biosample/SAMN08056483
https://www.ncbi.nlm.nih.gov/biosample/SAMN08056488
https://www.ncbi.nlm.nih.gov/biosample/SAMN14314680
https://www.ncbi.nlm.nih.gov/biosample/?term=SAMN14314925
https://doi.org/10.1089/fpd.2018.2586
https://doi.org/10.1186/1471-2164-11-120
https://doi.org/10.1186/1471-2164-11-120
https://doi.org/10.1086/428575
https://doi.org/10.1017/S1479050504001322
https://doi.org/10.4315/0362-028X.JFP-13-150
https://doi.org/10.1016/0168-1605(96)00978-6
https://doi.org/10.1016/j.meatsci.2007.05.002
https://doi.org/10.1016/j.meatsci.2007.05.002
https://doi.org/10.4315/0362-028x-65.7.1129
https://doi.org/10.4315/0362-028x-65.7.1129
https://doi.org/10.1128/AEM.02553-10
https://doi.org/10.1016/j.fm.2014.05.014
https://doi.org/10.1016/j.fm.2014.05.014
https://doi.org/10.4315/0362-028X.JFP-14-539
https://doi.org/10.3390/pathogens8010032
https://doi.org/10.1111/jfs.12315
https://doi.org/10.1111/jfs.12315
https://doi.org/10.4315/0362-028X.JFP-19-087
https://doi.org/10.1186/s12866-018-1363-9
https://doi.org/10.3201/eid/1706.101778
https://doi.org/10.3201/eid/1706.101778
https://doi.org/10.1016/j.fm.2009.09.001
https://doi.org/10.1371/journal.ppat.1000146
https://aem.asm.org

WGS of L. monocytogenes ST9 from Meat Industry

20.

21.

22.

23.

24,

25.

26.

27.

28.

29.

30.

31

32

33.

34,

July 2020 Volume 86

Dieye H, Katz LS, Jones L, Touchon M, Tourdjman M, Walker M, Stroika
S, Cantinelli T, Chenal-Francisque V, Kucerova Z, Rocha EPC, Nadon C,
Grant K, Nielsen EM, Pot B, Gerner-Smidt P, Lecuit M, Brisse S. 2016.
Whole genome-based population biology and epidemiological surveil-
lance of Listeria monocytogenes. Nat Microbiol 2:16185. https://doi.org/
10.1038/nmicrobiol.2016.185.

Wang Y, Zhao AL, Zhu RF, Lan RT, Jin D, Cui ZG, Wang YL, Li ZC, Wang
YT, Xu JG, Ye CY. 2012. Genetic diversity and molecular typing of Listeria
monocytogenes in China. BMC Microbiol 12:119. https://doi.org/10.1186/
1471-2180-12-119.

Chen M, Cheng J, Zhang J, Chen Y, Zeng H, Xue L, Lei T, Pang R, Wu S,
Wu H, Zhang S, Wei X, Zhang Y, Ding Y, Wu Q. 2019. Isolation, potential
virulence, and population diversity of Listeria monocytogenes from meat
and meat products in China. Front Microbiol 10:946. https://doi.org/10
.3389/fmicb.2019.00946.

Félix B, Feurer C, Maillet A, Guillier L, Boscher E, Kerouanton A, Denis M,
Roussel S. 2018. Population genetic structure of Listeria monocytogenes
strains isolated from the pig and pork production chain in France. Front
Microbiol 9:684. https://doi.org/10.3389/fmicb.2018.00684.

Maury MM, Bracg-Dieye H, Huang L, Vales G, Lavina M, Thouvenot P,
Disson O, Leclercq A, Brisse S, Lecuit M. 2019. Hypervirulent Listeria
monocytogenes clones’ adaptation to mammalian gut accounts for their
association with dairy products. Nat Commun 10:2488. https://doi.org/
10.1038/541467-019-10380-0.

Nastasijevic I, Milanov D, Velebit B, Djordjevic V, Swift C, Painset A,
Lakicevic B. 2017. Tracking of Listeria monocytogenes in meat establish-
ment using whole genome sequencing as a food safety management
tool: a proof of concept. Int J Food Microbiol 257:157-164. https://doi
.0rg/10.1016/j.iffoodmicro.2017.06.015.

Morganti M, Scaltriti E, Cozzolino P, Bolzoni L, Casadei G, Pierantoni M,
Foni E, Pongolini S. 2016. Processing-dependent and clonal contamina-
tion patterns of Listeria monocytogenes in the cured ham food chain
revealed by genetic analysis. Appl Environ Microbiol 82:822-831.
https://doi.org/10.1128/AEM.03103-15.

Mgretrg T, Schirmer BCT, Heir E, Fagerlund A, Hjemli P, Langsrud S. 2017.
Tolerance to quaternary ammonium compound disinfectants may enhance
growth of Listeria monocytogenes in the food industry. Int J Food Microbiol
241:215-224. https://doi.org/10.1016/j.ijfoodmicro.2016.10.025.

Pightling AW, Pettengill JB, Luo Y, Baugher JD, Rand H, Strain E. 2018.
Interpreting whole-genome sequence analyses of foodborne bacteria
for regulatory applications and outbreak investigations. Front Microbiol
9:1482. https://doi.org/10.3389/fmicb.2018.01482.

Wang Y, Pettengill JB, Pightling A, Timme R, Allard M, Strain E, Rand H.
2018. Genetic diversity of Salmonella and Listeria isolates from food
facilities. J Food Prot 81:2082-2089. https://doi.org/10.4315/0362-028X
JFP-18-093.

Jagadeesan B, Baert L, Wiedmann M, Orsi RH. 2019. Comparative analysis
of tools and approaches for source tracking Listeria monocytogenes in a
food facility using whole-genome sequence data. Front Microbiol 10:
947. https://doi.org/10.3389/fmicb.2019.00947.

Palma F, Pasquali F, Lucchi A, De Cesare A, Manfreda G. 2017. Whole
genome sequencing for typing and characterisation of Listeria monocy-
togenes isolated in a rabbit meat processing plant. Ital J Food Saf 6:6879.
https://doi.org/10.4081/ijfs.2017.6879.

Smith A, Hearn J, Taylor C, Wheelhouse N, Kaczmarek M, Moorhouse E,
Singleton 1. 2019. Listeria monocytogenes isolates from ready to eat plant
produce are diverse and have virulence potential. Int J Food Microbiol
299:23-32. https://doi.org/10.1016/j.iffoodmicro.2019.03.013.

Gelbi¢ova T, Florianova M, Tomastikova Z, Pospisilova L, Kolackova |,
Karpiskova R. 2019. Prediction of persistence of Listeria monocytogenes
ST451 in a rabbit meat processing plant in the Czech Republic. J Food
Prot 82:1350-1356. https://doi.org/10.4315/0362-028X.JFP-19-030.
Hurley D, Luque-Sastre L, Parker CT, Huynh S, Eshwar AK, Nguyen SV,
Andrews N, Moura A, Fox EM, Jordan K, Lehner A, Stephan R, Fanning S.
2019. Whole-genome sequencing-based characterization of 100 Listeria
monocytogenes isolates collected from food processing environments
over a four-year period. mSphere 4:€00252-19. https://doi.org/10.1128/
mSphere.00252-19.

Allard MW, Strain E, Rand H, Melka D, Correll WA, Hintz L, Stevens E,
Timme R, Lomonaco S, Chen Y, Musser SM, Brown EW. 2019. Whole
genome sequencing uses for foodborne contamination and compliance:
discovery of an emerging contamination event in an ice cream facility
using whole genome sequencing. Infect Genet Evol 73:214-220. https://
doi.org/10.1016/j.meegid.2019.04.026.

Issue 14 e00579-20

35.

36.

37.

38.

39.

40.

41.

42.

43.

44,

45,

46.

47.

48.

49.

50.

51.

Applied and Environmental Microbiology

Gerner-Smidt P, Besser J, Concepcién-Acevedo J, Folster JP, Huffman J,
Joseph LA, Kucerova Z, Nichols MC, Schwensohn CA, Tolar B. 2019.
Whole genome sequencing: bridging one-health surveillance of food-
borne diseases. Front Public Health 7:172. https://doi.org/10.3389/fpubh
.2019.00172.

Chen Y, Luo Y, Curry P, Timme R, Melka D, Doyle M, Parish M, Hammack
TS, Allard MW, Brown EW, Strain EA. 2017. Assessing the genome level
diversity of Listeria monocytogenes from contaminated ice cream and
environmental samples linked to a listeriosis outbreak in the United
States. PLoS One 12:0171389. https://doi.org/10.1371/journal.pone
.0171389.

Jagadeesan B, Gerner-Smidt P, Allard MW, Leuillet S, Winkler A, Xiao Y,
Chaffron S, Van Der Vossen J, Tang S, Katase M, McClure P, Kimura B,
Ching Chai L, Chapman J, Grant K. 2019. The use of next generation
sequencing for improving food safety: translation into practice. Food
Microbiol 79:96-115. https://doi.org/10.1016/j.fm.2018.11.005.
Stasiewicz MJ, Oliver HF, Wiedmann M, den Bakker HC. 2015. Whole-
genome sequencing allows for improved identification of persistent
Listeria monocytogenes in food-associated environments. Appl Environ
Microbiol 81:6024-6037. https://doi.org/10.1128/AEM.01049-15.
Pontinen A, Aalto-Araneda M, Lindstrom M, Korkeala H. 2017. Heat resis-
tance mediated by pLM58 plasmid-borne ClpL in Listeria monocytogenes.
mSphere 2:e00364-17. https://doi.org/10.1128/mSphere.00364-17.

Chen P, Kong N, Huang B, Thao K, Ng W, Storey DB, Arabyan N, Foutouhi A,
Foutouhi S, Weimer BC. 2017. 100K pathogen genome project: 306 Listeria
draft genome sequences for food safety and public health. Genome An-
nounc 5:¢00967-16. https://doi.org/10.1128/genomeA.00967-16.

Kuenne C, Billion A, Mraheil MA, Strittmatter A, Daniel R, Goesmann A,
Barbuddhe S, Hain T, Chakraborty T. 2013. Reassessment of the Listeria
monocytogenes pan-genome reveals dynamic integration hotspots and
mobile genetic elements as major components of the accessory ge-
nome. BMC Genomics 14:47. https://doi.org/10.1186/1471-2164-14-47.
Fagerlund A, Langsrud S, Moen B, Heir E, Mgretrg T. 2018. Complete
genome sequences of six Listeria monocytogenes sequence type 9 iso-
lates from meat processing plants in Norway. Genome Announc
6:200016-18. https://doi.org/10.1128/genomeA.00016-18.

Lindstedt BA, Tham W, Danielsson-Tham ML, Vardund T, Helmersson S,
Kapperud G. 2008. Multiple-locus variable-number tandem-repeats anal-
ysis of Listeria monocytogenes using multicolour capillary electrophoresis
and comparison with pulsed-field gel electrophoresis typing. J Microbiol
Methods 72:141-148. https://doi.org/10.1016/j.mimet.2007.11.012.
Chenal-Francisque V, Diancourt L, Cantinelli T, Passet V, Tran-Hykes C,
Bracg-Dieye H, Leclercq A, Pourcel C, Lecuit M, Brisse S. 2013. Optimized
multilocus variable-number tandem-repeat analysis assay and its com-
plementarity with pulsed-field gel electrophoresis and multilocus se-
quence typing for Listeria monocytogenes clone identification and sur-
veillance. J Clin Microbiol 51:1868-1880. https://doi.org/10.1128/JCM
.00606-13.

Suchard MA, Lemey P, Baele G, Ayres DL, Drummond AJ, Rambaut A.
2018. Bayesian phylogenetic and phylodynamic data integration using
BEAST 1.10. Virus Evol 4:vey016. https://doi.org/10.1093/ve/vey016.
Fagerlund A, Langsrud S, Schirmer BCT, Mgretrg T, Heir E. 2016. Genome
analysis of Listeria monocytogenes sequence type 8 strains persisting in
salmon and poultry processing environments and comparison with
related strains. PLoS One 11:¢0151117. https://doi.org/10.1371/journal
.pone.0151117.

Harrand AS, Jagadeesan B, Baert L, Wiedmann M, Orsi RH. 2020. Evolution
of Listeria monocytogenes in a food processing plant involves limited single-
nucleotide substitutions but considerable diversification by gain and loss of
prophages. Appl Environ Microbiol 86:02493-19. https://doi.org/10.1128/
AEM.02493-19.

Henri C, Leekitcharoenphon P, Carleton HA, Radomski N, Kaas RS, Mariet
JF, Felten A, Aarestrup FM, Gerner Smidt P, Roussel S, Guillier L, Mistou
MY, Hendriksen RS. 2017. An assessment of different genomic ap-
proaches for inferring phylogeny of Listeria monocytogenes. Front Mi-
crobiol 8:2351. https://doi.org/10.3389/fmicb.2017.02351.

Teixeira AS, Monteiro PT, Carrico JA, Ramirez M, Francisco AP. 2015. Not
seeing the forest for the trees: size of the minimum spanning trees (MSTs)
forest and branch significance in MST-based phylogenetic analysis. PLoS
One 10:¢0119315. https://doi.org/10.1371/journal.pone.0119315.
Thevenot D, Dernburg A, Vernozy-Rozand C. 2006. An updated review of
Listeria monocytogenes in the pork meat industry and its products. J Appl
Microbiol 101:7-17. https://doi.org/10.1111/j.1365-2672.2006.02962.x.
Rothrock MJ, Davis ML, Locatelli A, Bodie A, McIntosh TG, Donaldson JR,

aem.asm.org 17


https://doi.org/10.1038/nmicrobiol.2016.185
https://doi.org/10.1038/nmicrobiol.2016.185
https://doi.org/10.1186/1471-2180-12-119
https://doi.org/10.1186/1471-2180-12-119
https://doi.org/10.3389/fmicb.2019.00946
https://doi.org/10.3389/fmicb.2019.00946
https://doi.org/10.3389/fmicb.2018.00684
https://doi.org/10.1038/s41467-019-10380-0
https://doi.org/10.1038/s41467-019-10380-0
https://doi.org/10.1016/j.ijfoodmicro.2017.06.015
https://doi.org/10.1016/j.ijfoodmicro.2017.06.015
https://doi.org/10.1128/AEM.03103-15
https://doi.org/10.1016/j.ijfoodmicro.2016.10.025
https://doi.org/10.3389/fmicb.2018.01482
https://doi.org/10.4315/0362-028X.JFP-18-093
https://doi.org/10.4315/0362-028X.JFP-18-093
https://doi.org/10.3389/fmicb.2019.00947
https://doi.org/10.4081/ijfs.2017.6879
https://doi.org/10.1016/j.ijfoodmicro.2019.03.013
https://doi.org/10.4315/0362-028X.JFP-19-030
https://doi.org/10.1128/mSphere.00252-19
https://doi.org/10.1128/mSphere.00252-19
https://doi.org/10.1016/j.meegid.2019.04.026
https://doi.org/10.1016/j.meegid.2019.04.026
https://doi.org/10.3389/fpubh.2019.00172
https://doi.org/10.3389/fpubh.2019.00172
https://doi.org/10.1371/journal.pone.0171389
https://doi.org/10.1371/journal.pone.0171389
https://doi.org/10.1016/j.fm.2018.11.005
https://doi.org/10.1128/AEM.01049-15
https://doi.org/10.1128/mSphere.00364-17
https://doi.org/10.1128/genomeA.00967-16
https://doi.org/10.1186/1471-2164-14-47
https://doi.org/10.1128/genomeA.00016-18
https://doi.org/10.1016/j.mimet.2007.11.012
https://doi.org/10.1128/JCM.00606-13
https://doi.org/10.1128/JCM.00606-13
https://doi.org/10.1093/ve/vey016
https://doi.org/10.1371/journal.pone.0151117
https://doi.org/10.1371/journal.pone.0151117
https://doi.org/10.1128/AEM.02493-19
https://doi.org/10.1128/AEM.02493-19
https://doi.org/10.3389/fmicb.2017.02351
https://doi.org/10.1371/journal.pone.0119315
https://doi.org/10.1111/j.1365-2672.2006.02962.x
https://aem.asm.org

Fagerlund et al.

52.

53.

54.

55.

56.

57.

58.

59.

60.

61.

62.

63.

64.

July 2020 Volume 86

Ricke SC. 2017. Listeria occurrence in poultry flocks: detection and
potential implications. Front Vet Sci 4:125. https://doi.org/10.3389/fvets
.2017.00125.

Luo LJ, Zhang ZD, Wang H, Wang PF, Lan RT, Deng JP, Miao YM, Wang
Y, Wang Y, Xu JG, Zhang L, Sun SS, Liu X, Zhou Y, Chen X, Li Q, Ye CY.
2017. A 12-month longitudinal study of Listeria monocytogenes contam-
ination and persistence in pork retail markets in China. Food Control
76:66-73. https://doi.org/10.1016/j.foodcont.2016.12.037.

Autio T, Sateri T, Fredriksson-Ahomaa M, Rahkio M, Lundén J, Korkeala H.
2000. Listeria monocytogenes contamination pattern in pig slaughter-
houses. J Food Prot 63:1438-1442. https://doi.org/10.4315/0362-028x
-63.10.1438.

Santorum P, Garcia R, Lépez V, Martinez-Sudrez JV. 2012. Review. Dairy
farm management and production practices associated with the pres-
ence of Listeria monocytogenes in raw milk and beef. Span J Agric Res
10:360-371. https://doi.org/10.5424/sjar/2012102-314-11.

Hellstrom S, Laukkanen R, Siekkinen KM, Ranta J, Maijala R, Korkeala H.
2010. Listeria monocytogenes contamination in pork can originate from
farms. J Food Prot 73:641-648. https://doi.org/10.4315/0362-028x-73.4
641.

Camargo AC, Dias MR, Cossi MVC, Lanna F, Cavicchioli VQ, Vallim DC,
Pinto PSD, Hofer E, Nero LA. 2015. Serotypes and pulsotypes diversity of
Listeria monocytogenes in a beef-processing environment. Foodborne
Pathog Dis 12:323-326. https://doi.org/10.1089/fpd.2014.1875.

Kjos AK, Nafstad O, Odden H, Ruud TA, Saltnes T, Ytterdahl M. 2019.
Kjottets tilstand 2019. Status i norsk kjett- og eggproduksjon. Animalia
AS, Oslo, Norway. https://www.animalia.no/contentassets
/3dce35cde68a47b091097fa8c6ec2dd5/kjottets-tilstand-2019
.pdf.

Steckler AJ, Cardenas-Alvarez MX, Townsend Ramsett MK, Dyer N,
Bergholz TM. 2018. Genetic characterization of Listeria monocytogenes
from ruminant listeriosis from different geographical regions in the U.S.
Vet Microbiol 215:93-97. https://doi.org/10.1016/j.vetmic.2017.12.021.
Papi¢ B, Pate M, Félix B, Kusar D. 2019. Genetic diversity of Listeria
monocytogenes strains in ruminant abortion and rhombencephalitis
cases in comparison with the natural environment. BMC Microbiol 19:
299. https://doi.org/10.1186/512866-019-1676-3.

Gismervik K, Aspholm M, Rervik LM, Bruheim T, Andersen A, Skaar . 2015.
Invading slugs (Arion vulgaris) can be vectors for Listeria monocytogenes. J
Appl Microbiol 118:809-816. https://doi.org/10.1111/jam.12750.

Ma A, Wang Y, Wang Y, Li D, Xu H, Yuan X, Liu K, Ye C. 2015. Molecular
epidemiological characteristics of Listeria monocytogenes isolated from
raw meat samples in some regions of Beijing, China. Chinese J Zoonoses
31:403-407.

De Cesare A, Parisi A, Mioni R, Comin D, Lucchi A, Manfreda G. 2017.
Listeria monocytogenes circulating in rabbit meat products and slaugh-
terhouses in ltaly: prevalence data and comparison among typing re-
sults. Foodborne Pathog Dis 14:167-176. https://doi.org/10.1089/fpd
.2016.2211.

Palma F, Brauge T, Radomski N, Mallet L, Felten A, Mistou MY, Brisabois
A, Guillier L, Midelet-Bourdin G. 2020. Dynamics of mobile genetic
elements of Listeria monocytogenes persisting in ready-to-eat seafood
processing plants in France. BMC Genomics 21:130. https://doi.org/10
.1186/512864-020-6544-X.

Heir E, Moretrg T, Simensen A, Langsrud S. 2018. Listeria monocytogenes

Issue 14 e00579-20

65.

66.

67.

68.

69.

70.

71.

72.

73.

74.

75.

76.

77.

78.

79.

Applied and Environmental Microbiology

strains show large variations in competitive growth in mixed culture bio-
films and suspensions with bacteria from food processing environments. Int
J Food Microbiol 275:46-55. https://doi.org/10.1016/j.iffoodmicro.2018.03
.026.

Verghese B, Lok M, Wen J, Alessandria V, Chen Y, Kathariou S, Knabel S.
2011. comK prophage junction fragments as markers for Listeria mono-
cytogenes genotypes unique to individual meat and poultry processing
plants and a model for rapid niche-specific adaptation, biofilm forma-
tion, and persistence. Appl Environ Microbiol 77:3279-3292. https://doi
.org/10.1128/AEM.00546-11.

Aronesty E. 2011. ea-utils: command-line tools for processing biological
sequencing data. https://github.com/ExpressionAnalysis/ea-utils. Ac-
cessed 3 April 2014,

Bankevich A, Nurk S, Antipov D, Gurevich AA, Dvorkin M, Kulikov AS,
Lesin VM, Nikolenko SI, Son P, 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 sequenc-
ing. J Comput Biol 19:455-477. https://doi.org/10.1089/cmb.2012.0021.
Gurevich A, Saveliev V, Vyahhi N, Tesler G. 2013. QUAST: quality assess-
ment tool for genome assemblies. Bioinformatics 29:1072-1075. https://
doi.org/10.1093/bioinformatics/btt086.

Applied Maths. 2015. Listeria monocytogenes whole genome sequence
typing. http://www.applied-maths.com/news/listeria-monocytogenes
-whole-genome-sequence-typing. Accessed 2 December 2019.

Clausen P, Aarestrup FM, Lund O. 2018. Rapid and precise alignment of
raw reads against redundant databases with KMA. BMC Bioinformatics
19:307. https://doi.org/10.1186/512859-018-2336-6.

Lund O. 2014. cgMLSTfinder. https://bitbucket.org/genomicepidemiology/
cgmlistfinder. Accessed 6 February 2019.

Seemann T. 2014. MLST. https://github.com/tseemann/mlst. Accessed
19 April 2017.

Jolley KA, Maiden MC. 2010. BIGSdb: scalable analysis of bacterial ge-
nome variation at the population level. BMC Bioinformatics 11:595.
https://doi.org/10.1186/1471-2105-11-595.

Painset A, Bjorkman JT, Kiil K, Guillier L, Mariet JF, Félix B, Amar C, Rotariu
O, Roussel S, Perez-Reche F, Brisse S, Moura A, Lecuit M, Forbes K,
Strachan N, Grant K, Mgller-Nielsen E, Dallman TJ. 2019. LiSEQ—whole-
genome sequencing of a cross-sectional survey of Listeria monocyto-
genes in ready-to-eat foods and human clinical cases in Europe. Microb
Genom 5:000257. https://doi.org/10.1099/mgen.0.000257.

Langmead B, Salzberg SL. 2012. Fast gapped-read alignment with Bow-
tie 2. Nat Methods 9:357-359. https://doi.org/10.1038/nmeth.1923.
Garrison E, Marth G. 2012. Haplotype-based variant detection from
short-read sequencing. arXiv 1207.3907 [g-bio.GN] https://arxiv.org/abs/
1207.3907.

Danecek P, Auton A, Abecasis G, Albers CA, Banks E, DePristo MA, Hand-
saker RE, Lunter G, Marth GT, Sherry ST, McVean G, Durbin R, Genomes
Project Analysis Group. 2011. The variant call format and VCFtools. Bioin-
formatics 27:2156-2158. https://doi.org/10.1093/bioinformatics/btr330.
Bergey CM. 2012. vcf-tab-to-fasta. http://code.google.com/p/vcf-tab-to
-fasta. Accessed 12 November 2015.

Paradis E, Schliep K. 2019. ape 5.0: an environment for modern phylo-
genetics and evolutionary analyses in R. Bioinformatics 35:526-528.
https://doi.org/10.1093/bioinformatics/bty633.

aem.asm.org 18


https://doi.org/10.3389/fvets.2017.00125
https://doi.org/10.3389/fvets.2017.00125
https://doi.org/10.1016/j.foodcont.2016.12.037
https://doi.org/10.4315/0362-028x-63.10.1438
https://doi.org/10.4315/0362-028x-63.10.1438
https://doi.org/10.5424/sjar/2012102-314-11
https://doi.org/10.4315/0362-028x-73.4.641
https://doi.org/10.4315/0362-028x-73.4.641
https://doi.org/10.1089/fpd.2014.1875
https://www.animalia.no/contentassets/3dce35cde68a47b091097fa8c6ec2dd5/kjottets-tilstand-2019.pdf
https://www.animalia.no/contentassets/3dce35cde68a47b091097fa8c6ec2dd5/kjottets-tilstand-2019.pdf
https://www.animalia.no/contentassets/3dce35cde68a47b091097fa8c6ec2dd5/kjottets-tilstand-2019.pdf
https://doi.org/10.1016/j.vetmic.2017.12.021
https://doi.org/10.1186/s12866-019-1676-3
https://doi.org/10.1111/jam.12750
https://doi.org/10.1089/fpd.2016.2211
https://doi.org/10.1089/fpd.2016.2211
https://doi.org/10.1186/s12864-020-6544-x
https://doi.org/10.1186/s12864-020-6544-x
https://doi.org/10.1016/j.ijfoodmicro.2018.03.026
https://doi.org/10.1016/j.ijfoodmicro.2018.03.026
https://doi.org/10.1128/AEM.00546-11
https://doi.org/10.1128/AEM.00546-11
https://github.com/ExpressionAnalysis/ea-utils
https://doi.org/10.1089/cmb.2012.0021
https://doi.org/10.1093/bioinformatics/btt086
https://doi.org/10.1093/bioinformatics/btt086
http://www.applied-maths.com/news/listeria-monocytogenes-whole-genome-sequence-typing
http://www.applied-maths.com/news/listeria-monocytogenes-whole-genome-sequence-typing
https://doi.org/10.1186/s12859-018-2336-6
https://bitbucket.org/genomicepidemiology/cgmlstfinder
https://bitbucket.org/genomicepidemiology/cgmlstfinder
https://github.com/tseemann/mlst
https://doi.org/10.1186/1471-2105-11-595
https://doi.org/10.1099/mgen.0.000257
https://doi.org/10.1038/nmeth.1923
https://arxiv.org/abs/1207.3907
https://arxiv.org/abs/1207.3907
https://doi.org/10.1093/bioinformatics/btr330
http://code.google.com/p/vcf-tab-to-fasta
http://code.google.com/p/vcf-tab-to-fasta
https://doi.org/10.1093/bioinformatics/bty633
https://aem.asm.org

	RESULTS
	WGS of Norwegian ST9 isolates from meat processing industry. 
	The Norwegian clones formed distinct clusters relative to public reference strains. 
	The ST9 isolates belong to two major clones. 
	MLVA typing was not in accordance with the WGS phylogeny. 
	Spatiotemporal spread of ST9 clones within Norwegian meat supply chains. 
	Groups of isolates from all four factories were closely related. 
	Clade B harbors clusters comprising isolates from both M1 and M4. 
	Related isolates in multiple areas of factory M4 suggests breach of hygienic barriers. 
	Contamination event related to installation of a second-hand slicer line. 
	Two ST9 clones have diversified within the high-risk zone of factory M1. 

	DISCUSSION
	MATERIALS AND METHODS
	DNA isolation and whole-genome sequencing. 
	Genome assembly. 
	Genomic MLST analyses. 
	Selection of public reference genomes for comparison. 
	SNP analysis. 
	Tip-dated phylogenetic analysis. 
	Data availability. 

	SUPPLEMENTAL MATERIAL
	ACKNOWLEDGMENTS
	REFERENCES

