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Listeria monocytogenes is the etiologic agent of listeriosis, a foodborne disease 
that poses a threat to public health globally. Chicken meat exhibits heightened 
susceptibility to L. monocytogenes contamination during butchery. The 
persistence of this pathogen in the slaughterhouse environment enables recurring 
contamination of meat products. This study aimed at identifying the sources 
and transmission routes of L. monocytogenes contamination within an abattoir 
where it was consistently detected for three consecutive years (2019–2021). 
Furthermore, the environmental factors aiding contamination along chicken 
processing lines were determined by surveying the microbiome within the 
facility. Samples collected in 2019 to 2021 were subjected to culture-dependent 
analysis to assess the prevalence, serotypes, and multi-locus sequence typing 
(MLST) of L. monocytogenes. Additionally, the specimens collected in 2021 
underwent culture-independent analysis via real-time quantitative polymerase 
chain reaction (qPCR) and 16S rRNA gene amplicon sequencing to identify 
the contamination sources and characterize the entire microbial community 
within the slaughterhouse. L. monocytogenes was isolated only from the clean 
zone, where the final slaughtering stage occurs. Most strains isolated from the 
final carcasses showed the same genetic cluster as the isolate in the chilling 
water and were assigned to MLST profile ST3. Culture-independent qPCR 
confirmed L. monocytogenes contamination in all samples, excluding post-
scalding carcasses, prewashed post-evisceration carcasses, and the bleeding 
areas. Consequently, qPCR enabled more comprehensive identification of 
L. monocytogenes contamination points than culture-dependent approaches. 
Moreover, 16S rRNA gene amplicon sequencing demonstrated that psychro-
tolerant and spoilage-related bacteria with L. monocytogenes-like attributes 
exhibited enhanced viability in the clean zone and immersion-chilling water. 
Metagenomics-based source tracking analysis further revealed that the shackles 
and chilling waters represent predominant sources of cross-contamination 
between different slaughterhouse zones, whereas the grading and packaging 
workstations and chilling water in the clean zone were deemed crucial sources 
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affecting final carcass contamination. Collectively, these findings demonstrate 
through culture-dependent and -independent methods that L. monocytogenes 
spreads along the slaughter line, contaminating the slaughterhouse. Moreover, 
by investigating changes in microbial community and bacterial flow along the 
slaughter line within the facility, the sources influencing carcass contamination 
can be effectively traced.

KEYWORDS

Listeria monocytogenes, chicken slaughterhouse, multi-locus sequence typing, real-
time quantitative polymerase chain reaction, 16S rRNA gene amplicon sequencing, 
source tracking, culture-dependent method, culture-independent method

1 Introduction

Listeria monocytogenes, a foodborne pathogen, is widespread 
in the environment and livestock (Buchanan et  al., 2017). The 
bacterium contaminates various food products, including 
vegetables, milk, dairy products, poultry, and meat products (Ryser 
et al., 2007). Although listeriosis is relatively uncommon compared 
to salmonellosis or campylobacteriosis, it is a potentially fatal 
disease (Goh et  al., 2014). Notably, based on reports from the 
European Food Safety Authority (EFSA), listeriosis is the most 
common cause of death from foodborne illness in the European 
Union and one of the most serious foodborne diseases under EU 
surveillance [European Food Safety Authority and European 
Centre for Disease Prevention and Control (EFSA and ECDC), 
2018, 2022]. Furthermore, case–control studies conducted in the 
United Kingdom, United States, and Canada during the 1980s, 
2004, 2008, and 2019 have consistently demonstrated a significant 
association between listeriosis and consumption of cooked 
chicken, chicken wraps, and undercooked chicken (Schwartz et al., 
1988; Marcus et  al., 2009; Little et  al., 2012; McLauchlin 
et al., 2020).

Chicken meat slaughterhouses and processing facilities are 
common sites for L. monocytogenes growth and proliferation. 
Therefore, effective control of this hazard becomes a significant 
challenge for poultry-processing companies to prevent economic 
losses and public health risks associated with product recalls or 
condemnation by veterinary inspection services (Rørvik et  al., 
2003; Sakaridis et al., 2011; Moura et al., 2016; Oliveira et al., 2018; 
Iannetti et al., 2020). Certain L. monocytogenes strains can persist 
in slaughterhouses and may repeatedly contaminate meat products. 
Therefore, understanding the specific processing steps in which 
L. monocytogenes contamination occurs is crucial for appropriate 
control measures within slaughterhouses.

The gold standard test for detecting L. monocytogenes is the 
culture technique performed per the ISO 11290-1 protocol 
(International Organization for Standardization, 2017; Jandaghi 
et  al., 2020); however, in the culture-dependent method, the 
bacterium may not be isolated owing to the sample state, culture 
conditions, or the presence of competing organisms. Hence, 
studies using culture-independent methods are needed to identify 
the points and sources of L. monocytogenes contamination within 
the slaughterhouse, to supplement the culture-dependent results. 

Indeed, molecular methods are being used in the food industry. In 
particular, real-time quantitative polymerase chain reaction 
(qPCR) offers higher sensitivity than other methods and can 
be used to quantify foodborne pathogens (Shi et al., 2010; Heo 
et al., 2014; Liu et al., 2019; Bai et al., 2022). For example, qPCR 
has been used to detect foodborne pathogens in the environment 
and carcasses in slaughterhouses to supplement false-negative 
results obtained via culture methods. Moura et al. (2019) compared 
the detection results of L. monocytogenes in carcass and 
environmental samples of a slaughterhouse using the standard 
culture method and qPCR and recommended their combined use. 
In addition, next-generation sequencing is also utilized to identify 
the main contamination points in slaughterhouses by 
characterizing complex microbial communities and population 
flow (Zwirzitz et  al., 2020; Chen et  al., 2020a,b). Additionally, 
metataxonomic analysis may provide in-depth insights into the 
slaughterhouse environment. Hence, these strategies should 
be  adopted to characterize L. monocytogenes isolates in 
slaughterhouses, facilitating the development of appropriate 
strategies to control their contamination.

Accordingly, the primary of the current study is to identify the 
sources and transmission routes of L. monocytogenes contamination 
in a slaughterhouse where L. monocytogenes has been consistently 
detected for three years and define the microbial ecology and 
dynamics along the slaughter line. To this end, we first investigated 
the prevalence, serotypes, and multi-locus sequence typing (MLST) 
of L. monocytogenes isolated from the slaughterhouse using culture 
methods. We  then identified the points of L. monocytogenes 
contamination by supplementing the false-negative results 
obtained via culture methods through qPCR. Finally, to understand 
how the slaughterhouse environment affects carcass contamination, 
we analyzed the microbial community and bacterial flow of carcass 
and environmental samples at each slaughtering step using 16S 
rRNA gene amplicon sequencing.

2 Materials and methods

2.1 Description of facility and sampling

Samples were collected from a slaughterhouse located in 
Chungcheongnam-do Province, Republic of Korea. Characteristics 
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of the surveyed abattoir are listed in Supplementary File 1. 
We visited this facility once every summer (August or September) 
from 2019 to 2021. Ten carcasses were sampled after immersion 
chilling (final carcasses) in 2019. Ten final carcasses and 
environmental samples (feces, shackles, and chilling water) were 
collected in 2020. Additionally, in 2021, carcasses from six 
processing steps and environmental samples from ten sites 
throughout the abattoir were collected. Chicken carcasses were 
collected at six processing steps, including pre-scald (n = 3), post-
scald (n = 3), post-plucker (n = 3), prewashing after evisceration 
(n = 3), post-washing after evisceration (n = 3), and post-immersion 
chill (final carcass; n = 10). The environmental samples comprised 
feces swabs of truck crates containing live birds (n = 5), swabs of 
shackles (n = 5), surface swabs of the walls (n = 3) and floors (n = 3) 
in the bleeding area, feathers of the plucking machine (n = 5), 
surface swabs of evisceration workers’ gloves (n = 5) and workstation 
(n = 5), 400 mL of chilling water (n = 3), and surface swabs of the 
grading and packaging workstation (n = 3) and walls (n = 3) 
(Figure  1A). Figure  1A illustrates the slaughtering stages of the 
production chain and sampling positions each year. After selecting 
one chicken flock, sampling was performed along the slaughter line 
from the time the flock’s truck entered the facility until slaughtering 
was complete. Each carcass was placed in a poultry rinse bag 
(37.5 × 50 cm; Nasco, WI, United States), and 400 mL of buffered 
peptone water (BPW; BD Biosciences, CA, USA) was poured into 
the rinse bag. The carcasses were manually agitated for 2 min to 
ensure thorough contact of BPW with the surface and internal parts 
of the chickens. The carcass rinsate was transferred into a sterile 
sampling bottle and stored in a cool box until sampling was 
complete. The environmental swab samples were rubbed with a 
Speci-sponge (Nasco) by wiping horizontally for approximately ten 
times, flipped, and then wiped vertically. Feathers were collected 
and put into a Whirl-pack bag (Nasco). Chilling water was poured 
from an immersion water chiller tank into a sterile bottle. All 
samples were transported to the laboratory in an icebox and 
processed on the same day.

2.2 Sample preparation and DNA extraction 
for metagenomic analysis

The study design for culture-dependent and -independent 
analyses is illustrated in Figure 1B. From samples collected in 2019 
and 2020, L. monocytogenes was isolated for culture-dependent 
analysis to determine the prevalence, serotypes, and sequencing types 
(STs). Samples collected in 2021 were processed for culture-dependent 
and -independent analyses to detect the contamination points and 
describe the whole microbial community in the slaughterhouse 
(Figure 1B). For swab samples of sponges and feathers, 20 mL BPW 
was added into each Speci-sponge and Whirl-pack bag containing 
feathers. Each sponge and sample bag were homogenized for 2 min, 
and the suspension was transferred into a 50-mL conical tube 
(Corning Life Sciences, NY, United States) for subsequent analyses.

To perform qPCR and 16S rRNA gene amplicon sequencing, 
DNA was extracted from sample solutions and primary and secondary 
enrichment cultures using a DNeasy Powersoil Pro Kit (Qiagen, 
Hilden, Germany) in accordance with the manufacturer’s instructions 
(Figure 1B). The quantity and quality of DNA were measured using a 

NanoDrop spectrometer (Thermo Scientific, Wilmington, DE, 
United States).

2.3 Isolation of Listeria monocytogenes 
and microbial analysis

L. monocytogenes was isolated in accordance with the Korean 
Food Standards Codex manual.1 Swab and feather suspension (1 mL 
each) and 25 mL of carcass rinsate were inoculated into 9 mL and 
225 mL of Listeria Enrichment broth (LEB; BD Biosciences), 
respectively. In addition, 25 mL of chilling water was added to 225 mL 
of LEB. They were incubated at 30°C for 24 h and transferred to Fraser 
broth (BD Biosciences). The cultures were incubated 37°C for 48 h, 
streaked onto Oxford agar (BD Biosciences), and incubated again at 
37°C for 48 h. Up to four typical L. monocytogenes colonies were 
cultivated on blood agar containing 5% (v/v) defibrillated sheep blood 
(Synergy Innovation, Seongnam-si, Republic of Korea) and incubated 
at 37°C for 24 h. Typical colonies showing β-hemolysis were identified 
using VITEK2 Gram-Positive Identification (GPI) cards (bioMérieux, 
NC, United  States) following the manufacturer’s instructions and 
through amplification of hlyA and iap by PCR as previously described 
(Chen et al., 2017).

For microbiological analysis, serotyping and MLST analysis were 
performed on L. monocytogenes strains (2019, n = 6; 2020, n = 3; and 
2021, n = 4) (Supplementary File 2). Serotyping of L. monocytogenes 
was performed by a slide agglutination assay using commercial 
Listeria antisera (Denka Seiken, Tokyo, Japan) in accordance with the 
manufacturer’s instructions. MLST analysis based on seven 
housekeeping genes (abcZ, bglA, cat, dapE, dat, ldh, and lhkA) was 
performed on all isolates using primers and protocols described in the 
Institut Pasteur MLST database2 (Moura et al., 2016). A dendrogram 
for visualizing genomic relationships among the isolates was generated 
using BioNumerics v.8.0 (Applied Maths, Sint-Martens-Latem, 
Belgium).

2.4 Culture-independent analysis

2.4.1 qPCR of Listeria monocytogenes
qPCR was conducted using DNA extracted from 65 samples, 

including sample solutions and primary enrichment samples, and 58 
secondary enrichment samples suspected to be positive as the broth 
turned black (Figure 1B). prfA was selected as the target gene for 
qPCR, and primers and probes were used as previously described 
(Jandaghi et al., 2020). All reactions were carried out in a final volume 
of 20 μL comprising 3 μL of template DNA, 1 μL of each primer 
(10 pmol/μL of each primer), 0.5 μL probe (10 pmol/μL), 10 μL IQ 
supermix (Bio-Rad, CA, United States), and 4.5 μL distilled water. The 
amplification conditions were 94°C for 5 min, followed by 45 cycles for 
25 s at 94°C, and 20 s at 51°C. Distilled water (3 μL) was used as the 
negative control, and all reactions were run in triplicate using a CFX96 
35 Real Time system C1000 Touch thermal cycler (Bio-Rad). Standard 

1 https://foodsafetykorea.go.kr/foodcode/01_03.jsp?idx=386

2 https://bigsdb.pasteur.fr/listeria/primers-used/

https://doi.org/10.3389/fmicb.2023.1282961
https://www.frontiersin.org/journals/microbiology
https://www.frontiersin.org
https://foodsafetykorea.go.kr/foodcode/01_03.jsp?idx=386
https://bigsdb.pasteur.fr/listeria/primers-used/


Jeong et al. 10.3389/fmicb.2023.1282961

Frontiers in Microbiology 04 frontiersin.org

FIGURE 1

(A) Chicken processing line and the stages of sample collection. Steps of collecting carcass and environmental samples are indicated by chicken and 
star shapes, respectively, and samples collected by year are marked with orange (2019), green (2020), and blue (2021) circles. (B) Schematic of the 
present study. All samples from 2019, 2020, and 2021 were analyzed for serotypes and genetic relatedness by using culture-dependent methods. For 
samples of 2021, additional culture-independent analysis was conducted to identify the contamination points of Listeria monocytogenes, and the 
microbial community throughout the slaughterhouse was described.
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curves were generated by qPCR using serial dilutions of DNA 
extracted from ATCC 19115 through the same method. The copy 
numbers of prfA of DNA standards were defined as previously 
described (Jandaghi et al., 2020), and those of DNA samples were 
calculated based on the linear regression of the logarithmic values of 
standards and qPCR cycle threshold (Cq) values.

2.4.2 Sequencing of 16S rRNA gene amplicon
Library preparation and sequencing were performed by ChunLab 

(Seoul, Republic of Korea). Briefly, 16S rRNA gene (V3–V4) was 
amplified using TaKaRa Ex Taq DNA polymerase (TaKaRa, Kyoto, 
Japan) and primers (341F 5′-TCGTCGGCAGCGTCAGATGTGT 
ATAAGAGACAGCCTAC GGGNGGCWGCAG-3′ and 805R 
5′-GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGAC TA 
CHVGGGTATCTAATCC-3′) for library preparation. Barcodes were 
added during the second round of amplification with i5 forward 
primer and i7 reverse primer. Next, the amplified PCR products were 
purified using CleanPCR (CleanNA, Waddinxveen, Netherlands) and 
pooled together; short fragments were removed using CleanPCR 
(CleanNA). Sequencing was performed using an MiSeq platform 
(Illumina, San Diego, CA, United States) and an MiSeq Reagent Kit 
v2 (500 cycles).

2.4.3 Processing and analysis of sequencing data
Raw sequences were analyzed using the microbiome taxonomic 

profiling pipeline in EzBioCloud (ChunLab).3 Paired-end reads were 
filtered by quality (Q-value <25) and merged using PANDAseq 
software. Primer trimming and denoising were performed using an 
in-house program of ChunLab. The taxonomic assignment of 
sequences was performed using USEARCH (Edgar, 2010) with a 97% 
similarity cut-off for species-level identification from the EzBioCloud 
16S database and then clustered, and operational taxonomic units 
(OTUs) were defined.

The composition and bacterial diversity of the microbial 
community were analyzed using CLCommunity software (ChunLab) 
and visualized using the R project ggplot2 (R software v.4.2.0). A 
heatmap was generated using the Heatmap  2 function of the R 
ggplot2 package. The alpha diversity of the microbial community 
was measured using CLCommunity software (ChunLab) including 
the Simpson’s and Shannon’s indices, representing richness and 
evenness, respectively. Differences in alpha diversity between sample 
groups were evaluated using the Mann–Whitney U-test. Beta 
diversity was determined using principle coordinate analysis (PCoA) 
plots of Bray–Curtis distance through the “phyloseq” R-package 
(McMurdie and Holmes, 2013) and evaluated using the analysis of 
group similarities test. Microbial sources were tracked using a 
source-tracker model based on Bayesian algorithm.4 Environmental 
samples from the facility were assigned as sources, and the 
processing and final carcass samples were assigned as sinks. The 
source environment proportions for meat samples and each flow 
between the source and sink were visualized as Sankey flow diagrams 
using R (v.4.2.0).

3 https://www.ezbiocloud.net

4 https://github.com/danknights/sourcetracker

3 Results

3.1 Isolation, serotyping, and genetic 
relatedness analysis based on MLST 
analysis of Listeria monocytogenes

In 2019, L. monocytogenes was isolated from six out of ten final 
carcasses (60.0%). In 2020, it was isolated from three (13.0%) samples, 
including two final carcasses and one chilling water sample, out of 23 
samples, comprising ten final carcasses, five feces samples from crates, 
and three chilling water samples. Among the 65 samples collected in 
2021, comprising 15 intermediate-stage carcasses during slaughtering, 
10 final carcasses, and 40 environmental samples, L. monocytogenes 
was isolated from three final carcasses and one surface sample from 
the grading and packaging workstation (6.2%) (Supplementary File 3). 
The majority of L. monocytogenes was isolated from the final carcasses. 
In the slaughterhouse environment, the bacteria were found on the 
surface of the grading and packaging workstation and in chilling 
water. All isolates were identified within the clean zone of the sites.

Thirteen L. monocytogenes strains isolated over three years were 
analyzed and characterized. The serovars and STs of the isolates are 
shown in Figure 2. The predominant serotypes among all strains were 
1/2b, isolated from ten final carcasses collected between 2019 and 2021 
and one chilling water sample of 2020. Genetic relatedness results 
obtained via MLST analysis revealed that the strains were classified into 
three distinct STs: ST3 (76.9%, 10/13), ST37 (15.4%, 2/13), and ST121 
(7.7%, 1/13). Most strains belonged to ST3, with nine isolated from final 
carcasses and one from a chilling water sample. Notably, the ST3 strains 
were consistently isolated from the final carcasses over the three-year 
period, forming an identical genetic cluster.

3.2 Overall contamination by Listeria 
monocytogenes across the slaughterhouse 
determined By qPCR

The L. monocytogenes population at the sampling sites was estimated 
by qPCR targeting prfA (Figure 3). The log colony-forming units (CFU)/
mL of L. monocytogenes in each sample solution (without enrichment) 
were 7.34 ± 0.17 [mean ± standard error of mean (SEM)] for feces from 
crates and 2.13 ± 0.4 (mean ± standard error of mean) for shackle swabs. 
L. monocytogenes was not detected in any other sample solutions (without 
enrichment). However, in enriched LEB cultures (primary enrichment), 
contamination by L. monocytogenes was detected in various samples. The 
log CFU/mL were as follows: feces (3.68 ± 0.04), carcasses before scalding 
(5.52 ± 0.15), feathers from plucking machines (0.61 ± 0.03), surface of the 
evisceration workstation (0.22 ± 0.08), chilling water (3.79 ± 0.04), and 
final carcasses (3.90 ± 0.03). In Fraser broth cultures (secondary 
enrichments), L. monocytogenes was detected in feces (3.15 ± 0.02), 
shackles swabs (4.63 ± 0.03), carcasses after defeathering (2.44 ± 0.03), 
feathers (0.97 ± 0.01), carcasses after evisceration and washing 
(1.92 ± 0.01), surface of the evisceration workstation (1.57 ± 0.01), 
evisceration workers’ gloves (3.11 ± 0.02), surface of the grading and 
packaging area (4.24 ± 0.01), and final carcasses (4.04 ± 0.01) (Figure 3). 
Overall, excluding the surface of the bleeding area, carcasses after scalding, 
and prewashed carcasses after evisceration, all carcass and environmental 
samples were contaminated with L. monocytogenes. Similar to the culture 
method results, approximately 4 log CFU/mL L. monocytogenes was 
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FIGURE 2

Serotypes and MLST analysis of 13 Listeria monocytogenes isolates. Phylogenetic tree was based on the seven concatenated gene sequences. Final 
carcass, carcass after immersion chilling; Final workstation, surface of the grading and packaging workstation; ST, sequence type.

FIGURE 3

Quantitative PCR for Listeria monocytogenes by using raw, primary enrichment, and secondary enrichment samples. Log CFU/mL of L. 
monocytogenes in each sampling site inferred from the standard curve. Raw samples, carcass rinsate or sample solution; LEB, sample cultures in 
Listeria enrichment broth (primary enrichment broth of L. monocytogenes); Fraser, sample cultures in Fraser broth (secondary enrichment broth of L. 
monocytogenes).
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detected in the samples collected from washing to the final slaughtering 
stage, as observed in enriched LEB and Fraser broth cultures 
(Supplementary File 4).

3.3 Differences in microbial composition at 
each step of the slaughterhouse 
determined by 16S rRNA gene amplicon 
sequencing

The V3–V4 region of the 16S rRNA gene was sequenced for 
microbiome analysis. A total of 2,852,500 sequencing reads were 
generated from 50 samples, ranging from 12,627 to 138,750 reads per 
sample. In total, 4,853 OTUs were identified in all samples. The dominant 
phyla, with an average abundance >1%, were Proteobacteria, Firmicutes, 
Actinobacteria, and Bacteroidetes. Proteobacteria and Firmicutes were 
the predominant phyla in the carcass and environmental samples, 
excluding the floor surface samples in the bleeding area, which 
predominantly contained Actinobacteria (56.54%), although they 
presented diverse microbial communities at each sampling point 
(Supplementary File 5 and Figure 4). To display these differences on a fine 
scale, the 25 most abundant genera across all samples were presented 
using bar plot and heatmap (Figure 5). At the genus level, Acinetobacter 
showed the highest relative abundance across all samples and was highly 
abundant in the carcass (prewashing after evisceration, 27.54%; post-
washing after evisceration, 42.93%) and environmental (workstation, 

62.19%; gloves, 81.97%) samples during evisceration. Additionally, a high 
abundance of Acinetobacter was detected in the samples from the clean 
zone (grading and packaging workstation, 22.75%; walls, 30.91%; and 
final carcasses, 36.62%). Contamination by Acinetobacter was high from 
the evisceration to the final stage. Psychrobacter and Pseudomonas, 
following Acinetobacter, were the most relatively abundant genera in the 
environmental and carcass samples of the final stage in the clean zone. 
Particularly, Pseudomonas was not present in the early slaughtering stages 
but represented the most prominent genera in the chilling water (32.26%) 
and was the third most abundant genus in the final carcasses (15.97%), 
following Acinetobacter (36.62%) and Psychrobacter (18.87%). By contrast, 
Staphylococcus was highly abundant in the contaminated zone but was not 
detected in the clean zone environment or in the final carcasses.

3.4 Microbial community structure changes 
along the slaughter line

We estimated microbial diversity within carcass samples using 
alpha diversity indices (Chao1 and Shannon indices). When 
comparing the six carcass sample groups using the Mann–Whitney 
U-test, we observed a significant overall decrease in species richness 
(Chao1) from the beginning to the end of the slaughter line (p ≤ 0.05), 
excluding the carcasses after defeathering and before washing, a 
significant increase in richness was observed (p ≤ 0.05) (Figure 6A). 
The Shannon index indicated that species diversity was lowest in the 

FIGURE 4

Relative abundances of the four most abundant phyla across all sampling points.
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FIGURE 5

(A) Taxonomy bar plot and (B) heatmap of the 25 most abundant genera. The X-axis and Y-axis represent samples along the slaughter line and 25 taxa, 
respectively. The color scale represents the relative abundance of taxa in individual samples.
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carcasses after scalding. By contrast, the diversity was significantly 
higher in the carcasses after defeathering and before washing than in 
those after scalding (p ≤ 0.001) and defeathering (p ≤ 0.001) 

(Figure 6A). Additionally, the diversity was significantly lower in the 
carcasses after washing than before washing (p ≤ 0.001). However, no 
significant difference in diversity was observed between the carcasses 

FIGURE 6

(A) Alpha diversity indices (Chao1 and Shannon) of carcass samples along the slaughter line. Boxes indicate the interquartile range (75th–25th) of the 
data. The line inside each box represents the median value, and the upper and bottom lines are high and low values, respectively. Levels of significance: 
ns, p  >  0.05; *p  ≤  0.05; **p  ≤  0.01; ***p  ≤  0.001. (B) PCoA plot of Bray–Curtis distances based on 16S rRNA gene libraries obtained from carcass and 
environmental samples. Colors of each point represent different sampling sites as shown in the legend. Ellipses indicate 95% confidence intervals.
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FIGURE 7

Microbial source tracking for carcass samples by slaughter zone. The Sankey flow diagram illustrates the relative influence of environmental samples 
(sources) on the carcass samples (sinks). The sources and sinks are shown on the left and right sides, respectively. In the source tracking analysis, 
“unknown source” refers to a microbiome present in the carcass samples but not detected in the source samples we collected. The width of each flow 
line between sources and sinks represents the proportion of microorganisms from source samples to those of sink samples. The sum of heights of the 
bars in the sink samples on the right (carcasses before scalding to the final carcasses) is 100%. On the left, the height of each bar in source samples 
represents the sum of proportions to each of the six samples.

after washing and the final carcasses (p > 0.05) (Figure  6A). 
Correlations between sampling sites are shown in Figure  6B to 
understand the impact of processing interventions on microbial 
diversity. Beta diversity, determined by PCoA based on the Bray–
Curtis dissimilarity, indicated that the microbial communities in the 
samples showed similar patterns based on the sampling position. 
Specifically, except for chilling water samples, the microbial 
communities of the environmental and carcass samples from the clean 
zone showed overlapping patterns distinct from that of the 
other samples.

3.5 Distinct transmission routes throughout 
the slaughterhouse determined by source 
tracking analysis

We used the SourceTracker model to estimate the transfer of 
microorganisms from environmental to carcass samples along the 
slaughter line. Given the microbial flow in each of the three zones 
(contaminated, semi-clean, and clean) of the slaughterhouse, bacteria 

from sources other than shackles and chilling water were primarily 
associated with the carcasses (sink samples) in the representative zone 
from which they were collected. By contrast, bacteria from shackles in 
the contaminated zone were largely linked with the carcasses in the 
semi-clean zone, and bacteria from chilling water in the clean zone 
were associated with the carcasses in all zones (Figure  7). The 
microorganisms in feces were identified as the main source of 
contamination in the carcasses before scalding. Shackle samples 
greatly contributed to the microbial community of the evisceration 
carcass samples before and after washing, with 37.3 and 20.7%, 
respectively. However, their contribution substantially decreased to 
approximately 1.8% in the final carcasses. Feathers played a crucial 
role in the microbial community of all carcass samples except the final 
carcasses, particularly in those after scalding (43.0%) and defeathering 
(32.0%). Most of the microorganisms in the final carcasses were 
associated with three sources: workstation (41.9%) and walls (19.6%) 
of grading and packaging, and chilling water (11.2%). Notably, 
approximately 61.4% bacteria in the final carcasses were associated 
with the grading and packaging environmental samples. Beta diversity 
analysis indicated an overlapping clustering pattern between the 
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grading and packaging samples and the final carcasses, suggesting that 
these sample groups shared similar species. Source tracking analysis 
further validated that the grading and packaging environmental 
samples were a significant source of contamination for the final 
carcasses (Figure 7).

4 Discussion

L. monocytogenes is a critical foodborne pathogen that raises 
public health concerns. Several countries, including the Republic of 
Korea, have implemented a zero-tolerance policy for L. monocytogenes 
in ready-to-eat meat and poultry products (Shank et al., 1996; Baek 
et  al., 2000). The environment of a meat-processing facility with 
favorable conditions, such as temperature and humidity, poses a 
significant risk regarding L. monocytogenes contamination (Moura 
et al., 2016). This bacterium can thrive on various surfaces, including 
floors, drains, countertops, utensils, and equipment. Consequently, it 
can persist for months or years, leading to recurrent food 
contamination (Markkula et al., 2005; Carpentier and Cerf, 2011).

In this study, L. monocytogenes was isolated from chicken 
carcasses and slaughterhouse environments over three years. In 2019, 
it was isolated from the final carcasses. In 2020, it was isolated from 
the final carcasses and chilling water during immersion chilling. In 
2021, it was isolated from the final carcasses and surfaces of the 
grading and packaging workstation. Among the final carcasses, an 
average occurrence of 40% L. monocytogenes was observed, whereas 
in the environmental samples, it was isolated only from two samples 
within the clean zone. The occurrence of L. monocytogenes in the final 
carcasses previously ranged between 11.4 and 41.0% (Cox et al., 1997; 
Rørvik et al., 2003; Sakaridis et al., 2011; Cufaoglu and Ayaz, 2019; Lin 
et  al., 2021). In environmental samples of the slaughterhouse, 
L. monocytogenes was either not detected (Lin et al., 2021) or isolated 
from various environments, such as cloacal swabs, hands and gloves 
of workers, door handles of refrigerators, containers holding chicken, 
workstation surfaces, and cutting boards (Barbalho et  al., 2005; 
Sakaridis et al., 2011; Hosseinzadeh et al., 2012). Cross-contamination 
can occur at all stages of poultry processing, however, chilling water 
has been identified as a significant source of contamination (Chiarini 
et al., 2009), particularly if not strictly controlled, allowing for the 
proliferation of psychrophilic microorganisms such as 
L. monocytogenes. Our study also confirmed through MLST analysis 
that most final carcasses and chilling water isolates belonged to ST3, 
indicating cross-contamination among carcasses during chilling. The 
high prevalence of L. monocytogenes in post-chilling carcasses may 
be attributed to cross-contamination during chilling (Lin et al., 2021). 
Additionally, our study revealed that the strains isolated from the final 
carcasses over three years were primarily ST3, indicating the 
persistence of these strains within the facility for several years.

However, using culture-dependent methods alone had limitations 
in determining the points in the facility where cross-contamination 
occurred and identifying the sources of L. monocytogenes 
contamination. This is primarily due to the challenges in isolating 
L. monocytogenes, such as the sample states and competing organisms. 
To overcome these limitations, we employed culture-independent 
methods, such as qPCR and 16S rRNA gene amplicon sequencing, to 
identify the sources of L. monocytogenes contamination along the 
slaughter line and gather comprehensive information on the whole 

bacterial communities to assess the linkage between carcass 
contamination and environmental attributes.

Notably, qPCR detected the presence of L. monocytogenes in all 
samples except for carcasses after scalding, prewashed carcasses after 
evisceration, and environmental samples in the bleeding area. 
Compared to the results of L. monocytogenes isolation using a culture-
dependent method, qPCR was able to identify contamination points 
of L. monocytogenes in a detailed manner. The finding aligns with the 
recommendation by Moura et al. (2019) to use qPCR in conjunction 
with culture methods for the confirmation analysis of 
L. monocytogenes, as microbiological methods may yield false-
negative results. Considering slaughterhouse’s complex environments, 
we  recommend combining these two methods. The qPCR results 
(without enrichment) revealed high contamination levels in samples 
related to live birds, such as feces from truck crates and shackles 
holding live chickens. Furthermore, qPCR (with enrichment) detected 
L. monocytogenes mostly in the carcass and environmental samples 
during the final slaughtering stage. These findings are consistent with 
the isolation of L. monocytogenes from chilling water, grading and 
packaging workstations, and final carcasses using a culture-dependent 
method. We identified two potential pathways of L. monocytogenes 
contamination from qPCR results. First, based on the qPCR results 
from non-enriched samples, particularly in feces where 
L. monocytogenes was detected at high levels, asymptomatic chickens 
carrying L. monocytogenes may introduce the bacteria into the facility 
when they enter slaughterhouses from the farm. Second, based on the 
qPCR results from enriched samples, L. monocytogenes was detected 
in the samples from the clean zone. This suggests that during the final 
slaughtering stage, where the chilling temperature is maintained, 
psychrotrophic L. monocytogenes may persist owing to inadequate 
cleaning, workers’ contaminated gloves, or contaminated workstation 
surfaces, resulting in cross-contamination of carcasses.

The 16S rRNA gene amplicon sequencing analysis revealed that 
Proteobacteria and Firmicutes were the dominant phyla in the 
samples collected from the slaughterhouse, which is consistent with 
the results of previous studies (Rothrock et al., 2016; Handley et al., 
2018; Wages et al., 2019; Wang et al., 2019; Chen et al., 2020a). Notably, 
the relative abundance of Proteobacteria in the environmental and 
carcass samples just before immersion chilling (evisceration step) was 
found to be 84.50–90.12%, accounting for the majority, while it was 
approximately 40.4% in the chilling water samples. The decrease in 
abundance of this bacterium aligns with a study that assessed the 
microbiome in chiller tank water of a poultry slaughterhouse 
(Rothrock et al., 2016), indicating the impact of chlorine in chilling 
water on Gram-negative bacteria. By contrast, Firmicutes, including 
chlorine-resistant Gram-positive bacteria, showed relatively low 
abundance (4.8–6.1%) in the environmental and carcass samples 
during evisceration, which increased to 52% in the chilling water 
samples. At the genus level, the bacterial communities in all samples 
were predominantly composed of Acinetobacter, Psychrobacter, and 
Pseudomonas, which have previously been reported to be  highly 
abundant in carcasses and environments of slaughterhouses (Handley 
et al., 2018; Wang et al., 2019; Chen et al., 2020b). Acinetobacter is 
widely recognized as a dominant microorganism in poultry and meat-
processing environments (Lupo et al., 2014; Stellato et al., 2016). In 
this study, Acinetobacter showed the highest relative abundance 
throughout the slaughter process, particularly with a relative 
abundance of 81.97% observed on the gloves of evisceration workers. 

https://doi.org/10.3389/fmicb.2023.1282961
https://www.frontiersin.org/journals/microbiology
https://www.frontiersin.org


Jeong et al. 10.3389/fmicb.2023.1282961

Frontiers in Microbiology 12 frontiersin.org

Acinetobacter was also detected at high levels in other samples from 
the evisceration- (27.54–62.19%) and final-stage samples (22.75–
36.62%), indicating cross-contamination from evisceration to the final 
slaughtering stage. Psychrobacter and Pseudomonas were most 
abundant in samples following immersion chilling. Specifically, 
Pseudomonas was not detected before immersion chilling, suggesting 
cross-contamination during chilling, which led to the contamination 
of the final carcasses. Interestingly, Pseudomonas exhibited the highest 
relative abundance of 32.26% in the chilling water, consistent with the 
findings of Chen et al. (2020a) and Escudero-Gilete et al. (2005), who 
concluded that Pseudomonas is least affected by the washing process. 
These results demonstrate that Acinetobacter and Pseudomonas, 
known for their psychro-tolerant nature, are more resilient than other 
organisms to cold-water rinsing and low temperatures of the clean 
zone (< 10°C). Moreover, since they are spoilage microorganisms that 
can affect the quality of meat products (Rothrock et  al., 2016), 
targeting these bacteria through hygiene management in the clean 
zone is crucial during the final slaughtering stage.

Based on alpha diversity, we observed a general decrease in species 
richness along the slaughter line (p < 0.001), suggesting the 
effectiveness of each hurdle in reducing bacterial populations during 
slaughtering. However, we  noted a transient increase in species 
richness in the prewashed carcasses after evisceration (p < 0.05). This 
can be attributed to cross-contamination of the carcasses by the gut 
microbiome during evisceration. By contrast, the species diversity of 
the carcasses significantly decreased during scalding (p < 0.001), 
indicating that only thermophilic bacteria capable of surviving at high 
temperatures were present on the carcasses after being scalded in hot 
water. Specifically, the relative abundances of thermophilic bacteria, 
Anoxybacillus and Ureibacillus, significantly increased in the carcasses 
after scalding compared with those before scalding (Anoxybacillus, 
0.03–39.83%; Ureibacillus, 0.02–39.67%), and they accounted for the 
highest proportion in the bacterial composition of the carcasses after 
scalding. Subsequently, species diversity significantly increased during 
defeathering and evisceration, indicating the occurrence of cross-
contamination by diverse bacterial species during these two stages. 
Furthermore, evenness significantly decreased during the final 
washing stage (p < 0.001), suggesting an overall reduction in bacterial 
species and survival of psychrotrophic bacteria because of rinsing with 
cold water. In fact, the relative abundance of psychro-tolerant 
Acinetobacter increased after washing and accounted for the highest 
proportion (27.54–42.93%). Therefore, we could identify scalding, 
defeathering, evisceration, and washing as critical stages in altering 
the microbial structure, emphasizing defeathering and evisceration as 
significant reasons for cross-contamination. The PCoA clustering 
results showed that the final carcasses shared a relatively high number 
of taxa with the grading and packaging workstation and walls. This 
beta diversity suggests that a clean zone environment is essential for 
controlling the nature of bacterial communities originating from the 
final carcasses.

We then applied the SourceTracker modeling using a Bayesian 
algorithm to estimate the proportion of each source contributing to a 
designated sink sample and traced the transmission routes of these 
microorganisms. Based on the environmental samples (sources) taken 
from three zones (contaminated, semi-clean, and clean zone) of the 
slaughterhouse, bacteria from the sources were primarily associated 
with carcass samples (sinks) collected from the same zone. However, the 
microbial communities of shackles and chilling water were linked to 

carcass samples in different zones, extending beyond their respective 
zones. Considering that shackles move along the rail between the 
contaminated and semi-clean zones, we speculated that the shackles 
from the contaminated zone cross-contaminated the carcass samples in 
the semi-clean zone. Furthermore, the microbial community in the 
chilling water was associated with the carcass samples from all zones. 
This indicates that bacteria from the carcass samples before chilling 
contaminated the chilling water and formed the microbial community. 
This bidirectional source/sink relationship was evident in the bacterial 
flow during the source tracking analysis. Thus, the microbial community 
present in the chilling water can be linked to the final carcasses in the 
clean zone. In congruence with the clustering observed in beta diversity, 
the source tracking results indicated that the microorganisms in the 
final carcasses were significantly correlated with those on the surface of 
the grading and packaging workstation, followed by those of the walls 
in the grading and packaging area and chilling water. The grading and 
packaging workstation was the final contact point with carcasses 
immediately before exiting the slaughterhouse. This point was already 
the last section of the clean zone, and no interventions were observed 
throughout the study. Therefore, if this section is contaminated with 
bacteria that cause spoilage or foodborne diseases, the final carcasses 
may inevitably become cross-contaminated. The wall surface of the 
clean zone, which was the second source of contamination of the final 
carcasses, was a non-contact point of carcasses; however, it could 
be contaminated by aerosolized bacteria. Therefore, after slaughtering, 
the clean zone’s non-contact and contact areas must be cleaned. The 
third cause of carcass contamination was the chilling water, which has 
been previously identified as a potential source of contamination 
(Göksoy et  al., 2004; Guerin et  al., 2010; Wang et  al., 2019). Since 
broilers are moved to the grading and packaging zone after immersion 
chilling, any bacteria remaining on carcasses may cause cross-
contamination while handling and packaging all products that follow 
through to the end of processing. Furthermore, this can lead to shelf-life 
issues and affect consumers.

Taken together, microbiological and 16S rRNA gene amplicon 
sequencing analyses demonstrate that contamination of the final 
carcasses is mainly affected by immersion chilling and subsequent 
steps. Furthermore, we  have provided evidence that specific 
environments during slaughtering impact the composition of 
microbial communities. Specifically, the proliferation of psychro-
tolerant bacteria, such as L. monocytogenes and Pseudomonas, in the 
immersion chilling tank and clean zone where the final carcasses are 
handled is a significant issue.

5 Conclusion

L. monocytogenes was consistently isolated in the slaughterhouse 
for three years, indicating its persistence and ability to contaminate 
chicken carcasses during slaughtering. We investigated the sequential 
transmission of L. monocytogenes along the processing line by isolating 
identical STs from final carcasses and chilling water using traditional 
culture-dependent methods. Results of culture-independent methods 
revealed widespread contamination of L. monocytogenes in the 
slaughterhouse. 16S rRNA gene amplicon sequencing analysis 
suggested that the environmental characteristics of the clean zone 
favored the proliferation of psychro-tolerant bacteria. Importantly, 
metagenomics-based microbial source tracking identified 
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environmental sources influencing carcass contamination, with 
chilling and subsequent steps in the clean zone playing a significant 
role. The combined use of culture-independent and -dependent 
methods provided a comprehensive understanding of the bacterial 
transmission routes and microbial community dynamics in the 
slaughterhouse environment.

Data availability statement

The data presented in the study are deposited in the NCBI 
sequence read archive repository, with bioproject accession  no. 
PRJNA971784.

Author contributions

JJ: Conceptualization, Data curation, Formal analysis, 
Investigation, Methodology, Software, Visualization, Writing – 
original draft, Writing – review & editing. HS: Software, Supervision, 
Validation, Visualization, Writing – review & editing. W-HK: 
Supervision, Validation, Writing – review & editing. MC: Project 
administration, Resources, Writing – review & editing. J-YL: Funding 
acquisition, Project administration, Writing – review & editing. Y-KK: 
Funding acquisition, Project administration, Resources, Writing – 
review & editing. SC: Conceptualization, Supervision, Validation, 
Writing – review & editing.

Funding

The author(s) declare financial support was received for the 
research, authorship, and/or publication of this article. This study was 
supported by a grant funded by the Animal and Plant Quarantine 

Agency, Republic of Korea: [grant number N-1543084-2020-24-01]; 
Animal and Plant Quarantine Agency: [grant number 
B-1543084-2022-24-02].

Acknowledgments

The authors thank technical assistants at the Avian Disease 
Research Division, Animal and Plant Quarantine Agency for sample 
collection and preparation.

Conflict of interest

The authors declare that the research was conducted in the 
absence of any commercial or financial relationships that could 
be construed as a potential conflict of interest.

Publisher’s note

All claims expressed in this article are solely those of the authors 
and do not necessarily represent those of their affiliated 
organizations, or those of the publisher, the editors and the 
reviewers. Any product that may be evaluated in this article, or 
claim that may be made by its manufacturer, is not guaranteed or 
endorsed by the publisher.

Supplementary material

The Supplementary material for this article can be found online 
at: https://www.frontiersin.org/articles/10.3389/fmicb.2023.1282961/
full#supplementary-material

References
Baek, S. Y., Lim, S. Y., Lee, D. H., Min, K. H., and Kim, C. M. (2000). Incidence and 

characterization of Listeria monocytogenes from domestic and imported foods in Korea. 
J. Food Prot. 63, 186–189. doi: 10.4315/0362-028X-63.2.186

Bai, X., Wang, Z., Li, W., Xiao, F., Huang, J., Xu, Q., et al. (2022). Rapid and accurate 
detection for Listeria monocytogenes in milk using ampicillin-mediated magnetic 
separation coupled with quantitative real-time PCR. Microchem. J. 183:108063. doi: 
10.1016/j.microc.2022.108063

Barbalho, T. C. F., Almeida, P. F., Almeida, R. C. C., and Hofer, E. (2005). Prevalence 
of Listeria spp. at a poultry processing plant in Brazil and a phage test for rapid 
confirmation of suspect colonies. Food Control 16, 211–216. doi: 10.1016/j.
foodcont.2004.01.014

Buchanan, R. L., Gorris, L. G. M., Hayman, M. M., Jackson, T. C., and Whiting, R. C. 
(2017). A review of Listeria monocytogenes: an update on outbreaks, virulence, dose–
response, ecology, and risk assessments. Food Control 75, 1–13. doi: 10.1016/j.
foodcont.2016.12.016

Carpentier, B., and Cerf, O. (2011). Review--persistence of Listeria monocytogenes in 
food industry equipment and premises. Int. J. Food Microbiol. 145, 1–8. doi: 10.1016/j.
ijfoodmicro.2011.01.005

Chen, S. H., Fegan, N., Kocharunchitt, C., Bowman, J. P., and Duffy, L. L. (2020a). 
Impact of poultry processing operating parameters on bacterial transmission and 
persistence on chicken carcasses and their shelf life. Appl. Environ. Microbiol. 86, 
e00594–e00520. doi: 10.1128/AEM.00594-20

Chen, S. H., Fegan, N., Kocharunchitt, C., Bowman, J. P., and Duffy, L. L. (2020b). 
Changes of the bacterial community diversity on chicken carcasses through an 
Australian poultry processing line. Food Microbiol. 86:103350. doi: 10.1016/j.
fm.2019.103350

Chen, J.-Q., Healey, S., Regan, P., Laksanalamai, P., and Hu, Z. (2017). PCR-based 
methodologies for detection and characterization of Listeria monocytogenes and 
Listeria ivanovii in foods and environmental sources. Food Sci. Human Wellness 6, 
39–59. doi: 10.1016/j.fshw.2017.03.001

Chiarini, E., Tyler, K., Farber, J. M., Pagotto, F., and Destro, M. T. (2009). Listeria 
monocytogenes in two different poultry facilities: manual and automatic evisceration. 
Poult. Sci. 88, 791–797. doi: 10.3382/ps.2008-00396

Cox, N. A., Bailey, J. S., and Berrang, M. E. (1997). The presence of Listeria 
monocytogenes in the integrated poultry industry. J. Appl. Poult. Res. 6, 116–119. doi: 
10.1093/japr/6.1.116

Cufaoglu, G., and Ayaz, N. D. (2019). Listeria monocytogenes risk associated with 
chicken at slaughter and biocontrol with three new bacteriophages. J. Food Saf. 
39:e12621. doi: 10.1111/jfs.12621

Edgar, R. C. (2010). Search and clustering orders of magnitude faster than BLAST. 
Bioinformatics 26, 2460–2461. doi: 10.1093/bioinformatics/btq461

Escudero-Gilete, M. L., González-Miret, M. L., and Heredia, F. J. (2005). Multivariate 
study of the decontamination process as function of time, pressure and quantity of water 
used in washing stage after evisceration in poultry meat production. J. Food Eng. 69, 
245–251. doi: 10.1016/j.jfoodeng.2004.08.015

European Food Safety Authority and European Centre for Disease Prevention and 
Control (EFSA and ECDC) (2018). The European Union summary report on trends and 
sources of zoonoses, zoonotic agents and food-borne outbreaks in 2017. EFSA J. 
16:e05500. doi: 10.2903/j.efsa.2018.5500

European Food Safety Authority and European Centre for Disease Prevention and 
Control (EFSA and ECDC) (2022). The European Union one health 2021 Zoonoses 
report. EFSA J. 20:e07666. doi: 10.2903/j.efsa.2022.7666

https://doi.org/10.3389/fmicb.2023.1282961
https://www.frontiersin.org/journals/microbiology
https://www.frontiersin.org
https://www.frontiersin.org/articles/10.3389/fmicb.2023.1282961/full#supplementary-material
https://www.frontiersin.org/articles/10.3389/fmicb.2023.1282961/full#supplementary-material
https://doi.org/10.4315/0362-028X-63.2.186
https://doi.org/10.1016/j.microc.2022.108063
https://doi.org/10.1016/j.foodcont.2004.01.014
https://doi.org/10.1016/j.foodcont.2004.01.014
https://doi.org/10.1016/j.foodcont.2016.12.016
https://doi.org/10.1016/j.foodcont.2016.12.016
https://doi.org/10.1016/j.ijfoodmicro.2011.01.005
https://doi.org/10.1016/j.ijfoodmicro.2011.01.005
https://doi.org/10.1128/AEM.00594-20
https://doi.org/10.1016/j.fm.2019.103350
https://doi.org/10.1016/j.fm.2019.103350
https://doi.org/10.1016/j.fshw.2017.03.001
https://doi.org/10.3382/ps.2008-00396
https://doi.org/10.1093/japr/6.1.116
https://doi.org/10.1111/jfs.12621
https://doi.org/10.1093/bioinformatics/btq461
https://doi.org/10.1016/j.jfoodeng.2004.08.015
https://doi.org/10.2903/j.efsa.2018.5500
https://doi.org/10.2903/j.efsa.2022.7666


Jeong et al. 10.3389/fmicb.2023.1282961

Frontiers in Microbiology 14 frontiersin.org

Goh, S. G., Leili, A.-H., Kuan, C. H., Loo, Y. Y., Lye, Y. L., Chang, W. S., et al. (2014). 
Transmission of Listeria monocytogenes from raw chicken meat to cooked chicken 
meat through cutting boards. Food Control 37, 51–55. doi: 10.1016/j.
foodcont.2013.08.030

Göksoy, E. O., Kirkan, S., and Kök, F. (2004). Microbiological quality of broiler 
carcasses during processing in two slaughterhouses in Turkey. Poult. Sci. 83, 1427–1432. 
doi: 10.1093/ps/83.8.1427

Guerin, M. T., Sir, C., Sargeant, J. M., Waddell, L., O’Connor, A. M., Wills, R. W., et al. 
(2010). The change in prevalence of Campylobacter on chicken carcasses during 
processing: a systematic review. Poult. Sci. 89, 1070–1084. doi: 10.3382/ps.2009-00213

Handley, J. A., Park, S. H., Kim, S. A., and Ricke, S. C. (2018). Microbiome profiles of 
commercial broilers through evisceration and immersion chilling during poultry 
slaughter and the identification of potential indicator microorganisms. Front. Microbiol. 
9:345. doi: 10.3389/fmicb.2018.00345

Heo, E. J., Song, B. R., Park, H. J., Kim, Y. J., Moon, J. S., Wee, S. H., et al. (2014). Rapid 
detection of Listeria monocytogenes by real-time PCR in processed meat and dairy 
products. J. Food Prot. 77, 453–458. doi: 10.4315/0362-028X.JFP-13-318

Hosseinzadeh, S., Shekarforoush, S. S., Ansari-Lari, M., Jahromi, E. P.-F., Berizi, E., 
and Abdollahi, M. (2012). Prevalence and risk factors for Listeria monocytogenes in 
broiler flocks in shiraz Southern Iran. Foodborne Pathog. Dis. 9, 568–572. doi: 10.1089/
fpd.2011.1080

Iannetti, L., Schirone, M., Neri, D., Visciano, P., Acciari, V. A., Centorotola, G., et al. 
(2020). Listeria monocytogenes in poultry: detection and strain characterization along 
an integrated production chain in Italy. Food Microbiol. 91:103533. doi: 10.1016/j.
fm.2020.103533

International Organization for Standardization (2017). Microbiology of the food chain 
– Horizontal method for the detection and enumeration of Listeria monocytogenes and 
Listeria spp. – Part 1: Detection method. Geneva: International Organization 
for Standardization.

Jandaghi, H., Ghahramani Seno, M. M., Farzin, H. R., and Mohsenzadeh, M. (2020). 
Rapid quantitative detection of Listeria monocytogenes in chicken using direct and 
combined enrichment/qPCR method. Iran. J. Chem. Chem. Eng. (IJCCE). 39, 137–146.

Lin, C. H., Adams, P. J., Huang, J. F., Sun, Y. F., Lin, J. H., and Robertson, I. D. (2021). 
Contamination of chicken carcasses and the abattoir environment with Listeria 
monocytogenes in Taiwan. Br. Poult. Sci. 62, 701–709. doi: 10.1080/00071668.2021.1927984

Little, C. L., Amar, C. F. L., Awofisayo, A., and Grant, K. A. (2012). Hospital-acquired 
listeriosis associated with sandwiches in the UK: a cause for concern. J. Hosp. Infect. 82, 
13–18. doi: 10.1016/j.jhin.2012.06.011

Liu, Y., Cao, Y., Wang, T., Dong, Q., Li, J., and Niu, C. (2019). Detection of 12 common 
food-borne pathogens by Taq man real-time PCR using a single set of reaction 
conditions. Front. Microbiol. 13:222. doi: 10.3389/fmicb.2019.00222

Lupo, A., Vogt, D., Seiffert, S. N., Endimiani, A., and Perreten, V. (2014). Antibiotic 
resistance and phylogenetic characterization of Acinetobacter baumannii strains isolated 
from commercial raw meat in Switzerland. J. Food Prot. 77, 1976–1981. doi: 
10.4315/0362-028X.JFP-14-073

Marcus, R., Hurd, S., Mank, L., Mshar, P., Phan, Q., Jackson, K., et al. (2009). Chicken 
salad as the source of a case of Listeria monocytogenes infection in Connecticut. J. Food 
Prot. 72, 2602–2606. doi: 10.4315/0362-028X-72.12.2602

Markkula, A., Autio, T., Lundén, J., and Korkeala, H. (2005). Raw and processed fish 
show identical Listeria monocytogenes genotypes with pulsed-field gel electrophoresis. 
J. Food Prot. 68, 1228–1231. doi: 10.4315/0362-028X-68.6.1228

McLauchlin, J., Aird, H., Amar, C., Barker, C., Dallman, T., Elviss, N., et al. (2020). 
Listeria monocytogenes in cooked chicken: detection of an outbreak in the 

United  Kingdom (2016 to 2017) and analysis of L. monocytogenes from unrelated 
monitoring of foods (2013 to 2017). J. Food Prot. 83, 2041–2052. doi: 10.4315/JFP-20-188

McMurdie, P. J., and Holmes, S. (2013). Phyloseq: an R package for reproducible 
interactive analysis and graphics of microbiome census data. PLoS One 8:e61217. doi: 
10.1371/journal.pone.0061217

Moura, A., Criscuolo, A., Pouseele, H., Maury, M. M., Leclercq, A., Tarr, C., et al. 
(2017). Whole genome-based population biology and epidemiological surveillance of 
Listeria monocytogenes. Nat. Microbiol. 2:16185. doi: 10.1038/nmicrobiol.2016.185

Moura, G. F., Sigarini, C. D. O., and Figueiredo, E. D. S. (2016). Listeria monocytogenes 
in chicken meat. J. Food Nutr. Res. 4, 436–441.

Moura, G., Tomborelli, P., Carvalho, R. C. T., Sigarini, C., Carvalho, F., Vieira, B., et al. 
(2019). Listeria monocytogenes and other species as persistent contaminants in the 
processing of chicken meat. J. Appl. Poult. Res. 28, 470–478. doi: 10.3382/japr/pfy071

Oliveira, T. S., Varjão, L. M., da Silva, L. N. N., de Castro Lisboa Pereira, R., Hofer, E., 
Vallim, D. C., et al. (2018). Listeria monocytogenes at chicken slaughterhouse: occurrence, 
genetic relationship among isolates and evaluation of antimicrobial susceptibility. Food 
Control 88, 131–138. doi: 10.1016/j.foodcont.2018.01.015

Rørvik, L. M., Aase, B., Alvestad, T., and Caugant, D. A. (2003). Molecular 
epidemiological survey of Listeria monocytogenes in broilers and poultry products. J. 
Appl. Microbiol. 94, 633–640. doi: 10.1046/j.1365-2672.2003.01895.x

Rothrock, M. J., Locatelli, A., Glenn, T. C., Thomas, J. C., Caudill, A. C., Kiepper, B. H., 
et al. (2016). Assessing the microbiomes of scalder and chiller tank waters throughout 
a typical commercial poultry processing day. Poult. Sci. 95, 2372–2382. doi: 10.3382/ps/
pew234

Ryser, E. T., Ryser, E. T., and Marth, E. H. (2007). Listeria, Listeriosis, and food safety 
(Boca Raton: CRC Press).

Sakaridis, I., Soultos, N., Iossifidou, E., Papa, A., Ambrosiadis, I., and Koidis, P. (2011). 
Prevalence and antimicrobial resistance of Listeria monocytogenes isolated in chicken 
slaughterhouses in northern Greece. J. Food Prot. 74, 1017–1021. doi: 10.4315/0362-028X.
JFP-10-545

Schwartz, B., Ciesielski, C. A., Broome, C. V., Gaventa, S., Brown, G. R., Gellin, B. G., 
et al. (1988). Association of sporadic listeriosis with consumption of uncooked hot dogs 
and undercooked chicken. Lancet 2, 779–782. doi: 10.1016/s0140-6736(88)92425-7

Shank, F. R., Elliot, E. L., Wachsmuth, I. K., and Losikoff, M. E. (1996). US position 
on Listeria monocytogenes in foods. Food Control 7, 229–234. doi: 10.1016/
S0956-7135(96)00041-2

Shi, X.-M., Long, F., and Suo, B. (2010). Molecular methods for the detection and 
characterization of foodborne pathogens. Pure Appl. Chem. 82, 69–79. doi: 10.1351/
PAC-CON-09-02-07

Stellato, G., La Storia, A., De Filippis, F., Borriello, G., Villani, F., and Ercolini, D. 
(2016). Overlap of spoilage-associated microbiota between meat and the meat 
processing environment in small-scale and large-scale retail distributions. AEM 82, 
4045–4054. doi: 10.1128/AEM.00793-16

Wages, J. A., Feye, K. M., Park, S. H., Kim, S. A., and Ricke, S. C. (2019). Comparison 
of 16S rDNA next sequencing of microbiome communities from post-scalder and post-
picker stages in three different commercial poultry plants processing three classes of 
broilers. Front. Microbiol. 10:972. doi: 10.3389/fmicb.2019.00972

Wang, H., Qin, X., Mi, S., Li, X., Wang, X., Yan, W., et al. (2019). Contamination of 
yellow-feathered broiler carcasses: microbial diversity and succession during processing. 
Food Microbiol. 83, 18–26. doi: 10.1016/j.fm.2019.04.006

Zwirzitz, B., Wetzels, S. U., Dixon, E. D., Stessl, B., Zaiser, A., Rabanser, I., et al. (2020). 
The sources and transmission routes of microbial populations throughout a meat 
processing facility. NPJ Biofilms Microb. 6:26. doi: 10.1038/s41522-020-0136-z

https://doi.org/10.3389/fmicb.2023.1282961
https://www.frontiersin.org/journals/microbiology
https://www.frontiersin.org
https://doi.org/10.1016/j.foodcont.2013.08.030
https://doi.org/10.1016/j.foodcont.2013.08.030
https://doi.org/10.1093/ps/83.8.1427
https://doi.org/10.3382/ps.2009-00213
https://doi.org/10.3389/fmicb.2018.00345
https://doi.org/10.4315/0362-028X.JFP-13-318
https://doi.org/10.1089/fpd.2011.1080
https://doi.org/10.1089/fpd.2011.1080
https://doi.org/10.1016/j.fm.2020.103533
https://doi.org/10.1016/j.fm.2020.103533
https://doi.org/10.1080/00071668.2021.1927984
https://doi.org/10.1016/j.jhin.2012.06.011
https://doi.org/10.3389/fmicb.2019.00222
https://doi.org/10.4315/0362-028X.JFP-14-073
https://doi.org/10.4315/0362-028X-72.12.2602
https://doi.org/10.4315/0362-028X-68.6.1228
https://doi.org/10.4315/JFP-20-188
https://doi.org/10.1371/journal.pone.0061217
https://doi.org/10.1038/nmicrobiol.2016.185
https://doi.org/10.3382/japr/pfy071
https://doi.org/10.1016/j.foodcont.2018.01.015
https://doi.org/10.1046/j.1365-2672.2003.01895.x
https://doi.org/10.3382/ps/pew234
https://doi.org/10.3382/ps/pew234
https://doi.org/10.4315/0362-028X.JFP-10-545
https://doi.org/10.4315/0362-028X.JFP-10-545
https://doi.org/10.1016/s0140-6736(88)92425-7
https://doi.org/10.1016/S0956-7135(96)00041-2
https://doi.org/10.1016/S0956-7135(96)00041-2
https://doi.org/10.1351/PAC-CON-09-02-07
https://doi.org/10.1351/PAC-CON-09-02-07
https://doi.org/10.1128/AEM.00793-16
https://doi.org/10.3389/fmicb.2019.00972
https://doi.org/10.1016/j.fm.2019.04.006
https://doi.org/10.1038/s41522-020-0136-z

	Tracking the contamination sources of microbial population and characterizing Listeria monocytogenes in a chicken slaughterhouse by using culture-dependent and independent methods
	1 Introduction
	2 Materials and methods
	2.1 Description of facility and sampling
	2.2 Sample preparation and DNA extraction for metagenomic analysis
	2.3 Isolation of Listeria monocytogenes and microbial analysis
	2.4 Culture-independent analysis
	2.4.1 qPCR of Listeria monocytogenes
	2.4.2 Sequencing of 16S rRNA gene amplicon
	2.4.3 Processing and analysis of sequencing data

	3 Results
	3.1 Isolation, serotyping, and genetic relatedness analysis based on MLST analysis of Listeria monocytogenes
	3.2 Overall contamination by Listeria monocytogenes across the slaughterhouse determined By qPCR
	3.3 Differences in microbial composition at each step of the slaughterhouse determined by 16S rRNA gene amplicon sequencing
	3.4 Microbial community structure changes along the slaughter line
	3.5 Distinct transmission routes throughout the slaughterhouse determined by source tracking analysis

	4 Discussion
	5 Conclusion
	Data availability statement
	Author contributions

	References

