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 Aliarcobacter spp. are potentially present in farm ani-
mals; poultry; reptiles; animal-derived foods (meat, dairy 
products, and seafood); vegetables; and water [5–12]. 
Most transmission may involve contaminated food and 
water. Animals, including pets, may play roles in fecal-
oral transmission. Infections caused by contaminated 
food (plants, chicken, pork) or water have been described 
[9, 13–17].

 A. butzleri, A. cryaerophilus, A. skirrowii, and A. cibar-
ius have been isolated from the stools of both healthy ani-
mals and those with mastitis, and pigs with gastric ulcers 
or reproductive abnormalities [18, 19]. The three main 
species associated with human infections are A. butzleri, 
A. cryaerophilus, and A. skirrowii [14, 20, 21]. Arguello et 
al., proposed that men over 85 years of age were the pri-
mary human target of Aliarcobacter spp. A. butzleri has 
been associated with enteritis, as have A. cryaerophilus 
and A. skirrowii, but rarely with bacteremia [22, 23]. In 
the past, Aliarcobacter spp. were described as causative 
agents of travel diarrhea [24]. Although A. butzleri shares 

Background
Aliarcobacter spp. are Gram-negative bacteria closely 
related to Campylobacter spp. but that grow at lower 
temperatures than the latter in the presence of oxygen. 
Aliarcobacter genus currently includes 17 species (​h​t​t​p​​s​
:​/​​/​l​p​s​​n​.​​d​s​m​z​.​d​e​/​s​e​a​r​c​h​?​ ​w​o​r​d​=​a​l​i​a​r​c​o​b​a​c​t​e​r) [1–3]. ​A​l​i​a​r​
c​o​b​a​c​t​e​r​ spp. tolerate high sodium concentrations, mul-
tiply during refrigeration, resist desiccation, and adhere 
to many surfaces. The most significant human pathogen, 
Aliarcobacter butzleri, can grow at low temperatures 
(4–10 °C) and survive under various storage conditions 
[4].
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Abstract
Aliarcobacter spp. bacteria are human enteropathogens, as are Campylobacter spp. However, the epidemiology of 
the former infections is not well described. Here, we present microbiological and clinical data on 1,204 Aliarcobacter 
spp. infections that occurred in France between 2002 and 2024. Aliarcobacter butzleri was the principal species 
identified, followed by A. cryaerophilus. Aliarcobacter spp. infections affected patients principally over 60 years of 
age, mostly men, particularly during autumn. Analysis of 253 clinical information sheets highlighted both diarrhea 
and abdominal pain that were only rarely associated with fever or blood in the stool. Many isolates of both main 
species were resistant to group A penicillins and ciprofloxacin.
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microbiological and clinical features with Campylobacter 
jejuni, the former is more often associated with persis-
tent, watery, but less bloody diarrhea than Campylo-
bacter [25, 26].

 Aliarcobacter spp. from stool samples can be isolated 
using the selective agar plates employed for Campylo-
bacter spp. cultivation. Identification of such bacteria 
by matrix-assisted laser desorption ionization–time of 
flight (MALDI-TOF) mass spectrometry is possible, as 
is the case for Campylobacter spp [20, 27, 28]. However, 
the pathogenicity of Aliarcobacter spp. remains poorly 
understood [29, 30]. The bacteria adhere to intestinal 
epithelial cells. The pathogenic mechanisms include host 
cell invasion and cytotoxicity [2, 16, 25, 31].

Here, we prospectively study the clinical and microbio-
logical characteristics of Aliarcobacter spp. identified by 
the French medical biology laboratories of the surveil-
lance network of the National Reference Center for Cam-
pylobacters and Helicobacters (NRCCH) between 2002 
and 2024.

Materials and methods
Data Collection: We included all strains received at the 
NRCCH from any medical biology laboratory (private 
or hospital), from 2002 to 2024. Prior to 2016, a supple-
mentary clinical information sheet was systematically 
sent to all correspondents. The clinical data requested in 
anonymized form included patient age, sex, date and type 
of collection, any travel information, and any grouped 
cases. Cases were described as isolated or grouped. Any 
travel abroad in the previous 15 days was noted. Any sus-
pected source of food contamination was described, as 
was the presence/absence of another simultaneously iso-
lated enteropathogen. Any change in general condition 
was noted, as was diarrhea, abdominal pain, blood in the 
stool, vomiting, fever, any antibiotic treatment initiated, 
the duration of symptoms, and progress under treatment. 
All data were entered into an Excel spreadsheet and man-
ually analyzed.

Strain culture, identification, and antibiograms: All 
strains were cultured on receipt at the NRCCH using 
blood agar plates under microaerobic conditions at 36 
± 1 °C in an Anoxomat microprocessor (Mart Microbi-
ology BV, Lichtenvoorde, the Netherlands). The micro-
aerobic atmosphere was 79.7% N2, 7.1% CO2, 7.1% H2 
and 6% O2. All strains was retrospectively identified from 
2002 to 2013, but systematically classified from 2013 via 
MALDI-TOF mass spectrometry (Bruker, 2023 library), 
as previously described [27]. All the isolates since 2002 
were stored at −80 °C in brucella broth with 25% glycerol.

Antibiograms were obtained via disc diffusion (Bio-
rad) for 48 h on Mueller Hinton containing defibrinated 
sheep blood and read by a SIRcan Orion instrument 
(I2A, Montpellier, France). Resistance to ampicillin, 

amoxicillin-clavulanic acid and ciprofloxacin was deter-
mined using the 2022 cutoffs published by Jehanne et al. 
[32]: for ampicillin resistant (R) < 17 mm, amoxicillin-
clavulanic acid R < 17 mm, and ciprofloxacin R < 16 mm.

Statistical analyzes were performed using an on-line 
tool available https://www.medcalc.org/. Patients were 
grouped into four age categories (0–14, 15–49, 50–74, 
and 75–103 years) to ensure sufficient sample sizes in 
each group for statistical analysis. These analyses were 
performed using chi-square goodness-of-fit tests to 
assess deviations from uniform distributions (age groups 
and monthly case counts), and chi-square tests of inde-
pendence to compare proportions between groups (spe-
cies distribution and antibiotic resistance across age 
groups). For all tests, a p-value < 0.05 was considered sta-
tistically significant.

Results
Patient Description: A total of 1,204 unique strains 
were recovered from 2002 to 2024. The minimum num-
ber was 5 in 2002 and the maximum 105 in 2018; the 
average was 52 ± 31 strains/year. The laboratories were 
homogeneously distributed across France. Only 5 of the 
96 French metropolitan departments were not covered 
(Fig. 1). Three overseas French departments also contrib-
uted: Reunion Island, Mayotte, and French Polynesia.

Totals of 609 men (54.4%) and 595 women (45.6%) 
were infected; the sex ratio was 1.2. Men dominated in 
all 10-year age group intervals except the 90–100-years 
group (Table 1). The age groups most affected were 0–9 
years (174/1,204 strains, 14.5%) and (especially) 60–99 
years (758/1,204, 63%) (Table 1) (Fig. 2). The distribution 
of cases among the 11 age groups was evaluated using 
a chi-square goodness-of-fit test, which demonstrated 
a significant deviation from a uniform distribution 
(χ²(10) = 681.76, p < 0.0001).

Of the 1,204 cases, 565 were seen as outpatients or dur-
ing consultation, 461 were hospitalized, and no informa-
tion was available for the remaining 178. Of the 1,026 
cases for which data were available, 55.1% were not clini-
cally severe.
 
-Epidemiological characteristics.
Most strains were isolated from stool samples (1,171, 
97.3%) or blood cultures (17, 1.4%) (Table 2).

A. butzleri was the principal species (1,080, 89.70%), 
followed by A. cryoaerophilus (117, 9.72%), A. skirrowii 
(4, 0.33%), A. lanthieri (2, 0.17%), and (one) Aliarcobacter 
sp (1, 0.08%). A. butzleri predominated regardless of 
the sample type: stool (73.7%), blood (87.5%), and other 
(100%) (Table 2). A chi-square test of independence was 
performed to compare the proportions of the two main 
species, A. butzleri and A. cryaerophilus, across four 
groups of age (0–14, 15–49, 50–74 and 74–103). The 

https://www.medcalc.org/
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analysis was restricted to these species because sample 
sizes for A. lanthieri and A. skirrowii were insufficient 
for statistical testing. The test showed a highly significant 
difference between groups (χ² = 52.69, df = 3, p < 0.0001), 
indicating that the species distribution is not uniform 
across the groups.

Strains were isolated throughout the year, but with a 
very clear peak in August-December (50.3% of cases) 
(Fig. 3). This differs from the annual peak in the French 
summer (May-September) of Campylobacter spp. infec-
tions. A chi-square goodness-of-fit test was conducted 

to assess the uniformity of case distribution through-
out the year. The results showed a significant deviation 
from a uniform monthly distribution (χ² = 75.08, df = 11, 
p < 0.0001), indicating substantial seasonal variation with 
elevated case counts observed in August, September, and 
October.

When information was available (696 cases out of 
1,204), 95.4% of infections were isolated cases (664/696). 
Infectious clusters were rare (32, 4.6%). Travel abroad 
status was explored for 523 cases but not for the remain-
ing 564. Of the 523 cases, 111 had been abroad (21.2%), 
principally to the Maghreb (38/111 cases (34.2%) or other 
African locations (18/111 cases, 16.2%).

Completed clinical information sheets were received 
for 253 of the 1,204 cases (21%). Only 19 intestinal co-
infections (7.5%) were reported: four Giardia intestinalis, 
four unspecified, three Salmonella spp. two C. jejuni, two 
Shigella sonnei, one Yersinia sp, one Aeromonas sp, 1 tox-
inogenic Clostridioides difficile, and one adenovirus.

Diarrhea was reported by 195 of the 253 cases (77.1%), 
including 170 with A. butzleri infections (87.2%), abdom-
inal pain by 137/253 (54.2%), blood in the stool by 31/253 
(12.3%), and fever above 38  °C by 58/253 (9.9%). No 
symptoms were reported by only 15/253 patients (5.93%).

Antibiotics were prescribed for 118 of the 253 cases 
(46.6%): a macrolide (35/118 cases, 29.7%), a fluoroqui-
nolone (26/118 cases, 22%), amoxicillin + clavulanic acid 

Table 1  Distribution of Aliarcobacter spp. Infections by age and 
sex
Age group (years) N (%) Male Female Sex ratio
0–9 174 (14.5%) 104 70 1.5
10–19 38 (3.2%) 23 15 1.5
20–29 55 (4.6%) 29 26 1.1
30–39 38 (3.2%) 22 16 1.4
40–49 60 (5%) 32 28 1.1
50–59 79 (6.6%) 41 38 1.1
60–69 166 (13.8%) 92 74 1.2
70–79 231 (19.2%) 128 103 1.2
80–89 265 (22%) 143 122 1.2
90–99 96 (8%) 41 55 0.7
100–109 2 (0.2%) 0 2 0.0

1,204 (100%) 655 549 1.2

Fig. 1  The distribution of the 1,204 strains of Aliarcobacter spp. received between 2002 and 2024. The color intensity reflects the number of strains per 
department or overseas region
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(14/118 cases, 11.9%), amoxicillin alone (8/118 cases, 
6.8%), and other single agents or combinations (the 
remaining 35/118, 29.7%). The clinical evolutions under 
antibiotics were reported for 94/118 (79.7%): cures for 82, 
6 deaths linked to comorbidities, no improvement in the 
clinical signs of 3, 1 relapse after stopping antibiotics, 1 
chronic carriage, and 1 colopathy.

The duration of clinical signs was provided for 108 of 
the 253 cases: ≤ 7 days in 56 cases (51.8%), > 7 to ≤ 15 
days in 28 (25.9%), > 15 days to < 1 month in 17 (15.7%), 
> 1 month to ≤ 2 months in 4 (3.7%), > 2 months to ≤ 3 
months in 2 (1.8%), and > 3 months to ≤ 4 months in 1 
(0.9%).

A. butzleri ampicillin susceptibility was assessed for 
798 cases (582 resistant, 72.9%), amoxicillin-clavulanic 
acid susceptibility for 724 (274 resistant, 37.8%), and cip-
rofloxacin susceptibility for 640 (64 resistant, 10%). A. 
cryaerophilus ampicillin susceptibility was assessed for 

90 cases (44 resistant, 48.9%), amoxicillin-clavulanic acid 
susceptibility for 88 (6 resistant, 6.8%), and ciprofloxacin 
susceptibility for 84 (23 resistant, 27.4%). Contact-resis-
tance to a 15-µg erythromycin disc was noted in only 19 
of 503 strains tested (3.8% high-level resistance to mac-
rolides): 15 A. butzleri, 3 A. cryaerophilus and 1 A. skir-
rowii. Given the small numbers of A. lanthieri and A. 
skirrowii reported, no assessment of antibiotic sensitivity 
is possible. The association between age groups and resis-
tance status to amoxicillin-clavulanic acid and ampicil-
lin was assessed using chi-square tests of independence. 
A statistically significant difference in resistance rates 
to amoxicillin-clavulanic acid was observed across age 
groups (χ² = 8.55, df = 3, p = 0.036), with patients older 
than 50 years of age being infected with strains that were 
more resistant to this antibiotic. In contrast, no signifi-
cant variation in ampicillin resistance was found among 

Table 2  Distribution by sample type
N % A. butzleri A. cryaerophilus A. lanthieri A. skirrowii Aliarcobacter sp

Stool 1,171 97.26 1,048 116 4 2 1
Blood 17 1.41 16 1 0 0 0
Other* 16 1.33 16 0 0 0 0

1,204 100 1,080 (89.7%) 117
(0.7%)

4 (0.33%) 2 (0.17%) 1
0.08%)

Fig. 2  The number of Aliarcobacter spp. infections by age group in 5-year increments
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age groups (χ² = 4.63, df = 3, p = 0.20). These analyses were 
conducted on 844 and 934 tested strains, respectively.

Discussion
The epidemiology of Aliarcobacter spp. infections is less 
well described than that of Campylobacter spp. Our labo-
ratory receives strains of Campylobacter spp. and related 
bacteria, including Aliarcobacter spp. associated with 
various pathologies, mainly infectious diarrhea, from a 
surveillance network of hospital and private medical biol-
ogy laboratories. In this study, we describe the microbio-
logical and clinical characteristics of such infections from 
2002 to 2024.

Among the 1,204 cases included in the present study, 
only 253 (21%) had complete clinical information sheets, 
and data on travel history, infection clusters, and other 
epidemiological variables were largely missing. This may 
limit the reliability of the clinical and the epidemiological 
conclusions.

Human A. butzleri infections have been associated 
with diarrhea accompanied by abdominal pain, nausea, 
vomiting, and fever [13]. A. skirrowii has been associated 
with chronic diarrhea [33]. The clinical presentations are 
similar to those of C. jejuni campylobacteriosis, although 
some authors have reported more persistent watery diar-
rhea [16, 34]. Our data are in line with previous observa-
tions. However, the symptoms were of short duration (15 
days in 77.8% of cases). We found that A. butzleri diar-
rhea was indeed often associated with abdominal pain. 

Unlike Campylobacter spp. infections, Aliarcobacter 
spp. infections were rarely accompanied by blood in the 
stool or a fever above 38 °C. This may differentiate such 
infections from those of Campylobacter spp. but this is 
not a differentially predictive clinical finding. Our data 
are in line with those of Vandenberg et al., who studied 
67 patients infected with A. butzleri [34]. These more 
frequently presented with persistent and watery diar-
rhea, but less often with bloody diarrhea, than did those 
infected with C. jejuni. In the literature; A. butzleri infec-
tions have been associated with co-infections of other 
enteric pathogens. In our study, such co-infections were 
rare.

Some of our data differ from those of Vandenberg et 
al., who found no particular age or sex distribution of 
Aliarcobacter spp. infections, in contrast to 201 cases 
of Campylobacteriosis [34]. In our present study, the 
observed non-uniform distribution of cases across age 
groups suggests that susceptibility or exposure to infec-
tion differs by age. We observed a sex ratio favored men 
in all age groups (except those over 90 years of age, but 
this may reflect the small number of cases and the longer 
life expectancy of women). A favored male distribution is 
a common epidemiological feature of the annual French 
Campylobacter spp. infections, with the exception of a 
female predominance in the 20–40 age groups (​h​t​t​p​​s​:​/​​/​w​
w​w​​.​s​​a​n​t​​e​p​u​​b​l​i​q​​u​e​​f​r​a​​n​c​e​​.​f​r​/​​r​e​​c​h​e​​r​c​h​​e​/​#​s​​e​a​​r​c​h​=​c​a​m​p​y​l​o​b​
a​c​t​e​r). Van Den Abeele et al., found that the average age 
of Aliarcobacter spp. patients was 42 years, significantly 

Fig. 3  The numbers of Aliarcobacter and Campylobacter spp. infections over the year. The data are percentages: blue for Campylobacter spp. and orange 
for Aliarcobacter spp. The Campylobacter data are derived from the strains collected by the NRCCH from 2017 to 2024 (n = 76,370)
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older than that of Campylobacter spp. patients [35]. Our 
findings are similar. Significant variation in species dis-
tribution across age groups were observed in particular, 
older patients exhibited more A. butzleri than A. cry-
aerophilus infections.

Vandenberg et al., reported that 20.9% of patients 
infected with Aliarcobacter spp. were hospitalized for 
more than 48 h [34]. We lacked hospitalization lengths, 
but 44.9% of infected patients for whom data were avail-
able were hospitalized. Without wishing to overinterpret 
such data, the bacteria may be markedly pathogenic. 
The pathogenicity of A. cryaerophilus has been debated 
in the past. In particular, Houf and Stephan sought 
A. cryaerophilus in stool samples from patients with-
out gastrointestinal symptoms [20]. The fact that sev-
eral Aliarcobacter spp. adhere to human cells suggests 
that Aliarcobacter spp. may produce virulence factors, 
but further research is needed [36–39]. Douidah et al., 
reported that A. butzleri induced apoptosis and inflam-
mation of intestinal epithelial cells, and that the cadF 
gene encoded a fibronectin adhesin and ciaB an invasive-
ness gene [40]. Bacchus et al., found that A. cryaerophilus 
strains adhered to and invaded two cell lines, with strain-
dependent differences in terms of their adhesion and 
invasion rates [31]. Some strains were cytotoxic to epi-
thelial cell lines. The Aliarcobacter species reported here 
were rarely accompanied by another enteropathogen.

Grouped Aliarcobacter spp. infections are rare. This is 
consistent with our data; most were isolated, with a very 
clear peak in August-December, offset from the annual 
French spring-summer peak of Campylobacter spp. 
(May-September) (​h​t​t​p​​s​:​/​​/​w​w​w​​.​s​​a​n​t​​e​p​u​​b​l​i​q​​u​e​​f​r​a​​n​c​e​​.​f​r​/​​
r​e​​c​h​e​​r​c​h​​e​/​#​s​​e​a​​r​c​h​=​c​a​m​p​y​l​o​b​a​c​t​e​r). This may reflect the 
travel habits of those aged 60 to 100 years (63% of cases 
in the present study), who preferentially choose the later 
period for international travel. Unknown individual sus-
ceptibility factors must also be considered.

Previous studies described increased Aliarcobacter spp. 
strain isolations from sheep in autumn and winter [41, 
42]. Such data should be carefully considered when iden-
tifying potential sources of human foodborne contamina-
tion. Potential food sources of infections were identified 
for only 9 of the 1,204 cases. Poultry was mentioned only 
once, although this is the major source of Campylobacter 
spp. contamination. The French sources of Aliarcobacter 
spp. contamination remain unidentified, despite some 
international work on the topic [14, 16].

 Aliarcobacter spp. are less susceptible to antibiot-
ics than are thermophilic Campylobacter spp [43–46]. 
However, the available antibiogram data are limited and 
potentially biased because of the use of diverse methods 
and possibly inappropriate interpretative cutoffs [47]. 
Jehanne et al., used an next-generation sequencing-based 
approach to define interpretative cut-offs for group A 

penicillins ± clavulanic acid, and ciprofloxacin [32]. We 
employed these cutoffs. A. butzleri was more resistant 
to ampicillin and amoxicillin-clavulanic acid than was A. 
cryaerophilus, but the opposite was true for ciprofloxa-
cin, in agreement with Van den Abeele et al., who also 
noted high rates of resistance to group-A penicillins, as 
did we in our study [43].

In general, as described by Jehanne et al., the beta-
lactamase of Aliarcobacter spp. appears to be less active 
on clavulanic acid than the enzyme of of Campylobacter 
spp., explaining the high proportion of resistance to 
amoxicillin-clavulanic acid [32]. We do not discuss eryth-
romycin sensitivity here because no validated cutoff is 
known. However, only 3.8% of our strains exhibited high-
level resistance. Screening for mutations in 23 S rDNA 
and tetR [48] might clarify the nature of such resistance 
mechanisms.

It would be very pertinent in futher studies to include a 
resistance trend analysis over time or discussing potential 
driving factors (e.g., antibiotic usage patterns).

Conclusion
Our study had certain limitations. We rely on laborato-
ries that volunteer to participate in the surveillance net-
work. Our data are therefore possibly unrepresentative 
of the national epidemiology. However, it is difficult to 
conceive of anything better. It is not mandatory in France 
to report either Campylobacter spp. or Aliarcobacter spp. 
infections.

Many laboratories use syndromic PCR as a first-line 
test; this detects the principal thermophilic Campylo-
bacter spp. However, Houf and Stephan found that the 
selective media used to isolate Campylobacter spp. also 
grow Aliarcobacter spp. from stool samples [20]. We 
strongly recommend that, if clinical signs persist despite 
an initially negative PCR test, culture on selective media 
should explore the possible spectrum of enteropatho-
genic bacteria, in particular Aliarcobacter spp. and 
enterohepatic Helicobacter spp. (for example, H. pul-
lorum) [49]. Despite the limitations, we believe that our 
data serve as an essential epidemiological basis for a bet-
ter understanding (at least in France) of the epidemiology 
of Aliarcobacter spp. infections.

Acknowledgements
The authors thank Professor Francis Mégraud for collecting, between 2002 
and 2016, 253 clinical datasets on the 1,204 cases included in this study. The 
authors thank all laboratories that sent strains to our reference center, and 
particularly those who completed clinical information sheets. This material 
constitutes original research and has not been previously published or 
submitted for publication elsewhere. We certify that Textcheck has reviewed 
and corrected the English in the manuscript. A specialist editor with an 
appropriate professional qualification (Ph.D.) reviewed and corrected the 
English, and an English language specialist conducted a subsequent check. 
Both editors are native speakers of English. Please direct any questions 
regarding the English to: certified@textcheck.com (reference number: 
25082006).

https://www.santepubliquefrance.fr/recherche/#search=campylobacter
https://www.santepubliquefrance.fr/recherche/#search=campylobacter


Page 7 of 8Jauvain et al. Gut Pathogens            (2026) 18:5 

Author contributions
PL supervised the study. PL, MJ, and MM drafted the manuscript. LB, JA, and 
AD performed the experiments. All authors interpreted the data and critically 
revised the manuscript in terms of important intellectual content.

Funding
This work was internally funded by the French National Reference Center for 
Campylobacters and Helicobacters of Santé Publique France.

Data availability
The datasets generated and/or analyzed during the current study are not 
publicly available due to their confidentiality, but are available from the 
corresponding author upon reasonable request.

Declarations

Ethics approval and consent to participate
All strains were sent to the NRCCH for research purposes only, any need for 
ethical approval and informed consent was waived by the ethics committee 
of the Bordeaux University Hospital because the scientific mission of this 
national reference center was mandated by Santé Publique France (www.spf ). 
All strains were anonymized and sent from Bordeaux University Hospital to 
the Centre de Ressources Biologiques (CRB) (​h​t​t​p​​s​:​/​​/​w​w​w​​.​c​​h​u​-​​b​o​r​​d​e​a​u​​x​.​​f​r​/​​P​r​
o​​f​e​s​s​​i​o​​n​n​e​​l​s​-​​r​e​c​h​​e​r​​c​h​e​​/​C​e​​n​t​r​e​​-​d​​e​-​R​​e​s​s​​o​u​r​c​​e​s​​-​B​i​o​l​o​g​i​q​u​e​s​/). The CRB and the 
NRCCH entered into a Material Transfer Agreement. Data collected from 2002 
to 2016 were also anonymized.

Consent for publication
Not applicable.

Competing interests
The authors declare no competing interests.

Received: 28 August 2025 / Accepted: 10 December 2025

References
1.	 On SL. Taxonomy of Campylobacter, Arcobacter, Helicobacter and related 

bacteria: current status, future prospects and immediate concerns. Symp Ser 
Soc Appl Microbiol. 2001. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​4​6​​/​j​​.​1​3​​6​5​-​​2​6​7​2​​.​2​​0​0​1​.​0​1​3​4​9​.​x. 
1S-15S.

2.	 Chieffi D, Fanelli F, Fusco V. Arcobacter butzleri: up-to-date taxonomy, ecology, 
and pathogenicity of an emerging pathogen. Compr Rev Food Sci Food Saf. 
2020;19:2071–109. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​1​1​1​​/​1​​5​4​1​-​4​3​3​7​.​1​2​5​7​7.

3.	 Buzzanca D, Kerkhof P-J, Alessandria V, Rantsiou K, Houf K. Arcobacteraceae 
comparative genome analysis demonstrates genome heterogeneity and 
reduction in species isolated from animals and associated with human illness. 
Heliyon. 2023;9:e17652. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​1​6​​/​j​​.​h​e​​l​i​y​​o​n​.​2​​0​2​​3​.​e​1​7​6​5​2.

4.	 D’Sa EM, Harrison MA. Effect of pH, NaCl content, and temperature on 
growth and survival of Arcobacter spp. J Food Prot. 2005;68:18–25. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​
o​​r​g​/​​1​0​.​​4​3​1​5​​/​0​​3​6​2​-​0​2​8​x​-​6​8​.​1​.​1​8.

5.	 Hsu T-TD, Lee J. Global distribution and prevalence of Arcobacter in food and 
water. Zoonoses Public Health. 2015;62:579–89. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​1​1​1​​/​z​​p​h​.​
1​2​2​1​5.

6.	 Kerkhof P-J, Peruzy MF, Murru N, Houf K. Wild boars as reservoir for Campylo-
bacter and Arcobacter. Vet Microbiol. 2022;270:109462. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​1​
6​​/​j​​.​v​e​​t​m​i​​c​.​2​0​​2​2​​.​1​0​9​4​6​2.

7.	 Arias Echandi ML, Huete Soto A, Castillo Blanco JM, Fernández F, Fernandez 
Jaramillo H. Occurrence of Aliarcobacter spp. in fresh and pre-cut vegetables 
of common use in San José, Costa Rica. Ital J Food Saf. 2023;12:10344. ​h​t​t​p​​s​:​/​​/​
d​o​i​​.​o​​r​g​/​​1​0​.​​4​0​8​1​​/​i​​j​f​s​.​2​0​2​3​.​1​0​3​4​4.

8.	 Khan IUH, Chen W, Cloutier M, Lapen DR, Craiovan E, Wilkes G. Pathogenicity 
assessment of Arcobacter Butzleri isolated from Canadian agricultural surface 
water. BMC Microbiol. 2024;24:17. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​1​8​6​​/​s​​1​2​8​6​6​-​0​2​3​-​0​3​1​1​
9​-​x.

9.	 Coughlin JP, Alhassan A, Chikweto A, Roopnarine R, Sharma B. Molecular 
and genetic characterization of Arcobacter species isolated from chicken 
feces and chicken giblets from Grenada, West Indies. Microorganisms. 
2025;13:1495. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​3​3​9​0​​/​m​​i​c​r​​o​o​r​​g​a​n​i​​s​m​​s​1​3​0​7​1​4​9​5.

10.	 Jazini A, Rahimi E, Shakerian A, Khamsipour F. Prevalence, antibacterial 
susceptibility, and virulence gene profiles of Arcobacter species isolated from 
seafood. Antonie Van Leeuwenhoek. 2025;118:81. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​0​7​​/​s​​1​
0​4​8​2​-​0​2​5​-​0​2​0​9​1​-​y.

11.	 Salam F, Vasanthi K, Krishna VS, Lekshmi M, Kumar S, Nayak BB. Isolation and 
virulence gene profiling of Arcobacter spp. from seafood and its environment. 
Curr Microbiol. 2025;82:254. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​0​7​​/​s​​0​0​2​8​4​-​0​2​5​-​0​4​2​2​0​-​2.

12.	 Savelli D, Baldelli G, Gabucci C, Amagliani G, Schiavano GF, Cavaliere F, et 
al. Integrated culture-based and molecular approach for the detection 
of three Arcobacter species in sushi and fresh vegetables. Food Microbiol. 
2025;132:104843. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​1​6​​/​j​​.​f​m​.​2​0​2​5​.​1​0​4​8​4​3.

13.	 Vandamme P, Pugina P, Benzi G, Van Etterijck R, Vlaes L, Kersters K, et al. Out-
break of recurrent abdominal cramps associated with Arcobacter Butzleri in an 
Italian school. J Clin Microbiol. 1992;30:2335–7. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​1​2​8​​/​j​​c​m​.​​3​
0​.​​9​.​2​3​​3​5​​-​2​3​3​7​.​1​9​9​2.

14.	 Collado L, Figueras MJ. Taxonomy, epidemiology, and clinical relevance of the 
genus Arcobacter. Clin Microbiol Rev. 2011;24:174–92. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​1​2​8​​
/​C​​M​R​.​0​0​0​3​4​-​1​0.

15.	 Ramees TP, Rathore RS, Bagalkot PS, Sailo B, Mohan HV, Kumar A, et al. 
Genotyping and genetic diversity of Arcobacter butzleri and Arcobacter cry-
aerophilus isolated from different sources by using ERIC-PCR from India. Vet Q. 
2014;34:211–7. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​8​0​​/​0​​1​6​5​​2​1​7​​6​.​2​0​​1​4​​.​9​7​9​5​1​1.

16.	 Ramees TP, Dhama K, Karthik K, Rathore RS, Kumar A, Saminathan M, et al. 
Arcobacter: an emerging food-borne zoonotic pathogen, its public health 
concerns and advances in diagnosis and control - a comprehensive review. 
Vet Q. 2017;37:136–61. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​8​0​​/​0​​1​6​5​​2​1​7​​6​.​2​0​​1​7​​.​1​3​2​3​3​5​5.

17.	 Akkemik Y, Güner A. Determination of the presence and antimicrobial resis-
tance of Arcobacter species in broiler carcasses at different stages of slaughter 
line. Food Sci Nutr. 2024;12:3461–8. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​0​2​​/​f​​s​n​3​.​4​0​1​3.

18.	 van Driessche E, Houf K, van Hoof J, De Zutter L, Vandamme P. Isolation of 
Arcobacter species from animal feces. FEMS Microbiol Lett. 2003;229:243–8. ​h​t​
t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​1​6​​/​S​​0​3​7​8​-​1​0​9​7​(​0​3​)​0​0​8​4​0​-​1.

19.	 Myers AK, Saied AA, Williams TJ, Sherar RL, Falkenstein KP, Didier PJ, et al. 
Aliarcobacter Butzleri colitis in rhesus macaques (Macaca mulatta). Vet Pathol. 
2025;3009858251367395. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​1​7​7​​/​0​​3​0​0​9​8​5​8​2​5​1​3​6​7​3​9​5.

20.	 Houf K, Stephan R. Isolation and characterization of the emerging foodborn 
pathogen Arcobacter from human stool. J Microbiol Methods. 2007;68:408–
13. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​1​6​​/​j​​.​m​i​​m​e​t​​.​2​0​0​​6​.​​0​9​.​0​2​0.

21.	 García-Salguero C, González-Corralejo C, Marroyo Laso J, Delgado-Iribarren 
García-Campero A. Acute gastroenteritis due to Arcobacter butzleri: an emerg-
ing pathogen. Gut Pathog. 2025;17:22. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​1​8​6​​/​s​​1​3​0​9​9​-​0​2​5​-​0​
0​6​9​7​-​1.

22.	 Arguello E, Otto CC, Mead P, Babady NE. Bacteremia caused by Arcobacter 
Butzleri in an immunocompromised host. J Clin Microbiol. 2015;53:1448–51. ​h​
t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​1​2​8​​/​J​​C​M​.​0​3​4​5​0​-​1​4.

23.	 Tang S, Yuan Y, Wu Y, He C. Bacteremia caused by Arcobacter butzleri after car-
diac surgery: a case report and literature review. Asian J Surg. 2023;46:2699–
700. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​1​6​​/​j​​.​a​s​​j​s​u​​r​.​2​0​​2​3​​.​0​2​.​1​1​9.

24.	 McGregor AC, Wright SG. Gastrointestinal symptoms in travellers. Clin Med 
(Lond). 2015;15:93–5. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​7​8​6​1​​/​c​​l​i​n​​m​e​d​​i​c​i​n​​e​.​​1​5​-​1​-​9​3.

25.	 Karadas G, Bücker R, Sharbati S, Schulzke J-D, Alter T, Gölz G. Arcobacter but-
zleri isolates exhibit pathogenic potential in intestinal epithelial cell models. J 
Appl Microbiol. 2016;120:218–25. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​1​1​1​​/​j​​a​m​.​1​2​9​7​9.

26.	 Novak A, Vuko-Tokić M, Žitko V, Tonkić M. Prolonged watery diarrhea and 
malnutrition caused by Aliarcobacter butzleri (formerly Arcobacter Butzleri): the 
first pediatric case in Croatia and a literature review. Infez Med. 2024;32:241–
7. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​5​3​8​5​​4​/​​l​i​i​m​-​3​2​0​2​-​1​2.

27.	 Bessède E, Solecki O, Sifré E, Labadi L, Mégraud F. Identification of Campy-
lobacter species and related organisms by matrix assisted laser desorption 
ionization-time of flight (MALDI-TOF) mass spectrometry. Clin Microbiol 
Infect. 2011;17:1735–9. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​1​1​1​​/​j​​.​1​4​​6​9​-​​0​6​9​1​​.​2​​0​1​1​.​0​3​4​6​8​.​x.

28.	 den Van Abeele A-M, Vogelaers D, Vandamme P, Vanlaere E, Houf K. Filling the 
gaps in clinical proteomics: a do-it-yourself guide for the identification of the 
emerging pathogen Arcobacter by matrix-assisted laser desorption ioniza-
tion-time of flight mass spectrometry. J Microbiol Methods. 2018;152:92–7. ​h​t​
t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​1​6​​/​j​​.​m​i​​m​e​t​​.​2​0​1​​8​.​​0​7​.​0​0​7.

29.	 Baztarrika I, Martinez-Malaxetxebarria I, Martínez-Ballesteros I, Wösten MM. 
Human Toll-like receptor activation by pathogenic Arcobacter species. Microb 
Pathog. 2025;198:107189. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​1​6​​/​j​​.​m​i​​c​p​a​​t​h​.​2​​0​2​​4​.​1​0​7​1​8​9.

30.	 Santos R, Mateus C, Oleastro M, Ferreira S. Exploring flagellar contributions 
to motility and virulence in Arcobacter Butzleri. World J Microbiol Biotechnol. 
2024;40:367. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​0​7​​/​s​​1​1​2​7​4​-​0​2​4​-​0​4​1​7​5​-​9.

http://www.spf
https://www.chu-bordeaux.fr/Professionnels-recherche/Centre-de-Ressources-Biologiques/
https://www.chu-bordeaux.fr/Professionnels-recherche/Centre-de-Ressources-Biologiques/
https://doi.org/10.1046/j.1365-2672.2001.01349.x
https://doi.org/10.1111/1541-4337.12577
https://doi.org/10.1016/j.heliyon.2023.e17652
https://doi.org/10.4315/0362-028x-68.1.18
https://doi.org/10.4315/0362-028x-68.1.18
https://doi.org/10.1111/zph.12215
https://doi.org/10.1111/zph.12215
https://doi.org/10.1016/j.vetmic.2022.109462
https://doi.org/10.1016/j.vetmic.2022.109462
https://doi.org/10.4081/ijfs.2023.10344
https://doi.org/10.4081/ijfs.2023.10344
https://doi.org/10.1186/s12866-023-03119-x
https://doi.org/10.1186/s12866-023-03119-x
https://doi.org/10.3390/microorganisms13071495
https://doi.org/10.1007/s10482-025-02091-y
https://doi.org/10.1007/s10482-025-02091-y
https://doi.org/10.1007/s00284-025-04220-2
https://doi.org/10.1016/j.fm.2025.104843
https://doi.org/10.1128/jcm.30.9.2335-2337.1992
https://doi.org/10.1128/jcm.30.9.2335-2337.1992
https://doi.org/10.1128/CMR.00034-10
https://doi.org/10.1128/CMR.00034-10
https://doi.org/10.1080/01652176.2014.979511
https://doi.org/10.1080/01652176.2017.1323355
https://doi.org/10.1002/fsn3.4013
https://doi.org/10.1016/S0378-1097(03)00840-1
https://doi.org/10.1016/S0378-1097(03)00840-1
https://doi.org/10.1177/03009858251367395
https://doi.org/10.1016/j.mimet.2006.09.020
https://doi.org/10.1186/s13099-025-00697-1
https://doi.org/10.1186/s13099-025-00697-1
https://doi.org/10.1128/JCM.03450-14
https://doi.org/10.1128/JCM.03450-14
https://doi.org/10.1016/j.asjsur.2023.02.119
https://doi.org/10.7861/clinmedicine.15-1-93
https://doi.org/10.1111/jam.12979
https://doi.org/10.53854/liim-3202-12
https://doi.org/10.1111/j.1469-0691.2011.03468.x
https://doi.org/10.1016/j.mimet.2018.07.007
https://doi.org/10.1016/j.mimet.2018.07.007
https://doi.org/10.1016/j.micpath.2024.107189
https://doi.org/10.1007/s11274-024-04175-9


Page 8 of 8Jauvain et al. Gut Pathogens            (2026) 18:5 

31.	 Bachus A, Beyer S, Bücker R, Sharbati S, Alter T, Gölz G. Pathogenicity of Arco-
bacter cryaerophilus in two human intestinal cell lines. Gut Pathog. 2025;17:48. ​
h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​1​8​6​​/​s​​1​3​0​9​9​-​0​2​5​-​0​0​7​2​1​-​4.

32.	 Jehanne Q, Bénéjat L, Ducournau A, Bessède E, Lehours P. Molecular cut-off 
values for Aliarcobacter Butzleri susceptibility testing. Microbiol Spectr. 2022. ​h​
t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​1​2​8​​/​s​​p​e​c​t​r​u​m​.​0​1​0​0​3​-​2​2.

33.	 Wybo I, Breynaert J, Lauwers S, Lindenburg F, Houf K. Isolation of Arcobacter 
skirrowii from a patient with chronic diarrhea. J Clin Microbiol. 2004;42:1851–
2. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​1​2​8​​/​J​​C​M​.​​4​2​.​​4​.​1​8​​5​1​​-​1​8​5​2​.​2​0​0​4.

34.	 Vandenberg O, Dediste A, Houf K, Ibekwem S, Souayah H, Cadranel S, et al. 
Arcobacter species in humans. Emerg Infect Dis. 2004;10:1863–7. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​
r​g​/​​1​0​.​​3​2​0​1​​/​e​​i​d​1​0​1​0​.​0​4​0​2​4​1.

35.	 den Van Abeele A-M, Vogelaers D, Van Hende J, Houf K. Prevalence of 
Arcobacter species among humans, Belgium, 2008–2013. Emerg Infect Dis. 
2014;20:1731–4. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​3​2​0​1​​/​e​​i​d​2​0​1​0​.​1​4​0​4​3​3.

36.	 Ferreira S, Queiroz JA, Oleastro M, Domingues FC. Insights in the pathogen-
esis and resistance of Arcobacter: a review. Crit Rev Microbiol. 2016;42:364–83. ​
h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​3​1​0​9​​/​1​​0​4​0​​8​4​1​​X​.​2​0​​1​4​​.​9​5​4​5​2​3.

37.	 Kerkhof P-J, den Van Abeele A-M, Strubbe B, Vogelaers D, Vandamme P, Houf 
K. Diagnostic approach for detection and identification of emerging enteric 
pathogens revisited: the (Ali)arcobacter lanthieri case. New Microbes New 
Infect. 2021;39:100829. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​1​6​​/​j​​.​n​m​n​i​.​2​0​2​0​.​1​0​0​8​2​9.

38.	 Baztarrika I, Salazar-Sánchez A, Laorden L, Martínez-Ballesteros I, Alonso R, 
Martinez-Malaxetxebarria I. Foodborne and waterborne Arcobacter species 
exhibit a high virulent activity in Caco-2. Food Microbiol. 2024;118:104424. ​h​t​
t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​1​6​​/​j​​.​f​m​.​2​0​2​3​.​1​0​4​4​2​4.

39.	 Baztarrika I, Wösten MSM, Alonso R, Martínez-Ballesteros I, Martinez-
Malaxetxebarria I. Genes involved in the adhesion and invasion of Arcobacter 
butzleri. Microb Pathog. 2024;193:106752. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​1​6​​/​j​​.​m​i​​c​p​a​​t​h​.​2​​
0​2​​4​.​1​0​6​7​5​2.

40.	 Douidah L, de Zutter L, Baré J, De Vos P, Vandamme P, Vandenberg O, et al. 
Occurrence of putative virulence genes in Arcobacter species isolated from 
humans and animals. J Clin Microbiol. 2012;50:735–41. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​1​2​
8​​/​J​​C​M​.​0​5​8​7​2​-​1​1.

41.	 Grove-White DH, Leatherbarrow AJH, Cripps PJ, Diggle PJ, French NP. Tempo-
ral and farm-management-associated variation in faecal pat prevalence of 
Arcobacter spp. in ruminants. Epidemiol Infect. 2014;142:861–70. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​
r​g​/​​1​0​.​​1​0​1​7​​/​S​​0​9​5​0​2​6​8​8​1​3​0​0​1​6​0​X.

42.	 Çelik C, Pınar O, Sipahi N. The prevalence of Aliarcobacter species in the fecal 
microbiota of farm animals and potential effective agents for their treatment: 
a review of the past decade. Microorganisms. 2022;10:2430. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​
0​.​​3​3​9​0​​/​m​​i​c​r​​o​o​r​​g​a​n​i​​s​m​​s​1​0​1​2​2​4​3​0.

43.	 den Van Abeele A-M, Vogelaers D, Vanlaere E, Houf K. Antimicrobial sus-
ceptibility testing of Arcobacter butzleri and Arcobacter cryaerophilus strains 
isolated from Belgian patients. J Antimicrob Chemother. 2016;71:1241–4. ​h​t​t​p​​
s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​9​3​​/​j​​a​c​/​d​k​v​4​8​3.

44.	 Ferreira S, Luís Â, Oleastro M, Pereira L, Domingues FC. A meta-analytic 
perspective on Arcobacter spp. antibiotic resistance. J Glob Antimicrob Resist. 
2019;16:130–9. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​1​6​​/​j​​.​j​g​a​r​.​2​0​1​8​.​1​2​.​0​1​8.

45.	 Paintsil EK, Ofori LA, Akenten CW, Zautner AE, Mbwana J, Khan NA, et al. 
Antibiotic-resistant Arcobacter spp. in commercial and smallholder farm ani-
mals in Asante Akim North Municipality, Ghana and Korogwe town Council, 
tanzania: a cross-sectional study. Gut Pathog. 2023;15:63. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​
1​8​6​​/​s​​1​3​0​9​9​-​0​2​3​-​0​0​5​8​8​-​3.

46.	 Buzzanca D, Chiarini E, Alessandria V. Arcobacteraceae: an exploration of 
antibiotic resistance featuring the latest research updates. Antibiot (Basel). 
2024;13:669. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​3​3​9​0​​/​a​​n​t​i​​b​i​o​​t​i​c​s​​1​3​​0​7​0​6​6​9.

47.	 Yusof MHZ, Jarong N, Luangtongkum T. Evaluation of agar dilution as an 
alternative method for antimicrobial susceptibility testing and tentative 
ECOFF determination for Arcobacter Butzleri. Sci Rep. 2025;15:30335. ​h​t​t​p​​s​:​/​​/​d​
o​i​​.​o​​r​g​/​​1​0​.​​1​0​3​8​​/​s​​4​1​5​9​8​-​0​2​5​-​1​6​2​2​3​-​x.

48.	 Couto F, Martins I, Vale F, Domingues F, Oleastro M, Ferreira S. Insights into 
macrolide resistance in Arcobacter butzleri: potential resistance mechanisms 
and impact on bacterial fitness and virulence. J Antimicrob Chemother. 
2024;79:2708–17. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​9​3​​/​j​​a​c​/​d​k​a​e​2​8​7.

49.	 Giraudon E, Miendje Deyi VY, Martiny D. Assessing the prevalence and 
dynamics of emerging campylobacterales in human stool samples in Brussels 
by filtration culture. Pathogens. 2024;13:475. ​h​t​t​p​s​:​​​/​​/​d​o​​i​.​​o​r​​g​​/​​1​0​​.​3​3​​​9​0​​/​p​a​t​h​o​g​e​
n​s​1​3​0​6​0​4​7​5.

Publisher’s note
Springer Nature remains neutral with regard to jurisdictional claims in 
published maps and institutional affiliations.

https://doi.org/10.1186/s13099-025-00721-4
https://doi.org/10.1186/s13099-025-00721-4
https://doi.org/10.1128/spectrum.01003-22
https://doi.org/10.1128/spectrum.01003-22
https://doi.org/10.1128/JCM.42.4.1851-1852.2004
https://doi.org/10.3201/eid1010.040241
https://doi.org/10.3201/eid1010.040241
https://doi.org/10.3201/eid2010.140433
https://doi.org/10.3109/1040841X.2014.954523
https://doi.org/10.3109/1040841X.2014.954523
https://doi.org/10.1016/j.nmni.2020.100829
https://doi.org/10.1016/j.fm.2023.104424
https://doi.org/10.1016/j.fm.2023.104424
https://doi.org/10.1016/j.micpath.2024.106752
https://doi.org/10.1016/j.micpath.2024.106752
https://doi.org/10.1128/JCM.05872-11
https://doi.org/10.1128/JCM.05872-11
https://doi.org/10.1017/S095026881300160X
https://doi.org/10.1017/S095026881300160X
https://doi.org/10.3390/microorganisms10122430
https://doi.org/10.3390/microorganisms10122430
https://doi.org/10.1093/jac/dkv483
https://doi.org/10.1093/jac/dkv483
https://doi.org/10.1016/j.jgar.2018.12.018
https://doi.org/10.1186/s13099-023-00588-3
https://doi.org/10.1186/s13099-023-00588-3
https://doi.org/10.3390/antibiotics13070669
https://doi.org/10.1038/s41598-025-16223-x
https://doi.org/10.1038/s41598-025-16223-x
https://doi.org/10.1093/jac/dkae287
https://doi.org/10.3390/pathogens13060475
https://doi.org/10.3390/pathogens13060475

	﻿The microbiological and clinical characteristics of 1,204 human cases of ﻿Aliarcobacter﻿ spp. infections that occurred in France between 2002 and 2024
	﻿Abstract
	﻿Background
	﻿Materials and methods
	﻿Results
	﻿Discussion
	﻿Conclusion
	﻿References




