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Abstract 

Actinobacillus pleuropneumoniae is the causative agent of porcine pleuropneumonia, a challenging respiratory disease 
for the global swine industry. Variations in the serotypes associated with clinical disease have been observed in differ‑
ent regions worldwide. This study aimed to provide an updated epidemiological assessment of A. pleuropneumoniae 
serotypes in Spain, incorporating bacterial characterization through serotyping and toxinotyping. Serotypes 9/11, 
2, 4, 5, 17, and 13 were frequently identified in diseased animals. Furthermore, qPCR of lung samples from an out‑
break, even when samples were pooled, emerged as a robust diagnostic tool, enabling the rapid detection of A. 
pleuropneumoniae and their serotypes without the need for microbiological isolation. This technology also facilitates 
serotype monitoring of apparently healthy herds through the testing of oral fluids. The study revealed the frequent 
simultaneous presence of diverse serotypes within a farm. Serotypes 1, 7, 10, 12, 18, and 19 were frequently found 
in subclinically infected animals but were rarely detected in acute pleuropneumonia outbreaks in the current study. 
These results provide valuable information for interpreting the potential virulence of the different serotypes in Spain. 
However, other predisposing factors and the immune status of the herds such as type of vaccines used when appro‑
priate, should be carefully considered before drawing definitive conclusions. Nevertheless, the study offers valuable 
insights that underscore the necessity for detailed regional data to contribute toward a comprehensive understand‑
ing of the disease dynamics and toward formulating effective control measures for porcine pleuropneumonia.
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Introduction
Actinobacillus pleuropneumoniae is the aetiological 
agent of porcine pleuropneumonia. It is part of the por-
cine respiratory disease complex (PRDC) and is spread 
worldwide [1]. This illness mostly affects fattening and 
adult animals and is of major concern in pig produc-
tion because of the significant economic losses that it 
causes [2]. Not only the mortality associated with acute 
outbreaks but also the increased costs related to antimi-
crobials and vaccination should be taken into account. 
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Furthermore, A. pleuropneumoniae frequently persists as 
a subclinical infection, with apparently healthy animals 
serving as reservoirs harbouring the pathogen within 
their tonsillar tissues and subsequently shedding it. Some 
strains may persist in a herd for extended periods of time 
without any clinical signs exhibited by the animals, or 
any chronic lesions detectable at the abattoir [1]. Nev-
ertheless, the insidious progression of the disease clearly 
undermines production metrics, as reflected by the 
diminished rates of daily weight gain and feed efficiency, 
with potential decline of up to 25% [3, 4].

Actinobacillus pleuropneumoniae is a highly diverse 
bacterial species. The study of its diversity has been 
approached through various methods. The requirement 
of nicotinamide adenine dinucleotide (NAD) for micro-
biological growth defines biotype I (NAD-dependent) 
and biotype II (NAD-independent) strains [5]. Moreover, 
differences in the antigenicity of the capsular polysac-
charides determine the serotype. A total of 19 serotypes 
have been described to date [6, 7], although serotypes 9 
and 11 cannot be easily differentiated and are normally 
detected together [8, 9]. It is worth emphasizing that 
immunity resulting from infection is directed against the 
corresponding serotypes [1]. Regardless of serotype, all 
virulent strains possess the necessary genes to produce 
and secrete at least one of the tree main virulence factors, 
the pore forming exotoxins ApxI, ApxII and ApxIII [10, 
11]. Each serotype typically exhibits a consistent pattern 
of these toxins, generally leading to significant differences 
in virulence [12]. However, there are exceptions; despite 
sharing similar toxin profiles, certain serotypes (e.g. 7 and 
12) display considerable differences in virulence [1]. Fur-
thermore, notable exceptions within the same serotype 
have been documented, which limit the discriminatory 
capacity of the Apx system [13, 14]. Therefore, serotyping 
remains the most widely accepted method for character-
izing A. pleuropneumoniae and is crucial for implement-
ing effective control measures.

Serotyping of A. pleuropneumoniae was originally car-
ried out with antisera. However, the homology of com-
mon epitopes between certain serotypes limits the 
accuracy of the identification and generates diverse 
cross-reactions [1]. Molecular methods such as polymer-
ase chain reaction (PCR) [8] or real-time quantitative 
PCR (qPCR) [15] appeared to solve this issue and allowed 
laboratories to avoid misidentifications. Nonetheless, 
these molecular serotyping tools still need microbiologi-
cal isolation. A previous study [16] developed a method 
for the identifying and typing A. pleuropneumoniae in 
lung homogenates from clinically affected animals. The 
limited sensitivity of conventional PCR [7] would most 
likely restrict its application to animals in the acute phase 
of the disease, where a high bacterial load is expected 

to be recovered. Implementing a sensitive and reliable 
method for the detection and serotyping of A. pleuro-
pneumoniae both from clinical samples and from carrier 
animals would greatly enhance diagnostic and monitor-
ing processes.

Important differences in the serotype distribution 
of isolates involved in clinical outbreaks have been 
described worldwide [15, 17–21]. Furthermore, the epi-
demiological situation within a specific geographical area 
can change after a period of time [22–26]. Spain is cur-
rently the leading swine producer in Europe and the third 
worldwide [27]. However, the available epidemiological 
data are scarce and needs to be updated. The data from 
a study [28] published a decade ago are likely no longer 
representative of the current situation. There is only one 
recent study [29] conducted in this country. It is based on 
whole genome sequencing techniques and suggests that 
the most prevalent serotypes are 2, 4, 9/11, 13, and 17.

Only one serotype is usually recovered from each clini-
cal outbreak [1]; nevertheless, it is known that several 
serotypes can be subclinically present in a farm and even 
in a single animal [30]. There are still gaps in our knowl-
edge of which factors trigger a specific serotype from a 
subclinical infection to cause an acute outbreak. It is 
accepted that there are other PRDC pathogens such as 
Mycoplasma hyopneumoniae [31], swine influenza virus 
(SIV) [32], and porcine circovirus type 2 (PCV2) [33] 
whose concomitant infection enhances the potential 
virulence of A. pleuropneumoniae, while the role of oth-
ers, like porcine reproductive and respiratory syndrome 
virus (PRRSV) [34] is still under discussion. There is great 
interest in the ability to predict the virulence of a spe-
cific serotype once it has entered a farm. Consequently, it 
would be very valuable to obtain up-to-date, local data on 
the serotypes most frequently associated with outbreaks 
as well as on those present but not linked to significant 
issues.

Current molecular techniques represent cost-effective 
diagnostic tool that yields unambiguous results. The use 
of qPCR enables the detection of certain parameters 
directly from clinical samples such as from lungs or oral 
fluids [35], thereby overcoming some of the shortcom-
ings of microbiological culture.

Considering all the above, our objective was to present 
comprehensive epidemiological data on the distribution 
of A. pleuropneumoniae in Spain. Through an updated 
survey, we aimed to provide information on the sero-
types involved in clinical outbreaks as well as to iden-
tify those present in subclinically infected animals using 
innovative molecular techniques such as qPCR. To com-
plete the epidemiological study and assess the variability 
of this agent in Spain, we also investigated the intrinsic 
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characterization of the bacteria through serotyping, bio-
typing, and virulotyping of a representative collection of 
isolates.

Materials and methods
The study used material submitted from Spanish com-
mercial pig farms to the Exopol laboratory (Zaragoza, 
Spain) for diagnostic services during the period 2017–
2022. A collection of A. pleuropneumoniae isolates 
obtained from a selection of clinical cases were exam-
ined. Additionally, two distinct types of samples that 
tested positive for A. pleuropneumoniae by qPCR were 
included. Lung samples were obtained from diseased ani-
mals exhibiting evident respiratory signs and categorized 
as clinical cases. Oral fluids were collected from farms 
without any ongoing respiratory disorders, where the 
analysis was aimed at herd monitoring, and these were 
designated as subclinical cases.

Biological material studied
A. pleuropneumoniae isolates
The serotype of 262 A. pleuropneumoniae isolates 
obtained from the lungs of sick animals at necropsy was 
determined by qPCR. These isolates originated from 240 
distinct outbreaks, encompassing at least 188 different 
farms distributed across 23 Spanish provinces. The study 
of each outbreak included three to five animals. Typically, 
a single isolate per outbreak was selected, except in cases 
where both biotypes were microbiologically detected, 
hence resulting in a higher number of isolates than out-
breaks. Lung tissue was cultured on Columbia agar sup-
plemented with 5% defibrinated sheep blood (Oxoid Ltd., 
Basingstoke, Hampshire, UK). Immediately after being 
plated, a Staphylococcus aureus streak was made in the 
plate and incubated at 37 °C overnight. Growth colonies 
were identified by MALDI-TOF MS using a Microflex 
LT/SH system with the Biotyper database (Bruker Dal-
tonics, Bremen, Germany) and subcultured in chocolate 
agar (Oxoid Ltd.). Biotype identification was conducted 
by growing the bacteria on Columbia sheep blood agar 
(Oxoid Ltd.) at the same time as S. aureus streaking to 
provide the NAD factor. Isolates that grew only near the 
streak were considered biotype I, while those that were 
able to grow independently of the distance to the streak 
were classified as biotype II.

Among the 262 isolates, 78 representing the most rel-
evant serotypes were selected for analysis of the genes 
coding for toxins ApxI, ApxII, and ApxIII. The inclusion 
criteria for the toxin genes study were serotype detec-
tion frequencies greater than 5%. Additionally, and when 
available, isolates from different biotypes within the 
same serotype were included. Furthermore, two isolates 
of serotype 1 were also selected because of their known 

virulence in other geographic regions and their novel 
detection in Spain. The collection included isolates from 
the following serotypes: serotype 1 (n = 12), serotype 
2 biotype I (n = 14), serotype 2 biotype II (n = 16), sero-
type 4 (n = 16), serotype 5 (n = 10), serotype 9/11 (n = 13), 
serotype 13 (n = 22), serotype 17 biotype I (n = 12), and 
serotype 17 biotype II (n = 1).

Samples from clinical cases
The study included samples from 712 respiratory clinical 
cases collected throughout the aforementioned period: 
2017 (n = 6), 2018 (n = 81), 2019 (n = 226), 2020 (n = 188), 
2021 (n = 96), and 2022 (n = 115). Each case was rep-
resented by one unique tissue sample from one animal 
(n = 344 cases) or a pool of up to five samples from dif-
ferent animals simultaneously selected from the given 
outbreak. The distribution of cases with pools of differ-
ent size was: 2 animals (n = 223 cases), 3 animals (n = 91 
cases), 4 animals (n = 36 cases), and 5 animals (n = 18 
cases). An additional study (see Additional file  1) con-
firmed the reliability of pooling up to five lung samples 
without loss of sensitivity. This collection originated 
from at least 474 different farms across 33 Spanish prov-
inces. However, for 63 samples, the farm of origin was 
not provided. The discrepancy between the number of 
clinical cases and the number of farms is due to the fact 
that certain fattening farms submitted samples from out-
breaks occurring in different years, where the origin of 
the animals may not necessarily be the same. The lung 
tissue samples were included in the study if they met two 
criteria: they were taken from animals showing signs of 
respiratory disease and they tested positive for A. pleu-
ropneumoniae species via qPCR with a cycle of quanti-
fication (Cq) value of ≤ 30. This cut-off was established 
based on a previous study that compared the sensitivity 
(Se), specificity (Sp), positive predictive value (PPV) and 
negative predictive value (NPV) using various cut-off Cq 
values (38, 32, 30, 28, 26, 24, 22 and 20). For this purpose, 
a collection of 834 lung tissue samples from animals with 
respiratory disease was analysed for the presence of A. 
pleuropneumoniae via qPCR and microbiological isola-
tion, with the latter traditionally regarded as the gold 
standard diagnostic method.

Samples from subclinical cases (carrier animals)
Additionally, 172 oral fluid samples that had previously 
tested positive for A. pleuropneumoniae by qPCR were 
included in this study. This material was sampled from 
animals with no obvious signs of respiratory disease, with 
their vaccination status remaining undetermined. Each 
oral fluid sample was considered an aggregate sample 
since several animals contribute to its formation. These 
samples were obtained from animals in the post-weaning 
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or fattening stages, originating from at least 50 farms 
across 17 Spanish provinces. Although detailed pen size 
information for each sample was unavailable, it is impor-
tant to note that, according to the requirements of the 
Spanish production system, the maximum number of 
animals per pen is usually 30 in the post-weaning stage 
and 15 in the fattening stage. Inclusion criteria mandated 
solely the presence of A. pleuropneumoniae, as confirmed 
by qPCR, irrespective of the Cq value.

Molecular detection
All the isolates, tissues, and oral fluids were analysed 
using the qPCR technique. First, nucleic acids were 
extracted and purified using the MagMAX CORE Nucleic 
Acid Purification Kit (Applied Biosystems, Austin, TX, 
USA) following the manufacturer’s instructions with the 
KingFisher Flex device (Thermo Scientific, Rockford, IL, 
USA). Tissue specimens (lungs, joints, brain) were pre-
treated using the MagMAX CORE Mechanical Lysis 
Module (Applied Biosystems, Austin, TX, USA) through 
two runs of 6000 rpm for 30 s in a MagNA Lyser (Roche 
Diagnostics, Penzberg, Germany). The elution volume 
was modified from the user manual to reach 200 µL of 
elution buffer in order to provide enough volume for all 
the qPCR reactions required.

Once DNA was purified, a complete set of qPCR assays 
was performed for A. pleuropneumoniae species detec-
tion and respective serotyping. The commercially avail-
able qPCR kit EXOone Actinobacillus pleuropneumoniae 
(ref. APPL) (Exopol, Zaragoza, Spain) was used for A. 
pleuropneumoniae detection in the range of samples 
studied. This kit provides quantitative information on 
A. pleuropneumoniae through the 6-carboxyfluorescein 
(6-FAM) channel targeting the omlA gene. Moreover, the 
quality control of the molecular detection process was 
verified in all samples except isolates through the amplifi-
cation of an endogenous control (hexachloro-fluorescein, 
HEX channel). Afterwards, all the A. pleuropneumoniae 
serotypes described to date were studied using the com-
mercial kits EXOone A. pleuropneumoniae serotype 
1–19 (ref. AP01-AP19) (Exopol, Zaragoza, Spain). These 
kits facilitate the specific detection of the 19 serotypes 
targeting the cps genes. The qPCR assays were validated 
using a collection of A. pleuropneumoniae reference 
strains (serotypes 1–19) kindly provided by the Univer-
sity of Montreal. The validation data are presented in the 
Additional file 2. The qPCR reactions were performed in 
a QuantStudio 5 Real-Time PCR System (Applied Biosys-
tems, Austin, TX, USA) under the conditions specified 
by each manufacturer. The results were analysed using 
QuantStudio software v1.5.2. All results with a cycle 
threshold of ≤ 38 were considered positive.

The toxinotyping (Apx-typing) was performed via 
detection of the respective coding genes following a 
previously described method [36]. Since the reference 
strains of serotypes 1 and 2 contain ApxI + ApxII and 
ApxII + ApxIII, respectively, a mixture of their extracted 
nucleic acids (1:1) was used as positive control.

Interpretation of results and statistical analysis
Isolates and tissue samples from clinical outbreaks that 
tested negative for the 19 serotypes studied were classi-
fied as non-typeable (NT). Differences in the frequency 
of detection of each serotype in isolates and lung tis-
sues were compared. Fisher’s exact test was employed to 
identify differences between groups (*p < 0.05, **p < 0.01, 
and ***p < 0.001) using R Studio software, V4.0.3. The 
frequency of detection for each serotype was calcu-
lated over the entire study period (2017–2022) as well as 
annually. The evolution of the most prevalent serotypes, 
defined as those with a rate of detection of >5%, was 
assessed over time. Finally, the frequency of detection of 
each serotype from the 171 subclinical samples (oral flu-
ids) was observed and compared with that in lung tissues 
from outbreaks. The number of subclinical samples in 
which a different number of serotypes was detected was 
recorded. Oral fluids testing negative for any serotype 
were considered NT.

Results
The results supporting the cut-off of Cq < 30 for classi-
fying a sample within the clinical case category are pre-
sented in Table  1. A. pleuropneumoniae was isolated in 
197 out of 834 samples. The Cq < 30 cut-off achieved the 
highest sensitivity and specificity values, both exceeding 
94%; it was therefore chosen as the criterion for classify-
ing lung samples as part of the clinical cases of respira-
tory disease under investigation.

The frequency of detection for each serotype in isolates 
and lungs is presented in Table 2. There were no statisti-
cally significant differences (p < 0.05) within any serotype 
according to the results of Fisher’s exact test.

A. pleuropneumoniae isolates
In the analysis of the A. pleuropneumoniae isolates from 
our collection (n = 262), all serotypes except 14, 16, and 
19 were detected. Serotype 9/11 was the most com-
monly found (27.9%, n = 73), followed by serotype 2 
(19.1%, n = 50), 4 (13%, n = 34), 5 (10.3%, n = 27), 17 (9.2%, 
n = 24), and 13 (8.8%, n = 23). The rest of the serotypes 
were occasionally detected, with their collective rate of 
detection reaching 11.8%. All isolates but one yielded a 
positive result for a single serotype. The remaining iso-
late did not yield positive results in any of the serotyp-
ing qPCR assays; nonetheless, further investigations 
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based on whole-genome sequencing revealed this to be 
serotype 2. Its cps gene contains two insertion elements 
(ISApl1), which hindered its identification by the cur-
rent qPCR method. Considering the requirement for the 
NAD factor for growth, 226 isolates (86.2%) were con-
firmed as biotype I, and 36 (13.7%) as biotype II. Biotype 
II isolates accounted for all of the isolates of serotype 13, 

for 12 isolates of serotype 2 (24.5%), and for one isolate 
of serotype 17 (4.2%). All the isolates belonging to the 
rest of the serotypes were confirmed to be biotype I. 
The results of the Apx-typing of the selected isolates are 
shown in Table 3. The serotype 2 isolates exhibited varia-
tions in the Apx coding gene pattern depending on their 
biotype. All serotype 2 biotype I isolates, except one, 

Table 1  Assessment of Cq value cut-off for defining A. pleuropneumoniae qPCR-positive samples as clinical cases 

Se: sensitivity, Sp: specificity, PPV: positive predictive value, NPV: negative predictive value.

Cq value cut-off Se CI 95% Sp CI 95% PPV NPV

38 98.5 0.95 1.00 78.6 0.75 0.82 58.79 99.4

32 94.9 0.91 0.97 92.5 0.90 0.94 79.57 98.33

30 94.4 0.90 0.97 94 0.92 0.96 83.04 98.2

28 92.4 0.88 0.96 95 0.93 0.96 85.05 97.58

26 89.8 0.84 0.93 96.1 0.94 0.97 87.62 96.84

24 88.8 0.83 0.93 95.9 0.94 0.97 87.06 96.52

22 74.1 0.67 0.80 97.3 0.96 0.98 89.57 92.4

20 43.1 0.36 0.50 98.4 0.97 0.99 89.47 84.84

Table 2  Frequency of detection of each serotype found in both isolates and clinical samples 

The percentages in clinical samples add up to more than 100% since some samples contained more than one serotype. No statistical differences (Fisher exact test; 
p < 0.05) were found when comparing the frequency of detection of each serotype from isolates and lungs.
a Serotype 2 isolates biotype I (n = 37, 75.5%) and biotype II (n = 12, 24.5%).
b All the serotype 13 isolates resulted in biotype II.
c Serotype 17 isolates included biotype I (n = 23, 95.8%) and biotype II (n = 1, 4.2%).
d Non-typeable.
e One isolate was initially determined as negative for serotype 2 by qPCR; however, subsequent whole-genome sequencing identified it as serotype 2.

Serotype Isolates (n = 262) Lungs (n = 712)

Isolates Percentage (%) CI 95% Samples Percentage (%) CI 95%

1 2 0.8 0.09–2.73 4 0.6 0.15–1.43

2a 50e 19.1 14.51–24.3 157 22 19.06–25.28

3 1 0.4 0.01–2.11 1 0.1 0–0.78

4 34 13 9.16–17.66 80 11.2 9.01–13.79

5 27 10.3 6.90–14.64 56 7.9 6.0–10.09

6 4 1.5 0.42–3.86 11 1.5 0.77–2.75

7 7 2.4 1.08–5.43 15 2.1 1.18–3.45

8 9 3.4 1.58–6.42 26 3.6 2.40–5.31

9/11 73 27.9 22.52–33.71 200 28.1 24.81–31.55

10 3 1.1 0.24–3.31 3 0.4 0.09–1.23

12 3 1.1 0.24–3.31 5 0.7 0.23–1.63

13b 23 8.8 5.65–12.88 90 12.6 10.29–15.31

14 0 0 0–1.40 0 0 0–0.52

15 1 0.4 0.01–2.11 0 0 0–0.52

16 0 0 0–1.40 0 0 0–0.52

17c 24 9.2 5.96–13.32 84 11.8 9.52–14.40

18 1 0.4 0.01–2.11 13 1.8 0.98–3.10

19 0 0 0–1.40 0 0 0–0.52

NTd 0 0 0–1.40 2 0.3 0.03–1.01
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harboured ApxII coding genes exclusively (IBD, IICA). By 
contrast, all serotype 2 biotype II isolates also possessed 
ApxIII coding genes (IIICA and IIIBD). Conversely, no 
differences in the Apx coding gene pattern were observed 
among the biotypes of serotype 17 isolates. Interestingly, 
one isolate from serotype 4 lacked ApxIII coding genes 
(IIIBD and IIICA). However, apart from these exceptions, 
all other strains within the same serotype and biotype 
displayed identical Apx coding gene patterns.

Clinical cases
In the analysis of lung tissue samples (n = 712), all sero-
types except 14, 15, 16, and 19 were detected. Serotype 
9/11 was the one most often identified (28.1%, n = 200) 
followed by serotype 2 (22.0%, n = 157), 13 (12.6%, 
n = 90), 17 (11.8%, n = 84), 4 (11.2%, n = 80), and 5 (7.9%, 
n = 56). The remaining serotypes were hardly detected, 
and their collective abundance was 11.8%. Two samples 
(0.3%) did not yield positive results for any serotype and 
were considered NT. Overall, 95.1% (n = 677) of the sam-
ples had a single serotype, whereas two or three serotypes 
were observed in 4.5% (n = 32) and 0.1% (n = 1) of the 
samples, respectively (Table  4). Among the samples in 

which multiple serotypes were detected, 71.28% (n = 28) 
consisted of pooled lungs. There were only six samples of 
a single lung, representing 0.8% of the entire collection of 
tissue samples, with two different serotypes detected.

The evolution of the detection rates of the most fre-
quently detected serotypes (2, 4, 5, 8, 9/11, 13, and 17) 
during the study period is illustrated in Figure  1. The 
ranking of serotypes in terms of frequency of detection 
remained consistently unchanged. Serotypes 9/11 or 2 
consistently emerged as the most prevalent throughout 
the study period from 2018 to 2022. The limited num-
ber of cases studied in 2017 precluded their inclusion in 
this estimation. Moreover, different trends were observed 
in some serotypes. Serotype 9/11 showed a decreas-
ing occurrence, ranging from 48.1% in 2018 to 22.6% in 
2022 (p < 0.001). For serotype 17, an increasing pattern 
was found, ranging from 8.6% in 2018 to 20% in 2022 
(p < 0.05). The detection rate of serotype 4 ranged from 
6.2 to 12.5%, but statistically significant differences were 
not observed. The detection of serotype 8 and 13 was 
inconsistent and ranged from 2.6 to 9.4% and from 3.1 to 
18%, respectively.

Subclinical cases
All serotypes except serotype 16 were detected when the 
samples from carrier animals were analysed. The A. pleu-
ropneumoniae qPCR Cq value ranged from 22.38 to 37.9. 
The frequency of detection of each serotype is presented 
in Table  5. Serotype 7 was the most frequently found 
(42.7%), followed by serotypes 2 (33.9%), 12 (24.5%), 4 
(23.9%), and 1, 9/11, and 17 (16.9%). Overall, 1.1% of the 
samples (n = 2) did not yield positive results for any of the 
serotypes and were considered NT. Their Cq values for A. 
pleuropneumoniae were 34.4 and 35.9, respectively.

Subclinical samples contained a variable number of 
different serotypes (Table  3). Most frequently, only one 

Table 3  Biotype and toxinotype results from selected isolates belonging to the most prevalent serotypes 

Serotype Biotype n Detected genes (Sthitmatee) 
[33]

ApxI ApxII ApxIII

1 I 2 IBD, ICA, IICA x x

2 I 13 IBD, IICA, IIICA, IIIBD x x

2 I 1 IBD, IICA x

2 II 16 IBD, IICA x

4 I 15 IBD, IICA, IIICA, IIIBD x x

4 I 1 IBD, IICA x

5 I 10 ICA, IBD, IICA x x

9/11 I 13 ICA, IBD, IICA x x

13 II 22 IBD, IICA x

17 I 12 IBD, IICA x

17 II 1 IBD, IICA x

Table 4  Number of different serotypes found in clinical and 
subclinical samples 

Number of 
different serotypes

Diseased animals Carrier animals

Lungs (%) Oral fluids (%)

0 2 0.28 2 1.17

1 677 95.08 67 39.18

2 32 4.49 31 18.13

3 1 0.14 25 14.62

> 3 46 28.89

Total 712 171
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Figure 1  Evolution of detection rates of the most frequently detected A. pleuropneumoniae serotypes during 2018–2022. 

Table 5  Frequencies of detection of A. pleuropneumoniae serotypes found in clinical and subclincal animals 

a Non-typeable.

Serotype Lungs (n = 712) Oral fluids (n = 171)

n Percentage (%) CI 95% n % CI 95%

1 4 0.6 0.15–1.43 29 16.96 11.66–23.44

2 157 22 19.06–25.28 58 33.92 26.87–41.54

3 1 0.1 0–0.78 6 3.51 1.30–7.48

4 80 11.2 9.01–13.79 41 23.98 17.79–31.09

5 56 7.9 6.0–10.09 9 5.26 2.43–9.76

6 11 1.5 0.77–2.75 10 5.85 2.84–10.49

7 15 2.1 1.18–3.45 73 42.69 35.17–50.47

8 26 3.6 2.40–5.31 19 11.11 6.82–16.81

9/11 200 28.1 24.81–31.55 29 16.96 11.66–23.44

10 3 0.4 0.09–1.23 12 7.02 3.68–11.94

12 5 0.7 0.23–1.63 42 24.56 18.31–31.72

13 90 12.6 10.29–15.31 39 22.81 16.75–29.83

14 0 0 0–0.52 19 11.11 6.82–16.81

15 0 0 0–0.52 1 0.58 0.01–3.21

16 0 0 0–0.52 0 0 0–2.13

17 84 11.8 9.52–14.40 29 16.96 11.66–23.44

18 13 1.8 0.98–3.10 21 12.28 7.77–18.16

19 0 0 0–0.52 16 9.36 5.44–14.75

NTa 2 0.3 0.03–1.01 2 1.16 0.14–4.16
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serotype was found (n = 67, 39.2%) followed by two sero-
types (n = 31, 18.1%) and three serotypes (n = 25, 14.6%). 
In 28.9% of the cases (n = 46), more than three serotypes 
were detected.

Discussion
This study provides updated data on the epidemiology 
of A. pleuropneumoniae in Spain. Although some sur-
veys have been published in other European countries 
in recent years, this type of information has been lack-
ing for Spain. One of the most innovative features of our 
work is that the detection of A. pleuropneumoniae sero-
types was made not only from isolates but also directly 
from the clinical samples without the need for microbio-
logical isolation. This represents a major difference from 
the most recent reports in the literature. Studies from 
Germany in 2022 [15] and the United Kingdom in 2016 
[37] used multiplex conventional PCR to characterize the 
microbiological isolates. A survey from Hungary in 2018 
[38] still used the indirect agglutination (IHA) serological 
test in which microbiological culture was also necessary. 
Moreover, although there is already a description of a 
high-resolution melting assay (qPCR) for A. pleuropneu-
moniae serotyping [15], its use without the prerequisite 
of microbiological isolation has not been reported.

The method used in this study for detecting A. pleu-
ropneumoniae serotypes in clinical lung samples was 
based on several key aspects. First, the commercial qPCR 
assays were validated and corroborated using a collec-
tion of reference strains (Additional file 2). Additionally, 
it was demonstrated that pooling up to five lungs from 
animals within the same outbreak does not result in a 
loss of sensitivity (Additional file 1). Finally, the sensitiv-
ity (Se) and specificity (Sp) values, compared with the 
reference microbiological technique, support the use of a 
cut-off (Cq < 30) as the criterion for categorizing animals 
affected by pleuropneumonia (Table 1).

According to the data presented in Table 2, there were 
no statistical differences were observed in the detection 
rates of each serotype when isolates and lungs were com-
pared. Although the results of the isolates and lungs did 
not stem from the same outbreaks, the large size of both 
sample collections—262 and 712, respectively—along 
with the high agreement in the results allows us to pro-
pose direct detection in lungs as a valid method for A. 
pleuropneumoniae serotyping when diagnosing clinical 
pleuropneumonia. Our findings validate this novel sero-
typing approach, which will facilitate faster and direct 
diagnosis in the future.

The diversity of serotypes identified in this study is exten-
sive. All serotypes, except for 14, 16, and 19, were detected in 
clinical cases, with only two instances in which lung samples 
lacked characterization and were classified as non-typeable 

(NT). There was a particularly higher presence of serotype 
9/11 in Spain (28%) compared with Germany in 2021 (15%) 
[18] and Hungary in 2018 (9%) [38]. Additionally, sero-
type 2 also demonstrated a considerable spread, albeit with 
rates significantly lower than those reported in Germany 
(64%) and Hungary (34%). Within this serotype we found 
the majority of biotype I strains (75.5%, n = 37) and a minor 
presence of biotype II strains (24.5%, n = 12), with each bio-
type presenting its own Apx toxin coding gene profile. All 
serotype 2 biotype I isolates but one presented IBD, IICA, 
IIICA and IIIBD genes, whereas the serotype 2 biotype II 
isolates carried IBD, IICA genes. These figures agree with 
those reported in the study from Germany [18], where a few 
serotype 2 biotype II isolates also presented only ApxII cod-
ing genes (IBD, IICA). Serotypes 9/11 and 2 were respon-
sible for 50% of the clinical cases under study. To a smaller 
extent, serotypes 4, 5, 13, and 17 were also detected, with 
rates of around 10%. Serotype 4 seems to remain delimited 
to Spain [28], since there is no report of this serotype outside 
the country. The presence of serotype 5 was also reported in 
previous studies from Europe [18, 38], Australia [23], North 
America [24], and the Philippines [19]. Analysis of serotype 
13 identified in this study consistently resulted in biotype 
II, similar to findings described in other European coun-
tries [15, 18, 38], suggesting a probable connection with the 
strain isolated in Denmark at the end of the 1990s [39]. The 
widespread presence of Danish genetic lines in major Euro-
pean intensive swine production companies could explain 
the dissemination of this serotype in recent years. The Euro-
pean serotype 13 isolates differ from contrast with the isolate 
found in North America, which belonged to biotype I [14]. 
Furthermore, the recently described serotype 17 is consid-
erably spread throughout Spanish herds. To date there are 
few data on the presence of this serotype in Europe, and our 
work is the first to report on serotype 17 extensively. Nota-
bly, isolates from both biotypes were identified within this 
serotype. Indeed, the epidemiology of A. pleuropneumoniae 
around the world is highly diverse and changes continu-
ously. Serotype 8 is scarcely found (3%) in Spain, while it is 
predominant in England and Wales [17, 37]. Serotype 7 is 
very frequently detected in Canada [24] and Australia [23], 
whereas we found only 2% of clinical cases related to this 
serotype. Our study delineates, for the first time, certain 
serotypes within the European context. Two isolates were 
identified as serotype 1. Although this serotype was of major 
concern in North America [24], it has not been reported in 
Europe to date. Serotype 15 was also found once; this sero-
type had been detected only in Australia [21] and Brazil [25].

This study compares data from a considerably long 
period: 2018–2022 (Figure 1). Since all the material was 
collected by a commercial laboratory and no sample 
design was implemented, these data do not provide a 
proper prevalence rate but instead they indicate a trend. 
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Serotype 9/11 seems to have a decreasing trend, whereas 
serotype 17 displays a rising pattern. There were statis-
tically significant differences for both serotypes between 
the years 2018 and 2022. These results should be consid-
ered with caution. Important differences were observed 
within each series; therefore, it is important to include 
several years in the analysis to minimize bias and to 
provide a more realistic view of the epidemiological 
situation.

Prior to this study, few data were available on the epi-
demiology of porcine pleuropneumonia in Spain. The 
most recent work [28] was published over a decade ago. 
This period represents a long time for an intensive swine-
producing country like Spain where the livestock popu-
lation has been constantly modified through the import 
of animals with high genetic value as well as piglets for 
fattening.

Moreover, the development of molecular methods has 
replaced the use of limiting serological methods such as 
coagglutination. These factors may account for several of 
the differences between our study and the Spanish study 
published by Maldonado et  al. [28]. Biotype II isolates 
currently comprise 13.7% (n = 36) of cases, considerably 
less (25%) than the formerly observed rate. Moreover, the 
most frequently detected serotypes in both studies var-
ied. On the one hand, the rate for serotype 4 was over 
40% in the Maldonado et  al. study, while we obtained a 
rate of barely 10% in the current study. Serotype 9/11 was 
of little importance 10 years ago; however, it is the most 
frequently detected serotype today. On the other hand, 
the figures for serotypes 2 and 5 have remained constant. 
Serotype 17, which was first described after the publica-
tion by Maldonado et al. [28], currently shows a signifi-
cant presence.

The results regarding the Apx coding gene profiles 
were as expected for each of the respective serotypes 
[36]. Only two isolates, one from serotype 2 biotype I 
and another from serotype 4, showed an atypical pat-
tern lacking ApxIII coding genes (IIICA and IIIBD). The 
former, although rare in Europe, is common in North 
America [1]. Other examples of unusual toxinotypes have 
been widely described before [13, 21, 40]. Since Apx tox-
ins are considered to be the main virulence factor of this 
bacteria, it is worth highlighting that Spanish isolates 
from serotype 2 biotype II as well as serotype 13 and 17 
only presented ApxII coding genes (IBD and IICA). These 
serotypes represent one fourth of the isolates detected in 
cases of clinical pleuropneumonia in the country. There-
fore, according to our experience, those isolates coding 
only for one Apx toxin cannot be confirmed as being of 
low virulence and should not be neglected.

The utility of this study for the investigation of car-
rier animals constitutes a significant area of interest. 

The presence of several serotypes was demonstrated in 
healthy animals. The fact of a single herd [38] or even 
and individual animal [30] harbouring multiple serotypes 
has been previously documented. However, the number 
of different serotypes found simultaneously in oral flu-
ids taken from healthy animals is much higher than that 
found in lungs and in previously published results for 
tonsils. These results should be interpreted by consider-
ing that the oral fluid provides in vivo information about 
the bacterial content of the tonsils from several animals 
simultaneously. Since the tonsils play the role of a reser-
voir throughout the life of the pig, analysing their content 
is not considered an acute diagnostic method but a moni-
toring tool. Previous studies of subclinical animals used 
earlier serological techniques, which had several short-
comings including cross-reactivity and limited sensitivity 
due to the lack of active infection. The use of new molec-
ular methods with oral fluids enabled the direct detection 
of the selected genes when the bacteria are present. Con-
sequently, this has demonstrated frequent infections by 
concurrent serotypes within a herd [35].

Swine pleuropneumonia is a multifactorial disease 
and the intrinsic characteristics of the A. pleuropneumo-
niae strain are not always sufficient to cause the disease. 
Although there is great interest in predicting which sero-
types present in the herd are potentially more virulent 
and hence will trigger the disease, the available data are 
still limited. Thus, the valuable observational information 
offered by this work could be used to draw some con-
clusions, which, nevertheless, should be regarded with 
caution, in view of the limitations in the temporal and 
geographical scope of the data.

All serotypes but 16 were detected in oral fluids from 
apparently healthy animals. Interestingly, some serotypes 
such as 14 and 19, which were not observed in diseased 
animals, actually appeared in the oral fluids. At this 
point, it is important to underscore the almost complete 
homology exhibited in the cps genes which serve as the 
targets for the qPCR assays used in serotyping, between 
strains of serotype 14 and Actinobacillus suis [41]. This 
resemblance hinders the unequivocal confirmation of 
serotype 14 detection in oral fluids without excluding the 
potential presence of A. suis. Although serotype 14 has 
been reported in Hungary [38], it has not been identified 
in any other European country, including Spain. There-
fore, data on this particular serotype should be inter-
preted with caution, as the results may actually indicate 
the presence of A. suis. Moreover, serotypes 1, 7, 10, 12, 
and 18 were widely detected in oral fluids, confirming 
their presence among Spanish herds, although they were 
rarely observed in acute pleuropneumonia outbreaks in 
this study. Consequently, we suggest that serotypes 1, 
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7, 10, 12, 18, and 19, despite being present, may pose a 
lower risk of causing serious illness in Spanish herds.

This fact is particularly unexpected for serotype 1, 
whose implicated virulence in clinical cases has been 
widely described in North America and Asia [42]. Its 
apparently lower virulence in Spain cannot be reliably 
confirmed due to the lack of data, which could influ-
ence the course and severity of the disease. Some of 
these data concern the bacterium itself, such as the 
detailed study of its Apx I toxin secretion system, while 
others involve the animals, namely, uncertainty regard-
ing their vaccination status or the specific toxoid con-
tent of the vaccines used.

In the past 5  years, a heterogeneous epidemiology of 
pleuropneumonia has been described in Spain. This local 
study revealed significant disparities in the presence of 
serotypes between diseased and non-diseased animals. 
Serotypes 9/11, 2, 13, 17, 4, and 5 were the most fre-
quently associated with clinical illness, however, nearly 
all serotypes could potentially possess sufficient virulence 
to cause illness under certain circumstances. The remain-
ing known serotypes, with the exception of serotype 16 
for which no evidence was found, were detected in oral 
fluid samples from apparently healthy animals.

This is the first report in which the A. pleuropneumo-
niae serotype is determined directly from the lungs via 
qPCR. This robust molecular method demonstrated that 
microbiological isolation can be avoided, allowing for a 
more rapid diagnosis of clinical cases. The direct detec-
tion can also be performed when monitoring samples 
such as oral fluids to reveal which serotypes circulate 
among the herd. The epidemiological data presented in 
this work can offer valuable criteria for the adoption of 
measures to control swine pleuropneumonia.

Supplementary Information
The online version contains supplementary material available at https://​doi.​
org/​10.​1186/​s13567-​024-​01419-2.

Additional file 1. Effect of pooling of lung samples on A. pleuropneu-
moniae and serotypes detection. Sensitivity assessment of pooling 
effect up to five animals within an outbreak. 

Additional file 2. Validation results of A. pleuropneumoniae (APPL) 
and serotypes (AP01–AP19) qPCR kits. Sensitivity and specifity assess‑
ment of qPCR assays used for detecting the A. pleuropnemoniae serotypes.

Acknowledgements
The authors thank Isabella Athanassiou for valuable English corrections.

Authors’ contributions
JLAB: investigation—lead, methodology—lead, writing original draft—lead. 
ABFR: conceptualization—lead, writing original draft-supporting. SL, CST, GCP 
and DMJ: investigation—supporting. MG: conceptualization—supporting, 
writing—review and editing supporting. All authors read and approved the 
final manuscript.

Funding
The authors have not declared funding from any public or commercial 
agency.

Availability of data and materials
The qPCR data used to support the findings of this study are available from 
the corresponding author upon reasonable request.

Declarations

Ethics approval and consent to participate
Animal Care and Use Committee approval was not necessary for this study, 
as it falls under the category of non-experimental clinical veterinary practices 
conducted with the informed retrieval of data from diagnostic reports.

Competing interests
The authors declare that they have no competing interests.

Received: 30 April 2024   Accepted: 25 September 2024

References
	1.	 Gottschalk M, Broes A (2019) Actinobacillosis. Diseases of swine. Wiley, 

Hoboken, pp 749–766
	2.	 Stygar AH, Niemi JK, Oliviero C, Laurila T, Heinonen M (2016) Economic 

value of mitigating Actinobacillus pleuropneumoniae infections in pig fat‑
tening herds. Agric Syst 144:113–121. https://​doi.​org/​10.​1016/j.​agsy.​2016.​
02.​005

	3.	 Holmgren N, Lundeheim N, Wallgren P (1999) Infections with Myco-
plasma hyopneumoniae and Actinobacillus pleuropneumoniae in fattening 
pigs. influence of piglet production systems and influence on production 
parameters. Zentralbl Veterinarmed B 46:535–544. https://​doi.​org/​10.​
1111/j.​1439-​0450.​1999.​tb012​46.x

	4.	 Hoflack G, Maes D, Mateusen B, Verdonck M, De Kruif A (2001) Efficacy 
of tilmicosin phosphate (Pulmotil premix) in feed for the treatment of a 
clinical outbreak of Actinobacillus pleuropneumoniae infection in growing-
finishing pigs. J Vet Med B Infect Dis Vet Public Health 48:655–664. 
https://​doi.​org/​10.​1046/J.​1439-​0450.​2001.​00492.X

	5.	 Pohl S, Bertschinger HU, Frederiksen W, Mannheim W (1983) Transfer 
of Haemophilus pleuropneumoniae and the Pasteurella haemolytica-like 
organism causing porcine necrotic pleuropneumonia to the genus 
Actinobacillus (Actinobacillus pleuropneumoniae comb. nov.) on the basis 
of phenotypic and deoxyribonucleic acid relatedness. Int J Syst Bacteriol 
33:510–514. https://​doi.​org/​10.​1099/​00207​713-​33-3-​510

	6.	 Bossé JT, Li Y, Sárközi R, Fodor L, Lacouture S, Gottschalk M, Casas Amori‑
bieta M, Angen Ø, Nedbalcova K, Holden MTG, Maskell DJ, Tucker AW, 
Wren BW, Rycroft AN, Langford PR (2018) Proposal of serovars 17 and 18 
of Actinobacillus pleuropneumoniae based on serological and genotypic 
analysis. Vet Microbiol 217:1–6. https://​doi.​org/​10.​1016/j.​vetmic.​2018.​02.​
019

	7.	 Stringer O, Bossé JT, Lacouture S, Gottschalk M, Fodor L, Angen Ø, 
Velazque E, Penny P, Lei L, Langford PR, Li Y (2021) Proposal of Actinobacil-
lus pleuropneumoniae serovar 19, and reformulation of previous multiplex 
PCRs for capsule-specific typing of all known serovars. Vet Microbiol 
255:109021. https://​doi.​org/​10.​1016/j.​vetmic.​2021.​109021

	8.	 Bossé JT, Li Y, Fernandez Crespo R, Lacouture S, Gottschalk M, Sárközi 
R, Fodor L, Casas Amoribieta M, Angen Ø, Nedbalcova K, Holden MTG, 
Maskell DJ, Tucker AW, Wren BW, Rycroft AN, Langford PR (2018) Compar‑
ative sequence analysis of the capsular polysaccharide loci of Actinobacil-
lus pleuropneumoniae serovars 1–18, and development of two multiplex 
PCRs for comprehensive capsule typing. Vet Microbiol 220:83–89. https://​
doi.​org/​10.​1016/j.​vetmic.​2018.​05.​011

	9.	 Marois-Créhan C, Lacouture S, Jacques M, Fittipaldi N, Kobisch M, 
Gottschalk M (2014) Development of two real-time polymerase chain 
reaction assays to detect Actinobacillus pleuropneumoniae serovars 1-9-11 

https://doi.org/10.1186/s13567-024-01419-2
https://doi.org/10.1186/s13567-024-01419-2
https://doi.org/10.1016/j.agsy.2016.02.005
https://doi.org/10.1016/j.agsy.2016.02.005
https://doi.org/10.1111/j.1439-0450.1999.tb01246.x
https://doi.org/10.1111/j.1439-0450.1999.tb01246.x
https://doi.org/10.1046/J.1439-0450.2001.00492.X
https://doi.org/10.1099/00207713-33-3-510
https://doi.org/10.1016/j.vetmic.2018.02.019
https://doi.org/10.1016/j.vetmic.2018.02.019
https://doi.org/10.1016/j.vetmic.2021.109021
https://doi.org/10.1016/j.vetmic.2018.05.011
https://doi.org/10.1016/j.vetmic.2018.05.011


Page 11 of 11Arnal Bernal et al. Veterinary Research          (2024) 55:165 	

and serovar 2. J Vet Diagn Invest 26:146–149. https://​doi.​org/​10.​1177/​
10406​38713​519090

	10.	 Frey J (1995) Virulence in Actinobacillus pleuropneumoniae and RTX toxins. 
Trends Microbiol 3:257–261. https://​doi.​org/​10.​1016/​s0966-​842x(00)​
88939-8

	11.	 Beck M, Van den Bosch JF, Jongenelen IMCA, Loeffen PLW, Nielsen R, 
Nicolet J, Frey J (1994) RTX toxin genotypes and phenotypes in Actino-
bacillus pleuropneumoniae field strains. J Clin Microbiol 32:2749–2754. 
https://​doi.​org/​10.​1128/​jcm.​32.​11.​2749-​2754.​1994

	12.	 Dom P, Haesebrouck F, Kamp EM, Smits MA (1994) NAD-independent 
Actinobacillus pleuropneumoniae strains: production of RTX toxins and 
interactions with porcine phagocytes. Vet Microbiol 39:205–218. https://​
doi.​org/​10.​1016/​0378-​1135(94)​90158-9

	13.	 Ito H, Katsuragi K, Akama S, Yuzawa H (2014) Isolation of atypical genotype 
Actinobacillus pleuropneumoniae serotype 6 in Japan. J Vet Med Sci 
76:601–604. https://​doi.​org/​10.​1292/​jvms.​13-​0245

	14.	 Perry MB, Angen Ø, MacLean LL, Lacouture S, Kokotovic B, Gottschalk M 
(2012) An atypical biotype I Actinobacillus pleuropneumoniae serotype 13 
is present in North America. Vet Microbiol 156:403–410. https://​doi.​org/​
10.​1016/j.​vetmic.​2011.​11.​024

	15.	 Scherrer S, Peterhans S, Neupert C, Rademacher F, Bartolomei G, Sidler X, 
Stephan R (2022) Development of a novel high resolution melting assay 
for identification and differentiation of all known 19 serovars of Actinoba-
cillus pleuropneumoniae. Microbiologyopen 11:e1272. https://​doi.​org/​10.​
1002/​MBO3.​1272

	16.	 Stringer OW, Li Y, Bossé JT, Forrest MS, Hernandez-Garcia J, Tucker AW, 
Nunes T, Costa F, Mortensen P, Velazquez E, Penny P, Rodriguez-Manzano 
J, Georgiou P, Langford PR (2022) Rapid detection of Actinobacillus 
pleuropneumoniae from clinical samples using recombinase polymerase 
amplification. Front Vet Sci 9:805382. https://​doi.​org/​10.​3389/​fvets.​2022.​
805382

	17.	 O’Neill C, Jones SCP, Bossé JT, Watson CM, Williamson SM, Rycroft AN, 
Kroll JS, Hartley HM, Langford PR (2010) Prevalence of Actinobacillus 
pleuropneumoniae serovars in England and Wales. Vet Rec 167:661–662

	18.	 Schuwerk L, Hoeltig D, Waldmann KH, Valentin-Weigand P, Rohde J 
(2021) Sero- and apx-typing of German Actinobacillus pleuropneumo-
niae field isolates from 2010 to 2019 reveals a predominance of serovar 
2 with regular apx-profile. Vet Res 52:10. https://​doi.​org/​10.​1186/​
s13567-​020-​00890-x

	19.	 Velasquez AA, Collantes TMA, Lumbera WML, Salamat SEA, Encabo JR, 
Mendoza BC, Villegas LC (2019) Serology and DNA-based detection and 
serotyping of Actinobacillus pleuropneumoniae Pohl from backyard pigs in 
selected provinces of Luzon, Philippines. Philipine Sci Lett 12:68–79

	20.	 Hennig-Pauka I, Hartmann M, Merkel J, Kreienbrock L (2022) Coinfections 
and phenotypic antimicrobial resistance in Actinobacillus pleuropneu-
moniae strains isolated from diseased swine in North Western Germany-
temporal patterns in samples from routine laboratory practice from 2006 
to 2020. Front Vet Sci 8:802570. https://​doi.​org/​10.​3389/​fvets.​2021.​802570

	21.	 Yee S, Blackall PJ, Turni C (2018) Genetic diversity and toxin gene distribu‑
tion among serovars of Actinobacillus pleuropneumoniae from Australian 
pigs. Aust Vet J 96:17–23. https://​doi.​org/​10.​1111/​avj.​12660

	22.	 Sassu EL, Bossé JT, Tobias TJ, Gottschalk M, Langford PR, Hennig-Pauka I 
(2018) Update on Actinobacillus pleuropneumoniae-knowledge, gaps and 
challenges. Transbound Emerg Dis 65:72–90. https://​doi.​org/​10.​1111/​
TBED.​12739

	23.	 Turni C, Singh R, Schembri MA, Blackall PJ (2014) Evaluation of a multiplex 
PCR to identify and serotype Actinobacillus pleuropneumoniae serovars 1, 
5, 7, 12 and 15. Lett Appl Microbiol 59:362–369. https://​doi.​org/​10.​1111/​
LAM.​12287

	24.	 Gottschalk M, Lacouture S (2015) Canada: distribution of Streptococcus 
suis (from 2012 to 2014) and Actinobacillus pleuropneumoniae (from 2011 
to 2014) serotypes isolated from diseased pigs. Can Vet J 56:1093–1094. 
https://​doi.​org/​10.​1016/J.​TRJL.​2015.​06.​016

	25.	 Lisboa N, Pereira A, Antonio Muñoz GR (2020) Serotypes of Actinobacillus 
pleuropenumoniae identified in 20 Brazilians farms during 2016–2019. In: 
Interational Pig Veterinary Society Congress. p 265

	26.	 Dubreuil JD, Jacques M, Mittal KR, Gottschalk M (2000) Actinobacillus 
pleuropneumoniae surface polysaccharides: their role in diagnosis and 
immunogenicity. Anim Health Res Rev 1:73–93. https://​doi.​org/​10.​1017/​
s1466​25230​00000​74

	27.	 El sector de la carne de cerdo en cifras, 2023. https://​www.​mapa.​gob.​
es/​en/​agric​ultura/​estad​istic​as/​indic​adore​ssect​orpor​cino2​023_​tcm38-​
564427.​pdf (in Spanish)

	28.	 Maldonado J, Valls L, Martínez E, Riera P (2009) Isolation rates, serovars, 
and toxin genotypes of nicotinamide adenine dinucleotide-independent 
Actinobacillus pleuropneumoniae among pigs suffering from pleuropneu‑
monia in Spain. J Vet Diagn Invest 21:854–857. https://​doi.​org/​10.​1177/​
10406​38709​02100​615

	29.	 Vilaró A, Karstensen KT, Cavaco LM, Angen Ø, Solé E, Seró I, Novell E, 
Enrique-Tarancón V, Guitart-Matas J, Migura-Garcia L, Fraile L (2024) An 
investigation of the transmission of Actinobacillus pleuropneumoniae 
within vertically integrated systems using whole genome sequencing. 
Vet Microbiol 295:110157. https://​doi.​org/​10.​1016/J.​VETMIC.​2024.​110157

	30.	 Broes A, Martineau G-P, Gottschalk M (2007) Dealing with unexpected 
Actinobacillus pleuropneumoniae serological results. J Swine Health Prod 
15:264–269

	31.	 Marois C, Gottschalk M, Morvan H, Fablet C, Madec F, Kobisch M (2009) 
Experimental infection of SPF pigs with Actinobacillus pleuropneumoniae 
serotype 9 alone or in association with Mycoplasma hyopneumoniae. Vet 
Microbiol 135:283–291. https://​doi.​org/​10.​1016/j.​vetmic.​2008.​09.​061

	32.	 Pomorska-Mól M, Dors A, Kwit K, Kowalczyk A, Stasiak E, Pejsak Z (2017) 
Kinetics of single and dual infection of pigs with swine influenza virus 
and Actinobacillus pleuropneumoniae. Vet Microbiol 201:113–120. https://​
doi.​org/​10.​1016/j.​vetmic.​2017.​01.​011

	33.	 Qi W, Zhu R, Bao C, Xiao J, Liu B, Sun M, Feng X, Gu J, Li Y, Lei L (2019) Por‑
cine circovirus type 2 promotes Actinobacillus pleuropneumoniae survival 
during coinfection of porcine alveolar macrophages by inhibiting ROS 
production. Vet Microbiol 233:93–101. https://​doi.​org/​10.​1016/j.​vetmic.​
2019.​04.​028

	34.	 Pol JMA, Van Leengoed LAMG, Stockhofe N, Kok G, Wensvoort G (1997) 
Dual infections of PRRSV/influenza or PRRSV/Actinobacillus pleuropneu-
moniae in the respiratory tract. Vet Microbiol 55:259–264. https://​doi.​org/​
10.​1016/​S0378-​1135(96)​01323-5

	35.	 Arnal JL, Fernández AB, Lacotoure S, Benito A, Lazaro-Gaspar S, Gottschalk 
M (2024) Assessment of real-time PCR test in oral fluid samples for 
screening the serotypes of Actinobacillus pleuropneumoniae circulating in 
swine herds. Vet Microbiol 298:110268. https://​doi.​org/​10.​1016/j.​vetmic.​
2024.​110268

	36.	 Sthitmatee N, Sirinarumitr T, Makonkewkeyoon L, Sakpuaram T, Tesapra‑
teep T (2003) Identification of the Actinobacillus pleuropneumoniae sero‑
type using PCR based-apx genes. Mol Cell Probes 17:301–305. https://​doi.​
org/​10.​1016/j.​mcp.​2003.​08.​001

	37.	 Li Y, Bossé JT, Williamson SM, Maskell DJ, Tucker AW, Wren BW, Rycroft AN, 
Langford PR (2016) Actinobacillus pleuropneumoniae serovar 8 predomi‑
nates in England and Wales. Vet Rec 179:276. https://​doi.​org/​10.​1136/​vr.​
103820

	38.	 Sárközi R, Makrai L, Fodor L (2018) Actinobacillus pleuropneumoniae sero‑
types in Hungary. Acta Vet Hung 66:343–349. https://​doi.​org/​10.​1556/​
004.​2018.​031

	39.	 Nielsen R, Andresen LO, Plambeck T, Nielsen JP, Krarup LT, Jorsal SE (1997) 
Serological characterization of Actinobacillus pleuropneumoniae biotype 
2 strains isolated from pigs in two Danish herds. Vet Microbiol 54:35–46. 
https://​doi.​org/​10.​1016/​s0378-​1135(96)​01267-9

	40.	 Kuhnert P, Rohde J, Korczak BM (2011) A new variant of Actinobacillus 
pleuropneumoniae serotype 3 lacking the entire apxII operon. J Vet Diagn 
Invest 23:556–559. https://​doi.​org/​10.​1177/​10406​38711​404148

	41.	 Ito H (2015) The genetic organization of the capsular polysaccharide 
biosynthesis region of Actinobacillus pleuropneumoniae serotype 14. J Vet 
Med Sci 77:583–586. https://​doi.​org/​10.​1292/​jvms.​14-​0174

	42.	 Min K, Chae C (1999) Serotype and apx genotype profiles of Actinobacil-
lus pleuropneumoniae field isolates in Korea. Vet Rec 145:251–254. https://​
doi.​org/​10.​1136/​vr.​145.9.​251

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

https://doi.org/10.1177/1040638713519090
https://doi.org/10.1177/1040638713519090
https://doi.org/10.1016/s0966-842x(00)88939-8
https://doi.org/10.1016/s0966-842x(00)88939-8
https://doi.org/10.1128/jcm.32.11.2749-2754.1994
https://doi.org/10.1016/0378-1135(94)90158-9
https://doi.org/10.1016/0378-1135(94)90158-9
https://doi.org/10.1292/jvms.13-0245
https://doi.org/10.1016/j.vetmic.2011.11.024
https://doi.org/10.1016/j.vetmic.2011.11.024
https://doi.org/10.1002/MBO3.1272
https://doi.org/10.1002/MBO3.1272
https://doi.org/10.3389/fvets.2022.805382
https://doi.org/10.3389/fvets.2022.805382
https://doi.org/10.1186/s13567-020-00890-x
https://doi.org/10.1186/s13567-020-00890-x
https://doi.org/10.3389/fvets.2021.802570
https://doi.org/10.1111/avj.12660
https://doi.org/10.1111/TBED.12739
https://doi.org/10.1111/TBED.12739
https://doi.org/10.1111/LAM.12287
https://doi.org/10.1111/LAM.12287
https://doi.org/10.1016/J.TRJL.2015.06.016
https://doi.org/10.1017/s1466252300000074
https://doi.org/10.1017/s1466252300000074
https://www.mapa.gob.es/en/agricultura/estadisticas/indicadoressectorporcino2023_tcm38-564427.pdf
https://www.mapa.gob.es/en/agricultura/estadisticas/indicadoressectorporcino2023_tcm38-564427.pdf
https://www.mapa.gob.es/en/agricultura/estadisticas/indicadoressectorporcino2023_tcm38-564427.pdf
https://doi.org/10.1177/104063870902100615
https://doi.org/10.1177/104063870902100615
https://doi.org/10.1016/J.VETMIC.2024.110157
https://doi.org/10.1016/j.vetmic.2008.09.061
https://doi.org/10.1016/j.vetmic.2017.01.011
https://doi.org/10.1016/j.vetmic.2017.01.011
https://doi.org/10.1016/j.vetmic.2019.04.028
https://doi.org/10.1016/j.vetmic.2019.04.028
https://doi.org/10.1016/S0378-1135(96)01323-5
https://doi.org/10.1016/S0378-1135(96)01323-5
https://doi.org/10.1016/j.vetmic.2024.110268
https://doi.org/10.1016/j.vetmic.2024.110268
https://doi.org/10.1016/j.mcp.2003.08.001
https://doi.org/10.1016/j.mcp.2003.08.001
https://doi.org/10.1136/vr.103820
https://doi.org/10.1136/vr.103820
https://doi.org/10.1556/004.2018.031
https://doi.org/10.1556/004.2018.031
https://doi.org/10.1016/s0378-1135(96)01267-9
https://doi.org/10.1177/1040638711404148
https://doi.org/10.1292/jvms.14-0174
https://doi.org/10.1136/vr.145.9.251
https://doi.org/10.1136/vr.145.9.251

	Serotype diversity of Actinobacillus pleuropneumoniae detected by real-time PCR in clinical and subclinical samples from Spanish pig farms during 2017–2022
	Abstract 
	Introduction
	Materials and methods
	Biological material studied
	A. pleuropneumoniae isolates
	Samples from clinical cases
	Samples from subclinical cases (carrier animals)

	Molecular detection
	Interpretation of results and statistical analysis

	Results
	A. pleuropneumoniae isolates
	Clinical cases
	Subclinical cases

	Discussion
	Acknowledgements
	References


