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A B S T R A C T

Swine brucellosis due to Brucella suis biovar 2 (bv2) is enzootic in wild boar and hare in continental Europe and
may cause major economic losses to the pig industry, mainly in free-ranged pig farms. The high nucleotide
identity found among the B. suis biovar 2 isolates has long hindered the full understanding of the epidemiology
and the phylogeography of the disease. Here, we used multilocus variable-number tandem-repeat (VNTR)
analysis (MLVA) and whole-genome analysis to identify single-nucleotide polymorphisms (SNPs) in order to gain
insights from the largest B. suis bv2 dataset analyzed so far composed of domestic pigs and wildlife isolates
collected throughout Europe since the 1970s. We found four major clades with a specific phylogeographic
pattern. The Iberian clade contains isolates exclusively from the Iberian Peninsula. The Central European clade
includes most isolates from France, Northern Italy, Switzerland and an important proportion of those of Northern
Spain. The Eastern European clade clustered isolates from Croatia and Hungary mainly but also from areas of
France, Germany, Italy and Poland. Finally, a separated Sardinian clade grouped three isolates from this island.
At fine scale, MLVA demonstrated an endemic status of the infection in Europe and it allowed tracking a large
outbreak formed by different farms from Spain linked to the same infection source. The whole genome SNP
analysis showed that the strains form genetically distinct clades, shared between wild boar and pigs, in agree-
ment with the MLVA clades. Interestingly, all hare isolates clustered together within two groups composed
exclusively of wildlife isolates. Our results support the hypothesis that maintenance and spread of B. suis bv2 in
Europe is a dynamic process linked to the natural expansion of wild boar as the main wild reservoir of the
infection, while spread over long distances is found largely dependent on anthropogenic activities.

1. Introduction

Brucellosis is a major infectious disease of domestic pigs caused by
three (biovars 1, 2 and 3) of the five Brucella suis biovars. The infection

often leads to long-term reproductive failure, causing significant eco-
nomic losses to the swine industry worldwide (EFSA, 2009; OIE, 2018;
Olsen et al., 2012). Geographic distribution and host range differ
among B. suis biovars. Biovars 1 and 3 affect mainly domestic and feral
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pigs (Sus scrofa domesticus) and wild boar (Sus scrofa) and cause zoo-
notic infections (Godfroid et al., 2005, 2013). Contrary to these biovars,
biovar 2 is rarely pathogenic for humans and appears to be restricted to
continental Europe, where the infection caused is indeed considered as
an emerging problem (EFSA, 2009; Lagier et al., 2005; Mailles et al.,
2017; Paton et al., 2001).

Wild boar and European brown hare (Lepus europaeus) are the only
proven wildlife reservoirs of B. suis biovar 2 (herein bv 2) so far
(Bergagna et al., 2009; Cvetnić et al., 2009; Godfroid, 2002; Grégoire
et al., 2012; Muñoz et al., 2010). Although very unfrequently, B. suis bv
2 can also infect cattle but its epidemiological significance is unknown
(Andersen and Petersen, 1995; Jaÿ et al., 2014; Szulowski et al., 2013).

Despite sporadic outbreaks, the European Union countries are
considered officially free of porcine brucellosis. However, as B. suis bv 2
is widespread in wildlife, domestic pigs are at risk of acquiring bru-
cellosis by contact with the wildlife reservoirs, that happens particu-
larly in outdoor breeding systems or back yard herds (EFSA, 2009).
Occasionally, the infection can be introduced also in intensive pig farms
by entry of infected replacements and/or semen. Once introduced in a
given herd, direct mucosal exposure to aborted tissues, genital secre-
tions and contaminated food or water are the main routes of intra-herd
transmission (Alton, 1990; Olsen et al., 2012).

Conventional microbiological and biochemical methods for bio-
typing of Brucella isolates are being progressively replaced by molecular
techniques. Some of the latter offer high reproducibility and confidence
of intra and inter-laboratory standardization and have been included in
the OIE Terrestrial Manual (OIE, 2018). Namely, discrimination among
main Brucella species (B. suis included) can be performed with a single
step multiplex PCR named Bruce-ladder (López-Goñi et al., 2008).
Moreover, the multiplex PCR known as Suis-ladder (López-Goñi et al.,
2011) can be used for the differentiation of the five B. suis biovars.
Alternative approaches based on single nucleotide polymorphisms
(SNPs) have been proposed also for identifying the B. suis biovars
(Whatmore and Gopaul, 2011). For epidemiological purposes, different
molecular methods such as restriction fragment length polymorphism
(RFLP) ((Cloeckaert et al., 1995; Vizcaíno et al., 1997)), applied to
genes known to be polymorphic in Brucella (Cloeckaert et al., 1995;
Vizcaíno et al., 1997) have been also developed. Nevertheless, due to
the low genetic diversity of Brucella spp., all these approaches give not
enough resolution for the sub-species differentiation. Multiple Locus
Variable-number tandem-repeat Analysis (MLVA) (Le Flèche et al.,
2006) or Multilocus Sequence Analysis (MLSA) (Whatmore et al., 2016)
have been used to identify polymorphisms within Brucella species.
Genotyping of B. suis bv 2 isolates from domestic pigs and wildlife in-
deed allowed the identification of wild boar as the main reservoir of
infection for domestic pigs. However, the precise role of the European
brown hare in the epidemiological cycle of B. suis bv 2 remains to be
clarified (Duvnjak et al., 2015; Ferreira et al., 2017a; Garcia-Yoldi et al.,
2007; Kreizinger et al., 2014; Vergnaud et al., 2018). Some studies
reveal the existence in B. suis bv 2 of different genotypes and genetic
clades with specific geographic location, especially the so called Iberian
lineage, found to be exclusive of the Iberian Peninsula (Ferreira et al.,
2017a; Garcia-Yoldi et al., 2007; Muñoz et al., 2010; Vergnaud et al.,
2018). However, factors related to the specific geographic and host
distribution of B. suis bv 2 remain to be identified.

The whole-genome SNP analysis, provides a high discriminatory
power among Brucella genotypes and it is highly effective for estab-
lishing phylogenetic relationships between both closely and distantly
related isolates (Garofolo et al., 2017; Georgi et al., 2017; Janowicz
et al., 2018; Keim et al., 2004; Pearson et al., 2009; Tae et al., 2012; Tan
et al., 2015). Therefore, the whole-genome SNP analysis provides
complementary information to the MLVA typing and could be used to
define stable molecular markers based on a proper selection of SNPs
(e.g. conserved canonical SNPs).

Our study aims to expand knowledge on swine brucellosis epide-
miology in Europe by characterizing a representative B. suis bv 2 strain

collection from different European host populations using both MLVA
and WGS genomic approaches. We describe a new MLVA panel speci-
fically designed for B. suis bv 2 typing and use advanced phylogeo-
graphic analysis methods to clarify the epidemiological relationships
and sources of infection in pigs.

2. Materials and methods

2.1. B. suis biovar 2 strains

A total of 519 B. suis bv 2 strains isolated from domestic pigs, wild
boar, European hares, cattle and humans in France, Italy, Poland,
Romania, and Spain between 1978 and 2015 were genetically char-
acterized in this study. Supplementary material related to the strain
collection analyzed is provided in Table S1. All isolates were confirmed
as B. suis bv 2 using standard microbiological and biochemical proce-
dures (OIE, 2018) and both Bruce-ladder (López-Goñi et al., 2008) and
Suis-Ladder (López-Goñi et al., 2011) molecular methods.

The French strains (n=211) comprised of isolates from pigs
(n= 104), wild boar (n= 45), hares (n= 54), cattle (n= 3), humans
(n= 2) and three strains from undetermined wildlife hosts (hare or
wild boar) from 52 Departments. The Spanish panel (n=146) included
strains from domestic pigs (n=96), wild boar (n= 48) and hares
(n= 2) from 11 Provinces. The 96 isolates in the Spanish pigs’ panel
belonged to 38 farms most of them sharing the same semen or breeding
stock provider. The Italian collection (n= 123) included isolates from
wild boar (n=114) and pigs (n=9) collected from six Regions. Polish
(n= 12) and Romanian (n=27) isolates from wild boar, pigs and
hares were also included in the study (see Table S1 for a more precise
description).

For DNA extraction, all B. suis bv 2 original isolates were sub-
cultured either in Brucella medium base (BAB; Oxoid, Hampshire, UK)
or trypticase soy agar (TSA; Difco, NJ, USA) and incubated in a 5–10%
CO2 atmosphere at 37 °C during 48 h to assess the purity of cultures and
the absence of dissociation. Bacterial DNA was extracted from single
colonies using QIAamp® DNA minikit (QIAGEN, Hamburg, Germany),
Maxwell® 16 Tissue DNA Purification Kit using Maxwell® 16 Instrument
(Promega, Madison, WI, USA) or High Pure DNA Template Preparation
kit (Roche Diagnostics, France) according to the manufactures' in-
structions.

2.2. Brucella suis MLVA analysis

Individual DNA samples from the 519 isolates were typed with the
MLVA-16 panel using either the single-plex PCR and agarose gel elec-
trophoresis method described elsewhere (Al Dahouk et al., 2007; Le
Flèche et al., 2006) or the multiplex PCR and capillary electrophoresis
on an ABI 3500 instrument with POP 7 polymer described by Garofolo
et al. (Garofolo et al., 2013). Normalization of raw data generated by
both methods was assessed using corrections derived from a compara-
tive panel of 51 strains submitted to whole genome sequencing (see
below). Moreover, our dataset was completed by including 332 pre-
viously published MLVA-16 profiles from B. suis bv 2 strains isolated
from wild and domestic species in Germany (22 wildboar, 3 pigs and 1
hare) (Le Flèche et al., 2006), France (6 wildboar, 11 pigs, 11 hares and
1 cattle) (Le Flèche et al., 2006), Croatia (1 wildboar and 74 pigs)
(Duvnjak et al., 2015), Portugal (56 wildboar, 32 pigs, 1 cattle and 2
sheep) (Ferreira et al., 2017a), Poland (2 hares) (Le Flèche et al., 2006),
Hungary (55 wildboar, 8 pigs and 5 hares) (Kreizinger et al., 2014) and
Switzerland (30 wildboar, 7 pigs and 4 hares) (Abril et al., 2011) (see
Table S1 for details).Genetic diversity and partitions of each locus were
determined using the Simpson diversity index (SDI) calculated on a
dataset comprising of only one strain per MLVA-16 genotype using
online calculation tool (http://www.comparingpartitions.info).

Clustering and congruence analyses were conducted with
BioNumerics 7.6.3 (Applied Maths NV, Belgium) using data as
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character dataset with categorical distance coefficient and UPGMA
(Unweighted Pair Group Method with Arithmetic Mean) or MST
(Minimum Spanning Tree) methods. Clonal complexes were retrieved
with the most stringent (conservative) definition (Spratt et al., 2004),
where all members assigned to the same group differed only by one
locus with at least one other member of the group. MLVA allelic profiles
of Spanish isolates with known epidemiological links were analyzed
using goeBURST algorithm in PHYLOViZ 2.0. MST was generated using
default settings (Nascimento et al., 2017).

To determine relationships between genetic clades and countries,
the Spearman coefficient was calculated using RELATE function in
primer7 software with 10,000 random permutations. To determine the
phylogeographic distribution of the clades, the analysis of similarity
(ANOSIM) (Clarke, 1993) was carried out using primer7 software ver-
sion 7.0.13. The whole dataset was analyzed first for distribution
among different countries. The distribution of clades within each
country (whenever feasible) was then tested by Pearson's Chi-squared
test (χ2) with Yates' continuity correction test using "Province" input as
variable.

2.3. Whole genome sequencing (WGS) and SNP analysis

To strengthen MLVA results, SNPs were identified from WGS to
determine the B. suis bv 2 population structure. The WGS was applied to
51 B. suis bv 2 isolates selected from our dataset to be representative of
the MLVA phylogeny and geographic origin (Table S1). Additional 22
B. suis bv 2 genomes (strains isolated from wildboar, pigs, hares or
unknown hosts in Belgium, Bulgaria, Czechoslovakia, Denmark, France,
Hungary, Germany, Italy, Portugal and Spain between 1963 and 2009)
available from the public database GenBank (accessed October 2017)
were also included in the SNP analysis (Table S2).

Library preparation was performed using the Nextera XT Library
Prep kit (Illumina Inc., San Diego, CA, USA) according to the manu-
facturer's manual. The libraries were sequenced using Illumina NextSeq
500 platform producing 150bp paired-end reads. After de-multiplexing
and removal of the adapters, reads were trimmed to remove from 5′ end
and 3′ end to discard nucleotides with quality score less than 20. Reads
shorter than 70 bp and average Phred mean quality< 24 were auto-
matically discarded. SNPs were discovered using In Silico Genotyper
(ISG) version 0.16.10-3 (Sahl et al., 2015) using default filters to re-
move SNPs from duplicated regions, read coverage less than 10X and
base call proportion less than 90%. ISG uses BWA (Li and Durbin, 2009)
as aligner and GATK (McKenna et al., 2010) as SNP caller. SNPs were
called based on alignment to the reference B. suis biovar 2 strain ATCC
23445 (GenBank Accession Numbers NC_010169.1; NC_010167.1).

Phylogenetic trees were constructed using maximum parsimony
with B. suis biovar 1 reference strain 1330 (NC_004310.3,
NC_004311.2) as an out-group to root the tree in PAUP* 4.0b
(Wilgenbusch and Swofford, 2003). Branch support was assessed with
1000 bootstrap replicates and a consistency index was generated to
assess the level of homoplasy, and Φ-test was conducted in SplitsTree to
test recombination (Huson and Bryant, 2006). Finally the population
structure was assessed using a Bayesian approach implemented in BAPS
6.0 software (the module hierarchical BAPS (hierBAPS) (Corander
et al., 2003).

2.4. Accession numbers

All generated reads were submitted to National Center for
Biotechnology Information (NCBI) under the bio-project accession
number PRJNA497793.

3. Results

3.1. MLVA analyses

To establish a minimal MLVA informative panel for B. suis bv 2, we
calculated the genetic diversity index and partitions for each of the 16
loci (Table S3). Bruce06, Bruce11, Bruce43, Bruce45, Bruce21 and
Bruce16 showed very low (under 0.5) Simpson’s Diversity Indexes
(SDI). Bruce08, Bruce12, Bruce42, Bruce55, Bruce18 and Bruce19 loci
showed 4–8 alleles and then average SDI values (from 0.508 to 0.770).
However, the remaining loci (Bruce04, Bruce07, Bruce09 and Bruce30)
showed a high number of alleles (12–27) with SDIs close to 1, con-
firming their variability. We defined a new MLVA panel for B. suis bv 2
selecting only the loci that showed 4 or more diverse alleles. Thus this
new panel (that we named MLVA-11suis2) blending stable and poly-
morphic markers, comprised the following 11 loci: Bruce08, Bruce11,
Bruce12, Bruce42, Bruce55, Bruce18, Bruce19, Bruce04, Bruce07,
Bruce09 and Bruce30. The MLVA-11suis2 and MLVA-16 identified for
the 851 B. suis bv2 isolates examined the same number of partitions
(579 genotypes) with a Pearson correlation equal to 99.5%.

The UPGMA dendrogram generated with the MLVA-11suis2 profiles
identified four major clades with identity of at least 92.5% (Figure
S1shows a detailed dendrogram with relevant information of each
strain). Plotting these clades on the geographic maps (Fig. 1) suggested
a link between phylogeny and geographic distribution of the isolates.
Based on the location of the most prevalent clades they were named as:
i) Iberian, containing strains isolated exclusively from the Iberian Pe-
ninsula; ii) Central European, comprising mostly isolates from France,
Northern Italy, Northern Spain and Switzerland,; iii) Eastern European,
featuring mostly isolates from Croatia, Germany, Hungary and Poland;
and iv) Sardinian, containing three strains from Sardinia. Pig isolates
from Poland and Romania were excluded from the phylogeographic
assessment since they were proven to have an Iberian origin according
to both PCR-RFLP analysis (Muñoz et al., 2010) and well-identified
trade movements in the affected herds.

The correlation analysis resulted in a significant relationship be-
tween the genotype and the geography, supporting the above geo-
graphic distribution (Spearman correlation coefficient ρ=0.176,
p=0.0001). The ANOSIM analysis revealed that the three main genetic
clades were composed of distinct geographic groups with R-values
ranging from 0.251 to 0.372 (p= 0.001). A clear phylogeographic se-
paration was evidenced between Eastern European and Iberian clades,
and between Iberian and Central European clades (R-values of 0.372
and 0.336, respectively). However, some geographic overlap was ob-
served for Central European and Eastern European clades (R=0.251).

The Central European clade was highly prevalent in Italy, France
and Switzerland, while the Eastern European clade predominated in
Croatia, Germany and Hungary. Finally, the Iberian genotypes clearly
outnumbered other MLVA types in both Portugal and Spain (Fig. 1).

The analyses within countries showed that in Italy the Central
European and Eastern European clades were clearly separated geo-
graphically (χ2= 50.297; p= 1.322e-12), with the Central European
clade found mostly in the North (Piemonte) and the Eastern European
clade in the Apennine mountains (Emilia Romagna, Marche, Abruzzo,
Lazio). In Spain the Iberian clade was exclusive and widespread all over
the country (χ2= 35.409; p=2.673e-09) while in the Northern
Provinces (above the Ebro’s valley) overlapped with the central
European clade. No significant geographical segregation was found
within France, where the Central European genotype was prevalent.

The clonal complex (CC) analysis separated the isolates into 23
groups for the Iberian clade, 35 for the Central European and 33 for the
Eastern European (Fig. 2A, Table S1). With the exception of nine cases
(CCs 1, 3, 36, 38, 39, 40, 41, 46 and 50), the clonal complexes were
exclusive from individual countries (Fig. 2C).

Two of the most prevalent CCs (CC1 and CC3), included the ma-
jority (58.5%; n=134)) of isolates composing the Iberian clade
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(Fig. 2A). Most of the CC1 Spanish strains were isolated from domestic
pigs in herds located in different regions (Table S1). Interestingly, all
these CC1 affected herds were related epidemiologically to a single
genetic holding (farm 15, Fig. 4) which provided semen and/or live
replacements to all affected herds. Moreover, CC1 included several wild
boar isolates (two from Spain and one from a bordering region of
Portugal) as well as 27 strains from a single Romanian herd and 6 ad-
ditional strains from a Polish herd (Fig. 2C), both linked epidemiolo-
gically (through trade movements) with the same Spanish genetic
provider (farm 15). The CC3 was the second largest complex of the
Iberian clade and grouped strains isolated mainly from pigs in Portugal.
This CC3 was also found in wild boar from Portugal, and in Spanish
outdoor pig herds in areas bordering Portugal (Fig. 2, panels B and C).
Interestingly, CC3 included a single cattle isolate from Portugal (see
Table S1 for details). Other minor Iberian CCs also revealed epide-
miological links (Fig. 4 and Table S1). The Iberian CC4 grouped two
strains isolated from pig farms in different regions. However, these
farms were epidemiologically linked to the same genetic provider (farm
15), as confirmed in farm 18 by the presence of CC1. Finally, both CC8
and CC72 were found in epidemiologically related herds (one was the
seed stock of the other).

Within the Central European clade, CC37 was the largest one
(Fig. 2A), composed by 56.1% (n=69) of the Italian strains (Fig. 2C),
all isolated exclusively from wild boar (Fig. 2B). Most of the isolates
(n=37) were collected in Piemonte in the “La mandria” regional park
(extending for 6,570 ha). Twenty-four Central European CCs were
found in France (Fig. 2, panels A and C), six of which were also found in

at least one bordering country (Italy, Switzerland or Spain). Three pig
herds located in Northern areas of Spain were infected with Central
European strains. Two of these herds formed the CC55 and CC93 (with
two isolates each), that corresponded to outdoor and intensively reared
pigs, respectively (Fig. 2 panels B and C and Fig. 4).

In the Eastern European clade, no shared CCs among countries were
found. Five complexes (CC17, CC19, CC23, CC26, and CC21) grouped
41.4% of the strains isolated in Hungary, Croatia and Germany. France
and Italy yielded three and six CCs, respectively.

Most of MLVA profiles from hare isolates could not be assigned to
any CC, with the exception of CC29 (Eastern European) and CC57
(Central European), that grouped hare isolates from France and
Hungary, respectively, and CC32 (Eastern European strains from
France) and CC35 (Central European strains from Switzerland), com-
posed of isolates from both hare and wild boar (Fig. 2, panels B and C).

Surprisingly, none of the strains isolated in atypical hosts in France
(4 from cattle and 2 from human) clustered in any CCs with pig or
wildlife isolates (Figure S1).

3.2. Whole genome sequencing

Fifty-one B. suis bv 2 isolates were selected to cover maximum ge-
netic diversity as defined by MLVA-11suis2, and widest geographic
spread (Figure S1). Additionally, 22 public available genomes were
included to build up a SNP-based reference phylogeny (Fig. 3). The SNP
analysis revealed 3,838 putative polymorphisms. The phylogeny con-
structed through parsimony, using B. suis biovar 1 strain 1330 as an out-

Fig. 1. Geographic distribution of MLVA clades in Europe. Geographical mapping of B. suis bv 2 according to the MLVA-11suis2 was obtained by ArcGIS® software
by Esri using the geographical coordinates found from “province” or “country” entries. Colors within the mapped circles correspond to the clade color designations in
the MLVA phylogeny: Iberian clade in green, Central European clade in red, Eastern European clade in blue and Sardinian clade in yellow. Esri. " Natural Earth
physical " [basemap]. Scale Range: 1:591,657,528 down to 1:2,311,162.″ Natural Earth physical Map". December 12, 2009. http://goto.arcgisonline.com/maps/
World_Physical_Map. (February 13, 2019) (For interpretation of the references to colour in this figure legend, the reader is referred to the web version of this article).
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group control genome, revealed a very high (0.993) consistency index.
The recombination was evaluated using the phi-test based on the SNP
alignment and resulted not significant statistically (p= 0.99), de-
monstrating that recombination did not affect our interpretation. As
shown in Fig. 3, the BAPS analysis split our dataset into six populations
based on the secondary level of clustering. Subpopulations were ar-
ranged in monophyletic groups, confirming the robustness of the major
clades of the SNP phylogeny, which were also supported by 100%
bootstrap scores.

The SNP analysis demonstrated that the Sardinian, Eastern
European and Iberian clades corresponded to BAPS1, 2 and 3

respectively, while the Central European clade was split, further into 3
groups (BAPS4-6). The BAPS1 group (Sardinian clade) comprised a
basal clade, which contained only strains from Sardinia. BAPS2 group
(Eastern European clade) was composed of strains from Italy, France,
Germany, Denmark and Bulgaria, while the BAPS3 group (Iberian
clade) grouped strains isolated in Spain and Portugal exclusively.
Interestingly, isolates from hares were restricted mainly to BAPS4 and
BAPS5, with the BAPS4 composed of two isolates only (one from France
and one from Germany). BAPS5 and BAPS 6 contained strains from
Italy and France together with other European strains.

Fig. 2. Minimum spanning tree depicting the different Clonal Complexes found for each genetic clade, each circle corresponds to a particular genotype.
(2 A): The circles are colored with respect to the MLVA-11suis2 clades; (2B): The circles are colored with respect to host-species; (2C): The circles are colored with
respect to the country sources.
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4. Discussion

Swine brucellosis caused by B. suis bv 2 is considered an emerging
sanitary problem in pigs in Europe (EFSA, 2009). Despite the existence
of well-identified wildlife reservoirs, the epidemiological cycle of this
infection remains to be fully clarified.

Scanty information is available on the efficacy of high-resolution
molecular typing techniques to determine the phylogeography and the
epidemiology of B. suis bv 2 infections (Di Sabatino et al., 2017;
Duvnjak et al., 2015; Ferreira et al., 2017a, b; Garcia-Yoldi et al., 2007;
Kreizinger et al., 2014; Vergnaud et al., 2018). These molecular in-
vestigations have been mainly focused on isolates from both wild boar
and domestic pigs, with scarce inclusion of hares. Here MLVA and WGS-
SNP analysis were used to analyze the largest B. suis bv 2 strain dataset
so far, isolated across Europe between 1978 and 2015 from domestic
pigs and wildlife reservoirs (including brown hares) as well as from
some atypical hosts (sheep and cattle) and humans. The results ob-
tained after characterizing 519 B. suis bv 2 strains (Table S1) were
combined with a selection of those already available to draw a phylo-
geographic map of B. suis bv 2 infections in Europe (n= 332). More-
over, using a collection of Iberian strains from domestic herds, the
MLVA-11suis2 panel proved to be useful for tracing back B. suis bv 2
outbreaks.

Previous genotyping studies based either on MLVA-16 (Panel 1, 2 A
and 2B markers) or MLVA-11 (Panel 1 and 2 A markers) evidenced a
lack of polymorphism of Bruce 06, 43, 45, 21 and 16 loci in B. suis bv 2

isolates (Duvnjak et al., 2015; Ferreira et al., 2017a; Garcia-Yoldi et al.,
2007). Accordingly, these non-informative loci were excluded and the
resulting MLVA-11suis2 was confirmed as adequate to detect genetic
differences among closely related isolates, thus being a cost-effective
alternative for B. suis bv 2 genotyping studies.

Overall, the main genetic clades defined by MLVA-11suis2 and par-
ticularly, the demonstration of a well differentiated Iberian clade, were
in accordance with previous publications (Duvnjak et al., 2015; Ferreira
et al., 2017a; Garcia-Yoldi et al., 2007; Kreizinger et al., 2014;
Vergnaud et al., 2018). However, our study allowed the identification
of four B. suis bv 2 clades showing specific geographic distribution
(Iberian, Central European, Eastern European and Sardinian); whereas
other studies (focused either on more restricted geographic areas or
using different clustering algorithms) identified only two geographic
clades (Ferreira et al., 2017a; Vergnaud et al., 2018) or did not find
clear geographic clustering (Kreizinger et al., 2014).

WGS SNP analysis supported MLVA findings and allowed the
identification of six subpopulations in our dataset, as inferred using
Bayesian approach. Despite the low number of strains tested, the
Sardinian cluster (BAPS1) branched out from the basal phylogenetic
group suggesting its evolution in a confined geographic location, phy-
sically separated from the other B. suis bv 2 strains. On the contrary, the
populations of the Eastern European (BAPS2), the Iberian (BAPS3), and
the Central European (BAPS4, BAPS5 and BAPS6) clades formed well-
structured populations. The geographic markers within B. suis bv 2
were backward supported by the SNP analysis which validated our

Fig. 3. Maximum parsimony tree for B. suis bv 2. BAPS group are identified with shaded areas. For each strain is reported the strain identification, the year of
isolation, the affected host, and the country of the isolation.
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VNTR data.
The European wild boar is considered the most relevant wildlife

reservoir of B. suis bv 2, playing a critical role for the transmission of
infection to pigs. European wild boar are differentiated into four main
lineages: Sus scrofa scrofa (distributed in Central Western Europe), Sus
scrofa attila (Eastern Europe), Sus scrofa meridionalis (Sardinia and
Corsica) and Sus scrofa lybicus (Southern Balkans) (Groves and Grubb,
1993). Despite the existence of some specific populations (see com-
ments below), wild boar from the Iberian Peninsula share similar mi-
crosatellite markers with the European Sus scrofa lineages, but are
different from both Central Western and Eastern European lineages
(Alves et al., 2010). The phylogenetic diversity of B. suis bv 2 clearly
parallels the distribution of wild boar lineages in Europe, where the
Eastern European clade spread coincides with the distribution range of
one of the largest wild boar population in the forested areas of Germany
and Eastern neighboring countries (EFSA, 2010), while the Central
European and the Iberian clades are dominant in France and Iberian
Peninsula, respectively.

The presence of three separate B. suis bv 2 clades (Central European,
Eastern European and Sardinian) in Italy could be related to the dif-
ferent origins of wild boar populations in this country. The native
Italian wild boar (S. scrofa meridionalis) became extinct in the mainland
Italy in the eighteen century due to excessive hunting while it can still
be found in the main Sardinia island (Larson et al., 2005; Vernesi et al.,
2003). The divergence of the basal B. suis bv 2 Sardinian clade suggests
that it might have evolved separately within this local wild boar
lineage. In the last century, feral pigs arriving from France repopulated
the northwestern areas of the mainland Italy, being a likely source of
introduction of the B. suis bv 2 Central European clade. Conversely, the
presence of the Eastern European clade in the central Apennines could
be related to the recent restocking campaigns with wild boar from
Eastern Europe (Di Sabatino et al., 2017; Scandura et al., 2011).

Diverse wild boar lineages have been also identified in the Iberian
Peninsula (Alves et al., 2010). Our data confirms the existence of two
main B. suis bv 2 clades in this region (Central European and Iberian).
In accordance with previous studies (Ferreira et al., 2017b; Muñoz
et al., 2010), B. suis bv 2 Iberian clade is distributed all over the Iberian
Peninsula while the Central European clade remains restricted to the
northern regions above the Ebro’s valley. Natural entry of wild boar
from France through the Pyrenees or the common practice of restocking
among hunting grounds (M.C. Arnal, unpublished findings) could ac-
count for the introduction of Central European B. suis bv 2 strains in
Spain. This hypothesis is further supported by the identification of
CC38 in wild boar from both France and Spain. Moreover, Ferreira and
colleagues hypothesized allopatric speciation as a plausible origin of
the diverse B. suis bv 2 clades in the Iberian Peninsula (Ferreira et al.,
2017b).

Although the brown hare is considered also a B. suis bv 2 wild re-
servoir, its role in maintaining and spreading the infection to wild boar
and pigs is not well understood. Because of the high density of this
animal and the absence of wild boar in the affected area, hares were
hypothesized as the most probable source of two B. suis bv 2 outbreaks
in pigs in France (V. Mick, unpublished results) and Denmark
(Andersen and Petersen, 1995). In fact, some authors found identical
genotypes in both hare and swine populations (Duvnjak et al., 2015).
However, other studies reported genetic divergence among hare and
wild boar B. suis bv 2 isolates, with no shared genotypes between both
wild species (Ferreira et al., 2016; Kreizinger et al., 2014). Our
MLVA11suis2 analysis confirmed also the absence of shared genotypes
between hare and swine (Fig. 2B). Although geographical clustering
was not clearly proven for hares in our study, hare isolates were often
found close to both Central European and Eastern European wild boar
isolates, and rarely found in proximity to pig isolates (Figures S1 and
2B). Bayesian model-based clustering strengthened these findings, since
all hare isolates clustered together within two BAPS (4 and 5) grouping
wildlife isolates with BAPS 4 composed of hare isolates exclusively

(Fig. 3). In the Iberian Peninsula L. europaeus has been shown to carry B.
suis bv 2 (Lavin et al., 2006). However, this hare species is not very
abundant and its distribution range is restricted to the northern regions
(usually above the Ebro’s valley). In fact, most of the Iberian Peninsula
is densely populated by the Iberian hare (L. granatensis) (Palacios and
Mejide, 1979). Interestingly, a study conducted on 261 Iberian hares
did not show any evidence of brucellosis (Martínez Durán, 2014). Al-
together, the above findings confirm that European brown hare is a
wild reservoir of B. suis bv 2 infections but its epidemiological role in
the transmission to domestic pigs remains unclear. Further studies fo-
cusing on WGS of B. suis bv 2 isolated from larger hare populations
across Europe are required to clarify the role of this animal in the
epidemiology of B. suis bv 2.

Transmission to atypical species like domestic ruminants and hu-
mans seems to be accidental. Current MLVA-11suis2 clustering analysis
confirmed that Portuguese strain from cattle was close to swine and
wild boar isolates included in the same CC3 (Fig. 2B), suggesting
transmission through shared pastures from wild boar to livestock reared
in traditional outdoor breeding systems. In contrast, our CC analysis did
not link any of the French bovine strains (all them included in the
Central European clade) to other animal species, but the UPGMA den-
drogram (Figure S1) showed relatedness to one pig and one human
isolate. Interestingly, the two patients included in this study were im-
munocompromised wild boar hunters exposed to wildlife, but not to
domestic pigs (Mailles et al., 2017). One patient was infected by an
Eastern European strain that appeared genetically close to wild boar
and hare isolates (Figure S1), while the other one clustered with live-
stock isolates (swine and cattle). The CC analysis did not prompt any
hypothesis about the human infection source.

In the fine scale epidemiological analysis conducted to define clonal
complexes (Fig. 4), most Spanish isolates from pigs were grouped in
CC1, despite being isolated in different farms and distant regions over a
period of five years. Interestingly, all these farms were shown to be
related epidemiologically to the same semen genetic provider (farm
15), which was found to be infected with a CC1 strain. This suggests
that artificial insemination with infected semen from this provider was
the cause of this important outbreak in Spain. Moreover, three wild

Fig. 4. Minimum Spanning Tree (MST) of some Iberian B. suis biovar 2
isolates from domestic pig herds based on MLVA-11suis2 profiles. Farms
with known epidemiological links are represented with the same node color and
grey nodes corresponding to no known links. Farms known to provide genetic
material are depicted with (*). Clonal complexes (CCs) are shaded in grey. The
branch labels correspond to the number of discriminative alleles.
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boar isolates were included in this CC1 (Fig. 2B) suggesting that this
wild reservoir could be the primary source of infection for domestic
pigs. In fact, in a similar study conducted in Portugal (Ferreira et al.,
2017a) a total of 25 swine isolates were grouped in CC3, which in-
cluded also three strains from wild boar.

Individual diagnosis of swine brucellosis based on serological tests
(the most common routine diagnostic method) is extremely unspecific
due to the widespread presence of false positive serological reactions
caused by cross-reacting gram negative bacteria infecting swine (Dieste-
Pérez et al., 2015; EFSA, 2009; Jungersen et al., 2006). Accordingly, a
misinterpretation of the results of serological tests could explain the
entry of the infected boars in that particular genetic holding. Once the
infection is established, brucellosis can spread from a single insemina-
tion center or a seed stock holding to a large number of breeding farms
in a very short time interval, affecting as many as 50–80% of sows in
each holding (Olsen et al., 2012).

In Italy, CC37 is the most important complex, and has been pre-
valent for many years in wild boar in the small-extended natural park
“La mandria” nearby Turin, demonstrating the endemicity of B. suis bv 2
in this area. As seen in Fig. 2C the CC39, and CC41, were composed of
strains isolated in Italy and France while the CC36 included French,
Italian, and Swiss isolates, suggesting a close genetic relatedness among
isolates from these countries.

In France, swine brucellosis was considered virtually eradicated in
the 1970s because of the disappearance of the traditional small back
yard farms and the development of the intensive pig breeding system.
However, B. suis bv 2 re-emerged in the 1990s after the important in-
crease of outdoor pig farms (Garin-Bastuji and Hars, 1999) and since
1993, B. suis bv 2 outbreaks have been reported frequently in these
extensively reared farms (Bronner and Garin-Bastuji, 2009). The CC
analysis showed that only 6 out of 22 CCs identified in France were
shared with other countries thus suggesting that a vast majority of
French CCs was of autochthonous nature. The CC38 (composed by
strains isolated in both pigs and wild boar) and CC40 (pig strains) were
composed by strains isolated in the French Pyrenean departments as
well as in wild boar in the Northern areas of Spain close to the French
border. The close geographical proximity accounts for these shared CCs.

Our MLVA-11suis2 analysis grouped the isolates from epidemiologi-
cally related farms successfully in the same or very close CCs, thus
supporting the value of this analysis for tracing back the epidemiology
of infections induced by B. suis bv 2. In contrast to that reported in a B.
melitensis bv 3 outbreak in which several strains coming from different
hosts showed identical MLVA profiles (Holzapfel et al., 2018), our study
evidenced that small MLVA variants can be identified within the same
B. suis bv 2 outbreak. Indeed, isolates showing variations in one or two
different loci were found within the same farm (Fig. 4). By contrast, we
identified two very distant and epidemiologically unrelated pig out-
breaks that were caused by B. suis bv 2 strains showing differences in 2
loci only. This was the case of isolates included in CC1 and CC8, in
which the infections were due to different strains, as proven by both the
epidemiological data and the different RFLP profiles identified (Table
S1). Thus, before making conclusions on the apparent relatedness
among isolates showing one or two MLVA differential loci, confirma-
tion would require of further molecular tests (RFLP, SNPs or WGS) and
a precise knowledge of the epidemiological history of the affected
herds. Moreover, techniques such as MLVA and WGS require specific
equipment and bioinformatics skills and are therefore recommended for
fine scale epidemiological investigations. When routine identification at
species and biovar level of B. suis isolates is the objective, this can be
achieved effectively with simpler and cheaper PCR methods (López-
Goñi et al., 2011, 2008) and furthermore, at least 5 different B. suis bv 2
genotypes (see Table S1) can be identified by PCR-RFLP as described
elsewhere (Garcia-Yoldi et al., 2007; Muñoz et al., 2010).

5. Conclusions

The high-resolution typing techniques used allow to identify phy-
logeographic structure, as well as local transmission events in a fine
scale epidemiological analysis. Our results demonstrate that, regardless
of the effect of genetic drift on B. suis VNTR loci, MLVA-11suis2 is an
effective tool to identify swine outbreaks of common origin. SNP ana-
lysis shows higher resolution and increases the confidence when re-
solving space-temporal relationship between related isolates. With the
definition of stable analytical protocols, WGS is a good candidate to
replace other high-resolution techniques in modern epidemiology.

It can be concluded that maintenance and spread of B. suis bv 2 in
Europe is a dynamic process, which depends on the natural expansion
of the wild boar as the principal wild reservoir of infection. B. suis bv 2
is maintained in multiple, genetically distinct, and geographically de-
fined populations, likely via the wild boar meta-populations. The exact
geographic landscape of these subpopulations is likely to be relaxed
with new subclades emerging and becoming established, and others
being transferred to new locations like the Central European clade in
Spain and the Eastern European clade in central Italy, where they may
be established temporarily or over the long-term. Long-distance spread
of B. suis is largely dependent on anthropogenic activities, such as the
international trade and translocation or restocking of wild animals for
hunting purposes, that may lead to the sudden emergence of an exotic
clade in a previously unaffected territory.

Author Contributions Statement

PM, VM, JB and GG conceived and coordinated the study and wrote
the paper. BGB, MT, EDG, FDM conceived the study. PMM, VM, LS, AJ,
MM, MC, CR, SA, MA, LS, MJ, KZ, MA, AD, SZ, MCZ, participated on
field samples collection, bacteriological isolation and/or molecular
characterization of B. suis bv2 strains. All the authors reviewed the draft
and contributed to the final version.

Conflict of interest statement

The authors declare not to have conflicts of interest.

Acknowledgments

The authors wish to express their gratitude to David Martinez and
Daniel Fernandez de Luco (Universidad de Zaragoza), for providing
samples. The Authors thank Sandro Pelini for providing assistance in
the production of the GIS map. This research was supported by
ANIHWA/Era-NET funds granted to Bru-Epidia project. Work at CITA-
Spain was also sustained by Grants from MINECO (AGL2014-58795-C4-
3R) and Aragon Government (Grupo de Investigación A13-17D). Work
at National and OIE Reference laboratory for Brucellosis, Istituto
Zooprofilattico Sperimentale dell’Abruzzo e del Molise “G. Caporale”
was also supported by the project IZSAM02/17RC from the Italian
Ministry of Health ricerca corrente 2017 funds.Work at ANSES- France
was supported by European Union Reference Laboratory for Brucellosis.

Appendix A. Supplementary data

Supplementary material related to this article can be found, in the
online version, at doi:https://doi.org/10.1016/j.vetmic.2019.04.025.

References

Abril, C., Thomann, A., Brodard, I., Wu, N., Ryser-Degiorgis, M.P., Frey, J., Overesch, G.,
2011. A novel isolation method of Brucella species and molecular tracking of Brucella
suis biovar 2 in domestic and wild animals. Vet. Microbiol. 150, 405–410.

Al Dahouk, S., Le Flèche, P., Nockler, K., Jacques, I., Grayon, M., Scholz, H.C., Tomaso,
H., Vergnaud, G., Neubauer, H., 2007. Evaluation of Brucella MLVA typing for human
brucellosis. J. Microbiol. Methods 69, 137–145.

P.M. Muñoz, et al. Veterinary Microbiology 233 (2019) 68–77

75

https://doi.org/10.1016/j.vetmic.2019.04.025
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0005
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0005
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0005
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0010
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0010
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0010


Alton, G.G., 1990. Brucella suis. In: Nielsen, K., Duncan, J.R. (Eds.), Animal Brucellosis.
CRC Press, Boca Raton, USA, pp. 412–422.

Alves, P., Pinheiro, I., Godinho, R., Vicente, J., Gortázar, C., Scandura, M., 2010. Genetic
diversity of wild boar populations and domestic pig breeds (Sus scrofa) in
South‐western Europe. Biol. J. Linn. Soc. 101, 797–822.

Andersen, F.M., Petersen, K.B., 1995. Brucellosis a case of natural infection of a cow with
Brucella suis biotype 2. Dansk Veterinaertidsskrift 78, 408.

Bergagna, S., Zoppi, S., Ferroglio, E., Gobetto, M., Dondo, A., Di Giannatale, E., Gennero,
M.S., Grattarola, C., 2009. Epidemiologic survey for Brucella suis biovar 2 in a wild
boar (Sus scrofa) population in Northwest Italy. J. Wildl. Dis. 45, 1178–1181.

Bronner, A., Garin-Bastuji, B., 2009. Bilan De La Surveillance De La Brucellose Porcine En
2009 : Détection De Foyers Sporadiques En Élevage Plein Air. Bulletin
Épidémiologique, Santé Animale Et Alimentation N°40. Spécial MRC.

Clarke, K.R., 1993. Non-parametric multivariate analyses of changes in community
structure. Aust. J. Ecol. 18, 117–143.

Cloeckaert, A., Verger, J.M., Grayon, M., Grepinet, O., 1995. Restriction site poly-
morphism of the genes encoding the major 25 Kda and 36 Kda outer-membrane
proteins of Brucella. Microbiology 141, 2111–2121.

Corander, J., Waldmann, P., Sillanpää, M.J., 2003. Bayesian analysis of genetic differ-
entiation between populations. Genetics 163, 367–374.

Cvetnić, Z., Špičić, S., Tončić, J., Majnarić, D., Benić, M., Albert, D., Thiébaud, M., Garin-
Bastuji, B., 2009. Brucella suis infection in domestic pigs and wild boar in Croatia.
OIE Scientific and Technical Review 28, 1057–1067.

Di Sabatino, D., Garofolo, G., Di Provvido, A., Zilli, K., Foschi, G., Di Giannatale, E.,
Ciuffetelli, M., De Massis, F., 2017. Brucella suis biovar 2 multi locus sequence type
ST16 in wild boars (Sus scrofa) from Abruzzi region, Italy. Introduction from Central-
Eastern Europe? Infection, Genetics and Evolution 55, 63–67.

Dieste-Pérez, L., Blasco, J.M., de Miguel, M.J., Moriyón, I., Muñoz, P.M., 2015. Diagnostic
performance of serological tests for swine brucellosis in the presence of false positive
serological reactions. J. Microbiol. Methods 111C, 57–63.

Duvnjak, S., Račić, I., Špičić, S., Zdelar-Tuk, M., Reil, I., Cvetnić, Ž., 2015.
Characterisation of Brucella suis isolates from Southeast Europe by multi-locus
variable-number tandem repeat analysis. Vet. Microbiol. 180, 146–150.

EFSA, 2009. Scientific opinion of the Panel of Animal Health and Welfare (AHAW) on
Porcine brucellosis (Brucella suis), on a request from the Commission on porcine
brucellosis (Brucella suis). Efsa J. 1–111.

EFSA, 2010. Scientific opinion of the Panel on Animal Health and Welfare (AHAW) on
African swine fever. Efsa J. 1556.

Ferreira, A.C., Dias, R., de Sa, M.I., Tenreiro, R., 2016. Whole-genome mapping reveals a
large chromosomal inversion on Iberian Brucella suis biovar 2 strains. Vet. Microbiol.
192, 220–225.

Ferreira, A.C., Correa de Sa, M.I., Dias, R., Tenreiro, R., 2017a. MLVA-16 typing of
Brucella suis biovar 2 strains circulating in Europe. Vet. Microbiol. 210, 77–82.

Ferreira, A.C., Tenreiro, R., de Sa, M.I.C., Dias, R., 2017b. Evolution and genome spe-
cialization of Brucella suis biovar 2 Iberian lineages. BMC Genomics 18, 726.

Garcia-Yoldi, D., Le Flèche, P., De Miguel, M.J., Muñoz, P.M., Blasco, J.M., Cvetnić, Ž.,
Marín, C.M., Vergnaud, G., López-Goñi, I., 2007. Comparison of multiple-locus
variable-number tandem-repeat analysis with other PCR-based methods for typing
Brucella suis isolates. J. Clin. Microbiol. 45, 4070–4072.

Garin-Bastuji, B., Hars, J., 1999. La brucellose porcine. Bulletin des GTV 310-302.
Garofolo, G., Ancora, M., Di Giannatale, E., 2013. MLVA-16 loci panel on Brucella spp.

Using multiplex PCR and multicolor capillary electrophoresis. J. Microbiol. Methods
92, 103–107.

Garofolo, G., Di Giannatale, E., Platone, I., Zilli, K., Sacchini, L., Abass, A., Ancora, M.,
Cammà, C., Di Donato, G., De Massis, F., Calistri, P., Drees, K.P., Foster, J.T., 2017.
Origins and global context of Brucella abortus in Italy. BMC Microbiol. 17, 28.

Georgi, E., Walter, M.C., Pfalzgraf, M.T., Northoff, B.H., Holdt, L.M., Scholz, H.C., Zoeller,
L., Zange, S., Antwerpen, M.H., 2017. Whole genome sequencing of Brucella meli-
tensis isolated from 57 patients in Germany reveals high diversity in strains from
Middle East. PLoS One 12, e0175425.

Godfroid, J., 2002. Brucellosis in wildlife. Revue Scientifique et Technique 21, 277–286.
Godfroid, J., Cloeckaert, A., Liautard, J.P., Kohler, S., Fretin, D., Walravens, K., Garin-

Bastuji, B., Letesson, J.J., 2005. From the discovery of the Malta fever’s agent to the
discovery of a marine mammal reservoir, brucellosis has continuously been a re-
emerging zoonosis. Vet. Res. 36, 313–326.

Godfroid, J., Garin-Bastuji, B., Saegerman, C., Blasco, J.M., 2013. Brucellosis in terrestrial
wildlife. Rev. - Off. Int. Epizoot. 32, 27–42.

Grégoire, F., Mousset, B., Hanrez, D., Michaux, C., Walravens, K., Linden, A., 2012. A
serological and bacteriological survey of brucellosis in wild boar (Sus scrofa) in
Belgium. BMC Vet. Res. 8.

Groves, C.P., Grubb, P., 1993. The eurasian suids: Sus and babyrousa. In: Oliver, W.L.R.
(Ed.), Pigs, Peccaries and Hippos. Status Survey and Conservation Action Plan.
International Union for the Conservation of Nature and Natural Resources. Species
Survival Commission, Gland, Switzerland, pp. 107–111.

Holzapfel, M., Girault, G., Keriel, A., Ponsart, C., O’Callaghan, D., Mick, V., 2018.
Comparative genomics and in vitro infection of field clonal isolates of Brucella me-
litensis biovar 3 did not identify signature of host adaptation. Front. Microbiol. 9,
2505.

Huson, D.H., Bryant, D., 2006. Application of phylogenetic networks in evolutionary
studies. Mol. Biol. Evol. 23, 254–267.

Janowicz, A., De Massis, F., Ancora, M., Cammà, C., Patavino, C., Battisti, A., Harmsen,
D., Prior, K., Scholz, H.C., Zilli, K., Sacchini, L., Di Giannatale, E., Garofolo, G., 2018.
Core genome multi locus sequence typing and single nucleotide polymorphism ana-
lysis in the epidemiology of Brucella melitensis infections. J. Clin. Microbiol. 56,
517–518.

Jaÿ, M., Cherfa, M.A., Le Carrou, G., Drapeau, A., Corde, Y., Mick, V., Garin-Bastuji, B.,

2014. Brucella suis biovar 2 infection in atypical hosts in France. Proceedings of the
Brucellosis 2014 International Research Conference, Including the 67th Annual
Brucellosis Research Meeting.

Jungersen, G., Sorensen, V., Giese, S.B., Stack, J.A., Riber, U., 2006. Differentiation be-
tween serological responses to Brucella suis and Yersinia enterocolitica serotype O : 9
after natural or experimental infection in pigs. Epidemiol. Infect. 134, 347–357.

Keim, P., Van Ert, M.N., Pearson, T., Vogler, A.J., Huynh, L.Y., Wagner, D.M., 2004.
Anthrax molecular epidemiology and forensics: using the appropriate marker for
different evolutionary scales. Infect. Genet. Evol. 4, 205–213.

Kreizinger, Z., Foster, J.T., Ronai, Z., Sulyok, K.M., Wehmann, E., Janosi, S., Gyuranecz,
M., 2014. Genetic relatedness of Brucella suis biovar 2 isolates from hares, wild boars
and domestic pigs. Vet. Microbiol. 172, 492–498.

Lagier, A., Brown, S., Soualah, A., Julier, I., Tourrand, B., Albert, D., Reynes, J., Garin-
Bastuji, B., 2005. Brucellose aigueà Brucella suis biover 2 chez un chasseur de sang-
lier. Mã©decine Mal. Infect. 35 (suppl. 2), S185.

Larson, G., Dobney, K., Albarella, U., Fang, M., Matisoo-Smith, E., Robins, J., Lowden, S.,
Finlayson, H., Brand, T., Willerslev, E., Rowley-Conwy, P., Andersson, L., Cooper, A.,
2005. Worldwide phylogeography of wild boar reveals multiple centers of pig do-
mestication. Science 307, 1618–1621.

Lavin, S., Blasco, J.M., Velarde, R., Mentaberre, G., Casas, E., Marín, C.M., Marco, I.,
2006. Descripción del primer caso de brucelosis en la liebre europea (Lepus euro-
paeus) en la Península Ibérica. Información Veterinaria 18–21.

Le Flèche, P., Jacques, I., Grayon, M., Al Dahouk, S., Bouchon, P., Denoeud, F., Nöckler,
K., Neubauer, H., Guilloteau, L.A., Vergnaud, G., 2006. Evaluation and selection of
tandem repeat loci for a Brucella MLVA typing assay. BMC Microbiol. 6, 9.

Li, H., Durbin, R., 2009. Fast and accurate short read alignment with Burrows-Wheeler
transform. Bioinformatics 25, 1754–1760.

López-Goñi, I., García-Yoldi, D., Marín, C.M., de Miguel, M.J., Muñoz, P.M., Blasco, J.M.,
Jacques, I., Grayon, M., Cloeckaert, A., Ferreira, A.C., Cardoso, R., de Sa, M.I.C.,
Walravens, K., Albert, D., Garin-Bastuji, B., 2008. Evaluation of a multiplex PCR assay
(Bruce-ladder) for molecular typing of all Brucella species, including the vaccine
strains. J. Clin. Microbiol. 46, 3484–3487.

López-Goñi, I., García-Yoldi, D., Marín, C.M., de Miguel, M.J., Barquero-Calvo, E.,
Guzmán-Verri, C., Albert, D., Garin-Bastuji, B., 2011. New Bruce-ladder multiplex
PCR assay for the biovar typing of Brucella suis and the discrimination of Brucella
suis and Brucella canis. Vet. Microbiol. 154, 152–155.

Mailles, A., Ogielska, M., Kemiche, F., Garin-Bastuji, B., Brieu, N., Burnusus, Z., Creuwels,
A., Danjean, M.P., Guiet, P., Nasser, V., Tourrand, B., Valour, F., Maurin, M.,
O’Callaghan, D., Mick, V., Vaillant, V., Jay, M., Lavigne, J.P., De Valk, H., 2017.
Brucella suis biovar 2 infection in humans in France: emerging infection or better
recognition? Epidemiol. Infect. 2711–2716.

Martínez Durán, D., 2014. Estudio Epidemiológico Sobre Brucellosis Por Brucella suis En
Jabalíes, Liebres Y Perros De Caza En Aragón. Zaragoza. http://zaguan.unizar.es/
record/15687.

McKenna, A., Hanna, M., Banks, E., Sivachenko, A., Cibulskis, K., Kernytsky, A.,
Garimella, K., Altshuler, D., Gabriel, S., Daly, M., DePristo, M.A., 2010. The genome
analysis toolkit: a map reduce framework for analyzing next-generation DNA se-
quencing data. Genome Res. 20, 1297–1303.

Muñoz, P.M., Boadella, M., Arnal, M., de Miguel, M.J., Revilla, M., Martínez, D., Vicente,
J., Acevedo, P., Oleaga, A., Ruiz-Fons, F., Marín, C.M., Prieto, J.M., de la Fuente, J.,
Barral, M., Barberán, M., de Luco, D.F., Blasco, J.M., Gortázar, C., 2010. Spatial
distribution and risk factors of brucellosis in Iberian wild ungulates. BMC Infect.
Dis. 10.

Nascimento, M., Sousa, A., Ramírez, M., Francisco, A.P., Carriço, J.A., Vaz, C., 2017.
PHYLOViZ 2.0: providing scalable data integration and visualization for multiple
phylogenetic inference methods. Bioinformatics 33, 128–129.

OIE, 2018. Brucellosis (Brucella Abortus, B. Melitensis and B. Suis) (infection With B.
Abortus, B. Melitensis and B. Suis) (NB: Version Adopted in May 2016) in: Manual of
Diagnostic Tests and Vaccines for Terrestrial Animals 2018. Office International des
Epizooties, París, France, pp. 1–44.

Olsen, S.C., Garin-Bastuji, B., Blasco, J.M., Nicola, A.M., Samartino, L., 2012. Brucellosis.
In: Zimmerman, J.J., Karriker, L.A., Ramírez, A., Schwartz, K.J., Stevenson, G.W.
(Eds.), Diseases of Swine, 10th ed. Wiley-Blackwell, USA, pp. 697–708.

Palacios, F., Mejide, M., 1979. Distribución geográfica y habitat de las liebres en la
península ibérica. Naturalia Hyspanica 1–40.

Paton, N.I., Tee, N.W.S., Vu, C.K.F., Teo, T.P., 2001. Visceral abscesses due to Brucella
suis infection in a retired pig farmer. Clin. Infect. Dis. 32 (1248), e1129–1230.

Pearson, T., Okinaka, R.T., Foster, J.T., Keim, P., 2009. Phylogenetic understanding of
clonal populations in an era of whole genome sequencing. Infect. Genet. Evol. 9,
1010–1019.

Sahl, J.W., Beckstrom-Sternberg, S.M., Babic-Sternberg, J., Gillece, J.D., Hepp, C.M.,
Auerbach, R.K., Tembe, W., Wagner, D.M., Keim, P.S., Pearson, T., 2015. The in Silico
Genotyper (ISG): an open-source pipeline to rapidly identify and annotate nucleotide
variants for comparative genomics applications. bioRxiv, 015578. https://doi.org/
10.1101/015578.

Scandura, M., Iacolina, L., Apollonio, M., 2011. Genetic diversity in the European wild
boar Sus scrofa: phylogeography, population structure and wild x domestic hy-
bridization. Mamm. Rev. 41, 125–137.

Spratt, B.G., Hanage, W.P., Li, B., Aanensen, D.M., Feil, E.J., 2004. Displaying the re-
latedness among isolates of bacterial species–the eBURST approach. FEMS Microbiol.
Lett. 241, 129–134.

Szulowski, K., Iwaniak, W., Weiner, M., Zlotnicka, J., 2013. Brucella suis biovar 2 iso-
lations from cattle in Poland. Annals of Agricultural and Environmental Medicine:
AAEM 20, 672–675.

Tae, H., Shallom, S., Settlage, R., Hawkins, G.N., Adams, L.G., Garner, H.R., 2012.
Complete genome sequence of Brucella suis VBI22, isolated from bovine milk. J.

P.M. Muñoz, et al. Veterinary Microbiology 233 (2019) 68–77

76

http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0015
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0015
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0020
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0020
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0020
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0025
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0025
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0030
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0030
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0030
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0035
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0035
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0035
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0040
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0040
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0045
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0045
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0045
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0050
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0050
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0055
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0055
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0055
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0060
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0060
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0060
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0060
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0065
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0065
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0065
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0070
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0070
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0070
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0075
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0075
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0075
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0080
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0080
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0085
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0085
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0085
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0090
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0090
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0095
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0095
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0100
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0100
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0100
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0100
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0105
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0110
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0110
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0110
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0115
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0115
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0115
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0120
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0120
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0120
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0120
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0125
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0130
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0130
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0130
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0130
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0135
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0135
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0140
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0140
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0140
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0145
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0145
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0145
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0145
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0150
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0150
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0150
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0150
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0155
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0155
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0160
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0160
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0160
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0160
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0160
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0165
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0165
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0165
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0165
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0170
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0170
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0170
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0175
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0175
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0175
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0180
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0180
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0180
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0185
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0185
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0185
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0190
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0190
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0190
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0190
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0195
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0195
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0195
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0200
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0200
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0200
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0205
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0205
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0210
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0210
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0210
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0210
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0210
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0215
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0215
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0215
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0215
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0220
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0220
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0220
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0220
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0220
http://zaguan.unizar.es/record/15687
http://zaguan.unizar.es/record/15687
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0230
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0230
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0230
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0230
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0235
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0235
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0235
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0235
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0235
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0240
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0240
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0240
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0245
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0245
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0245
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0245
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0250
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0250
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0250
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0255
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0255
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0260
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0260
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0265
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0265
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0265
https://doi.org/10.1101/015578
https://doi.org/10.1101/015578
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0275
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0275
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0275
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0280
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0280
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0280
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0285
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0285
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0285
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0290
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0290


Bacteriol. 194 910-910.
Tan, K.K., Tan, Y.C., Chang, L.Y., Lee, K.W., Nore, S.S., Yee, W.Y., Mat Isa, M.N., Jafar,

F.L., Hoh, C.C., AbuBakar, S., 2015. Full genome SNP-based phylogenetic analysis
reveals the origin and global spread of Brucella melitensis. BMC Genomics 16, 1294.

Vergnaud, G., Hauck, Y., Christiany, D., Daoud, B., Pourcel, C., Jacques, I., Cloeckaert, A.,
Zygmunt, M.S., 2018. Genotypic expansion within the population structure of clas-
sical Brucella species revealed by MLVA16 Typing of 1404 Brucella isolates from
different animal and aeographic origins, 1974–2006. Front. Microbiol. 9.

Vernesi, C., Crestanello, B., Pecchioli, E., Tartari, D., Caramelli, D., Hauffe, H., Bertorelle,
G., 2003. The genetic impact of demographic decline and reintroduction in the wild
boar (Sus scrofa): a microsatellite analysis. Mol. Ecol. 12, 585–595.

Vizcaíno, N., Verger, J.M., Grayon, M., Zygmunt, M.S., Cloeckaert, A., 1997. Dna

polymorphism at the Omp-31 locus of Brucella spp - evidence for a large deletion in
Brucella abortus, and other species-specific markers. Microbiology 143, 2913–2921.

Whatmore, A.M., Gopaul, K.K., 2011. Recent advances in molecular approaches to bru-
cella diagnostics and epidemiology. In: López-Goñi, Ignacio, O’Callaghan, D. (Eds.),
Molecular Microbiology and Genomics. Caister Academic Press, Norfolk, UK, pp.
57–88.

Whatmore, A.M., Koylass, M.S., Muchowski, J., Edwards-Smallbone, J., Gopaul, K.K.,
Perrett, L.L., 2016. Extended multilocus sequence analysis to describe the global
population structure of the genus Brucella: phylogeography and relationship to bio-
vars. Front. Microbiol. 7, 2049.

Wilgenbusch, J.C., Swofford, D., 2003. Inferring evolutionary trees with PAUP*. Curr.
Protoc. Bioinformatics 00, Chapter 6, 6.4.1-6.4.28.

P.M. Muñoz, et al. Veterinary Microbiology 233 (2019) 68–77

77

http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0290
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0295
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0295
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0295
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0300
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0300
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0300
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0300
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0305
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0305
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0305
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0310
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0310
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0310
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0315
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0315
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0315
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0315
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0320
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0320
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0320
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0320
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0325
http://refhub.elsevier.com/S0378-1135(19)30340-2/sbref0325

	Phylogeography and epidemiology of Brucella suis biovar 2 in wildlife and domestic swine
	Introduction
	Materials and methods
	B. suis biovar 2 strains
	Brucella suis MLVA analysis
	Whole genome sequencing (WGS) and SNP analysis
	Accession numbers

	Results
	MLVA analyses
	Whole genome sequencing

	Discussion
	Conclusions
	Author Contributions Statement
	Conflict of interest statement
	Acknowledgments
	Supplementary data
	References




