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Abstract: The epidemiology of Salmonella Infantis is complex in terms of its distribution and trans-
mission. The continuous collection and analysis of updated data on the prevalence and antimicrobic
resistance are essential. The present work aimed to investigate the antimicrobial resistance and the cor-
relation among S. Infantis isolates from different sources through the multiple-locus variable-number
of tandem repeat (VNTR) analysis (MLVA). A total of 562 Salmonella strains isolated from 2018 to
2020 from poultry, humans, swine, water buffalo, mussels, cattle, and wild boar were serotyped, and
185 S. Infantis strains (32.92%) were identified. S. Infantis was commonly isolated in poultry and, to a
lesser extent, in other sources. The isolates were tested against 12 antimicrobials, and a high preva-
lence of resistant strains was recorded. S. Infantis showed high resistance against fluoroquinolones,
ampicillin, and tetracycline, which are commonly used in human and veterinary medicine. From all
S. Infantis isolates, five VNTR loci were amplified. The use of MLVA was not sufficient to understand
the complexity of the epidemiological relationships between S. Infantis strains. In conclusion, an
alternative methodology to investigate genetic similarities and differences among S. Infantis strains
is needed.
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1. Introduction

The European Food Safety Authority (EFSA) estimates that salmonellosis results in a
yearly economic burden of three billion euros in the European Union [1]. In Italy, the disease
is the leading cause of foodborne infections, with over 3500 cases reported annually [2].

The genus Salmonella consists of two species: Salmonella enterica and Salmonella bongori.
Salmonella enterica (S) is further divided into six subspecies that include over 2600 serotypes [3].
Based on their different pathogenic behaviors and disease manifestation, Salmonella serotypes
can be classified into typhoidal: highly adapted to humans and higher primates, and
non-typhoidal (NTS): for which the gastrointestinal tract of a wide range of domestic and
wild animals is regarded as the reservoir [4]. Worldwide, serovars belonging to the NTS
group play a significant role in human salmonellosis, and the transmission among humans
and animals mainly occurs through the direct contact or the ingestion of contaminated
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foods, such as eggs, poultry, fish, eggs, beef, and dairy products. In recent years, the most
isolated serovar from food sources and animals worldwide has been S. Infantis, especially
from poultry and poultry products [5].

In the EU, the implementation of national control programs for Salmonella in accor-
dance with Reg. (EC) No 2160/2003 has led to a steady reduction of Salmonella infections in
poultry over the last two decades. Since 2003, in Gallus gallus breeding flocks, the serovars
considered relevant for human health and subject to control under the legislation are
S. Enteritidis, S. Typhimurium (including the monophasic variant), S. Infantis, S. Hadar,
and S. Virchow. However, restrictive measures in the case of the identification of S. Infantis
have been implemented only since 2019 [6]. Moreover, in poultry, the vaccination has been
administered only against S. Enteritidis and S. Typhimurium. Over the years, the specific
measures put in place against S. Enteritidis and S. Typhimurium have likely led to a massive
spread of other serovars, and S. Infantis has been probably the most advantaged one [7]. In
recent years, this serovar has also become a relevant agent of human salmonellosis [8,9]
and is steadily the fourth most commonly detected Salmonella serovar in human cases of
salmonellosis in Europe [10] with a stable prevalence in the last years (around 2.3%).

Human salmonellosis is usually characterized by self-limiting gastroenteritis and
does not require antimicrobial treatment [11,12]. However, the infection can be more
serious, and the use of antimicrobial agents such as fluoroquinolones and third-generation
cephalosporins is recommended. S. Infantis, as well as other Salmonella serovars, can
exhibit resistance to a wide range of antibiotics, including praised antibiotics [8]. Antibiotic
resistance (AR) plays an important role in the increased incidence of different bacterial
infections. Indeed, the high level of resistance and multi-drug resistance (MDR) recorded
in S. Infantis in multiple countries (i.e., Italy, Hungary, Germany, Russia, United States) can
be considered another reason for the epidemiological success of this serovar [13,14]. The
extended AR exhibited by Salmonella species and other pathogenic bacteria is due to the
use and misuse of antibiotics in humans and animals (both in livestock and aquaculture
species); these latter, moreover, may spread antibiotic-resistant bacteria (ARB) via their
faces and contaminate the terrestrial and marine environment [12]. According to the EU’s
joint inter-agency antimicrobial consumption and resistance analysis (JIACRA) reports
2016–18 [15], the resistance in humans is linked to either antibiotic use in animals or the
spread of resistant bacteria from animals to humans, rather than resistance in humans and
antibiotic use in humans. In this context, it is essential to collect and analyze data on AR and
to investigate transmission routes to implement specific action plans. Among the several
fingerprinting methods used over the years for the evaluation of transmission routes,
pulsed-field gel electrophoresis (PFGE) is still considered the gold-standard method [16].
However, the multiple-locus variable-number of tandem repeat (VNTR) analysis (MLVA)
has emerged as an effective tool for the investigation of related strains with a discriminatory
power higher than that of PFGE and easier to perform than other methods, such as the
whole genome sequencing (WGS) [17]. However, data on the discriminatory power of this
method on S. Infantis strains are still limited.

The aim of the present study was, therefore, to evaluate the antimicrobial resistance
and the correlation among S. Infantis strains isolated from humans, animals, and food,
through the application of MLVA.

2. Results

Out of the 562 Salmonella strains overall typed in the three-year study period, 185
(32.92%) belonged to the serotype Infantis (antigenic formula 6,7:r:1,5), of which 162 strains
(162/176, 92.05%) were isolated from poultry-related samples, seven strains isolated from
mussels (7/48, 14.58%), seven strains isolated from humans (7/130, 5.38%), three strains
isolated from swine (3/96, 3.13%), two strains isolated from cattle (2/30, 6.67%), two strains
isolated from water buffalo (2/72, 2.78%), and two isolated wild boars (2/10, 20.00%)
(Table 1).
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Table 1. Number (N◦), source, and sampling site of Salmonella Infantis strains (n = 185) isolated
between 2018 and 2020.

Origin N◦ Source N◦ Sampling Site

Mammals

cow/calves 2 meat and meat products 2 retail market

water buffalo 2 fecal swabs 2 farms

pig 3 sponge 3 slaughterhouse

wild boars 2 tissue/sponge 2 hygiene controls after hunting

human 7

fecal swabs 5

hospitalurine 1

blood 1

poultry 162

poultry meat 26 retail market (butcher’s shop)

surface swabs and sponges 14 farms (broiler)

surface swabs and sponges 8 farms (laying hens)

poultry products 78 retail market (large-scale distribution)

eggs 19 retail market (large-scale distribution)

neck skin samples 17 slaughterhouse

mussels 7
mussels 5 farms

mussels 2 retail market

Total 185 185

Among the strains isolated from poultry, the highest percentage of S. Infantis was
isolated from poultry products (n. 78, 48.15%) (Table 1).

The difference in the isolation of S. Infantis from samples of poultry origin to all other
sources was significant (Z from 10.73 to 15.07), as was the comparison between the poultry
isolates and all the other sources together (Z = 20.82).

2.1. Minimal Inhibitory Concentration

Out of the 185 S. Infantis strains analyzed, 12 (6.5%) showed susceptibility to all
antibiotics tested. Overall, 75.13% (n. 139) were resistant to at least four antibiotics. In
particular, one strain isolated from poultry meat showed resistance to eleven antibiotics.

High proportions of Salmonella isolates were resistant to nalidixic acid (n. 166, 89.7%),
trimethoprim (n = 134, 72.4%), tetracycline (n. 132, 71.3%), and ampicillin (n. 100, 54.0%).
However, considering the strains that displayed intermediate resistance as resistant, S. Infantis
exhibited a very high resistance to ciprofloxacin as well (n. 153, 82.70%) (Figure 1).

Moreover, the 185 strains analyzed showed 44 different patterns of resistance (Figure 2).
Overall, 162 strains (87.57%) showed co-resistance to (fluoro)quinolones (nalidixic acid and
ciprofloxacin) and 47 strains (25.00%) to both cephalosporins tested. Moreover, 45 strains
(24.32%) showed co-resistance to all fluoroquinolones and third-generation cephalosporins
tested. In total, 148 (80.00%) S. Infantis isolates were classified as multidrug-resistant (MDR).

In relation to source, only two strains of poultry origin exhibited sensitivity to all
antibiotics, whereas 142 (87.65%) were MDR and 139 (85.80%) were resistant to at least
four molecules. S. Infantis strains isolated from poultry were highly resistant to almost all
antibiotics tested and were particularly resistant to nalidixic acid (157, 96.91%) (Table 2).
Among strains isolated from humans, five out of seven were resistant to at least four
antibiotics, including ampicillin, ciprofloxacin, nalidixic acid, and tetracycline.
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Figure 1. Overall occurrence (%) of susceptibility, intermediate resistance, and resistance to Ampicillin
(AMP), Cefotaxime (CEF), Ceftazidime (CAZ), Chloramphenicol (CLO), Ciprofloxacin (CIP), Colistin
(COL), Gentamicin (GEN), Meropenem (MERO), Nalidixic acid (NAL), Tetracycline (TET), Tigecycline
(TGC), and Trimethoprim (TMP) in the S. Infantis serotypes.

Table 2. Number and percentage of completely susceptible S. Infantis strains (S), isolates displaying
intermediate resistance (I) or completely resistant (R) to Ampicillin (AMP), Cefotaxime (CEF), Cef-
tazidime (CAZ), Chloramphenicol (CLO), Ciprofloxacin (CIP), Colistin (COL), Gentamicin (GEN),
Meropenem (MERO), Nalidixic acid (NAL), Tetracycline (TET), Tigecycline (TGC), and Trimethoprim
(TMP) and originating from poultry, mussels, and humans. Isolates from cow/calves, water buffalo,
pig, and wild boars were summed and are denoted as“Other mammals.

AMP CEF CAZ CLO CIP COL GEN MERO NAL TET TGC TMP

Source N. % N. % N. % N. % N. % N. % N. % N. % N. % N. % N. % N. %

Poultry
R 95 58.64 54 33.33 34 20.99 74 45.68 91 56.17 3 1.85 1 0.62 1 0.62 157 96.91 124 76.54 2 1.23 126 77.78
I 0 0 3 1.85 118 72.84 5 3.09 53 32.72 23 14.20 0 0 0 0 0 0 1 0.62 0 0 0 0
S 67 41.36 105 64.81 10 6.17 83 51.23 18 11.11 136 83.95 161 99.38 161 99.38 5 3.09 37 22.84 160 98.77 36 22.22

Mussels
R 0 0 0 0 0 0 1 14 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 29
I 0 0 0 0 0 0 0 0 0 0 2 29 0 0 0 0 0 0 0 0 0 0 0 0
S 7 100 7 100 7 100 6 86 7 100 5 71 7 100 7 100 7 100 7 100 7 100 5 71

Humans
R 5 71.43 3 42.86 1 14.29 0 0 4 57.14 0 0 0 0 0 0 5 71.43 5 71.43 0 0.00 4 57.14
I 0 0 0 0 2 28.57 0 0 1 14.29 0 0 0 0 0 0 0 0 0 0 0 0 0 0
S 2 28.57 4 57.14 4 57.14 7 100.00 2 28.57 7 100.00 7 100.00 7 100.00 2 28.57 2 28.57 7 100.00 3 42.86

Other
mammals

R 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 44.44 3 33.33 0 0 2 22.22
I 0 0 0 0 0 0 0 0 4 44.44 0 0 0 0 0 0 0 0 0 0 0 0 0 0
S 9 100 9 100 9 100 9 100 5 55.56 9 100 9 100 9 100 5 55.56 6 66.67 9 100 7 77.78

Low levels of resistance were observed in strains isolated from mussels and other
mammals (cow/calves, water buffalo, wild boars, and pigs) (Table 2). The lower suscepti-
bility of poultry strains compared to those from other sources was statistically significant
(X2 = 74; p < 0.05,OR = 147).

2.2. MLVA

Out of 185 isolates, 18 distinct MLVA profiles (genotypes) were identified. The most
common MLVA profile, 56-154-297-66-495, accounted for 43.2% (80 isolates) of the isolates.
The remaining 17 profiles included 2 to 17 isolates each (Figure 3).
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All isolates were amplified using the loci selected in this study. The locus STTR9 was
detected as a single allele, while the locus SG2 showed six different alleles, STTR3 showed
five alleles, STTR5 showed four alleles, and Sty19 showed three alleles. (Table 3).
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Table 3. Allele discriminatory power (ADP), Shannon diversity index, number of S. Infantis strains,
size, and identity (ID) for each variable-number of tandem repeat (VNTR) locus.

VNTR ADP Shannon Diversity Index

Locus (n = 3) Sty19
Locus Size (bp) 56 66 69 0.24 0.48

Number of strains 160 9 16
Locus ID ST1 ST2 ST3

Locus (n = 6) SG2
Locus Size (bp) 154 286 299 310 66 77 0.55 1.16

Number of strains 120 12 26 6 14 7
Locus ID CG1 CG2 CG3 CG4 CG5 CG6

Locus (n = 5) STTR3
Locus Size (bp) 232 264 331 490 495 0.25 0.59

Number of strains 8 7 4 7 159
Locus ID SRA1 SRA2 SRA3 SRA4 SRA5

Locus (n = 4) STTR5
Locus Size (bp) 286 297 303 309 0.53 1.01

Number of strains 32 120 20 13
Locus ID SRB1 SRB2 SRB3 SRB4

Locus (n = 1) STTR9
Locus Size (bp) 154 0.0 0.0

Number of strains
Locus ID SRC1

The genetic diversity based on allele discriminatory power (ADP) of the five consid-
ered loci ranged from 0.0 to 0.55 (Table 3). VNTR SG2 and STTR5 were the most polymor-
phic loci (ADP 0.55 and 0.53, respectively), Sty19 and STTR3 were less polymorphic (ADP
0.24 and 0.25 respectively), while STTR9 lacked polymorphism and discriminating power
(Table 3).

The clustering of MLVA profiles revealed the presence of six major clusters (Cluster 1 = 19 strains,
Cluster 2 = 98 strains, Cluster 3 = 23 strains, Cluster 4 = 27 strains, Cluster 5 = 6 strains, and
Cluster 6 = 12 strains). The dendrogram is reported in the Supplementary Material (Figure S1).

MLVA cluster 1 consisted mainly of the profile 56;154;286;66;495 (78.95%), cluster 2
mainly of 56;154;297;66;495 (82.98%), cluster 3 mainly of 56;154;303;66;495 (30.43%), cluster 4
mainly of 56;154;297;298;495 (29.63%), cluster 5 mainly of 69;154;309;77;331 (50.00%) cluster 6
mainly of 69;154;309;66;495 (33.33%).

Few correlations (genetic similarity) between S. Infantis strains belonging to the same
cluster were recorded by analyzing the geographical location, antibiotic resistance profile,
source, and date of sampling (Table 4).

Table 4. Correlations between S. Infantis strains taking in consideration the cluster, geographical
location (AV = Avellino; SA = Salerno; BN = Benevento; NA = Naples), source, antimicrobial resistance
(AMR) profile, MLVA profile, date of sampling and sampling site.

Cluster Province Source AMR Profile MLVA Date Sampling Site

1
AV wild boar susceptible 56;154;286;66;495 19 February 2020 hunting house

AV wild boar susceptible 56;154;286;66;495 7 April 2020 hunting house

2

SA cow TRIM;TET;NAL;CIP 56;154;297;66;495 6 June 2018 supermarket

SA cow TRIM;TET;NAL;CIP 56;154;297;66;495 6 June 2018 supermarket

BN poultry TRIM;NAL;CIP;CLO;CAZ;FOT;AMP 56;154;297;66;495 24 November 2020 supermarket

NA poultry TRIM;NAL;CIP;CLO;CAZ;FOT;AMP 56;154;297;66;495 15 January 2020 supermarket

BN poultry TRIM;NAL;CIP;CLO;CAZ;FOT;AMP 56;154;297;66;495 8 June 2021 supermarket

BN poultry TRIM;NAL;CIP;CLO;CAZ;FOT;AMP 56;154;297;66;495 8 June 2021 supermarket

BN poultry TRIM;NAL;CIP;CLO;CAZ;FOT;AMP 56;154;297;66;495 8 June 2021 supermarket

NA poultry TRIM;NAL;CIP;CLO;CAZ;FOT;AMP 56;154;297;66;495 14 July 2020 slaughterhouse

NA poultry TRIM;NAL;CIP;CLO;CAZ;FOT;AMP 56;154;297;66;495 15 July 2020 supermarket

NA poultry TRIM;NAL;CIP;CLO;CAZ;FOT;AMP 56;154;297;66;495 11 October 2021 supermarket
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Table 4. Cont.

Cluster Province Source AMR Profile MLVA Date Sampling Site

4
SA w buffalo susceptible 69;154;297;153;232 25 March 2021 farm

SA w buffalo susceptible 56;154;309;310;495 15 March 2019 farm

6

NA poultry TRIM;TET;NAL;CIP;AMP 56;154;292;66;493 14 January 2019 supermarket

AV human TRIM;TET;NAL;CIP;AMP 66;154;297;153;495 4 November 2019 hospital

SA poultry TET;NAL;CIP 69;154;309;66;495 29 July 2020 supermarket

AV human TET;NAL;CIP 66;154;297;153;495 20 September 2020 hospital

3. Discussion

The choice to study S. Infantis in this research was due to its high occurrence in
southern Italy [7]. From 2018 to 2020, out of 562 Salmonella isolates collected in the
Campania and Calabria regions from humans, animals, and food, 185 were identified
as S. Infantis.

As previously reported [18], S. Infantis is the most prevalent serovar in poultry, with
92.05% of the strains belonging to this serovar. In recent years in Europe, human infections
caused by S. Infantis have almost doubled, and most of these infections were associated
with broiler origin [18]. In the present study, the isolation frequency of this serovar in
the Campania and Calabria regions (5.38% of the total cases) was higher compared with
those reported in Europe by the EFSA in the same period (2018 = 2.3%, 2019 = 2.4%,
2020 = 2.5%) [19].

In regards to animal sources other than poultry, the highest percentage of strains
belonged to serovars other than S. Infantis. Indeed, according to the literature, the most
commonly reported serovars in swine are S. Derby and Typhimurium [4], whilst in cattle,
S. Enteritidis and S. Schleissheim were reported as the dominant serovars in slaugh-
tered cattle, and S. Dublin in beef in a study conducted in Poland [20], S. Typhimurium,
S. Enteritidis, and S. Newport in Cattle were reported as the dominant serovars in a study
conducted in Turkey [21], S. Enteritidis, S. Cholerasuis, S. Typhimurium and S. Pullorom
in raw beef in a study conducted in Pakistan [22] and S. Typhimurium and S. Stanley
in bovine meet and carcasses in an Italian study [7]. To our knowledge, studies on the
Salmonella serovars distribution in water buffalo are limited. However, the results of the
present work are in contrast with those of Peruzy et al. (2022) [7], in which this serovar
was never detected. However, the differences between the current study and the study of
Peruzy et al. (2022) [7] may arise from the different sample types, since the bacterium in
the study of Peruzy et al. was searched for on carcass surfaces. A high level of prevalence
of S. Infantis was also recorded in mussels which, due to their filter-feeding activity, may
concentrate Salmonella serovars introduced to aquatic environments via animal and human
waste [23]. In regards to humans, the highest percentage of strains belonged to serovars
other than S. Infantis. However, the percentage of S. Infantis reported in the present work
(5.38%) was higher than the EU average [19].

In the present study, the antimicrobial resistance of S. Infantis isolated from different
sources was tested against 12 antimicrobials, and 44 different patterns of resistance were
recorded, confirming the wide diversity of resistance profiles in S. Infantis strains. A total
of 173 bacterial strains (93.51%) proved resistant to at least one antibiotic.

The study results on the antimicrobial resistance of S. Infantis isolated from different
sources match with the findings reported by the EFSA [24] for Salmonella spp. isolates in hu-
mans and/or animals. The highest levels of resistance were observed against nalidixic acid,
trimethoprim, tetracycline, ampicillin, and ciprofloxacin, in accordance with previously
reported results in Italy [12].

The resistances observed in the present study are of particular concern since fluoro-
quinolones (nalidixic acid and ciprofloxacin) represent the gold standard for treatment
against invasive salmonellosis in humans, and ampicillin and tetracycline are widely
used in veterinary medicine as first-line treatment in animal infections (Regulation (EU)
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2019/6). The latter ones are, along with sulphonamides, the most commonly purchased
antimicrobials for veterinary use [14].

A rate of 87.57% of S. Infantis strains showed a co-resistance to each fluoroquinolone
(87.57%) and cephalosporins (25.00%) tested, while 24.32% exhibited resistance to both
antibiotic classes.

Fluoroquinolones and third-generation cephalosporins are categorized as the high-
est priority critically important antimicrobials (CIA) in human medicine due to the lim-
ited availability of alternatives for the treatment of bacterial infections [25]. Moreover,
the importance of the result of the present work lies in the fact that third-generation
cephalosporins are used to treat human infections when fluoroquinolones are not recom-
mended (e.g., during childhood infection).

Although the number of humans strains was limited, high levels of resistance were
reported against nalidixic acid (71.43%), tetracycline (71.43%), ampicillin (71.43%) and
ciprofloxacin (71.43%). Interestingly, for S. Infantis, the level of resistance to these an-
tibiotics was higher than the European average, especially for ampicillin (17.4%). The
latter differences may be attributed to the fact that Italy is one of the largest consumers of
antimicrobials in the EU [14].

The study found that most of the 162 S. Infantis strains isolated from poultry were
resistant to various antibiotics, including nalidixic acid (96.91%), ceftazidime (93.83%),
ciprofloxacin (88.88%), trimethoprim (77.78%), and tetracycline (76.54%). These results
align with the European findings reported by the EFSA [24]. Before 2022, group antibiotic
treatments were common in poultry farming. However, in 2022, the regulation on veterinary
medicines banned the routine use of antibiotics in farming, including group treatments [26].
The impact of this ban on antibiotic resistance (AR) remains to be evaluated through
further research.

Interestingly, the percentage of resistance toward chloramphenicol recorded in the
present study (resistant strains = 45.68%; strains with intermediate resistance = 3.09%) is
alarming since the use of this compound is banned in food-producing animals in all the
member states of the European Union. Although this is speculative, these results could be
explained by the illegal and fraudulent use of this antimicrobial in veterinary practices [12].

The present study used multilocus variable-number tandem repeat analysis (MLVA) to
examine the genetic diversity of S. Infantis strains. Studies using MLVA for discrimination
of Salmonella enterica serovar Infantis are limited. This study used fragment lengths instead
of tandem repeat numbers to describe allelic variation as determined by MLVA. Out of
the 185 strains tested, 18 different MLVA profiles were identified, with the SG2 and STTR3
loci having the highest number of alleles. A previous study [9] proposed a 13-locus MLVA
scheme for genotyping but found that its discriminatory power was inferior to Pulse-Field
Gel Electrophoresis (PFGE) and Multiple-Locus Variable-Number Tandem Repeat Analysis
(MAPLT). However, another study (Ranjbar et al., 2016) showed that MLVA had a higher
discriminatory power. After cluster analysis, the isolates were divided into six clusters, but
it was possible to correlate only some isolates included in the same cluster.

In the present study, the MLVA profile did not provide further clarity and was not a
useful tool for epidemiological investigation. The use of the AMR profile and the MLVA
profile, alone or in combination, was not sufficient to understand the complexity of the
epidemiological relationships between locations within different production systems. De-
spite the high level of apparent diversity, cluster analysis was unable to differentiate the
transmission pathways of all detected S. infantis isolates. This complexity cannot be re-
solved in the absence of intensive sampling programs for all generations of the production
system [27]. Therefore, further studies should be performed to understand the complexity
of the epidemiological relationships between S. Infantis strains.
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4. Materials and Methods
4.1. Detection and Serotyping

From 2018 to 2020, a total of 562 Salmonella isolates were collected and analyzed by the
Salmonella Serotyping Laboratory of the Campania Region (SSLCR). The strains originated
from poultry (fresh meat, meat preparations, and eggs) (n. 176), human (fecal swabs, urine,
and blood) (n. 130), swine (sponge) (n. 96), water buffalo (fecal swabs) (n. 72), mussels
(farms and retail market) (n. 48); from cattle (meat and meat products) (n. 30) and wild
boars (tissue/sponge) (n. 10). Salmonella isolates were collected from laboratories operating
in the field of food control and animal diagnosis and from hospitals in the Campania
regions (human strains). All human and animal isolates were from clinical cases.

Serotyping was performed according to the Kauffman–White Le Minor scheme [28] by
agglutination with specific anti-sera, executed through rapid assay on the slide for somatic
antigens (Statens Serum Institute, Copenaghen, Danmark) and in-tube agglutination for the
identification of flagellar antigens (Difco, Franklin Lakes, New Jersey, USA) as previously
described [29].

4.2. Minimal Inibitory Concentration

The minimal inhibitory concentration (MIC) of S. Infantis strains was determined by
means of the Sensititre System (Thermo Fisher Scientific, Waltham, MA, USA). In brief, a
single S. Infantis colony was inoculated into 10 mL Brain Heart Infusion (BHI) broth and
incubated overnight at 37 ◦C. The bacterial suspension was then diluted into demineralized
water (Thermo Fisher Scientific, Waltham, USA) at the concentration of 0.5 Mc Farland.
Ten mL of the diluted bacterial suspension were transferred into 11 mL of Cation-adjusted
Mueller-Hinton broth (Thermo Fisher Scientific, Waltham, USA); then 50 µL were dispensed
into a microwell plate and incubated overnight at 35 +/− 1 ◦C (EUVSEC, Thermo Fisher
Scientific, Waltham, USA). Subsequently, the turbidity of the wells was evaluated by the
Sensititre Vizion Digital MIC Viewing System (Thermo Fisher Scientific, Waltham, USA)
through the Sensititre System software (Thermo Fisher Scientific, Waltham, USA) according
to the EU Directive 2013/652/EU of 12 November 2013.

In the present study, the MIC value for twelve antibiotics was evaluated: ampicillin
(AMP), cefotaxime (CEF), ceftazidime (CAZ), chloramphenicol (CLO), ciprofloxacin (CIP),
colistin (COL), gentamicin (GEN), meropenem (MERO), nalidixic acid (NAL), tetracycline
(TET), tigecycline (TGC), and trimethoprim (TMP). The E. coli strain ATCC 25922 (Thermo
Fisher Scientific, Waltham, USA) was used as a control. The MIC values of the antimicrobial
agents tested were recorded for each isolate and compared to breakpoints defined for
Enterobacterales by the EUCAST (Table 5). In the evaluation of the results, strains displaying
resistance to at least three antibiotic classes were considered multidrug-resistant (MDR) [30].

Table 5. EUCAST breakpoint tables for interpretation of MICs of Enterobacterales.

Antibiotics
MIC Breakpoints (µg/mL)

Susceptible (S) Intermediate (I) Resistant (R)

Ampicillin (AMP) <8 8 >8
Cefotaxime (CEF) <0.5 0.5 >0.5

Ceftazidime (CAZ) <2 2 >2
Chloramphenicol (CLO) <16 16 >16

Ciprofloxacin (CIP) <0.06 0.06 >0.06
Colistin (COL) <2 2 >2

Gentamicin (GEN) <2 2 >2
Meropenem (MERO) <0.12 0.12 >0.12
Nalidixic Acid (NAL) <16 16 >16

Tetracycline (TET) <8 8 >8
Tigecycline (TGC) <1 1 >1

Trimethoprim (TMP) <2 2 >2
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4.3. Molecular Assays
4.3.1. DNA Extraction

One S. Infantis colony was suspended in 200 µL of molecular biology-grade water in a
centrifuge tube and vortexed for a few seconds. The suspension was incubated at 95 ◦C for
15 min in a termomixer (Eppendorf) and then centrifuged for 10 min. (11,200 rcf). The qual-
ity (OD 260/280 = 1.8–2.0) of the DNA extracts was evaluated by utilizing a spectrometer
(NanoDrop ONEC). Three µL of the template DNA were used in the PCR reactions.

4.3.2. MLVA Assay

For the MLVA assay, in a thermocycler (CFX96TM Real-time System—BioRad, Her-
cules, USA), five variable numbers of tandem repeats (VNTR) loci have been amplified
in accordance with Kjeldsen et al. (2015) [31]. Out of these five loci, three (STTR3; STTR5;
STTR9) were described in the S. Typhimurium genome [32], one (SG2) in S. Gallinarum [33],
and one (Sty19) in S. Paratyphi A [34]. The locus name, primer sequence, and repeat size
are shown in Table 6.

Table 6. Selected primers for the amplification of VNTRs.

VNTR Size (bp) Primers References

STTR3 27/33
F- PET-CCCCCTAAGCCCGATAATGG

[32]R- TGACGCCGTTGCTGAAGGTAAT

STTR5 6
F- VIC-ATGGCGAGGCGAGCAGCAG

[32]R- GGTCAGGCCGAATAGCAGGA

STTR9 9
F- 6FAM-AGAGGCGCTGCGATTGACGA

[32]R- CATTTTCCACAGCGGCAGTTTTT

SG2 8
F- NED-GTGATGATCATGGCGGACT

[33]R- CAGGTGGAACAGGAACTTC

Sty19 9
F- 6FAM-CATCGTATTGTCAGGGTGGA

[34]R- TTCCCTGCGAGGAAAAGTT

A triplex (STTR3; STTR5; STTR9) and a duplex (SG2; Sty19) PCR amplifications were
carried out in a total volume of 25 µL in accordance with Kjeldsen et al. (2015) [32]. The
Amplification reactions were performed in a T100 Thermal Cycler (Bio-Rad Laboratories).
For the capillary electrophoresis assay, amplicons were diluted in sterile water (1:60), 1:l
of the dilution was mixed with a solution (12:1) of Hi-Di formamide (Life Technologies)
and GeneScan 500 LIZ internal size marker (Life Technologies). The solutions were then
denatured (3’ at 96 ◦C), cooled for a few minutes, and finally analyzed in a SeqStudio
Genetic Analyzer (Applied Biosistems Waltham, USA). The S. Gallinarum, S. Paratyphi,
and S. Typhimurium strains provided by SSLCR were used as a control.

4.4. Clustering Analysis

Analysis was performed through RStudio software (version: 2022.12.0 Build 353).
The dataset was made up of 185 statistical units and five variables which were all con-
tinuously quantitative. In order to make the variables comparable, the data were stan-
dardized. Standardization consisted of transforming each variable by subtracting the
mean value and dividing by the standard deviation. A hierarchical cluster analysis was
performed with Ward’s method, which measures the similarity of samples based on their
Euclidean distance.

4.5. Statistical Analysis

The AB test was used to compare the frequency of isolation of S. Infantis from the
considered sources. For the Z score (Z) evaluation, a confidence level of 0.95 was applied
in the formula. Moreover, the discriminatory capability of each allele (allele discriminatory
power—ADP) and the species diversity index were evaluated by means of the method
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proposed by Hunter (1990) [35] and Zaluga et al. (2013) [36], using a free discriminatory cal-
culator (http://insilico.ehu.es/mini_tools/discriminatory_power/index.php accessed on
12 December 2022) and https://www.omnicalculator.com accessed on 12 December 2022).
Species diversity was also assessed through the Shannon index calculation.

5. Conclusions

In conclusion, the data presented here compile an overview of the prevalence, distri-
bution, and antibiotic resistance profile of S. Infantis strains isolated in the south of Italy.
S. Infantis was strictly related to broiler sources. A high prevalence of resistant and MDR
S. Infantis strains was found. Specifically, S. Infantis showed a worrying resistance against
fluoroquinolones which are widely used for treatment against invasive salmonellosis in
humans, and ampicillin and tetracycline, which are used in veterinary medicine as first-line
treatment in animal infections. Therefore, more stringent control on the use of antimi-
crobials in veterinary medicine is indispensable. Moreover, in the present work, the use
of the AMR profile and the MLVA profile, alone or in combination, was not sufficient to
understand the complexity of the epidemiological relationships between S. Infantis strains,
and therefore an alternative methodology is needed to investigate genetic similarities and
differences among the strains isolated from different sources.

Supplementary Materials: The following supporting information can be downloaded at: https:
//www.mdpi.com/article/10.3390/ijms24065492/s1.

Author Contributions: Conceptualization, F.C. and A.B.; Methodology, I.L.T.; Software, A.M.I.M.;
Validation, M.G.P., V.F. and R.B.; Formal Analysis, A.C.; Investigation, A.C.; Resources, A.B.; Data
Curation, A.M.I.M.; Writing—Original Draft Preparation, A.M.I.M. and M.F.P.; Writing—Review
& Editing, M.F.P.; Visualization, N.M.; Supervision, N.M.; Project Administration, F.C.; Funding
Acquisition, F.C. All authors have read and agreed to the published version of the manuscript.

Funding: This research received no external funding.

Institutional Review Board Statement: Not applicable.

Informed Consent Statement: Not applicable.

Data Availability Statement: The data presented in this study are available upon request from the
corresponding author.

Conflicts of Interest: The authors declare no conflict of interest.

References
1. EFSA (European Food Safety Authority); ECDC (European Centre for Disease Prevention and Control). The European Union

One Health 2020 Zoonoses Report. EFSA J. 2021, 19, 6971. [CrossRef]
2. Leati, M.; Busani, L.; Zaccherini, A.; Ruocco, L.; Amato, S.D.; Villa, L.; Barco, L.; Ricci, A.; Cibin, V. The Challenging Task to Select

Salmonella Target Serovars in Poultry: The Italian Point of View. Epidemiol. Infect. 2021, 149, e160. [CrossRef] [PubMed]
3. Rakitin, A.L.; Yushina, Y.K.; Zaiko, E.V.; Bataeva, D.S.; Kuznetsova, O.A.; Semenova, A.A.; Ermolaeva, S.A.; Beletskiy, A.V.;

Kolganova, T.V.; Mardanov, A.V.; et al. Evaluation of Antibiotic Resistance of Salmonella Serotypes and Whole-Genome
Sequencing of Multiresistant Strains Isolated from Food Products in Russia. Antibiotics 2022, 11, 1. [CrossRef] [PubMed]

4. Ferrari, R.G.; Rosario, D.K.A.; Cunha-Neto, A.; Mano, S.B.; Figueiredo, E.E.S.; Conte-Juniora, C.A. Worldwide Epidemiology of
Salmonella Serovars in Animal-Based Foods: A Meta-Analysis. Appl. Environ. Microbiol. 2019, 85, e00591-19. [CrossRef]

5. Drauch, V.; Kornschober, C.; Palmieri, N.; Hess, M.; Hess, C. Infection Dynamics of Salmonella Infantis Strains Displaying
Different Genetic Backgrounds–with or without PESI-like Plasmid–Vary Considerably. Emerg. Microbes Infect. 2021, 10, 1471–1480.
[CrossRef] [PubMed]

6. Perilli, M.; Scattolini, S.; Telera, G.C.; Cornacchia, A.; Tucci, P.; Sacchini, F.; Sericola, M.; Romantini, R.; Marotta, F.; Di Provvido,
A.; et al. Distribution of Salmonella spp. Serotypes Isolated from Poultry in Abruzzo and Molise Regions (Italy) during a 6-Year
Period. Microorganisms 2022, 10, 199. [CrossRef] [PubMed]

7. Peruzy, M.F.; Proroga, Y.T.R.; Capuano, F.; Mancusi, A.; Montone, A.M.I.; Cristiano, D.; Balestrieri, A.; Murru, N. Occurrence
and Distribution of Salmonella Serovars in Carcasses and Foods in Southern Italy: Eleven-Year Monitoring (2011–2021). Front.
Microbiol. 2022, 13, 1005035. [CrossRef] [PubMed]

http://insilico.ehu.es/mini_tools/discriminatory_power/index.php
https://www.omnicalculator.com
https://www.mdpi.com/article/10.3390/ijms24065492/s1
https://www.mdpi.com/article/10.3390/ijms24065492/s1
http://doi.org/10.2903/j.efsa.2021.6971
http://doi.org/10.1017/S0950268821001230
http://www.ncbi.nlm.nih.gov/pubmed/34027844
http://doi.org/10.3390/antibiotics11010001
http://www.ncbi.nlm.nih.gov/pubmed/35052878
http://doi.org/10.1128/AEM.00591-19
http://doi.org/10.1080/22221751.2021.1951124
http://www.ncbi.nlm.nih.gov/pubmed/34197273
http://doi.org/10.3390/microorganisms10020199
http://www.ncbi.nlm.nih.gov/pubmed/35208655
http://doi.org/10.3389/fmicb.2022.1005035
http://www.ncbi.nlm.nih.gov/pubmed/36274687


Int. J. Mol. Sci. 2023, 24, 5492 12 of 13

8. Bogomazova, A.N.; Gordeeva, V.D.; Krylova, E.V.; Soltynskaya, I.V.; Davydova, E.E.; Ivanova, O.E.; Komarov, A.A. Mega-Plasmid
Found Worldwide Confers Multiple Antimicrobial Resistance in Salmonella Infantis of Broiler Origin in Russia. Int. J. Food
Microbiol. 2020, 319, 108497. [CrossRef] [PubMed]

9. Ross, I.L.; Heuzenroeder, M.W. A Comparison of Three Molecular Typing Methods for the Discrimination of Salmonella Enterica
Serovar Infantis. FEMS Immunol. Med. Microbiol. 2008, 53, 375–384. [CrossRef] [PubMed]

10. EFSA (European Food Safety Authority). Scientific report on the European Union One Health 2018 Zoonoses Report. EFSA J.
2019, 17, 5926. [CrossRef]

11. Sodagari, H.R.; Wang, P.; Robertson, I.; Habib, I.; Sahibzada, S. Non-Typhoidal Salmonella at the Human-Food-of-Animal-Origin
Interface in Australia. Animals 2020, 10, 1192. [CrossRef]

12. Peruzy, M.F.; Capuano, F.; Proroga, Y.T.R.; Cristiano, D.; Carullo, M.R.; Murru, N. Antimicrobial Susceptibility Testing for
Salmonella Serovars Isolated from Food Samples: Five-Year Monitoring (2015–2019). Antibiotics 2020, 9, 365. [CrossRef] [PubMed]

13. Vázquez, X.; Fernández, J.; Rodríguez-Lozano, J.; Calvo, J.; Rodicio, R.; Rodicio, M.R. Genomic Analysis of Two MDR Isolates of
Salmonella Enterica Serovar Infantis from a Spanish Hospital Bearing the BlaCTX-M-65 Gene with or without FosA3 in PESI-like
Plasmids. Antibiotics 2022, 11, 786. [CrossRef] [PubMed]

14. Di Marcantonio, L.; Romantini, R.; Marotta, F.; Chiaverini, A.; Zilli, K.; Abass, A.; Di Giannatale, E.; Garofolo, G.; Janowicz, A. The
Current Landscape of Antibiotic Resistance of Salmonella Infantis in Italy: The Expansion of Extended-Spectrum Beta-Lactamase
Producers on a Local Scale. Front. Microbiol. 2022, 13, 812481. [CrossRef] [PubMed]

15. EU’s JIACRA Reports 2016–18. Available online: https://www.ema.europa.eu/en/veterinary-regulatory/overview/
antimicrobial-resistance/analysis-antimicrobial-consumption-resistance-jiacra-reports (accessed on 23 November 2022).

16. Neoh, H.M.; Tan, X.E.; Sapri, H.F.; Tan, T.L. Pulsed-Field Gel Electrophoresis (PFGE): A Review of the “Gold Standard” for
Bacteria Typing and Current Alternatives. Infect. Genet. Evol. 2019, 74, 103935. [CrossRef]

17. Savas, S.; Çetinkaya, S. Molecular Typing of Different Salmonella Serotypes by Multiple-Locus Analysis of Tandem Repeats. J.
Oleo Sci. 2020, 69, 1585–1589. [CrossRef]

18. Nagy, T.; Szmolka, A.; Wilk, T.; Kiss, J.; Szabó, M.; Pászti, J.; Nagy, B.; Olasz, F. Comparative Genome Analysis of Hungarian and
Global Strains of Salmonella Infantis. Front. Microbiol. 2020, 11, 539. [CrossRef]

19. EFSA (European Food Safety Authority); ECDC (European Centre for Disease Prevention and Control). The European Union
One Health 2021 Zoonoses Report. EFSA J. 2022, 20, 7666. [CrossRef]

20. Wieczorek, K.; Osek, J. Prevalence and Characterisation of Salmonella in Slaughtered Cattle and Beef in Poland. Bull. Vet. Inst.
Pulawy 2013, 57, 607–611. [CrossRef]

21. Cetin, E.; Temelli, S.; Eyigor, A. Salmonella Prevalence and Serovar Distribution in Healthy Slaughter Sheep and Cattle Determined
by ISO 6579 and VIDAS UP Salmonella Methods. J. Food Sci. Technol. 2019, 56, 5317–5325. [CrossRef]

22. Hussain, M.A.; Wang, W.; Sun, C.; Gu, L.; Liu, Z.; Yu, T.; Ahmad, Y.; Jiang, Z.; Hou, J. Molecular Characterization of Pathogenic
Salmonella spp. from Raw Beef in Karachi, Pakistan. Antibiotics 2020, 9, 73. [CrossRef]

23. Mudadu, A.G.; Spanu, C.; Pantoja, J.C.F.; Dos Santos, M.C.; De Oliveira, C.D.; Salza, S.; Piras, G.; Uda, M.T.; Virgilio, S.;
Giagnoni, L.; et al. Association between Escherichia coli and Salmonella Spp. Food Safety Criteria in Live Bivalve Molluscs from
Wholesale and Retail Markets. Food Control. 2022, 137, 108942. [CrossRef]

24. EFSA (European Food Safety Authority); ECDC (European Centre for Disease Prevention and Control). The European Union
Summary Report on Antimicrobial Resistance in zoonotic and indicator bacteria from humans, animals and food in 2019–2020.
EFSA J. 2022, 20, 7209. [CrossRef]

25. WHO Report. 2019. Available online: www.who.int/news/item/29-04-2019-new-report-calls-for-urgent-action-to-avert-
antimicrobial-resistance-crisis (accessed on 12 December 2022).

26. Roth, N.; Käsbohrer, A.; Mayrhofer, S.; Zitz, U.; Hofacre, C.; Domig, K.J. The Application of Antibiotics in Broiler Production and
the Resulting Antibiotic Resistance in Escherichia coli: A Global Overview. Poult. Sci. 2019, 98, 1791–1804. [CrossRef]

27. Crabb, H.K.; Allen, J.L.; Devlin, J.M.; Firestone, S.M.; Wilks, C.R.; Gilkerson, J.R. Salmonella spp. Transmission in a Vertically
Integrated Poultry Operation: Clustering and Diversity Analysis Using Phenotyping (Serotyping, Phage Typing) and Genotyping
(MLVA). PLoS ONE 2018, 13, e0201031. [CrossRef]

28. Guibourdenche, M.; Roggentin, P.; Mikoleit, M.; Fields, P.I.; Bockemühl, J.; Grimont, P.A.D.; Weill, F.X. Supplement 2003–2007
(No. 47) to the White-Kauffmann-Le Minor Scheme. Res. Microbiol. 2010, 161, 26–29. [CrossRef]

29. Proroga, Y.T.R.; Mancusi, A.; Peruzy, M.F.; Carullo, M.R.; Montone, A.M.I.; Fulgione, A.; Capuano, F. Characterization of
Salmonella Typhimurium and Its Monophasic Variant 1,4, [5],12:I:- Isolated from Different Sources. Folia Microbiol. 2019, 64,
711–718. [CrossRef] [PubMed]

30. Magiorakos, A.P.; Srinivasan, A.; Carey, R.B.; Carmeli, Y.; Falagas, M.E.; Giske, C.G.; Harbarth, S.; Hindler, J.F.; Kahlmeter, G.;
Olsson-Liljequist, B.; et al. Multidrug-Resistant, Extensively Drug-Resistant and Pandrug-Resistant Bacteria: An International
Expert Proposal for Interim Standard Definitions for Acquired Resistance. Clin. Microbiol. Infect. 2012, 18, 268–281. [CrossRef]

31. Kjeldsen, M.K.; Torpdahl, M.; Pedersen, K.; Nielsen, E.M. J of Applied Microbiology-2015-Kjeldsen-Development and Comparison
of a Generic Multiple-locus Variable-number Tandem. J. Appl. Microbiol. 2015, 119, 1707–1717. [CrossRef]

32. Lindstedt, B.A.; Vardund, T.; Aas, L.; Kapperud, G. Multiple-Locus Variable-Number Tandem-Repeats Analysis of Salmonella
Enterica Subsp. Enterica Serovar Typhimurium Using PCR Multiplexing and Multicolor Capillary Electrophoresis. J. Microbiol.
Methods 2004, 59, 163–172. [CrossRef]

http://doi.org/10.1016/j.ijfoodmicro.2019.108497
http://www.ncbi.nlm.nih.gov/pubmed/31927155
http://doi.org/10.1111/j.1574-695X.2008.00435.x
http://www.ncbi.nlm.nih.gov/pubmed/18625012
http://doi.org/10.2903/j.efsa.2019.5926
http://doi.org/10.3390/ani10071192
http://doi.org/10.3390/antibiotics9070365
http://www.ncbi.nlm.nih.gov/pubmed/32610532
http://doi.org/10.3390/antibiotics11060786
http://www.ncbi.nlm.nih.gov/pubmed/35740192
http://doi.org/10.3389/fmicb.2022.812481
http://www.ncbi.nlm.nih.gov/pubmed/35418960
https://www.ema.europa.eu/en/veterinary-regulatory/overview/antimicrobial-resistance/analysis-antimicrobial-consumption-resistance-jiacra-reports
https://www.ema.europa.eu/en/veterinary-regulatory/overview/antimicrobial-resistance/analysis-antimicrobial-consumption-resistance-jiacra-reports
http://doi.org/10.1016/j.meegid.2019.103935
http://doi.org/10.5650/jos.ess20231
http://doi.org/10.3389/fmicb.2020.00539
http://doi.org/10.2903/j.efsa.2022.7666
http://doi.org/10.2478/bvip-2013-0103
http://doi.org/10.1007/s13197-019-04002-2
http://doi.org/10.3390/antibiotics9020073
http://doi.org/10.1016/j.foodcont.2022.108942
http://doi.org/10.2903/j.efsa.2022.7209
www.who.int/news/item/29-04-2019-new-report-calls-for-urgent-action-to-avert-antimicrobial-resistance-crisis
www.who.int/news/item/29-04-2019-new-report-calls-for-urgent-action-to-avert-antimicrobial-resistance-crisis
http://doi.org/10.3382/ps/pey539
http://doi.org/10.1371/journal.pone.0201031
http://doi.org/10.1016/j.resmic.2009.10.002
http://doi.org/10.1007/s12223-019-00683-6
http://www.ncbi.nlm.nih.gov/pubmed/30721446
http://doi.org/10.1111/j.1469-0691.2011.03570.x
http://doi.org/10.1111/jam.12965
http://doi.org/10.1016/j.mimet.2004.06.014


Int. J. Mol. Sci. 2023, 24, 5492 13 of 13

33. Bergamini, F.; Iori, A.; Massi, P.; Pongolini, S. Multilocus Variable-Number of Tandem-Repeats Analysis of Salmonella Enterica
Serotype Gallinarum and Comparison with Pulsed-Field Gel Electrophoresis Genotyping. Vet. Microbiol. 2011, 149, 430–436.
[CrossRef] [PubMed]

34. Tien, Y.Y.; Wang, Y.W.; Tung, S.K.; Liang, S.Y.; Chiou, C.S. Comparison of Multilocus Variable-Number Tandem Repeat Analysis
and Pulsed-Field Gel Electrophoresis in Molecular Subtyping of Salmonella enterica Serovars Paratyphi A. Diagn. Microbiol. Infect.
Dis. 2011, 69, 1–6. [CrossRef] [PubMed]

35. Hunter, P.R. Reproducibility and Indices of Discriminatory Power of Microbial Typing Methods. J. Clin. Microbiol. 1990, 28,
1903–1905. [CrossRef] [PubMed]

36. Zaluga, J.; Stragier, P.; Van Vaerenbergh, J.; Maes, M.; De Vos, P. Multilocus Variable-Number-Tandem-Repeats Analysis (MLVA)
Distinguishes a Clonal Complex of Clavibacter Michiganensis Subsp. Michiganensis Strains Isolated from Recent Outbreaks of
Bacterial Wilt and Canker in Belgium. BMC Microbiol. 2013, 13, 126. [CrossRef]

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual
author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to
people or property resulting from any ideas, methods, instructions or products referred to in the content.

http://doi.org/10.1016/j.vetmic.2010.12.002
http://www.ncbi.nlm.nih.gov/pubmed/21208755
http://doi.org/10.1016/j.diagmicrobio.2010.08.012
http://www.ncbi.nlm.nih.gov/pubmed/21146707
http://doi.org/10.1128/jcm.28.9.1903-1905.1990
http://www.ncbi.nlm.nih.gov/pubmed/2229371
http://doi.org/10.1186/1471-2180-13-126

	Introduction 
	Results 
	Minimal Inhibitory Concentration 
	MLVA 

	Discussion 
	Materials and Methods 
	Detection and Serotyping 
	Minimal Inibitory Concentration 
	Molecular Assays 
	DNA Extraction 
	MLVA Assay 

	Clustering Analysis 
	Statistical Analysis 

	Conclusions 
	References

