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Salmonella is a leading human pathogen and a significant public health concern
worldwide. Massive food production and distribution have contributed to this pathogen
dissemination, which, combined with antimicrobial resistance (AMR), creates new
control challenges in food safety. The development of AMR is a natural phenomenon
and can occur in the bacterial evolutionary process. However, the overuse and the
misuse of antimicrobial drugs in humans and in animals have increased AMR selective
pressure. In Brazil, there is an accuracy lack in AMR frequency in Salmonella because
too many isolates are under-investigated for genetic and phenotypic AMR by the
Brazilian health authorities and the research community. This underreporting situation
makes the comprehension of the real level of Salmonella AMR in the country difficult.
The present study aimed to use bioinformatics tools for a rapid in silico screening of the
genetic antimicrobial resistance profile of Salmonella through whole-genome sequences
(WGS). A total of 930 whole-genome sequences of Salmonella were retrieved from the
public database of the National Biotechnology Information Center (NCBI). A total of
65 distinct resistance genes were detected, and the most frequent ones were tet(A),
sul2, and fosA7. Nine point mutations were detected in total, and parC at the 57
position (threonine → serine) was the highest frequent substitution (26.7%, 249/930),
followed by gyrA at the 83 position (serine → phenylalanine) (20.0%, 186/930) and at
the 87 position (aspartic acid→ asparagine) (15.7%, 146/930). The in silico prediction
of resistance phenotype showed that 58.0% (540/930) of the strains can display a
multidrug resistance (MDR) profile. Ciprofloxacin and nalidixic acid were the antimicrobial
drugs with the highest frequency rates of the predicted phenotype resistance among
the strains. The temporal analysis through the last four decades showed increased
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frequency rates of antimicrobial resistance genes and predicted resistance phenotypes
in the 2000s and the 2010s when compared with the 1980s and 1990s. The results
presented herein contributed significantly to the understanding of the strategic use of
WGS associated with in silico analysis and the predictions for the determination of AMR
in Salmonella from Brazil.

Keywords: resistance genes, tetracycline, ciprofloxacin, antimicrobial surveillance, gyrA, parC, tet(A), qnrE1

INTRODUCTION

Salmonella is a frequent human pathogen, and salmonellosis
is a global public health concern. Among the diarrheal and/or
invasive agents, including bacteria, viruses, protozoa, helminths,
and chemicals, Salmonella is among the 31 pathogens with
a high capability of causing intestinal or systemic disease in
humans (World Health Organization [WHO] (ed.), 2015). It is
also the third cause of death among food-transmitted diseases
(World Health Organization [WHO] (ed.), 2015). The massive
production and the broad distribution of food have contributed
to the rapid dissemination of this pathogen worldwide, which,
combined with the presence of antimicrobial resistance (AMR)
strains, creates new control challenges in food safety and public
health on a global scale (Majowicz et al., 2010).

The emergence of AMR in bacteria may occur during the
evolutionary process when cells accumulate random genetic
mutations (resistance-mediating) in pre-existing genes and then
transfer them via vertical gene transfer (Founou et al., 2016).
The acquired resistance involves genetic exchanges within and
between bacterial strains and species (Apata, 2009) and implies
horizontal gene transfer with the acquisition of new antimicrobial
resistance genes harbored on mobile genetic elements, such
as plasmids, transposons, and integrons (Founou et al., 2016;
Kudirkiene et al., 2018). Although the selection of antimicrobial-
resistant bacteria is a natural process, the therapeutic use and
the misuse of antimicrobial drugs in humans and animals
have increased the selective pressure through the last decades
(O’Neill, 2016). In addition, a large number of pathogenic
bacteria, such as Salmonella, due to constant exposure to several
different antimicrobial drugs, have recently been selected for
resistance against one or more of these agents (dos Reis et al.,
2018; Collignon and McEwen, 2019; Van Boeckel et al., 2019;
Rabello et al., 2020). The current development lack of novel
antimicrobials to replace the first-generation drugs brings the
urgency to preserve the efficacy of existing drugs through
the judicious use of antimicrobials. When the antimicrobials
commonly used against the pathogenic bacteria are no longer
effective, it is necessary to use drugs considered until the moment
as “reserve” or “last resort” and these antimicrobials are often
overpriced and/or can cause strong side effects (O’Neill, 2016).

In this context, it is important to acquire accurate information
regarding the level of antimicrobial resistance as well as the
data on antimicrobial use, employing harmonized strategies
for sampling, management of data and metadata, and analysis.
For example, the accurate knowledge of the resistance level
present in the bacteria population associated with livestock
animals is essential to plan strategies to control the overuse

and the indiscriminate use of antimicrobials in animal
production centers. As well known, instigating better practices
in antimicrobial drug use avoids both the emergence and the
spread of antimicrobial resistance in bacteria among multiple
sources, like humans, animals, and the environment (Mackenzie
et al., 2012; Collignon and McEwen, 2019). The surveillance of
antimicrobial use is one of the most efficient tools to reduce
the resistance dissemination and a valuable tool to measure its
impact on both human and animal health (Johnson, 2015).

In Brazil, there is an accuracy lack in AMR frequency in
Salmonella because too many isolates are under-investigated for
genetic and phenotypic AMR by the Brazilian health authorities
and the research community. This underreporting situation
makes the comprehension of the real level of Salmonella AMR
in the country difficult. Several national studies have focused on
analyzing the phenotypic antimicrobial resistance in Salmonella
(Dias de Oliveira et al., 2005; Campioni et al., 2012; Mattiello
et al., 2015; Zishiri et al., 2016; Rodrigues et al., 2020), but
few recent studies have focused on whole-genome sequence
(WGS) analyses of resistant genes (Almeida et al., 2018; Monte
et al., 2019a). Moreover, the current global trend is to use
whole-genome sequencing in outbreak detection and surveillance
routine of pathogenic bacteria (Didelot et al., 2012; Wilson, 2012;
Leekitcharoenphon et al., 2014). Hence, including whole-genome
sequencing for the surveillance of AMR genes in bacteria seems
to be efficient as well. This study aims to investigate the presence
of antimicrobial resistance genes in publicly available Brazilian
Salmonella genomes from multiple-source isolated strains in the
last four decades. To achieve this purpose, we combined the use
of different bioinformatics software for a rapid in silico detection
of resistance genes and also predicting the possibilities of a real
phenotypic resistance in Salmonella from Brazil.

MATERIALS AND METHODS

Data Collection
A total of 1,077 Salmonella whole-genome sequences were
downloaded from the Sequence Read Archive (SRA)
database in the National Biotechnology Information
Center (NCBI) website. The genomes and their metadata
information were retrieved for all SRA runs available as of
July 2019 from Brazil. Four highly relevant metadata fields
were originally kept from the source to standardize the
contained terms and highlight the value of the sequence
record: serovar, collection date, strain name, and isolation
source. To find all genomes available from Brazil, we

Frontiers in Microbiology | www.frontiersin.org 2 August 2020 | Volume 11 | Article 1864

https://www.frontiersin.org/journals/microbiology
https://www.frontiersin.org/
https://www.frontiersin.org/journals/microbiology#articles


fmicb-11-01864 August 5, 2020 Time: 18:46 # 3

Rodrigues et al. AMR Salmonella From Brazil

first search through the keyword “Salmonella and Brazil,”
and then we use the “Run Selector” SRA tool to select
only the genomes sequenced by the Illumina platform. In
addition to maintaining the original information for each
record, curated fields were created and can be accessed in
Supplementary Table S1.

Genome Assembly and Quality Filtering
Raw Illumina paired-end reads were downloaded and assembled
as reported in the following pipeline. The sequences downloaded
from NCBI in SRA format were performed using the software
SRAtoolkit 2.9.0, with the –prefetch command option specified.
These downloaded sequence files were further converted to fastq
format with the option –fastq-dump specified. The genomes
with less than 80% of reads with minimum “Phred Quality
Score 30” detected by the FastQC software were discarded.
The software Trimmomatic 0.36 (ILLUMINACLIP: TruSeq3-
PE.fa:2:30:12 LEADING:3 TRAILING:3 MAXINFO:40:0.999
MINLEN:36) (Bolger et al., 2014) was used to cut adapters,
Illumina-specific sequences, and other fragments with low
quality. De novo genome assembly was performed by using the
SPAdes 3.10.0 software with –careful option activated (Bankevich
et al., 2012). Finally, the software QUAST 5.0.2 (Gurevich
et al., 2013) was used, with standard command options, as the
quality assessment tool for evaluating and comparing genome
assemblies. The quality filtering criteria were the following:
assemblies with a size <4 or >6 Mb failed the size criteria.
The assemblies were excluded if they have a final number
of contigs >500. The assemblies with N50 value <10 kb
were also excluded.

Data Standardization
To reduce variability and standardize the strain isolation source,
they were clustered in five groups according to the origin
similarities and host proximity. The clinical-animal group
included Salmonella genomes isolated from feces, biological
fluid or tissue, blood, lymph nodes, and others. The clinical-
human group included isolates from blood, brain abscess,
feces, coproculture, hip secretion, and others. In the food
group, the non-animal-based foods, such as beans, papaya,
tomato, potatoes, vegetables in general, and others were
considered. The animal-based food group included foods
that have chicken, eggs, pork, beef, milk, or seafood in the
composition or raw cuts. The environment group included
animal box swab, flock environment, truck after cleaning,
chicken cage after cleaning, disposable shoe covers of the
farm’s workers, and slaughterhouse environment. These five
source groups, after genome assemblies and quality filtering
exclusion, comprised 930 out of the 1,077 Salmonella genomes
initially downloaded from NCBI. The number of genomes per
group were as follows: animal-based food, n = 374; clinical-
human, n = 249; clinical-animal, n = 133; environment,
n = 110; and food, n = 64 (Supplementary Table S1). Also,
to reduce the variabilities in the isolation date of bacterial
strains, we only considered information about the year of
isolation, which was from the last four decades ranging
from 1980 to 2018.

In silico Analysis
The assembled genomes were uploaded to SISTR1 (Yoshida
et al., 2016) using the application programming interface, and
the resulting serovar predictions were compared to the reported
serovar on the NCBI record (Supplementary Table S1). In
all cases of disagreements between SISTR predictions and the
informed serovar by NCBI metadata, we considered the results
of SISTR prediction with quality check approved. All samples
with failure in SISTR quality check were discarded and not
used in our study.

For the in silico identification of antimicrobial resistance
genes and the prediction of phenotypic antimicrobial resistance,
we used the software STARAMR 0.7.12. The software scanned
bacterial genome contigs against the ResFinder (Zankari et al.,
2012) and PointFinder (Zankari et al., 2017) databases and
compiled a summary report of the detected antimicrobial
resistance genes. Database scanning was settled for the minimum
DNA identity of 95% and the minimum DNA coverage of 60%
for all genome alignments. Additionally, STARAMR compiled
the possible predicted phenotypes of the microbiological
resistance, but not the clinical resistance, with support from the
NARMS/CIPARS Molecular Working Group that continually is
improving the prediction accuracy.

Statistics and Temporal Analyses
The overall frequency was calculated by the ratio between
each type of antimicrobial resistance (the acquired antimicrobial
resistance gene or chromosomal point mutations or predicted
AMR phenotype) and the total number of genomes assessed in
the study. The frequency heat maps were constructed to represent
each antimicrobial resistance mechanism in all sources studied
(clinical-animal, clinical-human, food, animal-based food, or
environment) and/or in the four most frequent serovars (S.
Enteritidis, S. Typhimurium, S. Heidelberg, and S. Dublin). The
R software3 was used, combined with the Complex Heatmap
Package, from Bioconductor, to construct the frequency heat
maps (Gu et al., 2016).

Three main graphs were constructed to display the temporal
analysis of the nine more frequent resistance genes detected,
the three more frequent chromosomal mutations, and the
predicted AMR resistance within the 930 genomes of the
genus Salmonella. Moreover, 12 individual supplementary graphs
were constructed to display the temporal analysis of the nine
more frequent resistance genes detected and the three more
frequent chromosomal mutations within the four more frequent
Salmonella serovars (S. Dublin, S. Enteritidis, S. Heidelberg,
and S. Typhimurium). Finally, one last supplementary temporal
graph was constructed to display the temporal frequency of
the four more frequent Salmonella serovars along with all
serovars detected through the decades. For all these analyses,
we considered the information about the year of isolation as
supplied in the original records of the NCBI metadata. To reduce
the variability in the isolation date of the bacterial strains, we

1https://lfz.corefacility.ca/sistr-app/
2https://github.com/phac-nml/staramr
3http://www.r-project.org
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only considered information about the year of isolation, which
was from the last four decades ranging from 1980 to 2018. The
frequencies of the genus Salmonella or each Salmonella serovar
were calculated by the ratio between each type of antimicrobial
resistance and the total number of genomes from strains collected
in each decade. The serovars’ temporal frequency was calculated
by the ratio between each serovar and the total number of
genomes from the strains collected in each decade.

RESULTS

Salmonella Serovars
Among the 930 complete genomes of Salmonella enterica
analyzed, 46 distinct serovars were detected in silico
(Supplementary Table S1). The serovars were Salmonella
Enteritidis (34.7%, n = 323), S. Typhimurium (20.4%, n = 190),
S. Heidelberg (15.3%, n = 142), S. Dublin (11.9%, n = 111), and
others (17.6%, n = 164) (S. Abaetetuba, S. Abony, S. Adelaide, S.
Agona, S. Albany, S. Anatum, S. Braenderup, S. Brandenburg,
S. Cerro, S. Cubana, S. Gallinarum, S. Give, S. Grumpensis, S. I
1,4,[5],12:d:-, S. I 1,4,[5],12:i:-, S. Idikan, S. Infantis, S. Javiana, S.
Kentucky, S. Livingstone, S. London, S. Madelia, S. Mbandaka,
S. Minnesota, S. Montevideo, S. Muenchen, S. Muenster, S.
Newport, S. Ohio, S. Oranienburg, S. Orion, S. Ouakam, S.
Panama, S. Poona, S. Rissen, S. Saintpaul, S. Sandiego, S.
Schwarzengrund, S. Senftenberg, S. Tennessee, S. Westminster,
and S. Yoruba) (Supplementary Table S1).

The four most in silico detected serovars (S. Typhimurium,
S. Enteritidis, S. Dublin, and S. Heidelberg) were clustered in
three different groups according to their similarity between
the resistance gene frequency (vertical clustering in Figure 1).
Cluster 1 displayed Salmonella Enteritidis and S. Dublin as
having a similar genetic resistance profile and lower frequency
rates of resistance genes. Cluster 2 was composed by Salmonella
Heidelberg, which displayed high frequency rates of resistance
genes only for tet(A), fosA7, sul2, and blaCMY−2. Lastly, cluster
3 displayed that Salmonella Typhimurium has an intermediate to
high frequency rate of resistance genes and showed the highest
diversity of antimicrobial resistance genes (horizontal clustering
in Figure 1).

Salmonella Resistome
A total of 65 different resistance genes were found among the
930 Salmonella genomes analyzed (Supplementary Table S2).
In general, the highest frequency of AMR genes detected
was against aminoglycosides (40.7%, n = 379). This class
of antimicrobials also showed the largest gene diversity,
comprising 18 different genes conferring resistance to this
class [aac(3)-IIa, aac(3)-IId, aac(3)-IV, aac(3)-VIa, aac(6’)-Ib,
aadA1, aadA2, aadA5, aadA12, aadA22, ant(2”)-Ia, ant(3”)-
Ia, aph(3”)-Ib, aph(3’)-IIa, aph(3’)-Ia, aph(4)-Ia, aph(6)-Ic, and
aph(6)-Id]. The second highest frequency class of AMR genes
detected was tetracycline (28.9%, n = 269), with four different
genes [tet(A), tet(B), tet(C), and tet(D)]. The gene tet(A)
was the most frequent, detected in 20.1% genomes (187/930).
β-Lactamases producer genes also presented a high frequency

(24.6%, n = 229), with 16 different genes (blaCMY−2, blaCMY−33,
blaCMY−44, blaCMY−18, blaCMY−54, blaCTX−M−2, blaCTX−M−8,
blaCTX−M−56, blaCTX−M−97, blaOXA−17, blaOXA−4, blaTEM−220,
blaTEM−116, blaTEM−229, blaTEM−1A, and blaTEM−1B). The
sulfonamide resistance genes (23.6%, n = 220) were sul1,
sul2, and sul3. Genes conferring resistance to chloramphenicol
(catA1 and cmlA1), trimethoprim (dfrA12, dfrA15, dfrA17,
dfrA1, dfrA25, dfrA8, and dfrA7), florfenicol (floR), fosfomycin
(fosA3 and fosA7), lincosamide [lnu(G)], colistin (mcr-1.1 and
mcr-9), macrolide [mph(A)], fluoroquinolone [oqxA, oqxB,
and aac(6’)-Ib-cr], quinolone (qnrB19, qnrB2, qnrE1, and
qnrS1), and macrolide/lincosamides/streptogramins [erm(42)]
were also found but in lower frequencies (Supplementary
Table S1). Finally, besides tet(A), the genes sul2 and fosA7
also were considered as highly frequent, being detected in
16.9% (157/930) and 14.9% (139/930) of the WGS, respectively
(Supplementary Table S1).

Strains isolated from clinical-animal and clinical-human
sources presented the most similar genetic AMR profile, as shown
in heat map cluster 2 (left side of Figure 2). Strains isolated from
food and environment sources displayed a similar genetic AMR
profile (heat map clusters 1 and 3), and strains isolated from
animal-based food showed a quite distinct genetic AMR profile
with the higher frequency values, as displayed by heat map cluster
4 (left side of Figure 2).

Resistance genes were clustered in four different groups
according to their frequency similarities (upper side of Figure 2).
Cluster 1 joined the lower frequency rates of antimicrobial
resistance genes: [tet(C), aac(6’)-Ib-cr, qnrS1, qnrB2, fosA3, mcr-
9, tet(D), mph(A), erm(42), blaOXA−17, blaOXA−4, blaTEM−229,
blaTEM−220, blaTEM−116, blaCTX−M−2, blaCMY−33, blaCMY−18,
dfrA25, dfrA15, dfrA17, dfrA7, aadA22, aadA12, aadA5, aac(6’)-
Ib, and ant(2”)-Ia]. Cluster 2 was composed by genes showing
lower frequency rates in strains isolated from clinical-human,
clinical-animal, environment, and food sources and intermediate
rates from animal-based food [aadA1, dfrA1, aac(3)-IV, aph(4)-
Ia, blaTEM−1A, catA1, aph(3’)-Ia, dfrA12, sul3, oqxB, oqxA,
qnrE1, lnu(G), cmlA1, blaCTX−M−56, blaCTX−M−8, blaCMY−54,
dfrA8, ant(3”)-Ia, aph(6)-Ic, aph(3’)-IIa, aac(3)-IId, qnrB19, floR,
aadA2, and blaCMY−44]. Cluster 3 was composed solely by genes
displaying intermediate frequency rates such as blaCMY−2, tet(B),
aph(3”)-Ib, aph(6)-Id, blaTEM−1B, and sul1. Lastly, cluster 4
joined genes that showed the highest frequency rates in strains
isolated from animal-based food and environment [tet(A), sul2,
and fosA7] (upper side of Figure 2).

Salmonella Chromosomal Mutation
Conferring AMR
In the 930 WGS analyzed for chromosomal mutations, we
identified nine distinct mutations that would result from an
amino acid substitution (Supplementary Table S1). In gyrA, five
distinct amino acid substitutions were found [three at the 87
position (aspartic acid→ glycine or asparagine or tyrosine) and
two at the 83 position (serine → phenylalanine and tyrosine)].
In gyrB, two distinct amino acid substitutions were found [at
the 466 and 464 positions (glutamic acid → aspartic acid and
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FIGURE 1 | Heat map with the antimicrobial resistance gene frequency of Salmonella isolated from Brazil by the most frequent serovars deposited in the National
Biotechnology Information Center- Sequence Read Archive database.

FIGURE 2 | Heat map with the antimicrobial resistance gene frequency of Salmonella isolated from Brazil by the five strain’s source groups.

serine→ phenylalanine, respectively)]. In pmrA and parC, only
one amino acid substitution was found in each [at the 53
and 57 positions (glycine → glutamic acid and threonine →
serine, respectively)]. The three top amino acid substitutions that

may result in resistance against nalidixic acid and ciprofloxacin
were in parC at the 57 position (threonine → serine) with
26.7% (249/930), followed by gyrA at the 83 position (serine
→ phenylalanine) with 20.0% (186/930), and at the 87 position
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(aspartic acid→ asparagine) with 15.7% (146/930) of frequency.
A single genome presented a mutation that may result in colistin
resistance (in pmrA at the 53 position glycine→ glutamic acid).
All the remaining WGS point mutations detected may result in
resistance to ciprofloxacin and/or nalidixic acid.

The mutation in parC at the position 57 (threonine→ serine)
was the most frequent in WGS from animal-based food and
environmental sources; gyrA at the position 83 (serine serine
→ phenylalanine) was the most frequent in the clinical-animal
source; gyrA at the position 87 (aspartic acid→ asparagine) was
the most frequent in food and clinical-human sources (Figure 3).
In a general overview, strains isolated from clinical-animal,
clinical-human, and food sources presented a closely related
genetic AMR profile, as shown in heat map clusters 1 and 2 (left
side of Figure 3). Strains isolated from animal-based food and
environment sources displayed another closely related genetic
AMR profile (heat map cluster 3 on the left side of Figure 3).

Salmonella Predicted AMR Phenotypes
The in silico prediction analysis of the resistance phenotype from
the 930 Salmonella WGS showed that 46.6% (434/930) of the
strains are possible pan-susceptible to all analyzed antimicrobial
classes and 59.2% (551/930) might present phenotypical drug
resistance to one or more antimicrobial classes (Supplementary
Table S1). Furthermore, 58.0% (540/930) of strains have a
predicted potential to display a MDR phenotypical profile,
described as resistant to at least three classes of antimicrobial
agents (Magiorakos et al., 2012). Ciprofloxacin and nalidixic
acid showed the highest rates of possible phenotypical resistance
among the strains, with 45.6% (425/930) and 42.3% (394/930)

of predicted resistance in all strain genomes, respectively.
Tetracycline, ampicillin, and sulfisoxazole also showed high rates
of predicted resistance, with 27.1% (252/930), 24.2% (225/930),
and 23.0% (214/930), respectively.

Antimicrobial drugs that have a predicted phenotypic
resistance were grouped into four clusters according to
their similarity between the sources analyzed (upper side
of Figure 4). Cluster 1 joined the lower frequency rates of
the predicted phenotype resistance in all sources (hygromycin,
lincomycin, colistin, azithromycin, amikacin, and erythromycin).
Cluster 2 was composed of antimicrobials with intermediate
frequency rates of the predicted phenotype resistance
(streptomycin, kanamycin, trimethoprim, chloramphenicol,
and gentamicin) (upper side of Figure 4). Cluster 3 was
composed by antimicrobials with intermediate frequency
rates of the predicted phenotype resistance in clinical-
animal and clinical-human sources and high frequency
rates in the environment and animal-based food sources
(tetracycline, ampicillin, sulfisoxazole, fosfomycin, ceftriaxone,
amoxicillin/clavulanic acid, and cefoxitin). Finally, cluster 4
joined the highest frequency rates of the predicted phenotype
resistance (ciprofloxacin and nalidixic acid) (upper side of
Figure 4).

The animal-based food source group comprised the highest
number of predicted MDR strains (16.5%, 154/930), with 66
different profiles. The highest frequency of predicted MDR profile
was against six antimicrobial classes (penicillin, fosfomycin,
quinolone, tetracycline, sulfonamide, and β-lactams). The
environment, clinical-animal, clinical-human, and food sources
comprised the predicted MDR strains, with 6.6% (61/930),

FIGURE 3 | Heat map with the frequency of chromosomal mutation conferring antimicrobial resistance in Salmonella isolated from Brazil by the five strain’s source
groups.
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FIGURE 4 | Heat map with the predicted antimicrobial resistance phenotype frequency by the antimicrobial drug in Salmonella from the five strain’s source groups.

2.9% (27/930), 2.6% (24/930), and 0.4% (4/930) of frequency,
respectively (Supplementary Table S1).

Overall Temporal Analysis
For the temporal analysis, we used all of the 928 WGS, of
which the year of isolation was provided in the metadata
(Supplementary Table S1). The frequencies were split and
analyzed through four decades. In the decade of 1980, 62 WGS
were analyzed; in 1990, 151 WGS were analyzed; in 2000, 232
WGS were analyzed; and in 2010, 483 WGS were analyzed.

The temporal analysis was on the nine highest-frequency
resistance genes. The study displayed that the frequency rates
of the genes tet(A), sul2, fosA7, and blaCMY−2 increased in
the Brazilian Salmonella spp. strains after the 2000s. The
frequency rates of the genes tet(B), aph(3”)-Ib, aph(6)-Id,
blaTEM−1B, and sul1 remained constant throughout the last four
decades (Figure 5A).

Concerning chromosomal mutation, the temporal analysis
was based on the three highest-frequency chromosomal
mutations detected in the study. The frequency rates of gyrA
at the 87 position (aspartic acid → glycine) decreased very
less throughout the last decades. On the other hand, gyrA at
the 83 position (serine → phenylalanine) and parC at the 57
position (threonine → serine) considerably increased after the
1990s (Figure 5B).

Overall, the temporal analysis of the in silico prediction
of phenotypic AMR within the Brazilian strains displayed a
similar pattern as the genetic profile. Until the 2000s, the
majority of the strains displayed constant frequency rates of

the predicted phenotypical resistance. However, the predicted
phenotypical resistance against fluoroquinolones considerably
increased after the 1990s, and the predicted resistance against
tetracycline, sulfonamide, and β-lactams increased after the
2000s (Figure 5C).

The supplementary temporal analysis revealed that the
increase of some antimicrobial genes and chromosomal
mutations is strongly related to some of the most frequent
Salmonella serovars. For example, the increase of blaCMY−2,
blaTEM−1B, tet(A), fosA7, sul2, and parC at the 57 position
(threonine → serine) and gyrA at the 83 position (serine →
phenylalanine) is closely related to the increased frequency
of Salmonella Heidelberg (Supplementary Figures S1A–M).
Moreover, aph(3”)-Ib, aph(6)-Id, tet(B), sul1, and gyrA at the 87
position (aspartic acid→ glycine) are closely related to resistance
in Salmonella Typhimurium (Supplementary Figures S1A–M).
Finally, the numbers of Salmonella Dublin, S. Enteritidis, and
S. Typhimurium decreased its WGS frequency after the 1990s
and the 2000s, respectively. However, Salmonella Heidelberg and
other serovars increased their WGS frequency after the 2000s
(Supplementary Figure S1M).

DISCUSSION

The increasing frequency of the predicted AMR profiles among
S. enterica reflected on the collected genomes over the last four
decades represents a national public health concern, mainly
due to the frequent cross-contamination between food, clinical,
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FIGURE 5 | (A) Temporal distribution of antimicrobial resistance genes within Salmonella whole-genome sequences (WGS) in Brazil from the 1980s to the 2010s.
(B) Temporal distribution of the chromosomal mutations within Salmonella WGS in Brazil from the 1980s to the 2010s. (C) Temporal distribution of the predicted
antimicrobial resistance phenotype by antimicrobial class within Salmonella WGS in Brazil from the 1980s to the 2010s.

and environmental pathogens. A cross-sectoral global action
is required to control better the AMR Salmonella spreading
to different sources. The use of novel tools as next-generation
sequencing (NGS) technologies has been beneficial in detecting
those bacteria. However, NGS produces a high amount of
complex raw data that have to be analyzed by appropriate
bioinformatics tools to turn the raw reads into meaningful data
(Tang et al., 2017). Because the cost of genome sequencing is
decreasing, it is becoming practical to use in silico tools to predict
bacterial AMR genotypes and phenotypes directly from the WGS
data. Although we still need to isolate bacteria using traditional
microbiology techniques in order to obtain the genomes, the
advancement in whole genome sequencing and the application
of online tools for real-time detection of AMR determinants
are essential to identify control and prevention strategies to
combat the increasing threat of AMR (Hendriksen et al., 2019).
Accessible tools and DNA sequence data are expanding, which
will allow establishing global pathogen surveillance and AMR
tracking based on genomics (Hendriksen et al., 2019). To detect
AMR phenotypes from WGS, it is first necessary to understand
the genetic AMR profile present among strains and the impact
that these variations have on the phenotype. Herein the NGS
and the bioinformatics were combined to perform a genomic

associated study using WGS to enhance the investigation and
the surveillance.

The present study, as far as we know, is the first one performed
in Brazil to get an update and accurate information from raw data
on S. enterica antimicrobial resistance in the last four decades.
Instead of NCBI GenBank or RefSeq assembly database, the
SRA database was chosen for sequence downloads due to some
particularities. First, raw sequence download comes along with
per base quality score, which allowed the screening for high-
quality genome sequencing, increasing the reliability of the final
data. Second, the SRA database provides a higher number of
genomes from Salmonella strains found in Brazil in comparison
with both RefSeq and GenBank assembly. Finally, through the
SRA Run selector tool, essential details such as the geolocation,
sequencing platform, and serovar were easily and quickly filtered
in order to cure the metadata.

Although the number of deposited WGS of S. enterica in
Brazil is not as wide as North America’s and Europe’s number
of deposits, we recovered a considerable number of 930 high-
quality sequences. Salmonella Enteritidis (34.7%, 323/930) and S.
Typhimurium (20.4%, 190/930) were the most commonly found
serovars among the WGS deposited from Brazil. Salmonella
Enteritidis and S. Typhimurium are the most common serovars
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reported in human sources in Latin America between 2001
and 2014 (Hendriksen et al., 2011; Quesada et al., 2016), in
the United States in 2016 (Centers for Disease Control and
Prevention [CDC], 2018), in member countries of the European
Union in 2017 (European Food Safety Authority [EFSA], and
European Centre for Disease Prevention, and Control [ECDC],
2018), and in the majority of the researches and the studies
regarding Salmonella around the world (Asif et al., 2017;
Borges et al., 2017; Campioni et al., 2017; Muvhali et al.,
2017; Utrarachkij et al., 2017; Zhang et al., 2017; Magdy et al.,
2019). The high presence of these serovars among the WGS
deposited from Brazil may be related to the fact that the
majority of researches about Salmonella in Brazil also concerns
S. Enteritidis and S. Typhimurium and likewise worldwide
(Campioni et al., 2017; Almeida et al., 2018; Panzenhagen et al.,
2018a,b; Ritter et al., 2019).

We found a high diversity of resistance genes (n = 65)
by the in silico analysis of Salmonella WGS. The highest
frequency of antimicrobial resistance genes was against the
aminoglycoside class, which also showed the highest diversity
of resistance genes (n = 18). The aac(3)-IIa, aac(6’)-Ib, ant(2”)-
Ia, aac(3)-IId, aac(3)-IV, aac(3)-VIa, and ant(3”)-Ia genes
belong to the aminoglycoside N-acetyltransferase group, which
are a chromosome-encoded superfamily of aminoglycoside
acetyltransferase proteins (Salipante and Hall, 2003; Ramirez
and Tolmasky, 2010). In Brazil, a pioneer study regarding
antimicrobial resistance in 748 Salmonella strains revealed higher
rates of resistance against aminoglycosides (streptomycin) in
animals (87.7%) and animal feed isolates (91.3%) (Campos
and Hofer, 1989). This high streptomycin resistance rates in
Salmonella from animal and animal feed can be evidence of
possible aminoglycoside use as growth promoters in food-
producing animals in Brazil since the drug’s discovery in 1944.
Moreover, aminoglycoside’s broad spectrum of antimicrobial
activity and the frequent success in synergy with other
antimicrobials (van Hoek et al., 2011) can also justify their
constant use and high resistance rates in Salmonella over
the years in Brazil. The aadA1, aadA2, aadA5, and aadA12
AMR genes also confer resistance against the aminoglycoside
class, more specifically to streptomycin/spectinomycin. This is
a common resistance profile found in Salmonella (Ramirez and
Tolmasky, 2010; Lopes et al., 2014, 2016). All these genes are
situated on gene cassettes in classes 1 or 2 integrons or make
part of the Salmonella genomic island (SGI) 1 or genomic island
2 (SGI2) and usually are associated with MDR gene clusters
(Michael and Schwarz, 2016). Those genomic features lead to a
more incident horizontal transmission of AMR in bacteria.

Resistance genes tet(A) and sul2 that may confer resistance
against tetracycline and sulfonamide, respectively, were also
highly frequent among the analyzed WGS, with 20.1% (187/930)
and 16.9% (157/930) frequency, respectively (Figure 2). These
resistance genes also displayed the highest frequency in
Salmonella from the animal-based food sources. The high
frequency of these resistance genes in animal-based food
sources can be explained by the routine use of tetracycline
and sulfonamide as growth promoters in poultry and swine
husbandry in Brazil (Dias de Oliveira et al., 2005; dos Santos

et al., 2009). In agreement with our previous study regarding
the phenotypical resistance of Salmonella for the last 30 years in
Brazil (Rodrigues et al., 2020), both tetracycline and sulfonamide
displayed high frequency rates of antimicrobial resistance among
Salmonella isolated from swine. These results corroborate with
the evidence that the indiscriminate use of antimicrobials in
animal husbandry is increasing the antimicrobial resistance in
Salmonella (Van Boeckel et al., 2019).

The fosA7 resistance gene may confer resistance against
fosfomycin, and it was firstly identified in Salmonella in
2017 (Rehman et al., 2017). According to Rehman et al.
(2017), in Salmonella, the gene fosA7 is exclusively located
on the chromosome. However, it is potentially transferable
via horizontal gene transfer. Currently, the frequency of fosA7
among Salmonella serovars is limited to a few serovars, with
Salmonella Heidelberg as the most common carrier (Rehman
et al., 2017). In agreement, our results showed a frequency of
15.5% (144/930) Salmonella WGS with the fosA7 resistance gene,
and the only serovar with fosA7 occurrence was S. Heidelberg.
The potential horizontal gene transfer of fosA7 creates a great
concern of this gene spreading to other bacteria due to the
increased use of fosfomycin in both clinical treatments and in
animal husbandry, making it necessary to control the use of this
antimicrobial as well as to monitor the spread of fosfomycin
resistance in bacteria.

Quinolone and fluoroquinolone resistance usually results
from a point mutation, predominantly in the conserved
quinolone resistance-determining regions (QRDR) involved
in DNA binding (Varughese et al., 2018). The amino acid
substitutions modify the housekeeping genes, such as the prime
targets DNA gyrase (gyrA and gyrB) and topoisomerase IV (parC
and parE), making them less susceptible to quinolone binding
(Maka and Popowska, 2016). Particularly, the mutations in the
gyrA gene seem to be the leading cause of most quinolone
resistance in Salmonella (Seminati et al., 2005). Our in silico
analyses highlighted eight distinct amino acid substitutions that
may confer increases in the minimum inhibitory concentration to
nalidixic acid and ciprofloxacin. Although Salmonella harboring
QRDR mutations can cause infections more challenging to
treat, they are not typically horizontally transmissible, which
limits the rate and the range of spreading of these resistances
among the bacterial population (Tyson et al., 2017). Nowadays,
the plasmid-mediated quinolone resistance (PMQR) is an
effective threat to the therapeutic use of quinolone (Rodríguez-
Martínez et al., 2016). The plasmid quinolone resistance
qnr genes include a set of genes qnrA, qnrB, qnrC, qnrD,
qnrS, and qnrE, in which the latest has been circulating in
South America since 2000 (Strahilevitz et al., 2009; Almeida
et al., 2018; Panzenhagen et al., 2018a; Monte et al., 2019b;
Soares et al., 2019).

Despite the wide variety of existing PMQR, only qnrB19,
qnrB2, qnrS1, and qnrE1 were detected in all WGS analyzed.
Interestingly, qnrE1 was detected only in Salmonella
Typhimurium WGS obtained from isolates from animal-
based food and clinical-animal sources. However, previous
studies have reported the presence of qnrE1 in other Salmonella
serovars in Brazil (Soares et al., 2019). Evidence from the
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phylogenetic reconstruction of qnr genes analyzing the qnrE1
environment showed that this PMQR was probably mobilized
by ISEcp1 from the Enterobacter spp. chromosome to the
Klebsiella pneumoniae plasmids (Albornoz et al., 2017).
Although in our results and in the results provided by Monte
et al. (2019b) only S. Typhimurium showed the qnrE1 gene,
Soares et al. (2019) described the occurrence of qnrE1 in
IncM1 plasmids in Salmonella Newport, S. Enteritidis, and
S. Infantis recovered from human clinical sources in Brazil.
The genetic plasticity of the qnrE1 plasmid highlights the
horizontal transmission capability between bacterial plasmids
from several species, serovars, and environmental sources
(Monte et al., 2019a). Nevertheless, the higher frequency of S.
Typhimurium carrying the qnrE1 detected here and by Monte
et al. (2019a) highlights the possibility of clonal spread from
a common ancestor of S. Typhimurium carrying the qnrE1
plasmid in Brazil.

The altered locus of pmrA (polymyxin resistance A) displays
a decreased susceptibility to certain cationic agents that bind
to lipopolysaccharide (Helena Makela et al., 1978), and it
was firstly identified in Salmonella Typhimurium mutants
that displayed increased resistance to polymyxins B (Helena
Makela et al., 1978; Roland et al., 1993). This polymyxin
resistance mechanism is chromosomally mediated and cannot
be horizontally transmissible (Liu et al., 2016). However,
nowadays, the new plasmid-mediated colistin resistance
mechanism (mcr) is globally distributed (Wang et al., 2018).
Our in silico analysis identified a single Salmonella WGS
presenting pmrA mutation (at the 53 position, glycine →
glutamic acid), which may result in resistance to polymyxin.
Moreover, three analyzed Salmonella WGS showed mcr genes
(one WGS showed mcr-1.1 and the other two showed mcr-9).
The announcement of the first report of mcr genes in Salmonella
from Brazil has been recently published (Rau et al., 2018;
Moreno et al., 2019) and highlights the intercontinental spread
of this plasmidial gene. Currently, colistin is not the first
choice to treat human infections caused by Salmonella, and
the development of clinical colistin resistance is apparently
non-relevant. However, phenotypical colistin resistance
has been observed in S. enterica and E. coli strains from
food-producing animals in Brazil (Morales et al., 2012),
and when resistance determinants are inserted in genetic
mobile elements (e.g., mcr-like genes), they quickly can be
horizontally transferred to other bacterial species of animal
and human origin. The presence of mcr-like genes should
not be neglected in zoonotic pathogens such as Salmonella.
Our results highlight the importance of the controlled use
of colistin in livestock and agriculture to curb the spread of
colistin resistance since, in humans, colistin is used as a last-
resort antimicrobial, treating extensively antimicrobial-resistant
pathogens (Zavascki et al., 2007).

In 1998, Brazilian authorities have restricted the use of
sulfonamides and tetracyclines only to clinical treatment in
animal husbandry, banning their use as growth promoters (Voss-
Rech et al., 2017). Even with these prevention measures, our
temporal analysis revealed that the frequency rates of the genes
tet(A) and sul2 and the predicted AMR against sulfonamide and

tetracycline notably increased during the last decades, with the
highest increase after the 2010s (Figure 5).

The significant incidence of extended-spectrum cephalosporin
(ESC) resistance has been noted in different Enterobacteriaceae
and has become an important public health concern worldwide
(Livermore, 2012). One of the most important reasons for
resistance to ESC in Enterobacteriaceae is AmpC β-lactamase
(Batchelor et al., 2005). The resistance plasmid gene blaCMY−2
encodes an AmpC-type β-lactamase, which hydrolyzes the third-
generation cephalosporins (Bauernfeind et al., 1996; Zhao et al.,
2001). Although the third generation of cephalosporins is
classified as “critically important” for human health (World
Health Organization [WHO], 2017), ceftiofur is usually used
in day 1 chicks, associated with Marek’s vaccine to prevent
the disease in broilers (Webster, 2009). In Canada, the use of
ceftiofur in poultry production was responsible for the increase
of resistant Salmonella Heidelberg (Lucie Dutil et al., 2010).
Our results displayed that the blaCMY−2 gene frequency in
Salmonella Heidelberg is also high in Brazil (Figure 1). Although
in scientific publications the frequent occurrence of ESBLs
(typically CTX-M-2) in broiler raw meat products imported
to Europe from Brazil is documented, human health threats
related to these ESBLs seem to be seldomly discussed in Brazil
until now (Bokma et al., 2014). The use of antimicrobial in
animal production is evidenced by the antimicrobial drug residue
surveillance program, highly emphasized by both the Brazilian
Ministry of Agriculture, Livestock and Supply (MAPA) and the
integrations (Bokma et al., 2014). The evidence found here
likewise endorses the hypothesis that the overuse of ceftiofur in
the Brazilian poultry production may be the cause of the increase
of the blaCMY-2 frequency in Salmonella Heidelberg. We also
demonstrated that the blaCMY-2 gene has a frequency increase,
as well as the predicted AMR phenotype against β-lactams after
the 2010s (Figure 5). The broad-spectrum characteristics of the
third-generation cephalosporins may result in an overuse of this
antimicrobial class since they can treat a wider range of infections
and may be used in clinical human treatment as well as in
animal production.

Animal-based food was the most common source of the
predicted antimicrobial-resistant Salmonella (Figure 2). The
strains isolated from this source also comprised the highest
number of predicted MDR phenotype resistance (16.5%,
154/9,310), with the greatest diversity of predicted MDR
profiles (n = 66). The emergence of MDR among Salmonella
contaminating the animal-based food is a global public health
concern. Although intensive antibiotic therapy can select
associated AMR pathogens and the misuse and the overuse
of antimicrobials in animal husbandry may cause resistance in
bacteria in the treated host, the correlation between resistance
in animal-based food and the antimicrobials used in husbandry
is poorly determined (McDermott et al., 2018). The emergence
of AMR in bacteria can compromise the effectiveness of
antimicrobials in human therapeutic treatments as well as favor
the resistance propagation through multiple sources. Here we
bring out the importance of the surveillance of antimicrobial use,
especially in animal husbandry, as an essential tool to control and
curb the spread of antimicrobial resistance.
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CONCLUSION

It is of concern that little epidemiological surveillance data
of AMR is publicly available in Brazil. The establishment of
strategies to monitor the genetic and the phenotypic AMR is
of utmost importance to supply the underestimation of AMR
frequency, particularly in pathogenic bacteria from different
sources such as food, animal-based food, clinical-human,
clinical-animal, and environment. The results presented herein
contributed significantly to the understanding of the strategic
use of WGS associated with in silico analysis and the predictions
for the determination of AMR in Salmonella from Brazil. Point
frequency surveys and prediction analysis are imperfect and
far from the best approach for epidemiological surveillance
networks. However, in the absence of systematic surveillance,
in silico studies seem to be useful to guide interventions against
AMR increase. Furthermore, more detailed studies on resistance
genes carried by mobile genetic elements are necessary to reveal
how the AMR interchange occurs between different sources.
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FIGURE S1 | Temporal distribution of the most frequent resistance genes and
chromosomal mutations aph(3”)-Ib (A), aph(6)-Id (B), blaCMY−2 (C), blaTEM−1B

(D), tet(A) (E), tet(B) (F), fosA (G), sul1 (H), sul2 (I), parC at the 57 position
threonine→ serine (J), gyrA at the 87 position aspartic acid→ glycine (K), gyrA
at the 83 position serine→ phenylalanine (L) within the four most frequent
Salmonella serovars (S. Dublin, S. Enteritidis, S. Heidelberg, and S. Typhimurium)
and Salmonella spp. (M) in Brazil from the 1980s to the 2010s.

TABLE S1 | National Biotechnology Information Center original metadata
information associated with the detection of antimicrobial resistance genes and
the phenotypic resistance prediction of Salmonella genomes within the five strain’s
source groups. The numbers 0 and 1 mean the absence and the
presence, respectively.

TABLE S2 | Distribution frequency of the 65 antimicrobial resistance genes
analyzed in Salmonella genomes separated in the five strain’s source groups.

REFERENCES
Albornoz, E., Tijet, N., De Belder, D., Gomez, S., Martino, F., Corso, A.,

et al. (2017). qnrE1, a Member of a new family of plasmid-located
quinolone resistance genes, originated from the chromosome of Enterobacter
Species. Antimicrob. Agents Chemother. 61:e2555-16. doi: 10.1128/AAC.025
55-16

Almeida, F., Seribelli, A. A., Medeiros, M. I. C., Rodrigues, D., dos, P.,
MelloVarani, A., et al. (2018). Phylogenetic and antimicrobial resistance
gene analysis of Salmonella typhimurium strains isolated in Brazil by whole
genome sequencing. PLoS One 13:e0201882. doi: 10.1371/journal.pone.020
1882

Apata, D. F. (2009). Antibiotic Resistance in Poultry. Int. J. Poult. Sci. 8, 404–408.
doi: 10.3923/ijps.2009.404.408

Asif, M., Rahman, H., Qasim, M., Khan, T. A., Ullah, W., and Jie, Y. (2017).
Molecular detection and antimicrobial resistance profile of zoonotic Salmonella
enteritidis isolated from broiler chickens in Kohat, Pakistan. J. Chin. Med. Assoc.
80, 303–306. doi: 10.1016/j.jcma.2016.11.007

Bankevich, A., Nurk, S., Antipov, D., Gurevich, A. A., Dvorkin, M., Kulikov, A. S.,
et al. (2012). SPAdes: a new genome assembly algorithm and its applications
to single-cell sequencing. J. Comput. Biol. 19, 455–477. doi: 10.1089/cmb.2012.
0021

Batchelor, M., Threlfall, E. J., and Liebana, E. (2005). Cephalosporin resistance
among animal-associated Enterobacteria: a current perspective. Exp. Rev. Anti
Infect. Ther. 3, 403–417. doi: 10.1586/14787210.3.3.403

Bauernfeind, A., Stemplinger, I., Jungwirth, R., and Giamarellou, H. (1996).
Characterization of the plasmidic beta-lactamase CMY-2, which is responsible
for cephamycin resistance. Antimicrob. Agents Chemother. 40, 221–224. doi:
10.1128/aac.40.1.221

Bokma, M., Bondt, N., Neijenhuis, F., Mevius, D., and Ruiter, S. (2014). Antibiotic
use in Brazilian broiler and pig production: an indication and forecast of trends.
Report 714, 36.

Bolger, A. M., Lohse, M., and Usadel, B. (2014). Trimmomatic: a flexible
trimmer for Illumina sequence data. Bioinformatics 30, 2114–2120. doi: 10.
1093/bioinformatics/btu170

Borges, K. A., Furian, T. Q., de Souza, S. N., Menezes, R., Salle, C. T. P., de
Souza Moraes, H. L., et al. (2017). Phenotypic and molecular characterization of
Salmonella enteritidis SE86 isolated from poultry and salmonellosis outbreaks.
Foodborne Pathog. Dis. 14, 742–754. doi: 10.1089/fpd.2017.2327

Campioni, F., Moratto Bergamini, A. M., and Falcão, J. P. (2012). Genetic diversity,
virulence genes and antimicrobial resistance of Salmonella Enteritidis isolated
from food and humans over a 24-year period in Brazil. Food Microbiol. 32,
254–264. doi: 10.1016/j.fm.2012.06.008

Campioni, F., Souza, R. A., Martins, V. V., Stehling, E. G., Bergamini, A. M. M.,
and Falcão, J. P. (2017). Prevalence of gyrA mutations in nalidixic acid-resistant
strains of Salmonella enteritidis isolated from humans, food, chickens, and the
farm environment in Brazil. Microb. Drug Resist. 23, 421–428. doi: 10.1089/mdr.
2016.0024

Campos, L. C., and Hofer, E. (1989). Antimicrobial resistance among Salmonella
serovars isolated from different sources in Brazil during 1978?1983. Antonie
Van. Leeuwenhoek 55, 349–359. doi: 10.1007/BF00398513

Centers for Disease Control and Prevention [CDC] (2018). National Enteric
Disease Surveillance: Salmonella Annual Report, 2016. Available online
at: https://www.cdc.gov/nationalsurveillance/Salmonella-surveillance.html
[Accessed June 3, 2020]

Collignon, P., and McEwen, S. (2019). One Health—its importance in helping
to better control antimicrobial resistance. Tropical. Med. Infect. Dis. 4:22. doi:
10.3390/tropicalmed4010022

Frontiers in Microbiology | www.frontiersin.org 11 August 2020 | Volume 11 | Article 1864

https://www.frontiersin.org/articles/10.3389/fmicb.2020.01864/full#supplementary-material
https://www.frontiersin.org/articles/10.3389/fmicb.2020.01864/full#supplementary-material
https://doi.org/10.1128/AAC.02555-16
https://doi.org/10.1128/AAC.02555-16
https://doi.org/10.1371/journal.pone.0201882
https://doi.org/10.1371/journal.pone.0201882
https://doi.org/10.3923/ijps.2009.404.408
https://doi.org/10.1016/j.jcma.2016.11.007
https://doi.org/10.1089/cmb.2012.0021
https://doi.org/10.1089/cmb.2012.0021
https://doi.org/10.1586/14787210.3.3.403
https://doi.org/10.1128/aac.40.1.221
https://doi.org/10.1128/aac.40.1.221
https://doi.org/10.1093/bioinformatics/btu170
https://doi.org/10.1093/bioinformatics/btu170
https://doi.org/10.1089/fpd.2017.2327
https://doi.org/10.1016/j.fm.2012.06.008
https://doi.org/10.1089/mdr.2016.0024
https://doi.org/10.1089/mdr.2016.0024
https://doi.org/10.1007/BF00398513
https://www.cdc.gov/nationalsurveillance/Salmonella-surveillance.html
https://doi.org/10.3390/tropicalmed4010022
https://doi.org/10.3390/tropicalmed4010022
https://www.frontiersin.org/journals/microbiology
https://www.frontiersin.org/
https://www.frontiersin.org/journals/microbiology#articles


fmicb-11-01864 August 5, 2020 Time: 18:46 # 12

Rodrigues et al. AMR Salmonella From Brazil

Dias de Oliveira, S., Siqueira Flores, F., dos Santos, L. R., and Brandelli, A. (2005).
Antimicrobial resistance in Salmonella Enteritidis strains isolated from broiler
carcasses, food, human and poultry-related samples. Int. J. Food Microbiol. 97,
297–305. doi: 10.1016/j.ijfoodmicro.2004.04.022

Didelot, X., Bowden, R., Wilson, D. J., Peto, T. E. A., and Crook, D. W. (2012).
Transforming clinical microbiology with bacterial genome sequencing. Nat.
Rev. Genet. 13, 601–612. doi: 10.1038/nrg3226

dos Reis, R. O., Souza, M. N., Cecconi, M. C. P., Timm, L., Ikuta, N., Simon, D.,
et al. (2018). Increasing prevalence and dissemination of invasive nontyphoidal
Salmonella serotype Typhimurium with multidrug resistance in hospitalized
patients from southern Brazil. Braz. J. Infect. Dis. 22, 424–432. doi: 10.1016/j.
bjid.2018.08.002

dos Santos, W. R. M., Inforzato, G. R., Alves, R. M., Bataier Neto, M., Coelho
Neto, E. C., and Bazanc, C. T. (2009). Antibioticoterapia em Suínos - Matrizes
e Engorda. Revista Científica Eletrônica de Medicina Veterinária. 12, 1–7.

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

Founou, L. L., Founou, R. C., and Essack, S. Y. (2016). Antibiotic resistance in
the food chain: a developing country-perspective. Front. Microbiol. 7:1881.
doi: 10.3389/fmicb.2016.01881

Gu, Z., Eils, R., and Schlesner, M. (2016). Complex heatmaps reveal patterns and
correlations in multidimensional genomic data. Bioinformatics 32, 2847–2849.
doi: 10.1093/bioinformatics/btw313

Gurevich, A., Saveliev, V., Vyahhi, N., and Tesler, G. (2013). QUAST: quality
assessment tool for genome assemblies. Bioinformatics 29, 1072–1075. doi: 10.
1093/bioinformatics/btt086

Helena Makela, P., Sarvas, M., Calcagno, S., and Lounatmaa, K. (1978). Isolation
and genetic characterization of polymyxin-resistant mutants of Salmonella.
FEMS Microbiol. Lett. 3, 323–326. doi: 10.1111/j.1574-6968.1978.tb01963.x

Hendriksen, R. S., Bortolaia, V., Tate, H., Tyson, G. H., Aarestrup, F. M.,
and McDermott, P. F. (2019). Using genomics to track global antimicrobial
resistance. Front. Public Health 7:242. doi: 10.3389/fpubh.2019.00242

Hendriksen, R. S., Vieira, A. R., Karlsmose, S., Lo Fo Wong, D. M. A., Jensen,
A. B., Wegener, H. C., et al. (2011). Global monitoring of Salmonella serovar
distribution from the World Health Organization Global foodborne infections
network country data bank: results of quality assured laboratories from 2001 to
2007. Foodborne Pathog. Dis. 8, 887–900. doi: 10.1089/fpd.2010.0787

Johnson, A. P. (2015). Surveillance of antibiotic resistance. Phil. Trans. R. Soc. B
370:20140080. doi: 10.1098/rstb.2014.0080

Kudirkiene, E., Andoh, L. A., Ahmed, S., Herrero-Fresno, A., Dalsgaard, A., Obiri-
Danso, K., et al. (2018). The use of a combined bioinformatics approach to
locate antibiotic resistance genes on plasmids from whole genome sequences of
Salmonella enterica Serovars from humans in ghana. Front. Microbiol. 9:1010.
doi: 10.3389/fmicb.2018.01010

Leekitcharoenphon, P., Nielsen, E. M., Kaas, R. S., Lund, O., and Aarestrup, F. M.
(2014). Evaluation of whole genome sequencing for outbreak detection of
Salmonella enterica. PLoS One 9:e87991. doi: 10.1371/journal.pone.0087991

Liu, Y.-Y., Wang, Y., Walsh, T. R., Yi, L.-X., Zhang, R., Spencer, J., et al. (2016).
Emergence of plasmid-mediated colistin resistance mechanism MCR-1 in
animals and human beings in China: a microbiological and molecular biological
study. Lancet Infect. Dis. 16, 161–168. doi: 10.1016/S1473-3099(15)00424-7

Livermore, D. M. (2012). Current epidemiology and growing resistance
of gram-negative pathogens. Korean J. Intern. Med. 27:128. doi:
10.3904/kjim.2012.27.2.128

Lopes, G. V., Michael, G. B., Cardoso, M., and Schwarz, S. (2014). Identification
and characterization of Salmonella enterica subsp. enterica serovar derby
isolates carrying a new aadA26 gene cassette in a class 1 integron obtained at
pig slaughterhouses. FEMS Microbiol. Lett. 356, 71–78. doi: 10.1111/1574-6968.
12473

Lopes, G. V., Michael, G. B., Cardoso, M., and Schwarz, S. (2016). Antimicrobial
resistance and class 1 integron-associated gene cassettes in Salmonella enterica
serovar Typhimurium isolated from pigs at slaughter and abattoir environment.
Vet. Microbiol. 194, 84–92. doi: 10.1016/j.vetmic.2016.04.020

Lucie Dutil, R. I., Rita Finley, L. K. N., Brent Avery, P. B., Anne-Marie Bourgault,
L. C., Danielle Daignault, A. D., Walter Demczuk, L. H., et al. (2010). Ceftiofur

resistance in Salmonella enterica serovar heidelberg from chicken meat and
humans. Canada. Emerg. Infect. Dis. 16, 48–54. doi: 10.3201/eid1601.090729

Mackenzie, J. S., Jeggo, M., Daszak, P., and Richt, J. A. (2012). One health:
the human–animal– environment interfaces in emerging infectious diseases.
Springer 365, 1–13. doi: 10.1007/978-3-642-36889-9

Magdy, O. S., Moussa, I. M., Hussein, H. A., El-Hariri, M. D., Ghareeb, A., Hemeg,
H. A., et al. (2019). Genetic diversity of Salmonella enterica recovered from
chickens farms and its potential transmission to human. J. Infect. Public Health
13, 571–576. doi: 10.1016/j.jiph.2019.09.007

Magiorakos, A.-P., Srinivasan, A., Carey, R. B., Carmeli, Y., Falagas, M. E.,
Giske, C. G., et al. (2012). Multidrug-resistant, extensively drug-resistant
and pandrug-resistant bacteria: an international expert proposal for interim
standard definitions for acquired resistance. Clin. Microbiol. Infect. 18, 268–281.
doi: 10.1111/j.1469-0691.2011.03570.x

Majowicz, S. E., Musto, J., Scallan, E., Angulo, F. J., Kirk, M., O’Brien, S. J., et al.
(2010). The global burden of Nontyphoidal Salmonella Gastroenteritis. Clin.
Infect. Dis. 50, 882–889. doi: 10.1086/650733

Maka, L., and Popowska, M. (2016). Antimicrobial Resistance of Salmonella spp.
Isolated from Food. Rocz Panstw Zakl Hig. 67, 343–358.

Mattiello, S. P., Drescher, G., Barth, V. C., Ferreira, C. A. S., and Oliveira, S. D.
(2015). Characterization of antimicrobial resistance in Salmonella enterica
strains isolated from Brazilian poultry production. Antonie Van Leeuwenhoek
108, 1227–1238. doi: 10.1007/s10482-015-0577-1

McDermott, P. F., Zhao, S., and Tate, H. (2018). Antimicrobial Resistance
in Nontyphoidal Salmonella∗. Microbiol. Spectr. 6, 968–974. doi: 10.1128/
microbiolspec.ARBA-0014-2017

Michael, G. B., and Schwarz, S. (2016). Antimicrobial resistance in zoonotic
nontyphoidal Salmonella: an alarming trend? Clin. Microbiol. Infect. 22, 968–
974. doi: 10.1016/j.cmi.2016.07.033

Monte, D. F., Lincopan, N., Berman, H., Cerdeira, L., Keelara, S., Thakur, S.,
et al. (2019a). Genomic features of high-priority Salmonella enterica serovars
circulating in the food production chain, Brazil, 2000–2016. Sci. Rep. 9:11058.
doi: 10.1038/s41598-019-45838-0

Monte, D. F., Lincopan, N., Cerdeira, L., Fedorka-Cray, P. J., and Landgraf,
M. (2019b). Early dissemination of qnrE1 in Salmonella enterica serovar
typhimurium from livestock in South America. Antimicrob. Agents Chemother.
63:e571-19. doi: 10.1128/AAC.00571-519

Morales, A. S., Fragoso, de Araújo, J., de Moura Gomes, V. T., Reis Costa, A. T.,
Prazeres Rodrigues, D., et al. (2012). Colistin Resistance in Escherichia coli and
Salmonella enterica Strains Isolated from Swine in Brazil. Sci World J. 2012, 1–4.
doi: 10.1100/2012/109795

Moreno, L. Z., Gomes, V. T. M., Moreira, J., de Oliveira, C. H., Peres, B. P.,
Silva, A. P. S., et al. (2019). First report of mcr-1-harboring Salmonella enterica
serovar Schwarzengrund isolated from poultry meat in Brazil. Diagn. Microbiol.
Infect. Dis 93, 376–379. doi: 10.1016/j.diagmicrobio.2018.10.016

Muvhali, M., Smith, A. M., Rakgantso, A. M., and Keddy, K. H. (2017).
Investigation of Salmonella Enteritidis outbreaks in South Africa using multi-
locus variable-number tandem-repeats analysis, 2013-2015. BMC Infect. Dis.
17:661. doi: 10.1186/s12879-017-2751-8

O’Neill, J. (2016). Tackling drug-resistant infections globally: final report and
recommendations. Rev. Antimicrob Resist. 1, 1–84.

Panzenhagen, P. H. N., Cabral, C. C., Suffys, P. N., Franco, R. M., Rodrigues,
D. P., and Conte-Junior, C. A. (2018a). Comparative genome analysis and
characterization of the Salmonella Typhimurium strain CCRJ_26 isolated
from swine carcasses using whole-genome sequencing approach. Lett. Appl.
Microbiol. 66, 352–359. doi: 10.1111/lam.12859

Panzenhagen, P. H. N., Paul, N. C., Conte, C. A., Costa, R. G., Rodrigues, D. P., and
Shah, D. H. (2018b). Genetically distinct lineages of Salmonella Typhimurium
ST313 and ST19 are present in Brazil. Int. J. Med. Microbiol. 308, 306–316.
doi: 10.1016/j.ijmm.2018.01.005

Quesada, A., Reginatto, G. A., Ruiz Español, A., Colantonio, L. D., and Burrone,
M. S. (2016). Resistencia antimicrobiana de Salmonella spp aislada de alimentos
de origen animal para consumo humano. Rev. Peru. Med. Exp. Salud. Publica
33, 32–44. doi: 10.17843/rpmesp.2016.331.1899

Rabello, R. F., Bonelli, R. R., Penna, B. A., Albuquerque, J. P., Souza, R. M., and
Cerqueira, A. M. F. (2020). Antimicrobial resistance in farm animals in brazil:
an update overview. Animals 10:552. doi: 10.3390/ani10040552

Frontiers in Microbiology | www.frontiersin.org 12 August 2020 | Volume 11 | Article 1864

https://doi.org/10.1016/j.ijfoodmicro.2004.04.022
https://doi.org/10.1038/nrg3226
https://doi.org/10.1016/j.bjid.2018.08.002
https://doi.org/10.1016/j.bjid.2018.08.002
https://doi.org/10.2903/j.efsa.2018.5500
https://doi.org/10.3389/fmicb.2016.01881
https://doi.org/10.1093/bioinformatics/btw313
https://doi.org/10.1093/bioinformatics/btt086
https://doi.org/10.1093/bioinformatics/btt086
https://doi.org/10.1111/j.1574-6968.1978.tb01963.x
https://doi.org/10.3389/fpubh.2019.00242
https://doi.org/10.1089/fpd.2010.0787
https://doi.org/10.1098/rstb.2014.0080
https://doi.org/10.3389/fmicb.2018.01010
https://doi.org/10.1371/journal.pone.0087991
https://doi.org/10.1016/S1473-3099(15)00424-7
https://doi.org/10.3904/kjim.2012.27.2.128
https://doi.org/10.3904/kjim.2012.27.2.128
https://doi.org/10.1111/1574-6968.12473
https://doi.org/10.1111/1574-6968.12473
https://doi.org/10.1016/j.vetmic.2016.04.020
https://doi.org/10.3201/eid1601.090729
https://doi.org/10.1007/978-3-642-36889-9
https://doi.org/10.1016/j.jiph.2019.09.007
https://doi.org/10.1111/j.1469-0691.2011.03570.x
https://doi.org/10.1086/650733
https://doi.org/10.1007/s10482-015-0577-1
https://doi.org/10.1128/microbiolspec.ARBA-0014-2017
https://doi.org/10.1128/microbiolspec.ARBA-0014-2017
https://doi.org/10.1016/j.cmi.2016.07.033
https://doi.org/10.1038/s41598-019-45838-0
https://doi.org/10.1128/AAC.00571-519
https://doi.org/10.1100/2012/109795
https://doi.org/10.1016/j.diagmicrobio.2018.10.016
https://doi.org/10.1186/s12879-017-2751-8
https://doi.org/10.1111/lam.12859
https://doi.org/10.1016/j.ijmm.2018.01.005
https://doi.org/10.17843/rpmesp.2016.331.1899
https://doi.org/10.3390/ani10040552
https://www.frontiersin.org/journals/microbiology
https://www.frontiersin.org/
https://www.frontiersin.org/journals/microbiology#articles


fmicb-11-01864 August 5, 2020 Time: 18:46 # 13

Rodrigues et al. AMR Salmonella From Brazil

Ramirez, M. S., and Tolmasky, M. E. (2010). Aminoglycoside modifying enzymes.
Drug Resist. Updat. 13, 151–171. doi: 10.1016/j.drup.2010.08.003

Rau, R. B., de Lima-Morales, D., Wink, P. L., Ribeiro, A. R., Martins, A. F., and
Barth, A. L. (2018). Emergence of mcr-1 producing Salmonella enterica serovar
typhimurium from retail meat: first detection in Brazil. Foodborne Pathog. Dis.
15, 58–59. doi: 10.1089/fpd.2017.2346

Rehman, M. A., Yin, X., Persaud-Lachhman, M. G., and Diarra, M. S. (2017). First
detection of a fosfomycin resistance gene, fosA7, in Salmonella enterica serovar
heidelberg isolated from broiler chickens. Antimicrob. Agents Chemother. 61,
e410–e417. doi: 10.1128/AAC.00410-17

Ritter, A. C., Tondo, E. C., Siqueira, F. M., Soggiu, A., Varela, A. P. M., Mayer,
F. Q., et al. (2019). Genome analysis reveals insights into high-resistance and
virulence of Salmonella Enteritidis involved in foodborne outbreaks. Int. J. Food
Microbiol. 306:108269. doi: 10.1016/j.ijfoodmicro.2019.108269

Rodrigues, G. L., Panzenhagen, P., Ferrari, R. G., Paschoalin, V. M. F., and Conte-
Junior, C. A. (2020). Antimicrobial resistance in nontyphoidal Salmonella
isolates from human and swine sources in brazil: a systematic review of the
past three decades. Microb. Drug Resist. 2019:0475. doi: 10.1089/mdr.2019.
0475

Rodríguez-Martínez, J. M., Machuca, J., Cano, M. E., Calvo, J., Martínez-Martínez,
L., and Pascual, A. (2016). Plasmid-mediated quinolone resistance: two decades
on. Drug Resist. Updat. 29, 13–29. doi: 10.1016/j.drup.2016.09.001

Roland, K. L., Martin, L. E., Esther, C. R., and Spitznagel, J. K. (1993). Spontaneous
pmrA mutants of Salmonella Typhimurium LT2 define a new two-component
regulatory system with a possible role in virulence. J. Bacteriol. 175, 4154–4164.
doi: 10.1128/JB.175.13.4154-4164.1993

Salipante, S. J., and Hall, B. G. (2003). Determining the limits of the evolutionary
potential of an antibiotic resistance gene. Mol. Biol. Evol. 20, 653–659. doi:
10.1093/molbev/msg074

Seminati, C., Mejia, W., Mateu, E., and Martin, M. (2005). Mutations in the
quinolone-resistance determining region (QRDR) of Salmonella strains isolated
from pigs in Spain. Vet. Microbiol. 106, 297–301. doi: 10.1016/j.vetmic.2004.12.
024

Soares, F. B., Camargo, C. H., Cunha, M. P. V., de Almeida, E. A., Bertani, A. M., de,
J., et al. (2019). Co-occurrence of qnrE1 and blaCTX-M-8 in IncM1 transferable
plasmids contributing to MDR in different Salmonella serotypes. J. Antimicrob.
Chemother. 74, 1155–1156. doi: 10.1093/jac/dky516

Strahilevitz, J., Jacoby, G. A., Hooper, D. C., and Robicsek, A. (2009). Plasmid-
mediated quinolone resistance: a multifaceted threat. Clin. Microbiol. Rev. 22,
664–689. doi: 10.1128/CMR.00016-09

Tang, P., Croxen, M. A., Hasan, M. R., Hsiao, W. W. L., and Hoang, L. M. (2017).
Infection control in the new age of genomic epidemiology. Am. J. Infect. Control
45, 170–179. doi: 10.1016/j.ajic.2016.05.015

Tyson, G. H., Tate, H. P., Zhao, S., Li, C., Dessai, U., Simmons, M., et al. (2017).
Identification of plasmid-mediated quinolone resistance in Salmonella isolated
from swine ceca and retail pork chops in the United States. Antimicrob. Agents
Chemother. 61, e1318–e1317. doi: 10.1128/AAC.01318-17

Utrarachkij, F., Nakajima, C., Changkwanyeun, R., Siripanichgon, K., Kongsoi,
S., Pornruangwong, S., et al. (2017). Quinolone resistance determinants of
clinical Salmonella enteritidis in Thailand. Microb. Drug Resist. 23, 885–894.
doi: 10.1089/mdr.2015.0234

Van Boeckel, T. P., Pires, J., Silvester, R., Zhao, C., Song, J., Criscuolo, N. G.,
et al. (2019). Global trends in antimicrobial resistance in animals in low- and
middle-income countries. Science 365:eaaw1944. doi: 10.1126/science.aaw1944

van Hoek, A. H. A. M., Mevius, D., Guerra, B., Mullany, P., Roberts, A. P., and
Aarts, H. J. M. (2011). Acquired antibiotic resistance genes: an overview. Front.
Microbio. 2:203.doi: 10.3389/fmicb.2011.00203

Varughese, L. R., Rajpoot, M., Goyal, S., Mehra, R., Chhokar, V., and Beniwal, V.
(2018). Analytical profiling of mutations in quinolone resistance determining
region of gyrA gene among UPEC. PLoS One 13:e0190729. doi: 10.1371/journal.
pone.0190729

Voss-Rech, D., Potter, L., Vaz, C. S. L., Pereira, D. I. B., Sangioni, L. A., Vargas, ÁC.,
et al. (2017). Antimicrobial resistance in nontyphoidal Salmonella isolated from
human and poultry-related samples in Brazil: 20-year meta-analysis. Foodborne
Pathog. Dis. 14, 116–124. doi: 10.1089/fpd.2016.2228

Wang, W., Baloch, Z., Zou, M., Dong, Y., Peng, Z., Hu, Y., et al. (2018). Complete
genomic analysis of a Salmonella enterica serovar typhimurium isolate cultured
from ready-to-eat pork in china carrying one large plasmid containing mcr-1.
Front. Microbiol. 9:616. doi: 10.3389/fmicb.2018.00616

Webster, P. (2009). The perils of poultry. Canad. Med. Assoc. J. 181, 21–24. doi:
10.1503/cmaj.091009

Wilson, D. J. (2012). Insights from genomics into bacterial pathogen populations.
PLoS Pathog. 8:e1002874. doi: 10.1371/journal.ppat.1002874

World Health Organization [WHO] (2017). WHO Advisory Group on Integrated
Surveillance of Antimicrobial Resistance, and World Health Organization
(2017). Critically important antimicrobials for human medicine: ranking of
antimicrobial agents for risk management of antimicrobial resistance due to
non-human use. Available online at: http://apps.who.int/iris/bitstream/10665/
255027/1/9789241512220-eng.pdf (Accessed June 3, 2020)

World Health Organization [WHO] (ed.) (2015). WHO Estimates of the Global
Burden of Foodborne Diseases. Geneva: World Health Organization.

Yoshida, C. E., Kruczkiewicz, P., Laing, C. R., Lingohr, E. J., Gannon, V. P. J.,
Nash, J. H. E., et al. (2016). The Salmonella in silico typing resource (SISTR):
an open web-accessible tool for rapidly typing and subtyping draft Salmonella
genome assemblies. PLoS One 11:e0147101. doi: 10.1371/journal.pone.
0147101

Zankari, E., Allesøe, R., Joensen, K. G., Cavaco, L. M., Lund, O., and Aarestrup,
F. M. (2017). PointFinder: a novel web tool for WGS-based detection of
antimicrobial resistance associated with chromosomal point mutations in
bacterial pathogens. J. Antimicrob. Chemother. 72, 2764–2768. doi: 10.1093/jac/
dkx217

Zankari, E., Hasman, H., Cosentino, S., Vestergaard, M., Rasmussen, S., Lund,
O., et al. (2012). Identification of acquired antimicrobial resistance genes.
J. Antimicrob. Chemother. 67, 2640–2644. doi: 10.1093/jac/dks261

Zavascki, A. P., Goldani, L. Z., Li, J., and Nation, R. L. (2007). Polymyxin B for
the treatment of multidrug-resistant pathogens: a critical review. J. Antimicrob.
Chemother. 60, 1206–1215. doi: 10.1093/jac/dkm357

Zhang, C.-Z., Ren, S.-Q., Chang, M.-X., Chen, P.-X., Ding, H.-Z., and Jiang, H.-
X. (2017). Resistance mechanisms and fitness of Salmonella Typhimurium
and Salmonella enteritidis mutants evolved under selection with ciprofloxacin
in vitro. Sci. Rep. 7:9113. doi: 10.1038/s41598-017-09151-y

Zhao, S., White, D. G., McDermott, P. F., Friedman, S., English, L., Ayers, S.,
et al. (2001). Identification and expression of cephamycinase blaCMY genes
in Escherichia coliand Salmonella isolates from food animals and ground meat.
Antimicrob. Agents Chemother. 45, 3647–3650. doi: 10.1128/AAC.45.12.3647-
3650.2001

Zishiri, O. T., Mkhize, N., and Mukaratirwa, S. (2016). Prevalence of virulence
and antimicrobial resistance genes in Salmonella spp. isolated from commercial
chickens and human clinical isolates from South Africa and Brazil.
Onderstepoort J. Vet. Res. 83:a1067. doi: 10.4102/ojvr.v83i1.1067

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

Copyright © 2020 Rodrigues, Panzenhagen, Ferrari, dos Santos, Paschoalin and
Conte-Junior. This is an open-access article distributed under the terms of
the Creative Commons Attribution License (CC BY). The use, distribution or
reproduction in other forums is permitted, provided the original author(s) and the
copyright owner(s) are credited and that the original publication in this journal
is cited, in accordance with accepted academic practice. No use, distribution or
reproduction is permitted which does not comply with these terms.

Frontiers in Microbiology | www.frontiersin.org 13 August 2020 | Volume 11 | Article 1864

https://doi.org/10.1016/j.drup.2010.08.003
https://doi.org/10.1089/fpd.2017.2346
https://doi.org/10.1128/AAC.00410-17
https://doi.org/10.1016/j.ijfoodmicro.2019.108269
https://doi.org/10.1089/mdr.2019.0475
https://doi.org/10.1089/mdr.2019.0475
https://doi.org/10.1016/j.drup.2016.09.001
https://doi.org/10.1128/JB.175.13.4154-4164.1993
https://doi.org/10.1093/molbev/msg074
https://doi.org/10.1093/molbev/msg074
https://doi.org/10.1016/j.vetmic.2004.12.024
https://doi.org/10.1016/j.vetmic.2004.12.024
https://doi.org/10.1093/jac/dky516
https://doi.org/10.1128/CMR.00016-09
https://doi.org/10.1016/j.ajic.2016.05.015
https://doi.org/10.1128/AAC.01318-17
https://doi.org/10.1089/mdr.2015.0234
https://doi.org/10.1126/science.aaw1944
https://doi.org/10.3389/fmicb.2011.00203
https://doi.org/10.1371/journal.pone.0190729
https://doi.org/10.1371/journal.pone.0190729
https://doi.org/10.1089/fpd.2016.2228
https://doi.org/10.3389/fmicb.2018.00616
https://doi.org/10.1503/cmaj.091009
https://doi.org/10.1503/cmaj.091009
https://doi.org/10.1371/journal.ppat.1002874
http://apps.who.int/iris/bitstream/10665/255027/1/9789241512220-eng.pdf
http://apps.who.int/iris/bitstream/10665/255027/1/9789241512220-eng.pdf
https://doi.org/10.1371/journal.pone.0147101
https://doi.org/10.1371/journal.pone.0147101
https://doi.org/10.1093/jac/dkx217
https://doi.org/10.1093/jac/dkx217
https://doi.org/10.1093/jac/dks261
https://doi.org/10.1093/jac/dkm357
https://doi.org/10.1038/s41598-017-09151-y
https://doi.org/10.1128/AAC.45.12.3647-3650.2001
https://doi.org/10.1128/AAC.45.12.3647-3650.2001
https://doi.org/10.4102/ojvr.v83i1.1067
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
https://www.frontiersin.org/journals/microbiology
https://www.frontiersin.org/
https://www.frontiersin.org/journals/microbiology#articles

	Frequency of Antimicrobial Resistance Genes in Salmonella From Brazil by in silico Whole-Genome Sequencing Analysis: An Overview of the Last Four Decades
	Introduction
	Materials and Methods
	Data Collection
	Genome Assembly and Quality Filtering
	Data Standardization
	In silico Analysis
	Statistics and Temporal Analyses

	Results
	Salmonella Serovars
	Salmonella Resistome
	Salmonella Chromosomal Mutation Conferring AMR
	Salmonella Predicted AMR Phenotypes
	Overall Temporal Analysis

	Discussion
	Conclusion
	Data Availability Statement
	Author Contributions
	Funding
	Supplementary Material
	References


