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Non-O157 Shiga toxin-producing Escherichia coli (STEC) is a zoonotic pathogen that

causes bloody diarrhea and hemolytic-uremic syndrome in humans, and a major cause

of foodborne disease. Despite antibiotic treatment of STEC infections in humans is

not recommended, the presence of antimicrobial-resistant bacteria in animals and

food constitutes a risk to public health, as the pool of genes from which pathogenic

bacteria can acquire antibiotic resistance has increased. Additionally, in Chile there

is no information on the antimicrobial resistance of this pathogen in livestock. Thus,

the aim of this study was to characterize the phenotypic and genotypic antimicrobial

resistance of STEC strains isolated from cattle and swine in the Metropolitan region,

Chile, to contribute relevant data to antimicrobial resistance surveillance programs at

national and international level. We assessed the minimal inhibitory concentration of

18 antimicrobials, and the distribution of 12 antimicrobial resistance genes and class

1 and 2 integrons in 54 STEC strains. All strains were phenotypically resistant to at

least one antimicrobial drug, with a 100% of resistance to cefalexin, followed by colistin

(81.5%), chloramphenicol (14.8%), ampicillin and enrofloxacin (5.6% each), doxycycline

(3.7%), and cefovecin (1.9%). Most detected antibiotic resistance genes were dfrA1 and

tetA (100%), followed by tetB (94.4%), blaTEM−1 (90.7%), aac(6)-Ib (88.9%), blaAmpC

(81.5%), cat1 (61.1%), and aac(3)-IIa (11.1%). Integrons were detected only in strains of

swine origin. Therefore, this study provides further evidence that non-O157 STEC strains

present in livestock in the Metropolitan region of Chile exhibit phenotypic and genotypic
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resistance against antimicrobials that are critical for human and veterinary medicine,

representing a major threat for public health. Additionally, these strains could have a

competitive advantage in the presence of antimicrobial selective pressure, leading to an

increase in food contamination. This study highlights the need for coordinated local and

global actions regarding the use of antimicrobials in animal food production.

Keywords: antimicrobial resistance, Shiga toxin, Escherichia coli, drug resistance, cattle, swine

INTRODUCTION

Shiga toxin-producing Escherichia coli (STEC) is a zoonotic
pathotype of E. coli recognized as an important cause of food-
borne illness worldwide. Several animal species are reservoirs
of STEC strains, mainly cattle with a reported prevalence of
up to 70.1% in beef cattle (1) and up to 68.7% in swine (2).
STEC can cause severe gastroenteritis, hemorrhagic colitis, and
life-threatening hemolytic-uremic syndrome (HUS) in children
(3, 4), and extrarenal manifestations in adults and the elderly,
such as thrombotic thrombocytopenic purpura (5). Among these
different illnesses caused by STEC infection, HUS is the most
severe, as it has a 2% mortality rate during the acute phase (5),
and is considered themain cause of acute renal failure in children,
with about 30% of them developing chronic kidney disease (6).

Global incidence of STEC infections in people was estimated
in a previous study, which showed that this pathogen is
responsible for 2,801,000 acute infections annually, with 3,890
HUS cases and 230 deaths (7). In this context, and according
to official data, the incidence of HUS in Chile is 3.2/100,000 in
children under 4 years, with a mortality rate of 3–5% (8, 9).

The O157 serogroup is the most frequently associated with
outbreaks and sporadic cases of HUS in people (10, 11), although
other serogroups such as O26, O45, O103, O111, O121, and
O145, have also been associated with severe disease (11, 12). In
addition, the economic costs associated with STEC infections also
have a high impact. In this context, it has been estimated that
average economic losses in the United States reach US$ 896/case
and US$ 101 million for non-O157:H7 STEC infections, and that
combined economic losses for public health and food agriculture
are estimated at US$ 993 million per year (13).

Antibiotic treatment of STEC infections in humans is
not recommended, as there is evidence that treatment
may worsen the disease by inducing toxin-related tissue
damage and symptoms in patients (14). However, toxin
production depends on the type and concentration of the
drug used (15). During the O104:H4 outbreak in Germany,
patients treated with azithromycin at the acute phase showed
decreased STEC carriage periods (16), while no patients
treated with azithromycin for long-term STEC shedding
developed HUS (17). Although antibiotic therapy is not
recommended for STEC infections, multidrug-resistant
(MDR) strains constitute a public health concern, both for
human and veterinary medicine, as these strains contribute
to the resistance gene reservoir that can be easily exchanged
among different bacterial species either in the host or in the
environment (18).

It is widely accepted that extensive use of antimicrobials
in animal production systems is a major driver of multi-
drug resistance in bacteria (19). Furthermore, long-term
subtherapeutic exposure to antibiotics can result in mutation
enrichment and/or acquisition ofmobile genetic elements such as
plasmids, transposons, and integrons that can confer a phenotype
of increased resistance to these compounds (20). The presence
of antibiotic-resistant bacteria in animals and food, regardless of
their pathogenicity, constitutes a public health risk as the genetic
pool from which bacterial pathogens can acquire antibiotic
resistance has increased in the environment (21).

STEC strains resistant to β-lactams, aminoglycosides,
phenicols, and tetracyclines, among others, have been isolated
from livestock worldwide, together with their resistance-
encoding genes and integrons (22, 23). These studies indicate
variable antimicrobial resistance (AMR) levels in the STEC
isolates according to geographic area, possibly due to control
policies in the use of these compounds in animal husbandry.
However, international trade of animals and their products
can enable the transmission of strains and/or their resistance
genetic determinants among countries. In addition, new
resistance patterns have emerged in E. coli strains, being colistin
resistance one of the most important threats to public health
worldwide (24).

As part of a larger study, cattle and swine were screened for
STEC as previously published (25), recovering culturable STEC
strains at a frequency of 17% in cattle and 1% in swine. The aim of
this study was to characterize the phenotypic and genotypic AMR
of the isolated strains, to assess the potential impact in public
health and contribute updated data to national and international
AMR surveillance programs.

MATERIALS AND METHODS

Bacterial Strains
During 2018, samples from intestinal content of cattle and
swine (n = 300, each) at four abattoirs located in the Región
Metropolitana were obtained. From these samples, 54 STEC
strains were isolated from cattle (n= 51) and swine (n= 3) (25).
Strains were stored in trypticase soy broth (Oxoid, Basingstoke,
UK) mixed with glycerol (1:1, v/v) at −80◦C. Sampling,
processing, bacterial identification and characterization were
detailed in a previous study (25).

Phenotypic Antimicrobial Resistance
AMR of all isolated strains was quantified by a minimal
inhibitory concentration (MIC) test using the VITEK2
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system (bioMérieux, Marcy-l’Étoile, France) and the AST-
GN98 card according to the manufacturer’s instructions, and
clinical cut-off values were applied according to the Clinical
and Laboratory Standards Institute guidelines (26). The
cards included aminoglycosides (amikacin and gentamicin),
β-lactams (amoxicillin-clavulanic acid, ampicillin, cefalexin,
cefovecin, cefpodoxime, ceftazidime, ceftiofur, and imipenem),
folate synthesis inhibitors (trimethoprim-sulfamethoxazole),
nitrofurans (nitrofurantoin), phenicols (chloramphenicol),
quinolones (ciprofloxacin, enrofloxacin, and marbofloxacin),
tetracyclines (doxycycline), and also cefepime, cefotaxime,
ceftazidime alone, and in combination with clavulanic acid
for the detection of extended-spectrum β-lactamase (ESBL).
Colistin resistance was determined with the broth microdilution
method (27–29), analyzing eight antibiotic concentrations
(32–0.25µg/mL). E. coli ATCC 25922 was used as quality
control and E. coli NCTC 13846 as positive control. MDR was
confirmed if an isolated strain presented resistance to three or
more antibiotics of different classes (30). Intermediate strains
were classified as resistant.

Genotypic Antimicrobial Resistance
The presence of 12 AMR genes in all STEC strains was assessed
by PCR in a LifeECO R© Thermocycler (Hangzhou Allsheng
Instruments Co, Hangzhou, China). For DNA extraction, an
inoculum of each strain plated on MacConkey agar plates
(Oxoid, Basingstoke, UK) and incubated at 37◦C for 18–24 h
was resuspended in sterile plastic tubes containing 500 µl of
sterile nuclease-free water and boiled for 15min at 100◦C.
Subsequently, tubes were centrifuged at 26,480 g for 5min at
room temperature. In parallel, plasmid DNA was obtained
using the E.Z.N.A. R© Plasmid DNA Mini Kit II (Omega Bio-
Tek, Norcross, GA, USA), following manufacturer’s instructions.
Concentration and quality of the obtained DNA was measured
in a NANO-400 micro-spectrophotometer (Hangzhou Allsheng
Instruments Co). Samples with a 260/280 nm absorbance ratio
close to the optimal range (1.8–2.0) were kept at −20◦C for
further analyses (31). The genes analyzed included blaTEM−1,
blaCTX−M, chromosomal blaAmpC and blaNDM1 for β-lactams;
aac(6)-Ib and aac(3)-IIa for aminoglycosides; tetA and tetB
for tetracyclines; cmlA and cat1 for phenicols; and dfrA1 for
folate synthesis inhibitors (32–39). To detect the presence of
colistin resistance genes, eight types of mcr genes were analyzed
(mcr1-mcr8) following previous protocols (40, 41). Additionally,
class 1 and class 2 integrons were detected by conventional
PCR (42). All PCR reactions were performed in duplicate.
Gene selection was based on their distribution in E. coli and
their clinical impact in both animal and public health, under
the concept of One Health (24, 43, 44). Strains belonging
to our collection, whose PCR products for the detection of
the aforementioned genes were sequenced and their nucleotide
identity corroborated by comparison to sequences deposited
at GenBank R© (National Center for Biotechnology Information,
Bethesda, MD, USA) (data not published), were used as positive
controls. Table 1 summarizes all primers used for molecular
detection of AMR genes.

Statistical Analysis
For the phenotypic AMR characterization, multiple
correspondence analysis (MCA) was used to evaluate the
proximal relationships of the resistant/susceptible conditions
among the different antibiotics tested. MCA is a non-parametric
technique for assessing the pattern of relationships among
several categorical variables by identifying a reduced number
of orthogonal dimensions that capture most variability present
in the original variables (45). The same statistical analyses
were performed to assess the relationship of the presence or
absence of AMR genes among the isolates. In all cases, MCA
analyses were limited to the derivation of two dimensions as a
preliminary analysis indicated that these captured a substantial
amount of the total variance, and were performed only with
variables that presented variability (i.e., antibiotics, genes). The
relationships among the antibiotics’ resistant/sensitive condition,
and among the presence/absence condition of resistance genes
were graphically assessed by the construction of two-dimensional
correspondence maps. All MCA-related analyses were performed
using IMB© SPSS© Statistics v.26 (IBM Corp., Armonk, NY).

RESULTS

Phenotypic Antimicrobial Resistance
Characterization
All 54 strains analyzed were phenotypically resistant to at
least one antibiotic, all being resistant to cefalexin (100%, n
= 54), followed by colistin (81.5%, n = 44), chloramphenicol
(14.8%, n = 8), ampicillin and enrofloxacin (5.6%, n = 3),
doxycycline (3.7%, n = 2), and cefovecin (1.9%, n = 1). A
14.8% of the strains were MDR. No ESBL production was
detected in any strain, nor resistance to amoxicillin-clavulanic
acid, cefpodoxime, ceftazidime, ceftiofur, imipenem, amikacin,
gentamicin, ciprofloxacin, marbofloxacin, nitrofurantoin, or
trimethoprim-sulfamethoxazole. Table 2 shows the MIC50 and
MIC90 of the STEC strains for the analyzed antibiotics. All
strains isolated from cattle were resistant to cefalexin (100%, n
= 51), followed by colistin (80.4%, n = 41), chloramphenicol
(11.8%, n = 6), ampicillin (3.9%, n = 2), and cefovecin (2%, n
= 1). Additionally, five strains (9.8%) were MDR. On the other
hand, all strains isolated from swine were resistant to cefalexin,
enrofloxacin, and colistin (n = 3), followed by doxycycline and
chloramphenicol (n = 2), and ampicillin (n = 1). All strains of
swine origin were MDR (n = 3). Table 3 shows the different
phenotypic resistance profiles in the STEC strains analyzed, being
the cefalexin-colistin resistant phenotype the most frequently
detected (66.7%, n= 36).

Genotypic Antimicrobial Resistance
Characterization
As for the AMR genes, the most detected were dfrA1 and tetA
(100%, n = 54), followed by tetB (94.4%, n = 51), blaTEM−1

(90.7%, n = 49), aac(6)-Ib (88.9%, n = 48), blaAmpC (81.5%, n
= 44), cat1 (61.1%, n = 33), and aac(3)-IIa (11.1%, n = 6). No
strains harboring blaCTX−M, blaNDM1, cmlA, and mcr1-8 genes
were detected. Both classes of integrons were detected in 5.5% (n
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TABLE 1 | Oligonucleotide sequences for antimicrobial resistance genes and integrons, expected product size, and references.

Gene Primers

(5′-3′)

Expected product size (bp) References

blaTEM−1 F: ATCAGCAATAAACCAGC

R: CCCCGAAGAACGTTTTC

516 (33)

blaCTX−M F: ATGTGCAGYACCAGTAARGTKATGGC

R: TGGGTRAARTARGTSACCAGAAYCAGCGG

593 (36)

bla*AmpC F: TTCTATCAAMACTGGCARCC

R: CCYGTTTTATGTACCCAYGA

500 (35)

blaNDM1 F: GGTTTGGCGATCTGGTTTTC

R: CGGAATGGCTCATCACGATC

621 (39)

aac(6)-Ib F: TTGCGATGCTCTATGAGTGGCTA

R: CTCGAATGCCTGGCGTGTTT

482 (37)

aac(3)-IIa F: CGGAAGGCAATAACGGAG

R: TCGAACAGGTAGCACTGAG

740 (34)

tetA F: GGTTCACTCGAACGACGTCA

R: CTGTCCGACAAGTTGCATGA

577 (32)

tetB F: CCTCAGCTTCTCAACGCGTG

R: GCACCTTGCTGATGACTCTT

634 (32)

cmlA F: CCGCCACGGTGTTGTTGTTATC

R: CACCTTGCCTGCCCATCATTAG

698 (38)

cat1 F: AGTTGCTCAATGTACCTATAACC

R: TTGTAATTCATTAAGCATTCTGCC

547 (34)

dfrA1 F: AAGAATGGAGTTATCGGGAATG

R: GGGTAAAAACTGGCCTAAAATTG

391 (34)

mcr1 F: AGTCCGTTTGTTCTTGTGGC

R: AGATCCTTGGTCTCGGCTTG

320 (40)

mcr2 F: CAAGTGTGTTGGTCGCAGTT

R: TCTAGCCCGACAAGCATACC

715 (40)

mcr3 F: AAATAAAAATTGTTCCGCTTATG

R: AATGGAGATCCCCGTTTTT

929 (40)

mcr4 F: TCACTTTCATCACTGCGTTG

R: TTGGTCCATGACTACCAATG

1,116 (40)

mcr5 F: ATGCGGTTGTCTGCATTTATC

R: TCATTGTGGTTGTCCTTTTCTG

1,644 (40)

mcr6 F: GTCCGGTCAATCCCTATCTGT

R: ATCACGGGATTGACATAGCTAC

566 (41)

mcr7 F: TGCTCAAGCCCTTCTTTTCGT

R: TTCATCTGCGCCACCTCGT

892 (41)

mcr8 F: AACCGCCAGAGCACAGAATT

R: TTCCCCCAGCGATTCTCCAT

667 (41)

intI1 F: GGGTCAAGGATCTGGATTTCG

R: ACATGGGTGTAAATCATCGTC

483 (42)

intI2 F: CACGGATATGCGACAAAAAGGT

R: GTAGCAAACGAGTGACGAAATG

788 (42)

*Chromosomally encoded blaAmpC.

= 3) of the strains. Among the strains isolated from cattle, the
most frequently detected genes were dfrA1 and tetA (100%, n =

51), followed by tetB (94.1%, n = 48), aac(6)-Ib (92.2%, n = 47),
blaTEM−1 (90.2%, n= 46), blaAmpC (80.4%, n= 41), cat1 (58.8%,
n = 30), and aac(3)-IIa (11.8%, n = 6). On the other hand, all
strains isolated from swine harbored cat1, dfrA1, blaTEM−1, tetA,
tetB, blaAmpC, class 1, and class 2 integrons (n = 3), followed
by aac(6)-Ib (n = 1). Table 4 shows all the genotypic resistance
profiles detected according to origin, being the dfrA1/aac(6)-
Ib/blaTEM−1/tetA/tetB/cat1/blaAmpC profile the most frequently
detected (33.3%, n= 18).

Statistical Analysis
MCA for phenotypic AMR characterization included
only ampicillin, cefovecin, enrofloxacin, doxycycline,
chloramphenicol, and colistin, as there were both resistant and
sensitive isolates for each of these antibiotics. The two derived
dimensions accounted for 63.73% of total variable variance
(first dimension = 38.66%; second dimension = 25.07%). The
correspondence map indicated that the first dimension was
dominated by isolates resistant to chloramphenicol, enrofloxacin
and doxycycline, mostly due to swine isolates; while the second
dimension was mainly explained by isolates resistant to cefovecin
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TABLE 2 | MICs of selected antimicrobials against STEC strains isolated from

cattle and swine.

Antimicrobial class Antimicrobial MIC50

(µg/mL)

MIC90

(µg/mL)

Range

(µg/mL)

Aminoglycosides AMK ≤2 ≤2 ≤2

GEN ≤1 ≤1 ≤1

β-lactams AMC ≤2 ≤4 ≤2–8

AMP ≤4 ≤8 ≤2–≥32

LEX 8 ≤16 8–16

CFO ≤0.5 ≤1 ≤0.5–≥8

CPD ≤0.25 ≤0.5 ≤0.25–1

CAZ ≤0.12 ≤0.25 ≤0.12–0.25

CFT ≤1 ≤1 ≤1

IPM ≤0.25 ≤0.25 ≤0.25

Folate synthesis

inhibitors

SXT ≤20 ≤20 ≤20

Nitrofurans NIT ≤16 ≤16 ≤16

Phenicols CHL ≤8 ≤16 4-≥64

Polymyxins CST ≤4 ≤8 1–16

Quinolones CIP ≤0.06 ≤0.06 ≤0.06

ENR ≤0.12 ≤0.12 ≤0.12–1

MRB ≤0.5 ≤0.5 ≤0.5–1

Tetracyclines DOX ≤1 ≤1 ≤0.5–≥16

MIC50 and MIC90 are those concentrations required to inhibit growth of 50 and

90% of the isolates, respectively. Amikacin, AMK; amoxicillin-clavulanic acid, AMC;

ampicillin, AMP; cefalexin, LEX; cefovecin, CFO; cefpodoxime, CPD; ceftazidime, CAZ;

ceftiofur, CFT; chloramphenicol, CHL; ciprofloxacin, CIP; colistin, CST; doxycycline, DOX;

enrofloxacin, ENR; gentamicin, GEN; imipenem, IPM; marbofloxacin, MRB; nitrofurantoin,

NIT; trimethoprim-sulfamethoxazole, SXT.

TABLE 3 | Phenotypic resistance profiles detected in STEC strains isolated from

cattle and swine.

Resistance profile Origin Number of

strains (%)

Strain ID

LEX Cattle 7 (12.9%) 1, 2, 3, 4, 5, 42, 48

LEX/CST Cattle 36 (66.7%) 6, 7, 8, 12, 14, 15,

16, 17, 22, 23, 24,

25, 26, 27, 28, 29,

30, 31, 32, 33, 34,

35, 37, 38, 44, 45,

46, 47, 49, 55, 57,

58, 60, 61, 63, 64

LEX/CHL/CST Cattle 3 (5.6%) 9, 36, 40

LEX/CHL Cattle 3 (5.6%) 13, 19, 39

LEX/AMP/CFO/CST Cattle 1 (1.9%) 18

LEX/AMP/CST Cattle 1 (1.9%) 20

LEX/ENR/CST Swine 1 (1.9%) 67

LEX/AMP/ENR/DOX/CHL/CST Swine 1 (1.9%) 68

LEX/ENR/DOX/CHL/CST Swine 1 (1.9%) 69

LEX, cefalexin; CST, colistin; CHL, chloramphenicol; AMP, ampicillin; CFO, cefovecin;

ENR, enrofloxacin; DOX, doxycycline.

and, in a lesser extent, to ampicillin (Figure 1). In parallel, MCA
to assess the relationship pattern for the presence/absence
condition among genes included blaTEM−1, blaAmpC, aac(3)-IIa,

aac(6)-Ib, tetB, cat1, intI1, and intI2 genes. The resulting model
indicated that the two dimensions accounted for 52.78% of
the total variance of the original variables (first dimension =

30.83%; second dimension = 21.95%). Dimension 1 was largely
dominated by the presence of intI1 and intI2 genes, which
belong to swine isolates. Dimension 2 was mostly driven by the
presence of aac(3)-IIa gene, but also by the presence of aac(6)-Ib,
blaTEM−1, blaAmpC and cat1 genes. These five genes belonged to
bovine isolates (Figure 2).

DISCUSSION

Gram-negative pathogens like STEC represent a major challenge
in Latin America, where MDR, fluoroquinolone-resistant and
ESBL-producing strains have spread (46). STEC strains resistant
to β-lactams, aminoglycosides, phenicols, and tetracyclines, have
been isolated from livestock and humans worldwide (23, 47).
However, studies focusing on the AMR of STEC strains isolated
from animals in Latin America are scarce. In this context, Ferreira
et al. (48) determined the antimicrobial susceptibility of 90
STEC strains isolated from sheep in Brazil, registering 25.5%
of resistance to streptomycin, 22.2% to amoxicillin-clavulanic
acid, and 19% to nalidixic acid. Furthermore, 6.7% of the
strains showed MDR, mainly to gentamicin, streptomycin and
tetracycline. The same year, Krüger et al. (49) analyzed the
antimicrobial susceptibility of 29 STEC strains of various origins,
including 21 strains isolated from cattle in Argentina. Of these
21 strains, only two exhibited resistance against at least one of
the drugs analyzed, registering a 9.5% of resistance to ampicillin,
amoxicillin-clavulanic acid, cephalothin, and tetracycline, and
4.8% to trimethoprim-sulfamethoxazole, chloramphenicol, and
florfenicol. Furthermore, the authors reported the presence of
the blaTEM gene in the two resistant strains, and of tetB, strA,
aadA1, tetA, dfrA1, sul1, sul2, florR genes in only one of
them. More recently, Amézquita-López et al. (47) evaluated the
antimicrobial susceptibility of 59 STEC strains isolated from
various domestic animals, including cattle and sheep, in Mexico.
Of these strains, 78.0% exhibited resistance to cephalothin, 50.8%
to chloramphenicol, 37.3% to kanamycin, 25.4% to ampicillin,
6.8% to amikacin and tetracycline, 3.4% to amoxicillin-clavulanic
acid, and 1.7% to cefoperazone, gentamicin, and imipenem. In
the other hand, and as far as we know, the present research
describes for the first time the phenotypic and genotypic AMR
of STEC strains isolated from livestock in Chile, including the
characterization of colistin resistance and integron presence.

Antibiotics are usually not prescribed for the treatment of
human STEC infections. However, monitoring AMR patterns
of intestinal STEC from animal reservoirs, provides valuable
information regarding the transmission of resistant strains to
humans and of their genetic AMR determinants to other enteric
pathogens (22). While most studies have focused on the O157
serogroup (23) AMR in non-O157 STEC strains has increased
compared to the former serogroup. In this context, Buvens
et al. reported a higher AMR in non-O157 STEC strains than
in O157 strains, for ampicillin (23.5 vs. 5.2%), nalidixic acid
(10.7 vs. 0%), streptomycin (58 vs. 26%), kanamycin (20 vs.

Frontiers in Veterinary Science | www.frontiersin.org 5 July 2020 | Volume 7 | Article 367

https://www.frontiersin.org/journals/veterinary-science
https://www.frontiersin.org
https://www.frontiersin.org/journals/veterinary-science#articles


Galarce et al. Antimicrobial Resistance in Escherichia coli

TABLE 4 | Genotypic resistance profiles detected in STEC strains isolated from cattle and swine.

Resistance profile Origin Number of strains (%) Strain ID

dfrA1/aac(6)-Ib/blaTEM−1/tetA/tetB Cattle 5 (9.3%) 1, 2, 4, 14, 15

dfrA1/aac(6)-Ib/blaTEM−1/tetA/tetB/cat1 Cattle 1 (1.9%) 3

dfrA1/aac(6)-Ib/blaTEM−1/tetA/tetB/cat1/blaAmpC Cattle 18 (33.3%) 5, 6, 7, 12, 17, 18, 19, 22, 23, 26, 28, 33, 44, 46, 49, 55, 61, 63

dfrA1/aac(6)-Ib/blaTEM−1/tetA/tetB/cat1/blaAmpC/aac(3)-IIa Cattle 5 (9.3%) 8, 13, 24 25, 27

dfrA1/aac(6)-Ib/tetA/tetB Cattle 1 (1.9%) 9

dfrA1/aac(6)-Ib/blaTEM−1/tetA/tetB/blaAmpC Cattle 12 (22.2%) 16, 20, 29, 30, 31, 32, 35, 36, 37, 38, 39, 40

dfrA1/aac(6)-Ib/blaTEM−1/tetA Cattle 1 (1.9%) 34

dfrA1/aac(6)-Ib/blaTEM−1/tetA/tetB/blaAmpC/aac(3)-IIa Cattle 1 (1.9%) 42

dfrA1/aac(6)-Ib/tetA Cattle 1 (1.9%) 45

dfrA1/blaTEM−1/tetA/tetB/blaAmpC/cat1 Cattle 2 (3.7%) 47, 64

dfrA1/aac(6)-Ib/tetA/tetB/blaAmpC/cat1 Cattle 1 (1.9%) 48

dfrA1/tetA/tetB/blaAmpC/cat1 Cattle 1 (1.9%) 57

dfrA1/tetA/tetB/cat1 Cattle 1 (1.9%) 58

dfrA1/aac(6)-Ib/blaTEM−1/tetA/cat1/blaAmpC Cattle 1 (1.9%) 60

dfrA1/blaTEM−1/tetA/tetB/cat1/intI1/intI2 Swine 2 (3.7%) 67, 69

dfrA1/aac(6)-Ib/blaTEM−1/tetA/tetB/cat1/intI1/intI2 Swine 1 (1.9%) 68

FIGURE 1 | Two-dimension correspondence map for phenotypic AMR characterization (S, sensitive; R, resistant).

5%), tetracycline (44 vs. 15%), sulphonamides (59 vs. 22%), and
trimethoprim (24 vs. 4%) (50). More recently, a cattle study in
Spain reported higher AMR and MDR levels in STEC strains of
serogroups O111, O104, O91, and O26 than in serogroup O157
(51). Additionally, AMR acquisition could confer competitive
advantages, allowing non-O157 STEC strains to preferentially
colonize livestock over other bacterial enteropathogens when
there is a selective antimicrobial pressure (18).

Regarding phenotypic AMR in the STEC strains analyzed,
our results show that resistance against β-lactams was the most
frequent, including cefalexin (100%), followed by polymyxins
with an 80.4% of resistance against colistin; phenicols with
an 11.8% against chloramphenicol; fluoroquinolones with
an 5.6% against enrofloxacin; and tetracyclines with an

3.7% against doxycycline. In this context, Colello et al.
reported an 86% of resistance to tetracycline, streptomycin,
and chloramphenicol, 71% to trimethoprim/sulfamethoxazole,
sulfisoxazole, and ampicillin, and 57% to nalidixic acid in STEC
strains isolated from cattle, swine, food and farm environment
in Argentina (22), showing higher levels of AMR than those
registered here.

Furthermore, in our study the MCA for phenotypic AMR
characterization suggests that isolates resistant to doxycycline
also present resistance to enrofloxacin, and in a lesser extent
to chloramphenicol. If resistance to these antibiotics is present,
it is unlikely that the isolates are also resistant to cefovecin
or ampicillin. However, these results may be due to the high
resistance exhibited by all the three strains of swine origin, so they
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FIGURE 2 | Two-dimension correspondence map for resistance genes (A,

absence; P, presence).

must be interpreted with caution. In addition, when an isolate
is colistin resistant, it is probably sensitive to most of the other
antibiotics tested in this study.

Although in Chile there are no official AMRmonitoring plans
in E. coli strains isolated from animals, some studies describe the
antimicrobial susceptibility of these isolates in cattle and pigs. In
this context, San Martín et al. (52) described the AMR of 50 E.
coli strains isolated from dairy cattle and 72 strains isolated from
beef cattle. Here, strains isolated from the former presented the
highest levels of AMR, with 84% of resistance to oxytetracycline,
54% to enrofloxacin, ciprofloxacin and ceftiofur, and a 56% of
MDR, being oxytetracycline/enrofloxacin/ciprofloxacin/ceftiofur
the most frequently detected phenotypic resistance profile
(46%). In contrast, in strains isolated from beef cattle, the
highest resistance was to sulfamethoxazole/trimethoprim (10%),
followed by oxytetracycline (4%) and ceftiofur (3%), with an
1.4% of MDR, where the most frequent resistance profile
corresponded to sulfamethoxazole/trimethoprim (4%). In a
more recent study, Hervé-Claude et al. (53) evaluated AMR
in 88 E. coli strains isolated from calves, where 87.5% were
resistant to at least one antimicrobial, 16% showed MDR,
and the most frequent resistance profile corresponded to
oxytetracycline/sulfamethoxazole/trimethoprim (9.1%). On the
other hand, Lapierre et al. (54) evaluated the AMR of 87
strains of E. coli isolated from swine, registering 77% of
resistance to tetracycline, 74% to streptomycin, and 38% to
sulfamethoxazole/trimethoprim (38%), with a 74.7% of MDR,
being tetracycline/streptomycin the most frequent resistance
profile (33.3%). Good practices in antimicrobial use in Chile,
as well as a correct implementation of current policies for
antimicrobial use in livestock, could explain the low levels of
AMR detected here, compared to previous studies.

β-lactam resistance in STEC strains is well-documented
internationally. In this context, Kennedy et al. (18) reported
a 53% of resistance to ampicillin, 31% to cephalothin, 16% to
ceftiofur, and 6% to cefpodoxime, in non-O157 STEC strains

isolated from cattle at farms and abattoirs in Ireland, and an 82%
of those strains were MDR. In Latin America, a 100% and a 50%
of resistance to ampicillin in non-O157 STEC strains isolated
from cattle and swine was reported in Argentina, respectively
(22). β-lactams are used in human and veterinary medicine, and
are considered of critical importance (3rd and 4th generation
cephalosporins, carbapenems, antipseudomonal penicillins, and
aminopenicillins with or without β-lactamase inhibitors) and
of highly importance (1st and 2nd generation cephalosporins,
amidinopenicillins, anti-staphylococcal, and narrow spectrum
penicillins) in human medicine, and of critical importance
(3rd and 4th generation cephalosporins, penicillins), and of
highly importance (1st and 2nd generation cephalosporins) in
veterinary medicine (55, 56). Several genes provide resistance
against β-lactams by encoding β-lactamases, including blaTEM,
blaNDM1, and blaAmpC, among others (57). In this study, only
two of these genes were detected in STEC strains isolated from
cattle, blaTEM−1 (90.7%) and blaAmpC (81.5%). Similar to our
results, Colello et al. detected the blaTEM−1 gene in 80% of
STEC strains isolated from cattle and swine in Argentina, and
also the blaAmpC gene in an 81.5%, which encodes for a type
C β-lactamases (22). Nevertheless, our results are higher than
those reported by Kennedy et al., where 43 and 13% of the
strains isolated at abattoirs and farms, respectively, harbored
the blaAmpC gene (18). The high rate of chromosomal blaAmpC

detected here was expected, as most of E. coli strains harbor
this gene (58). Although in E. coli its expression is constitutive
at a low level, overproduction of AmpC due to mutations in
the promoter/attenuator leads to resistance to cephalosporins,
penicillins, β-lactam-β-lactamase inhibitor combinations and/or
aztreonam (58). Furthermore, AmpC production in combination
with porin defects may also lead to carbapenem-resistance
(59). According to the phenotypic antimicrobial susceptibility
registered here, we could infer that these strains are not de-
repressed mutants, and maintain their AmpC production at
negligible levels. On the other hand, the high rate of blaTEM−1

detection could explain the resistance of all strains to cefalexin.
Conversely, and despite the high rate of detection, only three
STEC strains were resistant to ampicillin. This discordant
phenotype could be explained by the presence of deficiencies
in outer membrane porins, such as OmpC and OmpF. In this
context, Choi and Lee (60) analyzed how porins of E. coli
affect the resistance to several antibiotics, including β-lactams.
Thus, they registered an increase in β-lactams resistance in
ompF mutants, while ompC mutants showed variable changes in
the MIC to these compounds. More specifically, ompF mutants
exhibited a 2-fold increase in the MIC of ampicillin, but an 8-
fold in the MIC of cefoxitin, while ompA and ompC mutants did
not alter the MIC of the former. Furthermore, triple mutants of
the ompA, ompC, and ompF genes showed an 8-fold increase
in the MIC of cefoxitin, 4-fold in the MIC of cefalotin, but
a decrease in the MIC of ampicillin. These authors pointed
out that transport of β-lactams by OmpC and OmpF is the
most important factor in bacterial susceptibility to most of these
antibiotics, and that this transport could be more important in
bacterial susceptibility to ampicillin than to other β-lactams. In
the case of the five isolates that did not harbor the blaTEM−1 gene,
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their phenotypic resistance against cefalexin could be explained
by the presence of other non-ESBL encoding genes, such as
blaTEM−2 (57). In this study, we detected only one strain (strain
18) resistant to cefalexin, cefovecin, and ampicillin, but sensitive
to amoxicillin-clavulanic acid and negative for ESBL, which
harbored both blaTEM−1 and blaAmpC genes. The amoxicillin-
clavulanic acid MIC of this strain was 8µg/mL, a value that
corresponds to the upper limit to be considered sensitive (26).
This phenotype could be explained by a low production of AmpC
that could confer resistance to at least one expanded-spectrum
cephalosporin, but the MIC may not be high enough to classify
the strain as resistant (61). However, further studies are needed
to elucidate the role of AmpC in this discordant phenotype,
using combinations of antibiotic substrates (such as cloxacillin)
and inhibitors (boronic acid) or the cefoxitin-cloxacillin double
disk synergy test (61). Apart from that, in this study we did
not detect ESBL-producing strains nor the ESBL encoding gene
blaCTX−M. ESBL is a group of enzymes with the ability to
hydrolyze and cause resistance to oxyimino-cephalosporins and
monobactams, but not to cephamycins or carbapenems, and that
are inhibited by β-lactamase inhibitors (57). This group includes
TEM, SHV, OXA, and CTX types (57). CTX-M ESBLs have
increased its prevalence in the last decade in E. coli strains isolated
from humans and animals (62, 63) and are the most common
type of ESBL worldwide (64). Similarly, we did not detect any
strain resistant to carbapenems nor harboring the blaNDM−1

gene. NDM-1 is capable to hydrolyze penicillins, cephalosporins,
carbapenems, but not aztreonam, and its encoding gene is usually
located in conjugative plasmids, representing a significant threat
to public health worldwide (65). NDM-1 harboring E. coli strains
have been isolated worldwide, including Chile, since its discovery
in 2008 (66, 67). Nevertheless, to date there are no reports of its
detection in E. coli strains isolated from animals in Chile.

Regarding polymyxins, we detected an 81.5% of colistin
resistance. Colistin resistance was associated only with point
mutations on chromosomal genes, until a plasmid-mediated
colistin resistance gene, mcr-1, was identified in Chinese clinical
and swine-isolated E. coli strains in late 2015 (68). Just 3 months
after this finding, it was described that this gene was present
in most continents and mainly in E. coli strains isolated from
animals, environment, foodstuff, and infected and asymptomatic
human carriers (69). To date, 10 different mcr genes have been
reported, some of them even with variants (24, 70, 71). Food-
producing animals have been highlighted as potential reservoirs
of mcr-harboring strains, and together with the fact that colistin
is currently being used as the last resort against carbapenem-
resistant Gram-negative bacteria in humans, this phenomenon
poses a major threat to public health. To date, in Chile there is
only one report of a human clinical isolate of colistin-resistant
E. coli harboring the mcr-1 gene (72), and no reports of strains
isolated from animal reservoirs harboring this gene. In Chile, the
use of colistin is approved only for therapeutic purposes in cattle,
poultry, and swine (73). According to theMIC values determined
here, it is evident that most of the strains were phenotypically
resistant to colistin, but it was not possible to associate these high
levels of colistin resistance (MIC50 >4 µL/mL) with the presence
of any of the mcr genes assessed. Similarly, Luo et al. detected

a 47.5% of colistin resistant clinical isolates of E. coli in China
that did not harbor any mobile mcr genes (74). This phenotypic
resistance in absence of colistin-encoding mobile elements may
be due to chromosomal mutations in the mgrB, phoPQ, and
pmrAB genes, which would confer lipid A modifications (74).

Phenicol resistance is mainly due to the presence of
chloramphenicol acetyltransferases encoded by cat genes that
inactivate chloramphenicol but no other related compounds such
as florfenicol; and to a lesser extent due to efflux pumps encoded
by cml genes, among others (75). These genes can be detected
in a wide variety of Gram-negative bacteria, including STEC,
and are often associated with mobile elements such as plasmids,
that can be transferred between bacteria of different species and
genera (22, 75). Chloramphenicol resistance levels were low in
the non-O157 STEC strains examined here (14.8%), but lower
than results reported in México (47) and Argentina (22), where
60 and 80% of STEC strains isolated from cattle and swine were
resistant to this drug, respectively. Contrary to the phenotypic
resistance observed, we detected the cat1 gene in 61.1% of STEC
strains, detection similar to that reported in Argentina where 40%
of the STEC strains isolated from cattle and swine harbored this
gene (22).

Resistance to quinolones is a major concern worldwide, as
these antimicrobials are critically important for human and
veterinary medicine (55, 56). Here, we registered only three
isolates resistant to enrofloxacin, but sensitive to ciprofloxacin,
similar to that reported in STEC strains isolated from cattle
in South Africa (76), where 7.4% of the strains were resistant
to enrofloxacin and 12.6% to ciprofloxacin. This different
susceptibility to ciprofloxacin and enrofloxacin could be due
to the presence of efflux pumps, as different members of
this antimicrobial family show selective affinity for these (77).
Conversely, mutations in topoisomerase genes would generate
non-selective resistance to quinolones (58). Our findings suggest
a restricted use of these drugs in livestock, probably due to
national policies that do not encourage the use of quinolones as
the first line of treatment, unless there is no other therapeutic
alternative available. National policies also require that when
quinolones are used as secondary treatment, their selection is
based on the results of a susceptibility analysis (78).

Tetracyclines are broad-spectrum antibiotics that inhibit
peptide elongation (75), and are considered of critical importance
and high importance for veterinary and human medicine,
respectively (55, 56). Tetracycline resistance occurs most
frequently by the acquisition of genes that code for efflux pumps,
ribosomal protection proteins, or by enzymatic inactivation.
Many of the genes involved in these mechanisms are associated
with mobile elements, and most of them encode resistance efflux
proteins (75). Here, we detected tetracycline resistance in only
a 3.7% of the isolated STEC strains, but tetA and tetB genes
were detected in 100 and 94.4% of the strains, respectively.
Tetracycline resistance levels reported here are lower than those
reported previously in Ireland, where 82% of the non-O157
STEC strains isolated from cattle were resistant to tetracycline,
while the tetA gene was detected in 60% of these strains (18).
More recently, Colello et al. registered a 100% of tetracycline
resistance in STEC strains isolated from cattle and swine, but the
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presence of tetA and tetB genes in a 20 and 40%, respectively
(22). This contradiction between phenotypic resistance and low
detection of tet genes could be explained by the existence of other
43 tetracycline resistance genes (75), that could be present in
those strains.

Of the detected AMR genes, aac(6)-Ib, blaTEM−1, blaampC, and
cat1 were located closed together in the correspondence map for
resistance genes, suggesting that their presence was correlated
among bovine isolates. In other words, when one of these four
genes are present in an isolate, the others are likely to be present
as well. The presence of the aac(3)-IIa gene seems to be less
correlated to the presence of genes aac(6)-Ib, blaTEM−1, blaAmpC,
and cat1. Additionally, the presence of genes intI1 and intI2 in
all swine isolates explains their importance in the MCA, but
interpretations must be made with caution due to the small
number of swine samples in this study.

An interesting observation was the high detection levels for
certain resistance genes with few or none STEC strains showing
the associated phenotypic resistance, such as tetA (100%) and
tetB (94.4%) vs. a 3.7% of resistance against doxycycline; dfrA1
(100%), aac(3)-IIa (11.1%), and aac(6)-Ib (88.9%) with no strains
resistant to trimethoprim and aminoglycosides. One possible
explanation to this is the lack of promoters or mutations in
these regions, thus preventing gene expression (79). According
to these authors, the accumulation and retention of deleterious
mutations in resistance genes is higher in bacterial populations
growing in absence of antimicrobial selection pressure than in
bacterial populations under intense antimicrobial pressure (79).
Nevertheless, other authors have shown that some of these
inactivated resistance genes could be re-expressed due to genetic
modifications or exposure to a selected drug, allowing the rapid
reappearance of resistant phenotypes in previously antibiotic-
susceptible strains (80). This fact highlights the need to detect
AMR genes not only in phenotypically resistant isolates, but in all
strains that could pose a risk to public health. Over time, random
mutations should accumulate in gene sequences that encode
resistance to rarely used drugs, because there would be fewer
selection events resulting from the use of these antimicrobials
(79). If so, we can hypothesize that the use of aminoglycosides,
phenicols, tetracyclines, and trimethoprim used to be frequent
in Chilean cattle and swine production. Nevertheless, current
amount of sales of these compounds for therapeutic use in
terrestrial productive animals in Chile is not one of the largest,
being surpassed by macrolides, pleuromutilin, and penicillins
(81). In Chile, the use of chloramphenicol as a growth promoter
is prohibited since 1996 (82), and the use of any kind of
antimicrobials for this purpose since 2006 (83). Probably, strains
adapted to selective pressure by these antimicrobials became
dominant in STEC populations, and now with the reduction
in the use of these drugs, some resistance genes mutated
and became pseudogenes. Moreover, AMR carries a fitness
cost that can reduce bacterial growth rate, competitive ability,
or virulence. This high cost could generate selection against
resistance, being a relevant factor in the evolutionary dynamics of
resistance, especially when bacteria encounter an antibiotic-free
environment (84). Taken together, this evidence could explain the

high detection levels of bacteria that harbor AMR genes without
the associated resistant phenotype.

Regarding detection of class 1 and class 2 integrons, here
we detected them in a 5.6% each, and only in strains isolated
from swine. Integrons are natural mobile capture systems and
assembly platforms that allow bacteria to incorporate gene
cassettes and further convert them into functional proteins
through proper expression, playing an essential role in the spread
of a wide range of resistance genes among different bacterial
populations (85). Kennedy et al. detected the presence of class 1
integrons in 21% of non-O157 STEC strains isolated from cattle,
while no class 2 integrons were detected (18). More recently, class
1 integrons were detected in 0.8% of STEC strains analyzed (22).
The high MDR observed here in the STEC strains isolated from
swine could be due to combined presence of class 1 and class
2 integrons.

Some authors have also demonstrated an association between
AMR and virulence in STEC strains. Thus, Mora et al. reported
higher resistance levels in non-O157 STEC strains isolated from
humans, cattle, sheep, and food in Spain that harbored the
eae gene (86). This gene codes for intimin, it is involved in
the attachment/effacing lesions of intestinal epithelia and it is
often found in strains related to HUS (6). Later, Buvens et al.
reported that non-O157 STEC strains isolated from humans,
animals, food, and the environment in Belgium, which harbored
the eae gene, presented higher resistance against streptomycin,
kanamycin, and tetracycline than intimin negative non-O157
STEC strains (50). In this study, only one non-O157 strain
harbored the eae gene (strain 7), but showed phenotypic and
genotypic resistance like the other strains.

STEC strains do not only represent a major risk for public
health due to the number of infections in humans and their
sequels, but also due to the severe economic losses of the food
industry due to the withdrawal of contaminated food products.
Presence of STEC strains with phenotypic and/or genotypic
resistance is especially relevant when it comes to establishing
new antibiotic-based therapies for early-stage STEC infections
in humans, which can help prevent serious sequelae (23). In
addition, official control of STEC presence in food is progressing
worldwide, through the introduction of a discussion paper
and project document on “Control of Shiga toxin-producing
Escherichia coli (STEC) in beef, unpasteurized milk and cheese
produced from unpasteurized milk, leafy greens, and sprouts,”
presented by Chile, the United States of America, and Uruguay
at the 50th Session of the Codex Committee on Food Hygiene
(87). This joint strategy suggests that, in the short term, not only
the presence of this pathogen must be of mandatory surveillance,
but also its AMR determinants.

Finally, our results show that non-O157 STEC strains
present in the animal component of the animal-human interface
in the Metropolitan region of Chile exhibit phenotypic
and genotypic resistance against critical and important
antimicrobials for human and veterinary use, representing
a major threat for public health. Furthermore, these strains
could have a competitive advantage in the presence of
antimicrobial selective pressure, leading to an increase in food
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contamination. This study highlights the need for coordinated
local and global actions concerning antimicrobial use in food
animal production.

DATA AVAILABILITY STATEMENT

The datasets presented in this article are not readily available
because they are part of a whole-genome sequencing study, not
yet published. Requests to access the datasets should be directed
to Dr. Nicolás Galarce (ngalarce@ug.uchile.cl).

ETHICS STATEMENT

The animal study was reviewed and approved by the Comité
Institucional de Cuidado y Uso de Animales of the Universidad
de Chile (permit code 17083-VET-UCH) for obtaining rectal
samples from cats and dogs. Ethical approval for samples of

pigs and cattle from abattoirs was not required according to
national/local legislation.

AUTHOR CONTRIBUTIONS

NG and CB contributed to the conception and design of the
study. NG, CB, LL, NL, EP-O, GG-R, and HB-T contributed
with resources to the study. FS, BE, VF, RR, DF-C, and AV-L
performed the laboratory analyses. RA-M and GA performed the
statistical analysis. NG wrote the first draft of the manuscript.
RA-M and GA wrote sections of the manuscript. All authors
contributed to the article and approved the submitted version.

FUNDING

This work was supported by the Fondo Nacional de Desarrollo
Científico y Tecnológico (FONDECYT) grant number 11170363.

REFERENCES

1. Hussein HS, Bollinger LM. Prevalence of Shiga toxin–producing
Escherichia coli in beef cattle. J Food Prot. (2005) 68:2224–41.
doi: 10.4315/0362-028X-68.10.2224

2. Tseng M, Fratamico PM, Manning SD, Funk JA. Shiga toxin-producing
Escherichia coli in swine: the public health perspective. Anim Health Res Rev.
(2014) 15:63–75. doi: 10.1017/S1466252313000170

3. Karpman D, Sartz L, Johnson S. Pathophysiology of typical hemolytic
uremic syndrome. Semin Thromb Hemost. (2010) 36:575–85.
doi: 10.1055/s-0030-1262879

4. Cody EM, Dixon BP. Hemolytic uremic syndrome. Pediatr Clin North Am.

(2019) 66:235–46. doi: 10.1016/j.pcl.2018.09.011
5. Mele C, Remuzzi G, Noris M. Hemolytic uremic syndrome.

Semin Immunopathol. (2014) 36:399–420. doi: 10.1007/s00281-014-
0416-x

6. Rivas M, Chinen I, Guth BE. Enterohemorrhagic (Shiga toxin-producing)
Escherichia coli. In: Torres AG, editor. Escherichia coli in the Americas. Cham:
Springer. (2016). p. 97–123.

7. Majowicz SE, Scallan E, Jones-Bitton A, Sargeant JM, Stapleton J,
Angulo FJ, et al. Global incidence of human Shiga toxin–producing
Escherichia coli infections and deaths: a systematic review and
knowledge synthesis. Foodborne Pathog Dis. (2014) 11:447–55.
doi: 10.1089/fpd.2013.1704

8. Prado V, Cavagnaro SM. Síndrome hemolítico urémico asociado a
infección intestinal por Escherichia coli productora de Shigatoxina
(STEC) en pacientes chilenos: aspectos clínicos y epidemiológicos.
Rev Chil Infectol. (2008) 25:435–44. doi: 10.4067/S0716-101820080006
00003

9. Hormazábal JC. Escherichia coli Productora de Toxina Shiga: Escenario

en Chile. (2011). Available online at: http://www.ispch.cl/sites/default/files/
documento/2011/06/110628_EColi_JCHormazabal.pdf

10. Vally H, Hall G, Dyda A, Raupach J, Knope K, Combs B, et al. Epidemiology
of Shiga toxin producing Escherichia coli in Australia, 2000-2010. BMC Public

Health. (2012) 12:63. doi: 10.1186/1471-2458-12-63
11. Terajima J, Iyoda S, Ohnishi M, Watanabe H. Shiga toxin

(Verotoxin)-producing Escherichia coli in Japan. Microbiol Spectr.
(2014) 2:EHEC-0011-2013. doi: 10.1128/microbiolspec.EHEC-0011-2013

12. Gould LH, Mody RK, Ong KL, Clogher P, Cronquist AB, Garman
KN, et al. White PL. Increased recognition of non-O157 Shiga
toxin–producing Escherichia coli infections in the United States
during 2000–2010: epidemiologic features and comparison with
E. coli O157 infections. Foodborne Pathog Dis. (2013) 10:453–60.
doi: 10.1089/fpd.2012.1401

13. Scharff RL. Economic burden from health losses due to foodborne
illness in the United States. J Food Prot. (2012) 75:123–31.
doi: 10.4315/0362-028X.JFP-11-058

14. Melton-Celsa AR. Shiga toxin (Stx) classification, structure,
and function. Microbiol Spectr. (2014) 2:EHEC-0024-2013.
doi: 10.1128/microbiolspec.EHEC-0024-2013

15. Bruyand M, Mariani-Kurkdjian P, Gouali M, de Valk H, King LA, Le
Hello S, et al. Loirat C. Hemolytic uremic syndrome due to Shiga toxin-
producing Escherichia coli infection. Med Mal Infect. (2018) 48:167–74.
doi: 10.1016/j.medmal.2017.09.012

16. Vonberg RP, Höhle M, Aepfelbacher M, Bange FC, Belmar Campos C,
Claussen K, et al. Duration of fecal shedding of Shiga toxin–producing
Escherichia coli O104:H4 in patients infected during the 2011 outbreak
in Germany: a multicenter study. Clin Infect Dis. (2013) 56:1132–40.
doi: 10.1093/cid/cis1218

17. Nitschke M, Sayk F, Härtel C, Roseland RT, Hauswaldt S, Steinhoff J,
et al. Association between azithromycin therapy and duration of bacterial
shedding among patients with Shiga toxin–producing enteroaggregative
Escherichia coli O104:H4. JAMA-J. Am Med Assoc. (2012) 307:1046–52.
doi: 10.1001/jama.2012.264

18. Kennedy CA, Fanning S, Karczmarczyk M, Byrne B, Monaghan A, Bolton
D, et al. Characterizing the multidrug resistance of non-O157 Shiga toxin-
producing Escherichia coli isolates from cattle farms and abattoirs. Microb

Drug Resist. (2017) 23:781–90. doi: 10.1089/mdr.2016.0082
19. Koluman A, Dikici A. Antimicrobial resistance of emerging foodborne

pathogens: status quo and global trends. Crit Rev Microbiol. (2013) 39:57–69.
doi: 10.3109/1040841X.2012.691458

20. Baquero F, Cantón R. Evolutionary biology of drug resistance. In: Mayers DL,
Sobel JD, Ouellette M, Kaye KS, Marchaim D, editors. Antimicrobial Drug

Resistance. Cham: Springer (2017). p. 9–32.
21. Verraes C, Van Boxstael S, Van Meervenne E, Van Coillie E, Butaye P, Catry

B, et al. Antimicrobial resistance in the food chain: a review. Int J Environ Res

Public Health. (2013) 10:2643–69. doi: 10.3390/ijerph10072643
22. Colello R, Krüger A, Conza JD, Rossen JW, Friedrich AW, Gutkind

G, et al. Padola NL. Antimicrobial resistance in class 1 integron-
positive Shiga toxin-producing Escherichia coli isolated from cattle,
pigs, food and farm environment. Microorganisms. (2018) 6:99.
doi: 10.3390/microorganisms6040099

23. Mir RA, Kudva IT. Antibiotic-resistant Shiga toxin-producing Escherichia

coli: an overview of prevalence and intervention strategies. Zoonoses Public
Health. (2019) 66:1–13. doi: 10.1111/zph.12533

24. Dalmolin TV, de Lima-Morales D, Barth AL. Plasmid-mediated
colistin resistance: what do we know? J Infectiol. (2018) 1:16–22.
doi: 10.29245/2689-9981/2018/2.1109

Frontiers in Veterinary Science | www.frontiersin.org 10 July 2020 | Volume 7 | Article 367

mailto:ngalarce@ug.uchile.cl
https://doi.org/10.4315/0362-028X-68.10.2224
https://doi.org/10.1017/S1466252313000170
https://doi.org/10.1055/s-0030-1262879
https://doi.org/10.1016/j.pcl.2018.09.011
https://doi.org/10.1007/s00281-014-0416-x
https://doi.org/10.1089/fpd.2013.1704
https://doi.org/10.4067/S0716-10182008000600003
http://www.ispch.cl/sites/default/files/documento/2011/06/110628_EColi_JCHormazabal.pdf
http://www.ispch.cl/sites/default/files/documento/2011/06/110628_EColi_JCHormazabal.pdf
https://doi.org/10.1186/1471-2458-12-63
https://doi.org/10.1128/microbiolspec.EHEC-0011-2013
https://doi.org/10.1089/fpd.2012.1401
https://doi.org/10.4315/0362-028X.JFP-11-058
https://doi.org/10.1128/microbiolspec.EHEC-0024-2013
https://doi.org/10.1016/j.medmal.2017.09.012
https://doi.org/10.1093/cid/cis1218
https://doi.org/10.1001/jama.2012.264
https://doi.org/10.1089/mdr.2016.0082
https://doi.org/10.3109/1040841X.2012.691458
https://doi.org/10.3390/ijerph10072643
https://doi.org/10.3390/microorganisms6040099
https://doi.org/10.1111/zph.12533
https://doi.org/10.29245/2689-9981/2018/2.1109
https://www.frontiersin.org/journals/veterinary-science
https://www.frontiersin.org
https://www.frontiersin.org/journals/veterinary-science#articles


Galarce et al. Antimicrobial Resistance in Escherichia coli

25. Galarce N, Escobar B, Sánchez F, Paredes-Osses E, Alegría-Morán R, Borie
C. Virulence genes, Shiga toxin subtypes, serogroups, and clonal relationship
of Shiga toxin-producing Escherichia coli strains isolated from livestock and
companion animals. Animals. (2019) 97:33. doi: 10.3390/ani9100733

26. CLSI Clinical and Laboratory Standards Institute. M100 Performance

Standards for Antimicrobial Susceptibility Testing. 29th ed. (2019). p.
320. Available online at: http://em100.edaptivedocs.net/Login.aspx?_ga=2.
6206643.1290766083.15540774 23-1494044282.1554077423

27. ISO International Organization for Standardization. ISO 20776-1: Clinical

Laboratory Testing and in vitro Diagnostic Test Systems — Susceptibility

Testing of Infectious Agents and Evaluation of Performance of Antimicrobial

Susceptibility Test Devices. (2006). Available online at: https://www.iso.org/
standard/41630.html

28. EUCAST European Committee on Antimicrobial Susceptibility Testing.
Recommendations for MIC Determination of Colistin (Polymyxin E) as

Recommended by the Joint CLSI-EUCAST Polymyxin Breakpoints Working

Group. (2016). Available online at: http://www.eucast.org/fileadmin/src/
media/PDFs/EUCAST_files/General_documents/Recommendations_for_
MIC_determination_of_colistin_March_2016.pdf

29. EUCAST European Committee on Antimicrobial Susceptibility Testing.
Breakpoint Tables for Interpretation of MICs and Zone Diameters. Version 9.0.

(2019). Available online at: http://www.eucast.org/fileadmin/src/media/PDFs/
EUCAST_files/Breakpoint_tables/v_9.0_Breakpoint_Tables.pdf

30. Magiorakos AP, Srinivasan A, Carey RB, Carmeli Y, Falagas ME, Giske
CG, 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) 18:268–81.
doi: 10.1111/j.1469-0691.2011.03570.x

31. Oliveira CFD, Paim TGDS, Reiter KC, Rieger A, D’azevedo PA.
Evaluation of four different DNA extraction methods in coagulase-negative
Staphylococci clinical isolates. Rev Inst Med Trop São Paulo. (2014) 56:29–33.
doi: 10.1590/S0036-46652014000100004

32. Ng LK, Martin I, Alfa M, Mulvey M. Multiplex PCR for the detection
of tetracycline resistant genes. Mol Cell Probes. (2001) 15:209–15.
doi: 10.1006/mcpr.2001.0363

33. Colom K, Pérez J, Alonso R, Fernández-Aranguiz A, Lariño E, Cisterna R.
Simple and reliable multiplex PCR assay for detection of blaTEM, blaSHV and
blaOXA−1 genes in Enterobacteriaceae. FEMS Microbiol Lett. (2003) 223:147–
51. doi: 10.1016/S0378-1097(03)00306-9

34. Maynard C, Fairbrother JM, Bekal S, Sanschagrin F, Levesque RC,
Brousseau R, et al. Antimicrobial resistance genes in enterotoxigenic
Escherichia coli O149:K91 isolates obtained over a 23-year period
from pigs. Antimicrob Agents Chemother. (2003) 47:3214–221.
doi: 10.1128/AAC.47.10.3214-3221.2003

35. Schwartz T, Kohnen W, Jansen B, Obst U. Detection of antibiotic-
resistant bacteria and their resistance genes in wastewater, surface water,
and drinking water biofilms. FEMS Microbiol Ecol. (2003) 43:325–35.
doi: 10.1111/j.1574-6941.2003.tb01073.x

36. Hasman H, Mevius D, Veldman K, Olesen I, Aarestrup FM. β-Lactamases
among extended-spectrum β-lactamase (ESBL)-resistant Salmonella from
poultry, poultry products and human patients in The Netherlands. J

Antimicrob Chemother. (2005) 56:115–21. doi: 10.1093/jac/dki190
37. Park CH, Robicsek A, Jacoby GA, Sahm D, Hooper DC. Prevalence

in the United States of aac(6′)-Ib-cr encoding a ciprofloxacin-
modifying enzyme. Antimicrob Agents Chemother. (2006) 50:3953–55.
doi: 10.1128/AAC.00915-06

38. Van TTH, Chin J, Chapman T, Tran LT, Coloe PJ. Safety of raw meat and
shellfish in Vietnam: an analysis of Escherichia coli isolations for antibiotic
resistance and virulence genes. Int J Food Microbiol. (2008) 124:217–23.
doi: 10.1016/j.ijfoodmicro.2008.03.029

39. Nordmann P, Poirel L, Carrër A, Toleman MA, Walsh TR. How
to detect NDM-1 producers. J Clin Microbiol. (2011) 49:718–21.
doi: 10.1128/JCM.01773-10

40. Rebelo AR, Bortolaia V, Kjeldgaard JS, Pedersen SK, Leekitcharoenphon
P, Hansen IM, et al. Multiplex PCR for detection of plasmid-mediated
colistin resistance determinants, mcr-1, mcr-2, mcr-3, mcr-4 and
mcr-5 for surveillance purposes. Euro Surveill. (2018) 23:17-00672.
doi: 10.2807/1560-7917.ES.2018.23.6.17-00672

41. Wang X, Wang Y, Zhou Y, Li J, Yin W, Wang S, et al. Emergence
of a novel mobile colistin resistance gene, mcr-8, in NDM-
producing Klebsiella pneumoniae. Emerg Microbes Infect. (2018) 7:122.
doi: 10.1038/s41426-018-0124-z

42. Mazel D, Dychinco B, Webb VA, Davies J. Antibiotic resistance in the ECOR
collection: integrons and identification of a novel aad gene.Antimicrob Agents

Chemother. (2000) 44:1568–74. doi: 10.1128/AAC.44.6.1568-1574.2000
43. Poirel L, Madec JY, Lupo A, Schink AK, Kieffer N, Nordmann P, et al.

Antimicrobial resistance in Escherichia coli. Microbiol Spectr. (2018) 6:289–
316. doi: 10.1128/9781555819804.ch13

44. Paterson DL, Doi Y. Enterobacteriaceae. In: Mayers DL, Sobel JD, Ouellette
M, Kaye KS, Marchaim D, editors. Antimicrobial Drug Resistance: Clinical and

Epidemiological Aspects. Cham: Springer (2017). p. 889–98.
45. Abdi H, Valentin D. Multiple correspondence analysis. In: Salkind NJ,

editor. Encyclopedia of Measurement and Statistics Thousand Oaks, CA: Sage
Publications (2017) 651–66.

46. Ochoa TJ, Gómez-Duarte OG. Antibiotic resistance in Escherichia coli. In:
Torres AG, editor. Escherichia coli in the Americas. Cham: Springer (2016).
p. 301–22.

47. Amézquita-López BA, Quiñones B, Soto-Beltrán M, Lee BG, Yambao JC,
Lugo-Melchor OY, et al. Antimicrobial resistance profiles of Shiga toxin-
producing Escherichia coliO157 and non-O157 recovered from domestic farm
animals in rural communities in Northwestern Mexico. Antimicrob Resist

Infect Control. (2016) 5:1. doi: 10.1186/s13756-015-0100-5
48. Ferreira MR, Silva TDS, Stella AE, Conceição FR, Reis EFD, Moreira CN.

Detection of virulence factors and antimicrobial resistance patterns in Shiga
toxin-producing Escherichia coli isolates from sheep. Pesquisa Vet Brasil.

(2015) 35:775–780. doi: 10.1590/S0100-736X2015000900002
49. Krüger A, Lucchesi P, Sanso AM, Etcheverría AI, Bustamante AV, Burgán

J, et al. Genetic characterization of Shiga toxin-producing Escherichia coli

O26:H11 strains isolated from animal, food, and clinical samples. Front Cell
Infect Microbiol. (2015) 5:00074. doi: 10.3389/fcimb.2015.00074

50. Buvens G, Bogaerts P, Glupczynski Y, Lauwers S, Piérard D. Antimicrobial
resistance testing of verocytotoxin-producing Escherichia coli and first
description of TEM-52 extended-spectrum β-lactamase in serogroup
O26. Antimicrob Agents Chemother. (2010) 54:4907–9. doi: 10.1128/AAC.
00551-10

51. Cabal A, Porrero MC, De la Cruz ML, Sáez JL, Barcena C, Lopez G, et al.
Molecular characterization and antimicrobial resistance of STEC strains
isolated from healthy cattle in 2011 and 2013 in Spain. Epidemiol Infect. (2016)
144:2956–66. doi: 10.1017/S0950268816001370

52. San Martín B, Bravo V, Borie C. Evaluación de la resistencia antimicrobiana
en ganado bovino en Chile, utilizando E. coli como bacteria indicadora.
Arch Med Vet. (2005) 37:117–23. doi: 10.4067/S0301-732X20050002
00005

53. Hervé-Claude LP, Held BV, Rodríguez MM, Herbach EP, Talloni MJN.
Resistencia a antimicrobianos en E. coli y Salmonella spp. de terneros del sur
de Chile.RevistaMVZCórdoba. (2017) 22:6191–203. doi: 10.21897/rmvz.1124

54. Lapierre L, Cornejo J, Borie C, Toro C, SanMartín B. Genetic characterization
of antibiotic resistance genes linked to class 1 and class 2 integrons in
commensal strains of Escherichia coli isolated from poultry and swine.Microb

Drug Resist. (2008) 14:265–72. doi: 10.1089/mdr.2008.0810
55. WHO, World Health Organization. Critically Important Antimicrobials

for Human Medicine. (2018). Available online at: https://apps.who.int/iris/
bitstream/handle/10665/312266/9789241515528-eng.pdf?ua=1

56. OIE. World Organization for Animal Health.OIE List of Antimicrobial Agents

of Veterinary Importance. (2019). Available online at: https://www.oie.int/
fileadmin/Home/esp/Our_scientific_expertise/docs/pdf/AMR/E_OIE_Lista_
antimicrobianos_Julio2019.pdf

57. Shaikh S, Fatima J, Shakil S, Rizvi SMD, Kamal MA. Antibiotic resistance
and extended spectrum beta-lactamases: Types, epidemiology and treatment.
Saudi J Biol Sci. (2015) 22:90–101. doi: 10.1016/j.sjbs.2014.08.002

58. Bonomo RA. Mutations as a basis of antimicrobial resistance. In: Mayers DL,
Sobel JD, Ouellette M, Kaye KS, Marchaim D, editors. Antimicrobial Drug

Resistance. Cham: Springer (2017). p. 77–88.
59. Meini S, Tascini C, Cei M, Sozio E, Rossolini GM. AmpC β-lactamase-

producing Enterobacterales: what a clinician should know. Infection. (2019)
47:363–75. doi: 10.1007/s15010-019-01291-9

Frontiers in Veterinary Science | www.frontiersin.org 11 July 2020 | Volume 7 | Article 367

https://doi.org/10.3390/ani9100733
http://em100.edaptivedocs.net/Login.aspx?_ga=2.6206643.1290766083.15540774
http://em100.edaptivedocs.net/Login.aspx?_ga=2.6206643.1290766083.15540774
https://www.iso.org/standard/41630.html
https://www.iso.org/standard/41630.html
http://www.eucast.org/fileadmin/src/media/PDFs/EUCAST_files/General_documents/Recommendations_for_MIC_determination_of_colistin_March_2016.pdf
http://www.eucast.org/fileadmin/src/media/PDFs/EUCAST_files/General_documents/Recommendations_for_MIC_determination_of_colistin_March_2016.pdf
http://www.eucast.org/fileadmin/src/media/PDFs/EUCAST_files/General_documents/Recommendations_for_MIC_determination_of_colistin_March_2016.pdf
http://www.eucast.org/fileadmin/src/media/PDFs/EUCAST_files/Breakpoint_tables/v_9.0_Breakpoint_Tables.pdf
http://www.eucast.org/fileadmin/src/media/PDFs/EUCAST_files/Breakpoint_tables/v_9.0_Breakpoint_Tables.pdf
https://doi.org/10.1111/j.1469-0691.2011.03570.x
https://doi.org/10.1590/S0036-46652014000100004
https://doi.org/10.1006/mcpr.2001.0363
https://doi.org/10.1016/S0378-1097(03)00306-9
https://doi.org/10.1128/AAC.47.10.3214-3221.2003
https://doi.org/10.1111/j.1574-6941.2003.tb01073.x
https://doi.org/10.1093/jac/dki190
https://doi.org/10.1128/AAC.00915-06
https://doi.org/10.1016/j.ijfoodmicro.2008.03.029
https://doi.org/10.1128/JCM.01773-10
https://doi.org/10.2807/1560-7917.ES.2018.23.6.17-00672
https://doi.org/10.1038/s41426-018-0124-z
https://doi.org/10.1128/AAC.44.6.1568-1574.2000
https://doi.org/10.1128/9781555819804.ch13
https://doi.org/10.1186/s13756-015-0100-5
https://doi.org/10.1590/S0100-736X2015000900002
https://doi.org/10.3389/fcimb.2015.00074
https://doi.org/10.1128/AAC.00551-10
https://doi.org/10.1017/S0950268816001370
https://doi.org/10.4067/S0301-732X2005000200005
https://doi.org/10.21897/rmvz.1124
https://doi.org/10.1089/mdr.2008.0810
https://apps.who.int/iris/bitstream/handle/10665/312266/9789241515528-eng.pdf?ua=1
https://apps.who.int/iris/bitstream/handle/10665/312266/9789241515528-eng.pdf?ua=1
https://www.oie.int/fileadmin/Home/esp/Our_scientific_expertise/docs/pdf/AMR/E_OIE_Lista_antimicrobianos_Julio2019.pdf
https://www.oie.int/fileadmin/Home/esp/Our_scientific_expertise/docs/pdf/AMR/E_OIE_Lista_antimicrobianos_Julio2019.pdf
https://www.oie.int/fileadmin/Home/esp/Our_scientific_expertise/docs/pdf/AMR/E_OIE_Lista_antimicrobianos_Julio2019.pdf
https://doi.org/10.1016/j.sjbs.2014.08.002
https://doi.org/10.1007/s15010-019-01291-9
https://www.frontiersin.org/journals/veterinary-science
https://www.frontiersin.org
https://www.frontiersin.org/journals/veterinary-science#articles


Galarce et al. Antimicrobial Resistance in Escherichia coli

60. Choi U, Lee CR. Distinct roles of outer membrane porins in antibiotic
resistance and membrane integrity in Escherichia coli. Front Microbiol. (2019)
10:953. doi: 10.3389/fmicb.2019.00953

61. Polsfuss S, Bloemberg GV, Giger J, Meyer V, Böttger EC, Hombach
M. Practical approach for reliable detection of AmpC beta-lactamase-
producing Enterobacteriaceae. J Clin Microbiol. (2011) 49:2798–803.
doi: 10.1128/JCM.00404-11

62. Woerther PL, Burdet C, Chachaty E, Andremont A. Trends in human
fecal carriage of extended-spectrum β-lactamases in the community: toward
the globalization of CTX-M. Clin Microbiol. (2013) Rev. 26:744–58.
doi: 10.1128/CMR.00023-13

63. Cormier AC, Chalmers G, Cook SR, Zaheer R, Hannon SJ, Booker CW,
et al. Presence and diversity of extended-spectrum cephalosporin resistance
among Escherichia coli from urban wastewater and feedlot cattle in Alberta,
Canada.Microb Drug Resist. (2020) 26:300–9. doi: 10.1089/mdr.2019.0112

64. Bevan ER, Jones AM, Hawkey PM. Global epidemiology of CTX-M β-
lactamases: temporal and geographical shifts in genotype. J Antimicrob.

Chemother. (2017) 72:2145–55. doi: 10.1093/jac/dkx146
65. Bush K. The importance of β-Lactamases to the development of new β-

lactams. In: Mayers DL, Sobel JD, Ouellette M, Kaye KS, Marchaim D, editors.
Antimicrobial Drug Resistance. Cham: Springer (2017). p. 165–75.

66. Escandón-Vargas K, Reyes S, Gutiérrez S, Villegas MV. The epidemiology of
carbapenemases in Latin America and the Caribbean. Expert Rev Anti Infect.
Ther. (2017) 15:277–97. doi: 10.1080/14787210.2017.1268918

67. ISP Instituto de Salud Pública de Chile. Vigilancia de Carbapenemasas en

Bacterias Que Pueden Producir Infecciones Asociadas a la Atención en Salud

(IAAS), Chile 2014-2017. (2018). Available online at: http://www.ispch.gov.cl/
sites/default/files/BoletinCarbapenemasas-02042019A%20(1).pdf

68. Liu YY, Wang Y, Walsh TR, Yi LX, Zhang R, Spencer J, et al. Emergence of
plasmid-mediated colistin resistancemechanismmcr-1 in animals and human
beings in China: a microbiological and molecular biological study. Lancet
Infect Dis. (2016) 16:161–8. doi: 10.1016/S1473-3099(15)00424-7

69. Skov RL, Monnet DL. Plasmid-mediated colistin resistance (mcr-1 gene):
three months later, the story unfolds. Eurosurveillance. (2016) 21:30155.
doi: 10.2807/1560-7917.ES.2016.21.9.30155

70. Carroll LM, Gaballa A, Guldimann C, Sullivan G, Henderson LO,
Wiedmann M. Identification of novel mobilized colistin resistance
gene mcr-9 in a multidrug-resistant, colistin-susceptible Salmonella

enterica serotype Typhimurium isolate. MBio. (2019) 10:e00853-19.
doi: 10.1128/mBio.00853-19

71. Wang C, Feng Y, Liu L,Wei L, KangM, Zong Z. Identification of novel mobile
colistin resistance gene mcr-10. Emerg Microbes Infect. (2020) 9:508–16.
doi: 10.1080/22221751.2020.1732231

72. Legarraga P, Wozniak A, Prado S, Estrella L, García P. Primera comunicación
en Chile de la detección del gen mcr-1 en un aislado clínico de
Escherichia coli resistente a colistín. Rev. Chil Infectol. (2018) 35:453–4.
doi: 10.4067/s0716-10182018000400453

73. SAG Servicio Agrícola y Ganadero de Chile. Búsqueda de Medicamentos

Veterinarios Registrados. (2020). Available online at: https://medicamentos.
sag.gob.cl/ConsultaUsrPublico/BusquedaMedicamentos_1.asp

74. Luo Q, Yu W, Zhou K, Guo L, Shen P, Lu H, et al. Molecular
epidemiology and colistin resistant mechanism of mcr-positive and mcr-
negative clinical isolated Escherichia coli. Front Microbiol. (2017) 8:2262.
doi: 10.3389/fmicb.2017.02262

75. Roberts MC, Schwarz S. Tetracycline and chloramphenicol resistance
mechanisms. In: Mayers DL, Sobel JD, Ouellette M, Kaye KS, Marchaim D,
editors. Antimicrobial Drug Resistance. Cham: Springer (2017). p. 231–43.

76. Iweriebor BC, Iwu CJ, Obi LC, Nwodo UU, Okoh AI. Multiple antibiotic
resistances among Shiga toxin producing Escherichia coli O157 in feces of
dairy cattle farms in Eastern Cape of South Africa. BMC Microbiol. (2015)
15:213. doi: 10.1186/s12866-015-0553-y

77. Köhler T, Michea-Hamzehpour M, Plesiat P, Kahr AL, Pechere JC.
Differential selection of multidrug efflux systems by quinolones in
Pseudomonas aeruginosa. Antimicrob Agents Chemother. (1997) 41:2540–3.
doi: 10.1128/AAC.41.11.2540

78. SAG Servicio Agrícola y Ganadero de Chile. Resolución Exenta N◦:4579/2018.

(2018). Available online at: https://www.sag.gob.cl/sites/default/files/resol_4.
579-2018.pdf

79. Davis MA, Besser TE, Orfe LH, Baker KN, Lanier AS, Broschat SL,
et al. Genotypic-phenotypic discrepancies between antibiotic resistance
characteristics of Escherichia coli isolates from calves in management settings
with high and low antibiotic use. Appl Environ Microbiol. (2011) 77:3293–9.
doi: 10.1128/AEM.02588-10

80. Kime L, Randall CP, Banda FI, Coll F, Wright J, Richardson J, et al. Transient
silencing of antibiotic resistance by mutation represents a significant potential
source of unanticipated therapeutic failure. MBio. (2019) 10:e01755-19.
doi: 10.1128/mBio.01755-19

81. SAG Servicio Agrícola y Ganadero de Chile. Declaración de Venta de

Antimicrobianos. (2018). Available online at: http://www.sag.cl/ambitos-de-
accion/declaracion-de-venta-de-antimicrobianos

82. SAG Servicio Agrícola y Ganadero de Chile. Resolución N◦3599. 29 Noviembre

1996. (1996). Available online at: http://bcn.cl/2d5xk
83. SAG Servicio Agrícola y Ganadero de Chile. Resolución N◦1992. 5 mayo 2006.

(2006). Available online at: http://bcn.cl/2d5xn
84. Vogwill T, MacLean RC. The genetic basis of the fitness costs of

antimicrobial resistance: a meta-analysis approach. Evol Appl. (2015) 8:284–
95. doi: 10.1111/eva.12202

85. Roy PH, Partridge SR. Genetic mechanisms of transfer of drug
resistance. In: Mayers DL, Sobel JD, Ouellette M, Kaye KS, Marchaim
D, editors. Antimicrobial Drug Resistance. Cham: Springer (2017).
p. 61–76.

86. Mora A, Blanco JE, Blanco M, Alonso MP, Dhabi G, Echeita A, et al.
Antimicrobial resistance of Shiga toxin (verotoxin)-producing Escherichia coli
O157: H7 and non-O157 strains isolated from humans, cattle, sheep and
food in Spain. Res Microbiol. (2005) 156:793–806. doi: 10.1016/j.resmic.2005.
03.006

87. FAO WHO Food and Agriculture Organization of the United Nation World
Health Organization. Proposed Draft Guidelines for the Control of Shiga

Toxin-Producing Escherichia coli (STEC) in Beef Meat, Leafy Greens, Raw

Milk and Cheese Produced From Raw Milk, and Sprouts. (2019). Available
online at: http://www.fao.org/fao-who-codexalimentarius/resources/circular-
letters/en

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.

Citation: Galarce N, Sánchez F, Fuenzalida V, Ramos R, Escobar B, Lapierre L,

Paredes-Osses E, Arriagada G, Alegría-Morán R, Lincopán N, Fuentes-Castillo D,

Vera-Leiva A, González-Rocha G, Bello-Toledo H and Borie C (2020) Phenotypic

and Genotypic Antimicrobial Resistance in Non-O157 Shiga Toxin-Producing

Escherichia coli Isolated From Cattle and Swine in Chile. Front. Vet. Sci. 7:367.

doi: 10.3389/fvets.2020.00367

Copyright © 2020 Galarce, Sánchez, Fuenzalida, Ramos, Escobar, Lapierre,

Paredes-Osses, Arriagada, Alegría-Morán, Lincopán, Fuentes-Castillo, Vera-Leiva,

González-Rocha, Bello-Toledo and Borie. 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 Veterinary Science | www.frontiersin.org 12 July 2020 | Volume 7 | Article 367

https://doi.org/10.3389/fmicb.2019.00953
https://doi.org/10.1128/JCM.00404-11
https://doi.org/10.1128/CMR.00023-13
https://doi.org/10.1089/mdr.2019.0112
https://doi.org/10.1093/jac/dkx146
https://doi.org/10.1080/14787210.2017.1268918
http://www.ispch.gov.cl/sites/default/files/BoletinCarbapenemasas-02042019A%20(1).pdf
http://www.ispch.gov.cl/sites/default/files/BoletinCarbapenemasas-02042019A%20(1).pdf
https://doi.org/10.1016/S1473-3099(15)00424-7
https://doi.org/10.2807/1560-7917.ES.2016.21.9.30155
https://doi.org/10.1128/mBio.00853-19
https://doi.org/10.1080/22221751.2020.1732231
https://doi.org/10.4067/s0716-10182018000400453
https://medicamentos.sag.gob.cl/ConsultaUsrPublico/BusquedaMedicamentos_1.asp
https://medicamentos.sag.gob.cl/ConsultaUsrPublico/BusquedaMedicamentos_1.asp
https://doi.org/10.3389/fmicb.2017.02262
https://doi.org/10.1186/s12866-015-0553-y
https://doi.org/10.1128/AAC.41.11.2540
https://www.sag.gob.cl/sites/default/files/resol_4.579-2018.pdf
https://www.sag.gob.cl/sites/default/files/resol_4.579-2018.pdf
https://doi.org/10.1128/AEM.02588-10
https://doi.org/10.1128/mBio.01755-19
http://www.sag.cl/ambitos-de-accion/declaracion-de-venta-de-antimicrobianos
http://www.sag.cl/ambitos-de-accion/declaracion-de-venta-de-antimicrobianos
http://bcn.cl/2d5xk
http://bcn.cl/2d5xn
https://doi.org/10.1111/eva.12202
https://doi.org/10.1016/j.resmic.2005.03.006
http://www.fao.org/fao-who-codexalimentarius/resources/circular-letters/en
http://www.fao.org/fao-who-codexalimentarius/resources/circular-letters/en
https://doi.org/10.3389/fvets.2020.00367
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/veterinary-science
https://www.frontiersin.org
https://www.frontiersin.org/journals/veterinary-science#articles

	Phenotypic and Genotypic Antimicrobial Resistance in Non-O157 Shiga Toxin-Producing Escherichia coli Isolated From Cattle and Swine in Chile
	Introduction
	Materials and Methods
	Bacterial Strains
	Phenotypic Antimicrobial Resistance
	Genotypic Antimicrobial Resistance
	Statistical Analysis

	Results
	Phenotypic Antimicrobial Resistance Characterization
	Genotypic Antimicrobial Resistance Characterization
	Statistical Analysis

	Discussion
	Data Availability Statement
	Ethics Statement
	Author Contributions
	Funding
	References


