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Abstract
Background and Aims: Methicillin-resistant Staphylococci (MRS) seriously threatens animal and human health. Repeated 
antibiotic use allows the bacteria to develop resistance to several antibiotic classes and become multidrug-resistant (MDR). 
Canine pyoderma, a common skin condition in dogs, is mainly caused by Staphylococci, including MRS. Detecting this 
infection in all canine populations is crucial to develop a proper preventive plan. This study estimated the prevalence, 
antibiogram, and risk factors of MRS in canine patients at a referral animal hospital in Khon Kaen, Thailand.

Materials and Methods: Skin swabs and relevant information were collected from 56 client-owned dogs that visited the 
hospital from September 2019 to September 2020. Staphylococci colonies were subjected to molecular identification and 
antibiotic susceptibility tests using an automated system (VITEK® 2). These colonies were also genetically identified using 
multiplex-polymerase chain reaction (PCR) and sequencing. The mecA gene, encoding methicillin resistance, was detected 
using simplex-PCR. The risk factors of MRS infection and their association with MRS infection were analyzed using 
logistic regression and the Chi-square test, respectively.

Results: The prevalence of MRS was found to be 35.7% (20/56 dogs). By species, methicillin-resistant Staphylococcus 
pseudintermedius was found in 24 of 104 isolates (23.1%), and all samples were MDR. Receiving systemic antibiotics in the past 
6 months was a major risk factor associated with MRS infection (p < 0.05; odds ratio (OR) > 1). In addition to the MRS isolates, 
the mecA gene was also detected in methicillin-susceptible Staphylococci isolates. This might be because of the high expression 
of blaI, and mutations in c-di-AMP cyclase DacA, RelA, and Fem proteins.

Conclusion: A high prevalence of MRS and MDR was observed in the studied population, which might be potentially due 
to improper antibiotic use by the owners and horizontal transfer of drug-resistance genes.

Keywords: antibiogram, methicillin-resistant, prevalence, risk factor, Staphylococci, Thailand.

Introduction

Antimicrobial resistance (AMR) is a serious threat 
to humans and animals. Certain bacteria can develop 
resistance to a particular antimicrobial class, such as 
β-lactam antibiotics. Methicillin-resistant Staphylococci 
(MRS) survive under antibiotic treatment and exacerbate 
the infection. Bacteria resistant to two or more antibac-
terial classes are considered multidrug-resistant (MDR), 
which further limits the drug selection for effective 
treatment [1]. Pets are well-known AMR reservoirs that 
transfer mobile genetic elements, which confer AMR 
in other species, including humans [2, 3]. According to 
Song et al. [4], the proximity between animals and their 
owners provides mixed hosts for these microorganisms. 
Consequently, antibiotic misuse in veterinary medicine 
can directly impact humans [5, 6].

Methicillin-resistant Staphylococci are consid-
ered as important pathogens worldwide [7, 8]. They 
can persist in animals and various environments [9] for 
prolonged periods, and potentially infect humans [10]. 
Genomic analysis revealed that Staphylococci species 
originating from different hosts and environments can 
mutually exchange several resistance factors [11]. 
Methicillin-resistant Staphylococci carry the mecA 
gene that encodes a modified penicillin-binding pro-
tein 2a, which confers resistance to β-lactam antibi-
otics [12].

Canine pyoderma is mainly caused by 
Staphylococcus pseudintermedius [13], a member of 
coagulase-positive Staphylococci (CoPS). This group 
includes Staphylococcus aureus and Staphylococcus 
schleiferi found in cutaneous infections in 
dogs [7]. Among the coagulase-negative Staphylococci 
(CoNS) groups, which are less pathogenic than CoPS, 
Staphylococcus haemolyticus, Staphylococcus epider-
midis, and Staphylococcus saprophyticus have been 
isolated from various clinical samples from dogs and 
cats [14]. However, CoPS and CoNS possess several 
AMR genes found in mobile genetic elements, which 
confer resistance [15]. In general, Staphylococcal 
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infections on canine skin can be effectively treated 
using topical therapeutics. Combined with topical 
treatment, systemic antibiotics are suggested for super-
ficial pyoderma with a large lesion distribution. The 
guidelines for diagnosis and antimicrobial therapy of 
canine superficial bacterial folliculitis recommend a 
list of systemic antibiotics for empirical use, classified 
as tier 1. Tier 2 is a list of antibiotics based on suscep-
tibility tests that can be used when no tier 1 options are 
available [16]. However, several underlying causes, 
such as allergies, hormones, ectoparasites, and use of 
immune suppressive drugs, lead to repeated antibiotic 
use, resulting in MRS or MDR [17–20]. Therefore, 
canine pyoderma treatment should target the infections 
and underlying causes of the recurrent problem. The 
data on MRS infections are rapidly increasing world-
wide, including in Thailand. Although methicillin-re-
sistant S. pseudintermedius (MRSP) and MDR have 
been reported in canine patients in Bangkok and other 
municipal cities [21–23] in central Thailand, clinical 
information from other areas is limited.

This study aimed to estimate the prevalence of 
MRS and MDR infections in dogs with pyoderma, 
investigate the pattern of antibiotic susceptibility and 
the antibiogram, and identify the risk factors in Khon 
Kaen province in northeastern Thailand. 
 Materials and Methods
Ethical approval

This study was approved by the Institutional 
Animal Care and Use Committee of Khon Kaen 
University with the number IACUC-KKU-39/62.
Study period and location

The study was conducted from September 2019 
to September 2020 with 56 owned dogs with pyo-
derma who visited the Veterinary Teaching Hospital, 
Khon Kaen University (VTH-KKU), the referral cen-
ter for animal dermatology of the region.
Study population

The dog’s information, including sex, breed, age, 
reproductive status, allergies, and having steroids, was 
gathered along with the previous antibiotic use within 
2 years before the sample collection date. With pyo-
derma lesions, two skin swabs were collected from 
various dog sites and placed in a transport medium, 
and stored at 4°C before culture primarily on 5% 
sheep blood agar.
Bacterial identification and antibiotic susceptibility 
testing

A primary culture of each skin swab sample was 
grown on sheep blood agar at 37°C for 18 h–48 h. 
The colonies resembling Staphylococcus were then 
subcultured and tested using Gram’s staining, slide 
catalase test, and oxidase test. From each plate, a sin-
gle colony containing Gram +, catalase-positive, and 
oxidase-negative cocci was subcultured on a fresh 
sheep blood agar plate. The isolated colonies were 
subsequently stored for phenotypic identification and 

antibiotic susceptibility test (AST) using the VITEK® 

2 system (bioMérieux, Marcy l’Etoile, France). The 
Gram-positive card of the VITEK® 2 system contains 
43 biochemical tests to determine the utilization of 
carbon sources, enzyme activities, and resistance. 
The reports on bacterial identification had six confi-
dence levels: Excellent, very good, good, acceptable, 
low discrimination, and inconclusive or unidenti-
fied microorganisms [24]. Antibiotic susceptibility 
test was performed using the AST card based on 
the microdilution method to determine the antibiot-
ic’s minimum inhibitory concentration (MIC) value 
against the bacteria. The tested antibiotics included 
oxacillin, benzylpenicillin, amoxicillin/clavulanic 
acid, cephalothin, cefpodoxime, cefovecin, amika-
cin, gentamicin, enrofloxacin, marbofloxacin, prad-
ofloxacin, erythromycin, clindamycin, doxycycline, 
minocycline, nitrofurantoin, chloramphenicol, flor-
fenicol, and trimethoprim/sulfamethoxazole (SXT). 
Methicillin-resistant Staphylococci and inducible 
clindamycin Staphylococci were identified based 
on an MIC ≥ 0.5 μg/mL for oxacillin, which indi-
cates methicillin resistance. Bacterial growth in the 
wells of the microtiter plate indicated resistance to 
Lincosamides (clindamycin, lincomycin, and pirli-
mycin), as suggested by the Clinical and Laboratory 
Standards Institute [25].
Genotypic identification of Staphylococci

DNA was extracted from the isolated 
Staphylococci colonies using a GF-1 Bacterial DNA 
extraction kit (Vivantis, Malaysia). Sasaki et al. [26] 
developed a multiplex-PCR for identifying CoPS 
based on the amplification of the nuc gene locus [27]. 
Other molecular methods including the simplex-PCR 
method by Shome et al. [28] or 16s ribosomal 
RNA (rRNA) gene sequencing method by Greisen 
et al. [29] were used for molecular identification to 
identify any CoNS due to false positive slide coag-
ulase results from the shared capsular antigens [27].
Identification of MRS using mecA-PCR

The mecA gene was identified in the 
Staphylococci species using conventional 
PCR based on the protocol of Oliveira and de 
Lencastre [30]. The forward and reverse primers were: 
MECA P4; 5’-TCCAGATTACAACTTCACCAGG-3’ 
and MECA P7; 5’-CCACTTCATATCTTGTAACG-3’, 
respectively. For analysis, the DNA fragments were 
electrophoresed on a 1.5% agarose gel in 1× Tris-
acetate-ethylenediaminetetraacetic acid buffer and 
stained with Redsafe™ (iNtRON Biotechnology, 
Korea).
Statistical analysis

The prevalence of MRS infection was calcu-
lated using the formula by Noordzij et al. [31]. The 
antibiogram of MRS and methicillin-susceptible 
Staphylococci (MSS) are presented descriptively. The 
level of agreement between the results from VITEK® 

2 and the molecular techniques used to identify the 
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Staphylococcus spp. was checked using Kappa anal-
ysis. The efficacy of the automated method was eval-
uated using predictive values, positive and negative, 
corresponding to the actual prevalence. The risk fac-
tors of MRS infection were investigated using the 
logistic regression method (IBM SPSS Statistics, 
Version 25.0, IBM Corp., NY, USA), and their asso-
ciation with MRS infections, assessed using VITEK®, 
was analyzed using the Chi-square test.
Results
Study population

Samples comprised 112 swabs collected from 
29 female and 27 male dogs. The median age of the 
dogs was 6-years-old, with the following age dis-
tribution: < 2 years (4 dogs), 2–6 years (27 dogs), 
7–11 years (18 dogs), and > 11 years (7 dogs). Of 
these, 40 dogs belonged to 16 different pure breeds, 
while 13 were mongrels. The records showed that 
2 years before the sampling date, 11 dogs never had 
pyoderma, 15 had pyoderma once or twice, and 30 had 
more than 3 times. Further, 28 dogs were diagnosed 
with allergies and 18 dogs received immune-modulat-
ing/immune-suppressive medicine for pruritic control 
or other health problems, such as tumors.
Identification of Gram-positive cocci

Of the 112 collected skin swab samples, 
104 samples had Staphylococcal-like colonies. Using 
the VITEK® 2 system, five Staphylococci species 
were identified among these 104 samples: 81 with 
S. pseudintermedius (78%), 13 with S. schleiferi 
(12%), 5 with S. haemolyticus (5%), 4 with S. aureus 
(4%), and 1 with Staphylococcus warneri (1%). 
Among the 104 isolates, six Staphylococci and one 
Macrococci species were identified using molecu-
lar methods. Multiplex-PCR revealed that 82 iso-
lates belonged to S. pseudintermedius (79%), 12 to 
S. schleiferi (11%), and 3 to S. aureus (3%). Five of 
seven negative multiplex-PCR isolates were identi-
fied as S. haemolyticus (5%) using the simplex-PCR 
method for CoNS. One isolate each of Staphylococcus 
condimenti and Macrococcus canis was identified by 
sequencing the amplified 16s rRNA gene. Table-1 
compares the species identified using phenotypic and 
molecular methods.

The level of agreement between the VITEK® 2 
system and molecular techniques was assessed using 
Kappa analysis. Overall, the VITEK® 2 system showed 
a Kappa value of 0.921, which is in almost perfect 
agreement with the molecular methods. The results 
slightly disagreed for one isolate each of S. aureus, 
S. schleiferi, and S. warneri, which were identified 
as S. pseudintermedius, S. condimenti, and M. canis, 
respectively, using molecular identification. The dis-
agreement between S. condimenti and M. canis had 
low discrimination confidence levels in the VITEK® 
reports. The discrimination confidence levels for 82 
out of 104 isolates were excellent, 13 were very good, 
and seven isolates had good confidence levels. At Ta
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species levels, the VITEK® 2 system showed Kappa 
values of 0.972, 0.957, 0.795, and 1 for S. pseudinter-
medius, S. schleiferi, S. aureus, and S. haemolyticus, 
respectively. Positive and negative predictive values 
of the VITEK® 2 system for identifying S. pseudin-
termedius in the studied population were 100% and 
95.65%, respectively.

At the animal level (Table-2), based on the 
molecular methods, S. pseudintermedius was found 
in 50 dogs (89%), S. schleiferi in 10 dogs (18%), 
S. aureus in two dogs (4%), S. haemolyticus in four 
dogs (7%), and S. condimenti in one dog (2%). Table-2 
lists the isolates found in infected dogs. Further, 45 
dogs (80%), 10 dogs (18%), and one dog (2%) were 
simultaneously infected with one, two, and three iso-
lates, respectively.
Identification of MRS using automated machine 
VITEK® 2 system and mecA PCR

Results of the oxacillin susceptibility test using the 
VITEK® 2 system showed that 36 MRS isolates included 
24 MRSP, six methicillin-resistant Staphylococcus 
schleiferi, five methicillin-resistant Staphylococcus hae-
molyticus, and one methicillin-resistant Staphylococcus 
warneri isolate. Although mecA was found in all MRS 

isolates, only 51 of 68 MSS isolates contained mecA, 
based on the PCR results (Table-3).
Prevalence and risk factor of MRS in 56 dogs

Based on the phenotypic techniques, the MRS 
was found in 20 dogs. As shown in Table-4, univar-
iate analysis using the Chi-square test showed that 
only one risk factor was significantly associated with 
MRS infection; treatment with antibiotics in the past 
6 months with the odds ratio (OR) value at 3.714, 
1.175–11.740 (95% confidence interval for OR).
Antibiotic susceptibility test and antibiogram of the 
S. pseudintermedius isolates

As 77.8% of the identified bacteria were S. pseud-
intermedius, their susceptibility to commonly used anti-
biotics for canine pyoderma was tested (Table-5) [16]. 
Of the tier 1 antibiotics, 2/57 MSSP isolates showed 
resistance to cephalothin and amoxicillin/clavulanic 
acid. A high proportion of MSSP (17/57) and MRSP 
(16/24) isolates were resistant to trimethoprim/SXT. 
Among the tier 2 antibiotics, at least 6/57 and 19/24 of 
MSSPs and MRSP isolates, respectively, were resis-
tant to fluoroquinolone. An antibiogram of MRS iso-
lates (Table-6) indicated that all MRSP and MRSW 
isolates were MDR. Furthermore, 2/6 MRSS and 2/5 
MRSH isolates also had MDR characteristics.
Discussion

Staphylococcus pseudintermedius was the 
major bacteria found in dogs with pyoderma at the 
VTH-KKU, and 23% of all bacterial isolates were 
MRSP. The major risk factor associated with MRSP 
in the dogs was the recent use of antibiotics within 
the past 6 months. These bacteria are one among the 
three CoPS pathogens, along with S. schleiferi and 
S. aureus. It is commonly found in humans and ani-
mals and typically infects animal skin, provoking 
local or systemic infections [22]. However, S. pseud-
intermedius and S. schleiferi were more frequently 
associated with canine pyoderma than S. aureus [8]. 
Our study found a similar prevalence: more than 90% 
of isolates were S. pseudintermedius and S. schleiferi. 
Approximately 5% of the isolates were CoNS spe-
cies. This is consistent with the prevalence of skin and 
soft-tissue infections of canine patients in a few other 

Table-2: Single and coinfections of Staphylococci, as 
identified by molecular method, in 56 canine pyoderma 
cases from September 2019 to September 2020 at 
Veterinary Teaching Hospital, Khon Kaen University.

Identified bacteria Number of 
dogs (%)

Single infection
S. pseudintermedius 40 (71.4)
S. schleiferi 3 (5.3)
S. haemolyticus 2 (3.6)

Coinfections
S. pseudintermedius and S. aureus 2 (3.6)
S. pseudintermedius and S. schleiferi 7 (12.5)
S. pseudintermedius and S. haemolyticus 1 (1.8)
S. haemolyticus, S. condimenti and  
M. canis

1 (1.8)

S. pseudintermedius=Staphylococcus pseudintermedius, 
S. schleiferi=Staphylococcus schleiferi,  
S. haemolyticus=Staphylococcus haemolyticus,  
S. aureus=Staphylococcus aureus,  
S. condimenti=Staphylococcus condiment,  
M. canis=Macrococcus canis

Table-3: Detection of mecA among the phenotypically identified methicillin-resistant and methicillin-susceptible 
Staphylococci from canine pyoderma cases presented at VTH-KKU during September 2019 to September 2020.

Phenotypic 
identification

Methicillin-susceptible 
staphylococci

Methicillin-resistant  
staphylococci

Total

mecA-positive mecA-negative mecA-positive mecA-negative

S. pseudintermedius 42 15 24 0 81
S. schleiferi 5 2 6 0 13
S. aureus 4 0 0 0 4
S. haemolyticus 0 0 5 0 5
S. warneri 0 0 1 0 1
Total 51 17 36 0 104

S. pseudintermedius=Staphylococcus pseudintermedius, S. schleiferi=Staphylococcus schleiferi,  
S. aureus=Staphylococcus aureus, S. haemolyticus=Staphylococcus haemolyticus, S. warneri=Staphylococcus warneri, 
VTH-KKU=Veterinary Teaching Hospital, Khon Kaen University
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Table-4: Univariate analysis of factors associated with 
methicillin-resistant Staphylococci infections among the 
20 pyoderma dogs. 

Factors n MRS (+) (%) p-value

The dog finished the antibiotic as described
Yes 38 16 (42.1) 0.147
No 18 4 (22.2)
Total 56 20 (35.7)

Dog has pyoderma more than 1 time in the past 2 years
None 11 2 (18.2) 0.146
1–2 times 14 6 (42.9)
3–5 times 14 3 (21.4)
More than 5 
times

17 9 (52.9)

Total 56 20 (35.7)
Allergies

Yes 35 15 (42.9) 0.150
No 21 5 (23.8)
Total 56 20 (35.7)

Dog received immune suppress drugs
Yes 18 6 (33.3) 0.798
No 38 14 (36.8)
Total 56 20 (35.7)

Dog received antibiotic in the past 6 months
Yes 25 13 (52.0) 0.022 
No 31 7 (22.6)
Total 56 20 (35.7)

Dog received antibiotic in the past 12 months
Yes 30 14 (46.7) 0.066
No 26 6 (23.1)
Total 56 20 (35.7)

MRS=Methicillin-resistant Staphylococci, 
VTH-KKU=Veterinary Teaching Hospital, Khon Kaen 
University. The significant p-value is given in bold form.

Table-5: Results from Vitek™ antibiotic susceptibility test, as classified by Hillier et al.[16] of 81 S. pseudintermedius 
isolates from 56 canine pyoderma cases presented at VTH-KKU during September 2019 to September 2020.

Antibiotics Methicillin-susceptible  
S. pseudintermedius (57 isolates)

Methicillin-resistant  
S. pseudintermedius (24 isolates)

Susceptible 
(%)

Intermediate 
(%)

Resistant 
(%)

Susceptible 
(%)

Intermediate 
(%)

Resistant 
(%)

Tier 1
Cephalothin 55 (96.5) 0 (0) 2 (3.5) 0 (0) 0 (0) 24 (100)
Amoxicillin/Clavulanic acid 55 (96.5) 0 (0) 2 (3.5) 8 (33) 0 (0) 16 (67)
Trimethoprim/
Sulfamethoxazole

40 (70.2) 0 (0) 17 (29.8) 8 (33) 0 (0) 16 (67)

Clindamycin 49 (86.0) 0 (0) 8 (14.0) 2 (8) 0 (0) 22 (92)
Tier 1 or 2

Cefovecin 55 (96.5) 2 (3.5) 0 (0) 0 (0) 0 (0) 24 (100)
Cefpodoxime 55 (96.5) 1 (1.8) 1 (1.8) 0 (0) 0 (0) 24 (100)

Tier 2
Doxycycline 31 (54.4) 0 (0) 26 (45.6) 0 (0) 0 (0) 24 (100)
Minocycline 32 (56.1) 3 (5.3) 22 (38.6) 0 (0) 2 (8) 22 (92)
Chloramphenicol 46 (80.7) 1 (1.8) 10 (17.5) 1 (4) 4 (17) 19 (79)
Erythromycin 45 (78.9) 0 (0) 12 (21.1) 1 (4) 0 (0) 23 (96)
Enrofloxacin 49 (86.0) 2 (3.5) 6 (10.5) 1 (4) 4 (17) 19 (79)
Marbofloxacin 50 (87.7) 0 (0) 7 (12.3) 1 (4) 0 (0) 23 (96)
Pradofloxacin 50 (87.7) 1 (1.8) 6 (10.5) 1 (4) 4 (17) 19 (79)
Gentamicin 50 (87.7) 6 (1.5) 1 (1.8) 2 (8) 11 (46) 11 (46)
Amikacin 55 (96.5) 0 (0) 2 (3.5) 24 (100) 0 (0) 0 (0)

S. pseudintermedius=Staphylococcus pseudintermedius, VTH-KKU=Veterinary Teaching Hospital, Khon Kaen University

countries [14, 32, 33]. Automated methods have been 
increasingly used to characterize CoNS [33].

Methicillin-resistant Staphylococcus pseudinter-
medius was the most frequently identified pathogen 

in dogs, followed by MRSS and MRSA [8, 22], all of 
which belong to the CoPS group. Our study revealed 
similar results as the prevalence of MRSP was the 
highest, followed by MRSS. Several studies have 
also reported the presence of coagulase-negative 
MRS [18, 33, 34]. The two CoNS MRS isolated in this 
study were MRSH, which had the highest prevalence, 
and MRSW. Methicillin-resistant Staphylococci, 
especially MRSP, are usually resistant to β-lactam 
antibiotics and other antibiotic classes and exhibit 
MDR [8, 22]. This report aligns with the findings of our 
study; the isolated MRS also had MDR characteristics.

Our findings indicate that a very high proportion 
(81.6%) of MRS were MDR; all MRSP and 5/12 other 
MRS isolates. Moreover, MRS was found to be highly 
prevalent in VTH-KKU, especially MRSP. The identi-
fied risk factor for MRSP and other MRS in this study 
and by Loncaric et al. [18] was that the dog received 
antibiotics in the past 6 months. The association of 
other risk factors, such as an unfinished course of pre-
scription, underlying diseases including allergies, or 
using prednisolone or other drugs affecting the anti-
biotic efficacy, with the population of MRSP-carrying 
dogs at the VTH-KKU during the study period, was 
small.

This study identified MRSS in 7% of patients 
which is lower than the prevalence in Bangkok [22]. 
Methicillin-resistant Staphylococcus haemolyticus 
was detected in four dogs (7%) and MRSW in one 
dog (2%) among the isolated CoNS identified by 
VITEK. Using multiple antibiotics frequently to treat 
Staphylococcal infections might increase the inci-
dence of MRCoNS in dogs [35]. However, this study 
did not identify any MRSA, unlike a survey conducted 



Veterinary World, EISSN: 2231-0916 2345

Available at www.veterinaryworld.org/Vol.16/November-2023/21.pdf
Ta

b
le

-6
: 

A
nt

ib
io

gr
am

s 
of

 3
6 

m
et

hi
ci

lli
n-

re
si

st
an

t 
st

ap
hy

lo
co

cc
i i

so
la

te
d 

fr
om

 2
0 

ca
ni

ne
 p

yo
de

rm
a 

ca
se

s 
pr

es
en

te
d 

at
 V

TH
-K

K
U

 d
ur

in
g 

S
ep

te
m

be
r 

20
19

 t
o 

S
ep

te
m

be
r 

20
20

.

C
la

ss
es

 o
f 

A
nt

ib
io

ti
cs

N
um

be
r 

of
 

is
ol

at
es

B
et

a-
la

ct
am

s
M

ac
ro

lid
es

Fl
uo

ro
qu

in
ol

on
es

O
xa

ci
lli

n
B

en
zy

l 
pe

ni
ci

lli
n

A
m

ox
ic

ill
in

/
cl

av
ul

an
ic

 
ac

id

C
ep

ha
lo

th
in

C
ef

po
do

xi
m

e
C

ef
ov

ec
in

Er
yt

hr
om

yc
in

En
ro

fl
ox

ac
in

M
ar

bo
fl

ox
ac

in
P

ra
do

flo
xa

ci
n

M
R
S
P

2
R

R
R

R
R

R
R

R
R

R
M

R
S
P

1
R

R
R

R
R

R
R

R
R

R
M

R
S
P

2
R

R
R

R
R

R
R

R
R

R
M

R
S
P

4
R

R
R

R
R

R
R

R
R

R
M

R
S
P

2
R

R
R

R
R

R
R

R
R

R
M

R
S
P

2
R

R
R

R
R

R
R

R
R

R
M

R
S
P

2
R

R
R

R
R

R
R

R
R

R
M

R
S
P

2
R

R
R

R
R

R
R

R
R

R
M

R
S
P

2
R

R
R

R
R

R
R

R
R

R
M

R
S
P

2
R

R
R

R
R

R
R

I
R

I
M

R
S
P

2
R

R
R

R
R

R
R

I
R

I
M

R
S
P

1
R

R
R

R
R

R
S

S
S

S
M

R
SS

2
R

R
R

N
T

N
T

R
S

R
R

I
M

R
SS

1
R

R
S

N
T

N
T

S
R

I
R

I
M

R
SS

1
R

R
S

N
T

N
T

S
R

I
R

S
M

R
SS

1
R

R
S

N
T

N
T

S
S

R
R

I
M

R
SS

1
R

R
S

N
T

N
T

S
S

I
R

I
M

R
S
H

2
R

R
R

N
T

N
T

R
R

S
S

S
M

R
S
H

1
R

R
R

N
T

N
T

R
R

S
S

S
M

R
S
H

2
R

R
R

N
T

N
T

R
R

S
S

S
M

R
S
W

1
R

R
R

N
T

N
T

R
R

R
R

R

C
la

ss
es

 o
f 

A
nt

ib
io

ti
cs

N
um

be
r 

of
 

is
ol

at
es

Li
nc

os
am

id
es

Te
tr

ac
yc

ki
ne

s
Su

lf
on

am
id

es
C

hl
or

am
ph

en
ic

ol
A

m
in

og
ly

co
si

de
s

N
it

ro
fu

ra
ns

C
lin

da
m

yc
in

D
ox

yc
yc

lin
e

M
in

oc
yc

lin
e

Tr
im

et
ho

pr
im

/
Su

lf
am

et
ho

xa
zo

le
C

hl
or

am
ph

en
ic

ol
Fl

or
ph

en
ic

ol
G

en
ta

m
ic

in
A

m
ik

ac
in

N
it

ro
fu

ra
nt

oi
n

M
R
S
P

2
R

R
R

S
R

R
R

S
R

M
R
S
P

1
R

R
R

R
R

R
R

S
S

M
R
S
P

2
R

R
R

R
R

S
R

S
S

M
R
S
P

4
R

R
R

S
R

S
R

S
S

M
R
S
P

2
R

R
R

R
R

S
I

S
S

M
R
S
P

2
R

R
R

R
S

S
S

S
S

M
R
S
P

2
R

R
R

S
R

S
I

S
S

M
R
S
P

2
S

R
R

R
R

S
I

S
S

M
R
S
P

2
R

R
R

R
S

S
I

S
S

M
R
S
P

2
R

R
I

R
S

S
R

S
S

M
R
S
P

2
R

R
R

R
S

S
I

S
S

M
R
S
P

1
R

R
R

R
S

S
I

S
S

M
R
SS

2
S

S
S

S
S

S
S

S
S

M
R
SS

1
R

S
S

S
S

R
I

S
S

M
R
SS

1
R

S
S

S
S

R
I

S
S

M
R
SS

1
S

S
S

S
S

R
S

S
S

M
R
SS

1
S

S
S

S
S

R
S

S
S

M
R
S
H

2
S

S
S

S
S

S
S

S
S

M
R
S
H

1
R

S
S

S
S

S
S

S
S

M
R
S
H

2
R

S
S

S
S

R
S

S
S

M
R
S
W

1
R

I
R

R
S

S
S

S
S

R
: 

Re
si

st
an

t,
 I

: 
In

te
rm

ed
ia

te
, 

S
: 

S
us

ce
pt

ib
le

, 
N

T:
 N

ot
 t

es
te

d



Veterinary World, EISSN: 2231-0916 2346

Available at www.veterinaryworld.org/Vol.16/November-2023/21.pdf

in Bangkok that discovered 1% MRSA in the sam-
pling dogs. Methicillin-resistant S. aureus is more 
prevalent in humans, possibly exposed to pet animals. 
Moreover, the MRSA isolated from dogs originated 
from humans [36]. The variation in owner populations 
between Bangkok and Khon Kaen might represent the 
presence of MRSA in their pets.

In the antibiogram, we observed that MRS iso-
lates, especially MRSP, were resistant to other antibi-
otics; some were resistant to more than three classes 
of antibiotics. These isolates potentially acquire resis-
tance via horizontal gene transfer. A previous report 
mentioned that Staphylococcus species served as res-
ervoirs of AMR genes. Genetic exchange between iso-
lates from different Staphylococcus species and their 
sources are associated with mobile genetic elements 
and biofilm formation [6].

In addition to β-lactams, 24/67 MRSP isolates 
were resistant to three or more classes of antibiotics 
and hence classified as MDR S. pseudintermedius 
(MDR-SP). In Bangkok-Thailand, MDR-SP was 
found in 59/64 MRSP dogs [22] and 28/28 MRSP 
dogs [37]. In this study, four MRSS isolates were 
MDR S. schleiferi (MDR-SS). The MRSW identified 
in our research were also MDR. Some studies have 
reported an increase in the prevalence of MRS CoNS 
in animals and humans [18, 33–35]. Although MRSA 
was not detected in this study, the proportion of MDR 
Staphylococci observed was alarmingly high.

Methicillin (oxacillin)-susceptible mecA-pos-
itive Staphylococci have been extensively identified 
worldwide [38]. Of the 87 isolates detected as methi-
cillin-resistant using mecA-PCR, only 36 were found 
to be methicillin-resistant using the VITEK® 2 system. 
The phenotypic expression of methicillin resistance 
could be related to the regulatory genes. The mecA and 
blaZ genes in Staphylococci facilitate resistance to 
β-lactam antibiotics. The mecA gene encodes PBP2a 
which has a weak affinity for β-lactams, whereas 
the blaZ gene encodes for β-lactamase [39]. These 
genes contain mec and bla regulatory genes called 
mecR1-mecI and blaR1-blaI, which encode inducer 
and repressor that synergistically control PBP2a pro-
duction [40]. Liu et al. [41] revealed that the methi-
cillin-susceptible phenotype in MRS isolates without 
mec regulators is due to the high expression of blaI, 
which can suppress mecA expression. Many MRS 
methicillin-susceptible isolates have been reported to 
comprise class B or class C mec complexes containing 
an intact mecA without mecR1 and mecI [42, 43]. The 
other factors related to the phenotypic expression of 
methicillin resistance are the mutations in c-di-AMP 
cyclase DacA, RelA, and Fem proteins [44–46].

The MDR-S antibiogram showed that some iso-
lates were susceptible to amikacin, which has serious 
side effects, including nephrotoxicity, and requires 
close monitoring for kidney function [47]. Therefore, 
topical therapy is the only option for skin infection with 
MDR-SP, MRSP, and other MDR MRs [16, 48, 49]. 

Notably, among the tier 1 antibiotics for typical SP, 
the β-lactam antibiotics had a very high susceptibil-
ity, greater than but potentiated sulphonamides was at 
70%. Therefore, prescribing β-lactams, such as amox-
icillin-clavulanate, should be the first choice for treat-
ing canine pyoderma in these populations.

Due to its easy application, time- and cost-ef-
fectiveness, the VITEK® 2 system is being increas-
ingly used in everyday practice [50]. This system 
efficiently identifies Staphylococci species, MRS, 
and other bacterial species [33, 51–53]. In our study, 
the Kappa analysis showed almost perfect agreement 
between the VITEK® 2 system and molecular meth-
ods for overall identification. The MIC result from 
VITEK helps select the most effective antimicrobial 
for the isolated pathogenic bacteria [54], identifies 
the methicillin-resistant and MDR bacteria, and is 
less time-consuming.

Our findings indicate that 81.6% of MRS were 
MDR, which included all MRSP and 5/12 MRS 
isolates. Although MRSA was not found in this 
study, MDR Staphylococci were highly prevalent. 
Methicillin-resistant S. pseudintermedius showed 
high resistance to tier-1 antibiotics, including SXT and 
clindamycin, and most tier-2, including fluoroquino-
lones. The only antibiotic to which these bacteria were 
susceptible was amikacin. These results provide infor-
mation to the wider community, including the govern-
ment, veterinarians, and various related parties. They 
can serve as basic information for further research or 
national policymaking related to antimicrobial stew-
ardship to prevent or reduce the emergence of new 
cases of MRS infection in Thailand.
Conclusion

A high prevalence of MRS and MDR was 
observed in the referral center. The likelihood of this 
occurrence is that owners did not follow the instruc-
tions of giving antibiotics properly, as well as the 
possibility of horizontal gene transfer existence. The 
use of antibiotics at the primary care unit should be 
discussed, both for veterinarians and pet owners, to 
prevent the occurrence of AMR in Thailand.
Authors’ Contributions

PASP: Laboratory work, data analysis, interpre-
tation of data, and original draft preparation. PP and 
SJ: Methodology, supervision, validation, and editing 
manuscript. JK: Conception of the study, methodol-
ogy, clinical sampling, supervision, and editing of 
the manuscript. All authors have read, reviewed, and 
approved the final manuscript.
Acknowledgments

The authors are thankful to Faculty of Veterinary 
Medicine, Khon Kaen University, Thailand, for 
funding the study (Grant No. VM001/2564). PASP 
received the KKU Active Recruitment Scholarship 
2018 for her Ph.D. study. The authors are thankful 



Veterinary World, EISSN: 2231-0916 2347

Available at www.veterinaryworld.org/Vol.16/November-2023/21.pdf

to Assistant Professor Suvaluk Seesupa for statistical 
analysis.
Competing Interests

The authors declare that they have no competing 
interests.
Publisher’s Note

Veterinary World remains neutral with regard 
to jurisdictional claims in published institutional 
affiliation.
References
1. Di Lodovico, S., Fasciana, T., Di Giulio, M., Cellini, L., 

Giammanco, A., Rossolini, G.M. and Antonelli, A. (2022) 
Spread of multidrug-resistant microorganisms. Antibiotics 
(Basel), 11(7): 832.

2. Teixeira, I.M., de Oliveira Ferreira, E. and de Araújo 
Penna, B. (2019) Dogs as reservoir of methicillin resis-
tant coagulase negative staphylococci strains - a possible 
neglected risk. Microb. Pathog., 135: 103616.

3. Bhat, A.H. (2021) Bacterial zoonoses transmitted by house-
hold pets and as reservoirs of antimicrobial resistant bacte-
ria. Microb. Pathog., 155: 104891.

4. Song, S.J., Lauber, C., Costello, E.K., Lozupone, C.A., 
Humphrey, G., Berg-Lyons, D., Caporaso, J.G., Knights, D., 
Clemente, J.C., Nakielny, S., Gordon, J.I., Fierer, N. and 
Knight, R. (2013) Cohabiting family members share micro-
biota with one another and with their dogs. Elife, 2: e00458.

5. Palma, E., Tilocca, B. and Roncada, P. (2020) Antimicrobial 
resistance in veterinary medicine: An overview. Int. J. Mol. 
Sci., 21(6): 1914.

6. Rossi, C.C., Pereira, M.F. and Giambiagi-deMarval, M. 
(2020) Underrated Staphylococcus species and their role 
in antimicrobial resistance spreading. Genet. Mol. Biol., 
43(1 Suppl 2): e20190065.

7. Morris, D.O., Loeffler, A., Davis, M.F., Guardabassi, L. 
and Weese, J.S. (2017) Recommendations for approaches 
to meticillin-resistant staphylococcal infections of small 
animals: Diagnosis, therapeutic considerations and preven-
tative measures.: Clinical consensus guidelines of the World 
Association for Veterinary Dermatology. Vet. Dermatol., 
28(3): e304–e369.

8. Burke, M. and Santoro, D. (2023) Prevalence of multi-
drug-resistant coagulase-positive staphylococci in canine 
and feline dermatological patients over a 10-year period: 
A retrospective study. Microbiology (Reading), 169(2): 
001300.

9. Onyango, L.A. and Alreshidi, M.M. (2018) Adaptive metab-
olism in staphylococci: Survival and persistence in environ-
mental and clinical settings. J. Pathog., 2018: 1092632.

10. Bobbitt, K., Winder, M.L. and Kvas, S.P. (2022) Case 
report of a diabetic foot infection caused by Staphylococcus 
pseudintermedius, a zoonotic pathogen of canine origin. J. 
Am. Podiatr. Med. Assoc., 112(6): 21−114.

11. Kohler, V., Vaishampayan, A. and Grohmann, E. (2018) 
Broad-host-range Inc18 plasmids: Occurrence, spread and 
transfer mechanisms. Plasmid, 99:11–21.

12. Lord, J., Millis, N., Jones, R.D., Johnson, B., Kania, S.A. 
and Odoi, A. (2022) Patterns of antimicrobial, multidrug 
and methicillin resistance among Staphylococcus spp. iso-
lated from canine specimens submitted to a diagnostic lab-
oratory in Tennessee, USA: A descriptive study. BMC Vet. 
Res., 18(1): 91.

13. Marincola, G., Liong, O., Schoen, C., Abouelfetouh, A., 
Hamdy, A., Wencker, F.D.R., Marciniak, T., Becker, K., 
Kock, R. and Ziebuhr, W. (2021) Antimicrobial resistance 
profiles of coagulase-negative staphylococci in commu-
nity-based healthy individuals in Germany. Front. Public 
Health, 9: 684456.

14. Gómez-Beltrán, D.A., Villar, D., López-Osorio, S., 
Ferguson, D., Monsalve, L.K. and Chaparro-Gutiérrez, J.J. 
(2020) Prevalence of antimicrobial resistance in bacterial 
isolates from dogs and cats in a veterinary diagnostic labo-
ratory in Colombia from 2016–2019. Vet. Sci., 7(4): 173.

15. Hosseinkhani, F., Buirs, M.T., Jabalameli, F., Emaneini, M. 
and van Leeuwen, W.B. (2018) High diversity in SCCmec 
elements among multidrug-resistant Staphylococcus hae-
molyticus strains originating from paediatric patients; char-
acterization of a new composite island. J. Med. Microbiol., 
67(7): 915–921.

16. Hillier, A., Lloyd, D.H., Weese, J.S., Blondeau, J.M., 
Boothe, D., Breitschwerdt, E., Guardabassi, L., 
Papich, M.G., Rankin, S., Turnidge, J.D. and Sykes, J.E. 
(2014) Guidelines for the diagnosis and antimicrobial ther-
apy of canine superficial bacterial folliculitis (Antimicrobial 
Guidelines Working Group of the International Society for 
Companion Animal Infectious Diseases). Vet. Dermatol., 
25(3):163–e43.

17. Seckerdieck, F. and Mueller, R.S. (2018) Recurrent pyo-
derma and its underlying primary diseases: A retrospective 
evaluation of 157 dogs. Vet. Rec., 182(15): 434.

18. Loncaric, I., Tichy, A., Handler, S., Szostak, M.P., 
Tickert, M., Diab-Elschahawi, M., Spergser, J. and 
Künzel, F. (2019) Prevalence of methicillin-resistant 
Staphylococcus spp. (MRS) in different companion ani-
mals and determination of risk factors for colonization with 
MRS. Antibiotics (Basel), 8(2): 36.

19. Gortel, K. (2020) Twenty years of pyodermas: How anti-
microbial resistance has changed the way I practice. Can. 
Vet. J., 61(7): 781–784.

20. Elmoslemany, A., Elsohaby, I., Alorabi, M., Alkafafy, M., 
Al-Marri, T., Aldoweriej, A., Alaql, F.A., Almubarak, A. 
and Fayez, M. (2021) Diversity and risk factors associated 
with multidrug and methicillin-resistant staphylococci iso-
lated from cats admitted to a veterinary clinic in Eastern 
Province, Saudi Arabia. Antibiotics (Basel), 10(4): 367.

21. Kadlec, K. and Schwarz, S. (2012) Antimicrobial resistance 
of Staphylococcus pseudintermedius. Vet. Dermatol., 23(4): 
276–282, e255.

22. Chanchaithong, P., Perreten, V., Schwendener, S., 
Tribuddharat, C., Chongthaleong, A., Niyomtham, W. and 
Prapasarakul, N. (2014) Strain typing and antimicrobial 
susceptibility of methicillin-resistant coagulase-positive 
staphylococcal species in dogs and people associated with 
dogs in Thailand. J. Appl. Microbiol., 117(2): 572−586.

23. Fungwithaya, P., Chanchaithong, P., Phumthanakorn, N. and 
Prapasarakul, N. (2017) Nasal carriage of methicillin-resis-
tant Staphylococcus pseudintermedius in dogs treated with 
cephalexin monohydrate. Can. Vet. J., 58(1): 73–77.

24. Pinchus, D.H. (2006) Microbial identification using the 
Biomereux Vitek® 2 system. Encyclopedia of Rapid 
Microbiological Methods. bioMérieux, Inc. Hazelwood, 
MO, USA.

25. CLSI. (2018) Performance Standards for Antimicrobial 
Disk and Dilution Susceptibility Tests for Bacteria Isolated 
from Animals. 4th ed. CLSI Supplement VET08. Clinical 
and Laboratory Standards Institute, Wayne, PA.

26. Sasaki, T., Tsubakishita, S., Tanaka, Y., Sakusabe, A., 
Ohtsuka, M., Hirotaki, S., Kawakami, T., Fukata, T. and 
Hiramatsu, K. (2010) Multiplex-PCR method for species 
identification of coagulase-positive staphylococci. J. Clin. 
Microbiol., 48(3): 765–769.

27. Fournier, J.M., Bouvet, A., Mathieu, D., Nato, F., 
Boutonnier, A., Gerbal, R., Brunengo, P., Saulnier, C., 
Sagot, N., Slizewicz, B. and Mazie, J.C. (1993) New latex 
reagent using monoclonal antibodies to capsular polysac-
charide for reliable identification of both oxacillin-suscep-
tible and oxacillin-resistant Staphylococcus aureus. J. Clin. 
Microbiol., 31(5): 1342−1344.

28. Shome, B.R., Natesan, K., Mitra, S.D., Venugopal, N., 
Mani, B., Ganaie, F., Shome, R. and Rahman, H. (2018) 



Veterinary World, EISSN: 2231-0916 2348

Available at www.veterinaryworld.org/Vol.16/November-2023/21.pdf

Development of simplex-PCR assays for accurate identifi-
cation of nine staphylococcal species at genus and species 
levels. J. Microbiol. Infect. Dis., 8(3): 120–127.

29. Greisen, K., Loeffelholz, M., Purohit, A. and Leong, D. 
(1994) PCR primers and probes for the 16S rRNA gene 
of most species of pathogenic bacteria, including bacteria 
found in cerebrospinal fluid. J. Clin. Microbiol., 32(2): 
335–351.

30. Oliveira, D.C. and de Lencastre, H. (2002) Multiplex 
PCR strategy for rapid identification of structural types 
and variants of the mec element in methicillin-resistant 
Staphylococcus aureus. Antimicrob. Agents Chemother., 
46(7): 2155–2161.

31. Noordzij, M., Dekker, F.W., Zoccali, C. and Jager, K.J. 
(2010) Measures of disease frequency: Prevalence and inci-
dence. Nephron Clin. Pract., 115(1): C17–C20.

32. Bierowiec, K., Korzeniowska-Kowal, A., Wzorek, A., 
Rypula, K. and Gamian, A. (2019) Prevalence of 
Staphylococcus species colonization in healthy and sick 
cats. Biomed Res. Int., 2019: 4360525.

33. Phumthanakorn, N., Prapasarakul, N., Yindee, J. and 
Gronsang, D. (2022) Frequency, distribution, and antimi-
crobial resistance of coagulase-negative staphylococci iso-
lated from clinical samples in dogs and cats. Microb. Drug 
Resist., 28(2): 236–243.

34. Elnageh, H.R., Hiblu, M.A., Abbassi, M.S., Abouzeed, Y.M. 
and Ahmed, M.O. (2021) Prevalence and antimicrobial 
resistance of Staphylococcus species isolated from cats and 
dogs. Open Vet. J., 10(4): 452−456.

35. Khanal, M., Joshi, P.R., Paudel, S., Acharya, M., Rijal, K.R., 
Ghimire, P. and Banjara, M.R. (2021) Methicillin-resistant 
coagulase negative staphylococci and their antibiotic sus-
ceptibility pattern from healthy dogs and their owners from 
Kathmandu Valley. Trop. Med. Infect. Dis., 6(4): 194.

36. Ma, G.C., Worthing, K.A., Gottlieb, T., Ward, M.P. and 
Norris, J.M. (2020) Molecular characterization of commu-
nity-associated methicillin-resistant Staphylococcus aureus 
from pet dogs. Zoonoses Public Health, 67(3): 222–230.

37. Kadlec, K., Weiß, S., Wendlandt, S., Schwarz, S. and 
Tonpitak, W. (2016) Characterization of canine and feline 
methicillin-resistant Staphylococcus pseudintermedius 
(MRSP) from Thailand. Vet. Microbiol., 194: 93–97.

38. Ma, M., Chu, M., Tao, L., Li, J., Li, X., Huang, H., Qu, K., 
Wang, H., Li, L. and Du, T. (2021) First report of oxacil-
lin susceptible mecA-positive Staphylococcus aureus in a 
children’s hospital in Kunming, China. Infect. Drug Resist., 
14: 2597–2606.

39. Pournaras, S., Sabat, A.J., Grundmann, H., Hendrix, R., 
Tsakris, A. and Friedrich, A.W. (2015) Driving forces of 
mechanisms regulating oxacillin-resistance phenotypes 
of MRSA: Truly oxacillin-susceptible mecA-positive 
Staphylococcus aureus clinical isolates also exist. Curr. 
Pharm. Des., 21(16): 2048–2053.

40. Sharma, V.K., Hackbarth, C.J., Dickinson, T.M. and 
Archer, G.L. (1998) Interaction of native and mutant MecI 
repressors with sequences that regulate mecA, the gene 
encoding penicillin binding protein 2a in methicillin-resis-
tant staphylococci. J. Bacteriol., 180(8): 2160–2166.

41. Liu, P., Xue, H., Wu, Z., Ma, J. and Zhao, X. (2016) 
Effect of bla regulators on the susceptible phenotype and 

phenotypic conversion for oxacillin-susceptible mecA-pos-
itive staphylococcal isolates. J. Antimicrob. Chemother., 
71(8): 2105–2112.

42. He, W., Chen, H., Zhao, C., Zhang, F. and Wang, H. (2013) 
Prevalence and molecular typing of oxacillin-suscepti-
ble mecA-positive Staphylococcus aureus from multiple 
hospitals in China. Diagn. Microbiol. Infect. Dis., 77(3): 
267–269.

43. Pu, W., Su, Y., Li, J., Li, C., Yang, Z., Deng, H. and Ni, C. 
(2014) High incidence of oxacillin-susceptible mecA-pos-
itive Staphylococcus aureus (OS-MRSA) associated with 
bovine mastitis in China. PLoS One, 9(2): e88134.

44. Dengler, V., McCallum, N., Kiefer, P., Christen, P., 
Patrignani, A., Vorholt, J.A., Berger-Bächi, B. and 
Senn, M.M. (2013) Mutation in the C-di-AMP cyclase 
dacA affects fitness and resistance of methicillin resistant 
Staphylococcus aureus. PLoS One, 8(8): e73512.

45. Dordel, J., Kim, C., Chung, M., de la Gándara, M.P., 
Holden, M.T.J., Parkhill, J., de Lencastre, H., Bentley, S.D. 
and Tomasz, A. (2014) Novel determinants of antibiotic 
resistance: Identification of mutated loci in highly meth-
icillin-resistant subpopulations of methicillin-resistant 
Staphylococcus aureus. mBio, 5(2): e01000.

46. Giannouli, S., Labrou, M., Kyritsis, A., Ikonomidis, A., 
Pournaras, S., Stathopoulos, C. and Tsakris, A. (2010) 
Detection of mutations in the FemXAB protein family 
in oxacillin-susceptible mecA-positive Staphylococcus 
aureus clinical isolates. J. Antimicrob. Chemother., 65(4): 
626–633.

47. Chan, K., Ledesma, K.R., Wang, W. and Tam, V.H. (2020) 
Characterization of amikacin drug exposure and nephrotox-
icity in an animal model. Antimicrob. Agents Chemother., 
64(9): e00859−20

48. Valentine, B. (2019) Treating pyoderma without the use of 
systemic antibiotics. Can. Vet. J., 60(12): 1361–1363.

49. Santoro, D. (2023) Topical therapy for canine pyoderma: 
What is new? J. Am. Vet. Med. Assoc., 261(S1): S140–S148.

50. Rampacci, E., Trotta, M., Fani, C., Silvestri, S., Stefanetti, V., 
Brachelente, C., Mencacci, A. and Passamonti, F. (2021) 
Comparative performances of Vitek-2, disk diffusion, and 
broth microdilution for antimicrobial susceptibility test-
ing of canine Staphylococcus pseudintermedius. J. Clin. 
Microbiol., 59(9): e0034921.

51. Angaali, N., Vemu, L., Padmasri, C., Mamidi, N. and 
Teja, V.D. (2018) Direct identification and susceptibility 
testing of Gram-negative bacilli from turbid urine samples 
using VITEK2. J. Lab. Physicians, 10(3): 299–303.

52. Kristianingtyas, L., Effendi, M.H., Witaningrum, A.M., 
Wardhana, D.K. and Ugbo, E.N. (2021) Prevalence of 
extended-spectrum ß-lactamase-producing Escherichia coli 
in companion dogs in animal clinics, Surabaya, Indonesia. 
Int. J. One Health, 7(2): 232–236.

53. Moehario, L.H., Tjoa, E., Putranata, H., Joon, S., Edbert, D. 
and Robertus, T. (2021) Performance of TDR-300B and 
VITEK®2 for the identification of Pseudomonas aeruginosa 
in comparison with VITEK®-MS. J. Int. Med. Res., 49(2): 
1–12.

54. University College Dublin. (2019) Antimicrobial 
Susceptibility Testing. Available from: https://www.ucd.ie . 
Accessed 1 February 2019.

********


