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Abstract: Non-aureus staphylococci (NAS), including coagulase-negative staphylococci, have emerged
as important causes of opportunistic infections in humans and animals and a potential cause of
staphylococcal food poisoning. In this study, we investigated (i) the staphylococcal species profiles of
NAS in in retail chicken meat, (ii) the phenotypic and genotypic factors associated with antimicrobial
resistance in the NAS isolates, and (iii) the prevalence of classical and newer staphylococcal enterotoxin
(SE) genes. A total of 58 NAS of nine different species were isolated from retail raw chicken meat
samples. The occurrence of multidrug resistance in the NAS, particularly S. agnetis and S. chromogenes,
with high resistance rates against tetracycline or fluoroquinolones were confirmed. The tetracycline
resistance was associated with the presence of tet(L) in S. chromogenes and S. hyicus or tet(K) in
S. saprophyticus. The occurrence of fluoroquinolone resistance in S. agnetis and S. chromogenes was
usually associated with mutations in the quinolone resistance determining regions (QRDR) of gyrA
and parC. In addition, the frequent presence of SE genes, especially seh, sej, and sep, was detected in
S. agnetis and S. chromogenes. Our findings suggest that NAS in raw chicken meat can have potential
roles as reservoirs for antimicrobial resistance and enterotoxin genes.

Keywords: non-aureus staphylococci; chicken meat; antimicrobial resistance; fluoroquinolone
resistance; staphylococcal enterotoxin

1. Introduction

Staphylococci are commensal colonizers of the skin and mucous membranes of humans and various
animals [1–3]. Staphylococci are typically divided into coagulase-positive (CoPS) or coagulase-negative
staphylococci (CoNS) according to their ability to produce coagulase [4,5]. Staphylococcus aureus has
been the only well-known CoPS that is recognized as a major human and animal pathogen with many
virulence factors [6–8]. S. aureus can cause an array of local and systemic infections in human and animal
hosts, and is among the most prevalent community- and health care-associated human pathogens [8].
Although usually self-limiting, staphylococcal food poisoning (SFP) has been reported to be one of
the most common food-borne diseases that results from the ingestion of food contaminated with
staphylococcal enterotoxins (SEs), which are commonly secreted by S. aureus [3,9]. In addition to the
various virulence factors and enterotoxigenicity in staphylococci, antimicrobial-resistant staphylococcal
isolates, especially methicillin-resistant staphylococci (MRS), have been increasingly reported in recent
years [10,11]. The methicillin resistance phenotype in staphylococci is mostly caused by the mecA
gene that is located within a staphylococcal cassette chromosome mec (SCCmec) [12]. In addition to
mecA, other mec genes, such as mecB and mecC, have also been recognized in association with β-lactam
resistance in staphylococci [13,14]. The mecB and mecC genes have usually been identified within mobile
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genetic elements (MGEs) that were similar to SCCmec [15]. Several studies have reported that these
SCCmec elements can be transferred between CoPS and CoNS isolates [16,17]. Moreover, the frequent
occurrence of fluoroquinolone resistance, as a result of mutations in quinolone resistance determining
regions (QRDR), has been observed in the clinical isolates of multidrug-resistant methicillin-resistant
S. aureus (MDR-MRSA) and CoNS [18–20].

Recently, non-aureus staphylococci (NAS), including CoNS, have emerged as important causes
of opportunistic infections in humans and animals and a potential cause of food poisoning [1,2].
The presence of genes encoding various SEs and toxic shock syndrome toxin-1 (TSST-1) has also been
reported in CoNS and NAS isolates from human [21,22], animal [23,24], and retail meat samples [6,25]
despite of their controversial pathophysiological role in SFP. The importance of foods of animal origin
as carriers of foodborne pathogens has been demonstrated and retail chicken meat has been recognized
as one of the significant food vehicles of zoonotic pathogens and antimicrobial resistance, as well as
staphylococcal enterotoxin genes [6,10,26]. Many countries, including European and North American
countries, routinely monitor and publish surveillance reports on antimicrobial-resistant pathogens in
chicken and retail chicken meat that both usually include S. aureus (MRSA and MSSA) [27,28].

While CoPS, especially S. aureus isolates, have been extensively investigated as a major causative
agent of SFP, detailed data on the prevalence of CoNS or NAS in foods of animal origin, their antimicrobial
resistance profiles, and enterotoxigenic profiles have been limited. Although a detailed pathogenic role
of SE-producing CoNS or NAS in SFP has not yet been elucidated, recent studies have reported that
some CoNS can produce enterotoxins in a range of ng/mL [29]. In addition, many recent publications
highlighted the potential involvement of CoNS or NAS in human and animal diseases [1,2,30].
Thus, we aimed to investigate (1) the species profiles of NAS in retail chicken meat samples that were
collected in Korea, (2) the antimicrobial resistance profiles of the NAS isolates and genetic factors
associated with the antimicrobial-resistant phenotype, and (3) the prevalence and distribution of five
classical SE genes (sea, seb, sec, sed, see), 13 newer SE genes (seg, seh, sei, selj, sek, sell, sem, sen, seo, sep, seq,
ser, selu), and toxic shock syndrome toxin-1 gene (tst1) in NAS isolates.

2. Results

2.1. Profiles of NAS Isolated from Retail Chicken Meat

A total of 58 NAS isolates of nine different species were isolated from 128 retail chicken meat samples
(58/128, 45.3%) that were collected in 2019. All the 58 NAS used in this study were isolated from different
samples. Based on previous publications that reported the coagulase-variable phenotype in S. hyicus,
S. chromogenes, and S. agnetis isolates, these species were grouped as coagulase-variable staphylococci
(CoVS) in this study [31–33]. As shown in Table 1, 29 of the 58 NAS were coagulase-variable
staphylococci (CoVS), and the other 29 NAS were CoNS. The CoVS and CoNS strain groups had
three and six different species of staphylococci, respectively. The most common NAS species that
were isolated from retail chicken meat were S. agnetis (n = 12, 19.4%), S. saprophyticus (n = 11, 19%),
S. chromogenes (n = 9, 14.5%), S. hyicus (n = 8, 12.9%), and S. sciuri (n = 8, 13.8%).

Table 1. Profiles of non-aureus staphylococci (NAS) isolated from retail chicken meat in Korea.

NAS No. of mecA- Positive Strains
(%, Type of SCCmec)

CoVS (n = 29, 50%)
S. agnetis (n = 12, 20.7%) -

S. chromogenes (n = 9, 15.5%) -
S. hyicus (n = 8, 13.8%) -

CoVS Total -
CoNS (n = 29, 50%)

S. saprophyticus (n = 11, 19%) -
S. sciuri (n = 8, 13.8%) 2 (25, NT, NT)
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Table 1. Cont.

NAS No. of mecA- Positive Strains
(%, Type of SCCmec)

S. simulans (n = 5, 8.6%) -
S. lentus (n = 2, 3.4%) 1 (50, NT)

S. warneri (n = 2, 3.4%) -
S. epidermidis (n = 1, 1.7%) -

CoNS Total 3 (10.3)
TOTAL 3 (5.2)

NAS, non-aureus staphylococci; CoVS, coagulase-variable staphylococci; CoNS, coagulase-negative staphylococci;
NT, non-typable.

2.2. Occurrence of mecA in NAS Isolated from Retail Chicken Meat

Three mecA-positive strains were identified in the 58 NAS (5.2%) isolated from the retail chicken
meat samples (Table 1). These three isolates (two S. sciuri and one S. lentus) were all CoNS and exhibited
an OXA-resistant phenotype (OXA MICs ≥ 0.5 µg/mL). The three mecA-positive strains were subjected
to SCCmec typing analysis; no SCCmec types were determined, as ccr genes were not detected.

2.3. Antimicrobial Resistance Profiles of NAS Isolated from Retail Chicken Meat

All the 58 NAS isolates exhibited susceptibilities to cefoxitin (FOX), quinupristin-dalfopristin
(SYN), vancomycin (VAN), and linezolid (LZD) (Tables 2 and 3). The CoVS strains tended to display
higher resistance than the CoNS strains to the antimicrobial agents tested, with exception to mupirocin
(MUP) and rifampin (RIF). A higher level of multidrug resistance (MDR) phenotype (resistant to
≥3 subclasses of antimicrobial drugs) was also observed in the CoVS strains (48.3%) than in the
CoNS (10.3%) strains (Tables 2 and 3). The CoVS strains displayed rather high levels of resistance
to tetracycline (TET, 48.3%) and fluoroquinolones (55.2%). The CoNS strains also showed 34.5% of
TET resistance. Interestingly, all the 14 TET-resistant CoVS possessed tet(L) (Tables 2 and 3). On the
other hand, all the 10 TET-resistant CoNS harbored tet(K), and one SM1 strain also harbored tet(M)
(Tables 2 and 3).

2.4. Fluoroquinolone Resistance and Mutations in the QRDR

Among the CoVS strains, seven of 12 S. agnetis (58.3%) and all nine S. chromogenes (100%) exhibited
resistance to three fluoroquinolones (CIP, ENR, and LEV) (Table 2). On the contrary, only two strains of
CoNS (one S. simulans and one S. lentus) were resistant to the fluoroquinolones. Since fluoroquinolone
resistance in staphylococci has been known to be associated with mutations in the QRDRs encoding
DNA gyrase and topoisomerase IV [19,20], we examined whether mutations in the QRDR of gyrA,
gyrB, parC, and parE of the 18 fluoroquinolone-resistant NAS strains were present.

As shown in Table 4, S84L mutation was identified in the gyrA of all 18 fluoroquinolone-resistant
strains. S80L mutation within parC was observed in 17 strains; S80L mutation was not observed in
S. simulans strain (SM4). Moreover, mutations at codon 84 in parC (D84E, D84H, D84G, D84Y, or D84N) were
associated with CIP or ENR resistance at higher concentrations (CIP MICs≥ 64 or ENR MICs ≥ 128 µg/mL).
Although four strains of S. agnetis (SA4, SA5, SA11, and SA12) had two or more additional point
mutations at codons 424, 426, 465, 488, 489, or 491 in parE genes, the four S. agnetis strains did not show
markedly higher fluoroquinolone resistance than the other fluoroquinolone-resistant strains without
the mutations (Table 4). Among the 18 fluoroquinolone-resistant strains, only one S. agnetis strain (SA6)
had a point mutation in gyrB.
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Table 2. Antimicrobial resistance profiles of 58 non-aureus staphylococci (NAS) strains isolated from retail chicken meat.

NAS (n = Isolates)
No. of Antimicrobial Resistance (%)

AMP FOX PEN CHL FQN CLI ERY GEN MUP RIF SXT SYN TET MDR 1

CoVS

S. agnetis (12) 6
(50) - 6

(50)
3

(25)
7

(58.3)
4

(33.3)
4

(33.3)
3

(25) - - - - - 5
(41.7)

S. chromogenes (9) 4
(44.4) - 4

(44.4)
3

(33.3)
9

(100)
8

(88.9)
8

(88.9) - - - 2
(22.2) - 6

(66.7)
9

(100)

S. hyicus (8) - - - - - - - - - - - - 8
(100) 0

CoVS Total (29) 10
(34.5) - 10

(34.5)
6

(20.7)
16

(55.2)
12

(41.4)
12

(41.4)
3

(10.3) - - 2
(6.9) - 14

(48.3)
14

(48.3)
CoNS

S. saprophyticus (11) - - - - - - - - - - - - 7
(63.6) -

S. sciuri (8) - - 1
(12.5) - - - - - - - - - 1

(12.5) -

S. simulans (5) - - - 2
(40)

1
(20)

1
(20) - - - 1

(20)
1

(20) - 1
(20) -

S. lentus (2) 1
(50) - 1

(50)
1

(50)
1

(50)
1

(50)
1

(50) - - - - - 1
(50)

1
(50)

S. warneri (2) 1
(50) - 1

(50) - - 1
(50) - - 1

(50) - - - 0 1
(50)

S. epidermidis (1) 1
(100) - 1

(100) - - - - 1
(100)

1
(100) - - - 0 1

(100)

CoNS Total (29) 3
(10.3) - 4

(13.8)
3

(10.3)
2

(6.9)
3

(10.3)
1

(3.4)
1

(3.4)
2

(6.9)
1

(3.4)
1

(3.4) - 10
(34.5)

3
(10.3)

TOTAL 13
(22.4) - 14

(24.1)
9

(15.5)
18

(31)
15

(25.9)
13

(22.4)
4

(6.9)
2

(3.4)
1

(1.7)
3

(5.2) - 24
(41.4)

17
(29.3)

1 MDR: The NAS isolates that were resistant to three or more subclasses of antimicrobial drugs are defined as MDR isolates. NAS, non-aureus staphylococci; CoVS, coagulase-
variable staphylococci; CoNS, coagulase-negative staphylococci; AMP, ampicillin; FOX, cefoxitin; PEN, penicillin; CHL, chloramphenicol; FQN, fluoroquinolones (including CIP,
ciprofloxacin; ENR, enrofloxacin; LEV, levofloxacin); CLI, clindamycin; ERY, erythromycin; GEN, gentamycin; MUP, mupirocin; RIF, rifampin; SXT, trimethoprim-sulfamethoxazole;
SYN, quinupristin-dalfopristin; TET, tetracycline; MDR, multi-drug resistance.
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Table 3. Antimicrobial resistance profiles and distribution of enterotoxin genes in non-aureus staphylococci (NAS) strains isolated from retail chicken meat.

Strains Isolates ID Antimicrobial Resistance Profiles TET-Resistance
Genes

MICs (µg/mL) Staphylococcal
Enterotoxin Genes

TET OXA VAN LZD

CoVS
S. agnetis SA1 AMP-PEN -FQN-CLI-ERY-GEN - 0.5 0.25 1 1 seh, selj, sem, sep

SA2 - - 0.5 0.25 1 1 selj, sep, seh
SA3 CHL-FQN - 0.125 0.25 1.5 0.75 selj, sep, seh
SA4 CHL-FQN - 0.125 0.25 1.5 0.75 selj
SA5 - - 1 0.125 1 1 tst1, sep, seh, seo
SA6 AMP-PEN-FQN - 0.125 0.25 1.5 0.75 sep, seh, sek
SA7 AMP-PEN-FQN-GEN - 0.25 0.5 1 0.5 sep, seh, seo, sek
SA8 AMP-PEN-CLI-ERY - 0.5 0.25 0.75 0.5 sep, seh
SA9 AMP-PEN-CLI-ERY - 0.5 0.25 1 0.5 sep, seh
SA10 AMP-PEN-CLI-ERY-GEN - 0.5 2 1 1 selj, sep, seh
SA11 CHL-FQN - 1 2 1 0.5 selj, sep, seh
SA12 FQN - 1 2 0.75 0.75 sep, seh, seo

S. chromogenes SC1 FQN-CLI-ERY-TET tet(L) 32 0.25 1 0.38 tst1, seh, selj, sem, sep
SC2 FQN-CLI-ERY-TET tet(L) 32 0.25 1 0.5 selj, sek
SC3 FQN-CLI-ERY-TET tet(L) 32 0.25 1 0.5 sea, selj, sek
SC4 AMP-PEN-FQN-CLI-ERY-SXT-TET tet(L) 16 0.25 1 0.5 tst1, sek
SC5 FQN-CLI-ERY-TET tet(L) 32 0.5 1 1 tst1, selj, seh
SC6 FQN-CLI-ERY-TET tet(L) 32 0.25 0.75 0.5 tst1, seh, seo
SC7 AMP-PEN-CHL-FQN-CLI-ERY-SXT - 0.125 0.25 0.75 0.5 tst1, seh, sei, selj
SC8 AMP-PEN-CHL-FQN - 0.125 0.5 0.75 0.5 tst1, seh, sei, selj, seo
SC9 AMP-PEN-CHL-FQN-CLI-ERY - 0.125 0.25 0.38 0.5 seh, sei, selj, seo

S. hyicus SH1 TET tet(L) 16 0.25 1.5 0.75 sep, seh, seo, sek
SH2 TET tet(L) 16 0.25 1.5 0.75 tst1, seh, seo
SH3 TET tet(L) 16 0.25 1 0.75 tst1, seh
SH4 TET tet(L) 16 0.25 1.5 0.5 tst1
SH5 TET tet(L) 16 0.25 1 0.75 -
SH6 TET tet(L) 16 0.25 1 0.75 sem
SH7 TET tet(L) 16 0.25 1 0.5 sem
SH8 TET tet(L) 16 0.25 1 1 sem

CoNS
S. saprophyticus SS1 TET tet(K) 32 1 1 0.5 -

SS2 TET tet(K) 32 1 1.5 1 -
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Table 3. Cont.

Strains Isolates ID Antimicrobial Resistance Profiles TET-Resistance
Genes

MICs (µg/mL) Staphylococcal
Enterotoxin Genes

TET OXA VAN LZD

SS3 TET tet(K) 32 1 1 0.5 -
SS4 - - 0.5 1 1 0.5 -
SS5 - - 0.25 0.5 1.5 0.75 -
SS6 TET tet(K) 32 0.5 1.5 0.5 see
SS7 TET tet(K) 32 0.5 1 0.5 see
SS8 - - 0.25 0.5 1 0.5 -
SS9 TET tet(K) 32 1 1 0.5 -
SS10 TET tet(K) 16 0.5 1 0.5 -
SS11 - - 0.5 0.25 1 0.5 -

S. sciuri SI1 - - 1 1 0.5 0.5 sell, seo
SI2 PEN - 1 1 0.75 0.5 sell, seo
SI3 - - 0.25 1 0.5 0.75 seo
SI4 - - 0.5 0.5 0.5 1 -
SI5 - - 0.5 0.25 0.75 0.75 -
SI6 TET tet(K) 16 0.25 0.5 0.5 -
SI7 - - 0.5 1 0.5 0.5 -
SI8 - - 0.25 0.5 0.5 0.5 sell, seo

S. simulans SM1 RIF-TET tet(M), tet(K) 32 0.125 0.5 0.5 tst1, selj
SM2 - - 0.25 0.25 0.38 0.5 -
SM3 CHL-CLI - 0.5 0.125 0.38 0.5 sep, seh
SM4 CHL-FQN - 0.25 0.125 0.5 0.75 sep
SM5 SXT - 0.5 0.25 0.5 0.5 -

S. lentus SL1 TET tet(K) 16 1 1 0.5 seh, sell
SL2 AMP-PEN-CHL-FQN-CLI-ERY - 1 16 1 0.75 sell

S. warneri SW1 - - 0.25 0.75 1.5 0.5 tst1, sei, selj
SW2 AMP-PEN-CLI-MUP - 0.5 0.5 0.5 0.5 seq

S. epidermidis SE1 AMP-PEN-GEN-MUP - 0.25 0.125 0.5 0.75 sep

VAN, vancomycin; LZD, linezolid.
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Table 4. Mutations in the quinolone resistance determining regions (QRDRs) of gyrA, gyrB, parC, and parE in fluoroquinolone-resistant non-aureus staphylococci (NAS)
isolated from retail chicken meat.

Strains Isolates ID
MICs (µg/mL) Mutations in QRDRs

CIP ENR gyrA gyrB parC parE

CoVS
S. agnetis SA1 16 8 S84L - S80L -

SA3 8 8 S84L - S80L -
SA4 16 8 S84L - S80L K465H N488T
SA6 64 8 S84L K467R S80F D84E D424E K465R N488T N491K
SA7 32 8 S84L - S80L -
SA11 4 4 S84L - S80L D424E K465R N488T N491K
SA12 4 4 S84L - S80L D424E N426K K465R N488T D489E

S. chromogenes SC1 32 128 S84L - S80L D84H -
SC2 64 128 S84L - S80L D84H -
SC3 128 128 S84L - S80L D84H -
SC4 128 128 S84L A132T S162A - S80L D84G -
SC5 32 128 S84L - S80L D84H -
SC6 64 128 S84L - S80L D84H -
SC7 32 128 S84L - S80L D84Y -
SC8 64 128 S84L - S80L D84Y -
SC9 32 128 S84L - S80L D84Y -

CoNS
S. simulans SM4 256 256 S84L A173S - D84N -

S. lentus SL2 32 16 S84L T172A - S80L -

QRDR, quinolone resistance-determining region.
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2.5. Occurrence and Distribution of SE Genes in NAS

While only two of the 29 CoVS strains (6.9%) were negative for all the SE genes detected, 15 of the
29 CoNS strains (51.7%) did not possess any SE gene (Tables 3 and 5). Overall, CoVS strains (S. agnetis,
S. chromogenes, and S. hyicus) harbored a great number of SE genes than the six species of CoNS strains.
Of the 29 CoVS strains, 16 (55.2%) possessed three or more SE genes, and 10 CoVS (34.5%) possessed
the tst1 gene (Table 5). Unlike the CoVS, none among the 29 CoNS strains possessed more than two SE
genes, and only two CoNS strains (6.9%) had the tst1 gene.

Among the five classical and 13 newer SE genes, seh (20/29, 70%), sep (13/29, 44.8%), selj (13/29,
44.8%), and seo (8/29, 27.6%) genes were the most frequently detected in CoVS strains. Furthermore,
all S. agnetis strains were double positive for sep and seh, except the SA4 strain (Tables 3 and 5). However,
one of the five classical SE genes (see) and two of the 13 newer SE genes (sell and seq) were found in
only CoNS species such as S. saprophyticus, S. sciuri, S. lentus, or S. warneri (Table 5). Likewise, sea and
sem genes were identified in only three species of CoVS, S. agnetis, S. chromogenes, or S. hyicus.
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Table 5. Prevalence of TSST-1, classical SE, and newer SE genes in non-aureus staphylococci (NAS) strains isolated from retail chicken meat.

NAS (n = Isolates)
No. of SE Genes

tst1 sea seb sec sed see seg seh sei selj sek sell sem sen seo sep seq ser selu ND

CoVS
S. agnetis (12) 1 - - - - - - 11 - 6 2 - 1 - 3 11 - - - -

S. chromogenes (9) 6 1 - - - - - 6 3 7 3 - 1 - 3 1 - - - -
S. hyicus (8) 3 - - - - - - 3 - - 1 - 3 - 2 1 - - - 1

CoVS Total (%) 10
(34.5)

1
(3.4) - - - - - 20

(69)
3

(10.3)
13

(44.8)
6

(20.7) - 5
(17.2) - 8

(27.6)
13

(44.8) - - - 1
(3.4)

CoNS
S. saprophyticus (11) - - - - - 2 - - - - - - - - - - - - - 9

S. sciuri (8) - - - - - - - - - - - 3 - - 4 - - - - 4
S. simulans (5) 1 - - - - - - 1 - 1 - - - - - 2 - - - 2

S. lentus (2) - - - - - - - 1 - - - 2 - - - - - - - -
S. warneri (2) 1 - - - - - - - 1 1 - - - - - - 1 - - -

S. epidermidis (1) - - - - - - - - - - - - - - - 1 - - - -

CoNS Total (%) 2
(6.9) - - - - 2

(6.9) - 2
(6.9)

1
(3.4)

2
(6.9) - 5

(17.2) - - 4
(13.8)

3
(10.3)

1
(3.4) - - 15

(51.7)

TOTAL 12
(20.7)

1
(1.7) - - - 2

(3.4) - 22
(37.9)

4
(6.9)

15
(25.9)

6
(10.3)

5
(8.6)

5
(8.6) - 12

(20.7)
16

(27.6)
1

(1.7) - - 16
(27.6)

ND, not detected.
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3. Discussion

The contamination of raw food products with pathogens poses a significant threat to public health
and has caused a great burden in health care. SFP is one of the most common foodborne illnesses in
many countries and is caused by the ingestion of foods contaminated with SEs [9]. Since staphylococci
are usually found on the skin and the mucous surface of the respiratory tract of human and animal
hosts, foods of animal origin such as milk, cheese, pork, beef, and poultry meat have been recognized
as a major source of SFP as a result of contamination with staphylococci, especially coagulase-positive
S. aureus [4]. Although S. aureus has been well recognized for its ability to evoke SFP via the production
of enterotoxins that may have emetic and superantigenic abilities [9], only a limited number of studies
have focused on the significance of non-aureus CoPS and CoNS in food safety and public health.

In addition to their enterotoxigenic ability, staphylococci are able to develop resistance to various
antimicrobials through different genetic mechanisms [20,34]. In particular, livestock-associated
methicillin-resistant S. aureus (LA-MRSA) has been detected in many raw meat products [6] including
pork, beef, lamb, and poultry [27,35,36]. Recent reports also highlighted the importance of CoNS and
NAS as potential reservoirs of antimicrobial resistance genes [16,26]. Of note, it has been reported that
food-originated staphylococci carrying SCCmec and multiple antimicrobial resistance genes in the food
production chain could be a substantial reservoir for transmission of the resistance genes [6,10,37,38].
Previous studies also demonstrated that plasmids carrying various antimicrobial resistance genes such
as cfr, erm(C), erm(T), lnu(A), or dfrK were identified in both MRSA and CoNS, indicating horizontal
transmission of the plasmids across bacterial species in various environment [39–41]. Furthermore,
Cuny et al. reported occurrence of cfr-carrying plasmids in CoNS isolates from calves and veterinarians
along with the transferability of the plasmids among different staphylococcal species [42].

In this study, we assessed the distribution and species profiles of NAS in retail chicken meat
samples that were purchased from eight different provinces of Korea. The overall prevalence rate
of NAS in retail chicken meat samples was 45.3% and 11 different species of NAS were identified
from the retail chicken meat samples (Table 1). Previous investigations that were conducted in Turkey,
Egypt, and Brazil also revealed the presence of various coagulase-positive or coagulase-negative
NAS in retail chicken meat [6,37,38]. In particular, Osman et al. [38] reported nine different species
of NAS, e.g., S. lugdunensis (30%), S. epidermidis (26%), and S. hyicus (20%) were the three most
frequently isolated NAS from retail chicken meat in Egypt [38]. The most frequently detected species
of NAS in our investigation were S. agnetis (19.4%) and S. saprophyticus (19%) and these differences
might have been caused by various factors, including isolation and enrichment methods, geographic
region, and differences in chicken meat production. Recently, the involvement of NAS, such as
S. epidermidis, S. saprophyticus, and S. haemolyticus in human infections, have been highlighted in several
publications [1,2]. Moreover, S. chromogenes and S. simulans have been found in a number of animal
infections, especially bovine mastitis [30]. These findings suggest that the frequent occurrence of NAS
in raw chicken meat may be a significant hazard associated with food and public health safety.

The prevalence of antimicrobial-resistant NAS in retail chicken meat has not yet been well
investigated. Recent reports on methicillin-resistant NAS, especially those of CoNS species, in many
livestock and companion animals have raised concern regarding the unattended transmission of NAS
to human through the food production chain [7,10]. In the present study, only three (SI1, SI2, and SL2)
among the 58 NAS isolates were positive for mecA gene and exhibited OXA resistance phenotype
(OXA MIC ≥ 0.5 µg/mL) (Table 1). Moreover, a strain of mecA-positive S. lentus (SL2) exhibited the
highest resistance to OXA (OXA MIC of 16 µg/mL) (Table 3). Furthermore, the SCCmec type of the
three mecA-positive NAS (SI1, SI2, and SL2) were not identified. In line with our results, previous
studies also reported non-typeable ccr genes associated with heterogeneity of SCCmec elements in
methicillin-resistant CoNS strains [12,43]. Although 22 NAS strains (four S. agnetis, two S. chromogenes,
10 S. saprophyticus, four S. sciuri, one S. lentus, and one S. warneri) displayed OXA resistance phenotype,
mecA was not detected in these strains. Thus, based on the CLSI guidelines [44,45], the 22 strains
were determined as methicillin-susceptible staphylococci. As presented in Table 2, MDR phenotype
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was widespread in S. agnetis and S. chromogenes strains. These results indicate that non-aureus
CoVS and CoNS can serve as potential reservoirs for antimicrobial resistance genes and necessitate
further attention.

Staphylococcal strains isolated from raw meat samples have been reported to have a high level of
TET resistance rates (>62%) [28,37,38]. In line with these studies, we observed a relatively high level of
TET resistance rate (41.1%) in the NAS isolates (Table 2). This was mainly attributed to S. chromogenes,
S. hyicus, and S. saprophyticus, which showed TET resistance rates of 66.7%, 100%, and 63.6%, respectively
(Table 2). TET resistance is usually conferred by the acquisition of tet(M), tet(O), and tet(S), which encode
ribosomal protection proteins, or tet(K) and tet(L), which encode efflux pumps [34]. Similar to previous
publications [26,46], all of the TET-resistant CoNS including S. saprophyticus, S. sciuri, S. simulans,
and S. lentus possessed tet(K). In contrast to the TET-resistant CoNS, all the S. chromogenes and S. hyicus
strains with the TET-resistant phenotype possessed tet(L). Unlike the chromosomal or transposonal
location of tet(M) or tet(O), plasmid-borne tet(K), and tet(L) genes [34] might have contributed to high
incidence of TET-resistant NAS strains in this study.

Quinolones exert strong antibacterial activity through its action against DNA gyrase and
topoisomerase IV, which are essential enzymes in bacteria. However, the frequent occurrence of
quinolone resistance has been reported in clinical isolates of MRSA and CoNS through point mutations
in the genes encoding the two essential enzymes [19,20]. In this study, sequencing analyses of the QRDR
region of gyrA, gyrB, parC, and parE genes revealed that the fluoroquinolone resistance observed in seven
of 12 S. agnetis and all nine S. chromogenes isolates were associated with mutations in gyrA at codon 84
and parC at codon 80 or 84 (Table 4), which is similar to what was observed in fluoroquinolone-resistant
S. aureus [20]. The two CoNS (SM4 and SL2) strains also had the same mutations in the QRDR of gyrA
and parC. The widespread usage of fluoroquinolones in the poultry industry has been associated with
the emergence and prevalence of the fluoroquinolone-resistant bacteria. In 2018, Korea Animal Health
Products Association (KAHPA) reported that quinolones and tetracyclines were the two antimicrobials
that were sold in the largest amount for use in the poultry industry [47]; in line with this report the
number of NAS strains with resistance to tetracycline and fluoroquinolones was observed the highest
in the present study (Table 2).

Although not approved for use in veterinary medicine, the occurrence of linezolid- or vancomycin-
resistant staphylococci in food-producing animals has caused serious public health problems [6,48].
The presence of cfr, optrA, and vanA genes in staphylococci has frequently been associated with high
level resistance to linezolid and vancomycin, respectively [49,50]. Fortunately, none of the 58 NAS
strains showed resistant phenotype to the two critically important antimicrobial agents (Table 3).
However, nationwide surveillance of the linezolid- and vancomycin-resistant staphylococci in livestock
is necessary for a future investigation.

Classical and newer SEs have been associated mainly with SFP cases involving coagulase-positive
S. aureus. However, the presence of SE genes in NAS such as S. epidermidis, S. hyicus, S. haemolyticus,
and S. chromogenes has recently been reported [6,51]. In the present study, we found that S. agnetis
and S. chromogenes species from retail chicken meat samples often carried multiple newer SE genes
(Tables 2 and 5). In contrast to the previous publications that reported the highest prevalence of
sec [51,52] in CoNS, seh, selj, and sep were most frequently detected in the S. agnetis and S. chromogenes
isolates in the present study. Although the role of newer SEs in outbreak of SFP is still controversial,
an outbreak case of SFP caused by SEH produced by S. aureus has been reported in Norway [53].
Johler et al. (2015) also suggested that newer SE genes, such as seg, sei, sem, sen, and seo, may have
caused an SFP outbreak in Switzerland [54]. Despite the pathophysiological role of SEs in NAS remains
controversial and the profiles of SE genes in different NAS species are variable, the substantial presence
of SE genes and TSST-1 gene in NAS isolated from retail chicken meat may pose a significant hazard to
food safety. The production of classical SEs is affected by many conditions such as genetic factors of
the strains, culture environment, cell density, and changes in bacterial cell membrane physiology [9].
Since data on the regulation of newer enterotoxins are limited even in the well-recognized S. aureus,
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further research is warranted to identify the role and expression profiles of SE genes that are detectable
in NAS, i.e., seh, sei, and sep genes in S. agnetis and S. chromogenes.

It should be recognized that our results in the current study were generated from a rather limited
number of retail chicken meat samples and NAS isolates. In addition, prevalence of mecB and mecC in
the NAS was not included in the current study. Furthermore, detailed molecular mechanisms involved
in resistance to chloramphenicol, erythromycin, and clindamycin were not characterized. Nonetheless,
future studies should be focused on complete genotypic and phenotypic characterizations of NAS for
virulence, production of SEs, and antimicrobial resistance mechanisms. Moreover, the present study
is the first to report profiles of antimicrobial resistance and enterotoxigenicity in NAS collected from
retail chicken meat samples in Korea.

4. Materials and Methods

4.1. Sample Collection

Retail chicken meat samples (breasts and thighs, n = 128) were collected from 20 retail markets
and groceries in eight provinces of Korea during 2019. The prepackaged chicken meat samples were
placed in a container with ice packs to keep the samples below 4 ◦C and sent to our laboratory for the
isolation of staphylococci within 24 h of sampling.

4.2. Isolation and Identification of Staphylococci

Chicken meat samples weighing 25 g were homogenized for 2 min in 225 mL buffered peptone
water in a sterile stomacher bag (3M, St. Paul, MN, USA) using a HAPS® homogenizer H3-1
(HUKO, Seoul, Korea). Then, 1 mL aliquot of the homogenized solutions were inoculated into 9 mL of
fresh Tryptic Soy Broth (TSB, Difco Laboratories, Detroit, MI, USA) containing 10% NaCl and enriched
for 24 h at 37 ◦C. Next, 20 µL aliquots of the pre-enriched cultures were streaked onto Baired–Parker
Agar (BPA; Difco Laboratories) supplemented with egg yolk and potassium tellurite, and then incubated
at 37 ◦C for 48 h. Presumptive staphylococcal colonies were selected, and 2–3 colonies of the most
dominant colony type from each sample were streaked on BPA for subsequent identification. Individual
colonies were inoculated into fresh TBS, and incubated for 18–24 h, and genomic DNA from bacterial
cell pellets were extracted using a Genmed DNA kit (Seoul, Korea) according to the manufacturer’s
recommendations. The identification of staphylococcal species was performed by using a 16s rRNA
sequencing method as previously reported [55].

4.3. Antimicrobial Susceptibility Tests

Antimicrobial susceptibility assay was performed on all staphylococci according to the Clinical
and Laboratory Standards Institute guidelines [44]. Sixteen antimicrobial agents were utilized for disc
diffusion assays on Mueller–Hinton agar (MHA, Difco Laboratories): ampicillin (AMP, 10 µg), cefoxitin
(FOX, 30µg), penicillin (PEN, 10µg), chloramphenicol (CHL, 30µg), ciprofloxacin (CIP, 5µg), enrofloxacin
(ENR, 5 µg), levofloxacin (LEV, 5 µg), clindamycin (CLI, 2 µg), erythromycin (ERY, 15 µg), gentamicin
(GEN, 10 µg), mupirocin (MUP, 200 µg), rifampicin (RIF, 5 µg), sulfamethoxazole-trimethoprim
(SXT, 23.75/1.25 µg), quinupristin-dalfopristin (SYN, 15 µg), and tetracycline (TET, 30 µg). Mupirocin
was purchased from Oxoid (Hampshire, UK), and the rest of the antimicrobial agents were purchased
from BD BBLTM (Becton Dickinson, Franklin Lakes, NJ). The minimum inhibitory concentrations
(MICs) of oxacillin (OXA), TET, CIP, and ENR were determined for all the study strains by using the
standard two-fold broth microdilution [44]. The MICs of the study strains to vancomycin (VAN) and
linezolid (LZD) were determined by standard Etest (AB Biodisk, Dalvagen, Sweden). S. aureus MW2
and S. aureus ATCC 29213 strains were used as reference strains for the antimicrobial susceptibility
tests. All antimicrobial susceptibility tests were repeated three times.
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4.4. Detection of Antimicrobial Resistance Genes and SCCmec Typing

The staphylococcal strains that exhibited OXA, FOX, or TET resistance phenotypes were examined
for the presence of resistance genes. MRS strains were examined for the presence of mecA, and SCCmec
types were determined as previously described [56,57]. For SCCmec typing, multiplex PCR methods
were used to amplify chromosomal cassette recombinase (ccr) genes and mec regulatory elements (mec).
The combinations of ccr types and mec complexes were used to define the SCCmec element types of
staphylococcal strains. TET-resistant staphylococcal strains were examined for the carriage of tet(K),
tet(L), tet(M), tet(O), and tet(S) using specific primer sets as previously described [58].

4.5. Detection of Mutations in QRDRs

The two primary targets of fluoroquinolones are bacterial DNA gyrase and topoisomerase IV.
In most fluoroquinolone-resistant staphylococcal species, point mutations occur in highly-conserved
QRDRs encoding the DNA gyrase (gyrA and gyrB) and topoisomerase IV (parC and parE) [59].
The genomic DNA samples of NAS strains were subjected to PCR amplifications using the specific
primer sets as shown in Table S1 as previously described [18–20]. The published sequences of S. agnetis
(908, NCBI GenBank accession number CP009623), S. chromogenes (17A, NCBI GenBank accession
number CP031274), S. simulans (FDAARGOS_124, NCBI GenBank accession number CP14016),
and S. lentus (NCTC12102, NCBI GenBank accession number UHDR01000002) were used as reference
for the design of the gene-specific primer sets. The resulting amplicons were sequenced at Cosmo
Genetech, Seoul, Korea. Multiple gyrA, gyrB, parC, and parD sequence alignments were performed
using the Box-Shade server (embnet.vital-it.ch/software/BOX_form.html).

4.6. Detection of SE Genes

The detection of five classical SE genes (sea, seb, sec, sed, see), 13 newer SE genes (seg, seh, sei, selj,
sek, sell, sem, sen, seo, sep, seq, ser, selu), and the TSST-1 gene (tst1) in the staphylococcal strains was
performed using a series of multiplex PCR assays as previously described [60,61]. The genomic DNA
samples from reference S. aureus strains (N315, FRI472, MW2, FRI913, and COL) were used as positive
control samples for each PCR assay.

5. Conclusions

In conclusion, our results demonstrate that (1) a relatively high level of diverse species of NAS are
present in retail raw chicken meat; (2) the occurrence of MDR in the NAS isolates, particularly S. agnetis
and S. chromogenes, with high resistance rates against TET and/or fluoroquinolones were observed;
(3) the TET resistance phenotype was associated with the presence of tet(L) or tet(K); (4) the prevalent
occurrence of fluoroquinolone-resistant S. agnetis and S. chromogenes was caused by mutations in the
QRDR of gyrA and parC; and (5) the presence of newer SE genes such as seh, selj, and sep, in addition to
antimicrobial resistance, were detected in S. agnetis and S. chromogenes. Our results suggest that the
presence of NAS, which have pathogenic potential and are reservoirs of antimicrobial resistance and
enterotoxin genes, in raw chicken meat should not be overlooked.

Supplementary Materials: The following are available online at http://www.mdpi.com/2079-6382/9/11/809/s1,
Table S1. Sequences of primers and PCR conditions used for the amplification of antimicrobial resistance,
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Author Contributions: Conceptualization: S.I.L. and S.-J.Y.; methodology: S.I.L., S.D.K., and J.H.P.; investigation:
S.I.L., S.D.K., J.H.P., and S.-J.Y.; data curation: S.I.L. and S.-J.Y.; writing—Original draft preparation: S.I.L.;
writing—Review and editing: S.-J.Y.; supervision: S.-J.Y.; project administration: S.-J.Y.; funding acquisition: S.-J.Y.
All authors have read and agreed to the published version of the manuscript.

Funding: This research was funded by Korea Centers for Disease Control and Prevention (2017NER54060 and
2020ER540500 to SJY).

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

http://www.mdpi.com/2079-6382/9/11/809/s1


Antibiotics 2020, 9, 809 14 of 17

References

1. Huebner, J.M.; Donald, A.; Goldmann, M. Coagulase-negative staphylococci: Role as pathogens.
Annu. Rev. Med. 1999, 50, 223–236. [CrossRef] [PubMed]

2. Von Eiff, C.; Peters, G.; Heilmann, C. Pathogenesis of infections due to coagulase-negative staphylococci.
Lancet Infect. Dis. 2002, 2, 677–685. [CrossRef]

3. Udo, E.; Al-Bustan, M.; Jacob, L.; Chugh, T. Enterotoxin production by coagulase-negative staphylococci in
restaurant workers from Kuwait city may be a potential cause of food poisoning. J. Med. Microbiol. 1999,
48, 819–823. [CrossRef] [PubMed]

4. Veras, J.F.; do Carmo, L.S.; Tong, L.C.; Shupp, J.W.; Cummings, C.; dos Santos, D.A.; Cerqueira, M.M.O.P.;
Cantini, A.; Nicoli, J.R.; Jett, M. A study of the enterotoxigenicity of coagulase-negative and coagulase-positive
staphylococcal isolates from food poisoning outbreaks in Minas Gerais, Brazil. Int. J. Infect. Dis. 2008,
12, 410–415. [CrossRef] [PubMed]

5. Fairbrother, R. Coagulase production as a criterion for the classification of the staphylococci. J. Pathol. Bacteriol.
1940, 50, 83–88. [CrossRef]

6. Martins, P.D.; de Almeida, T.T.; Basso, A.P.; de Moura, T.M.; Frazzon, J.; Tondo, E.C.; Frazzon, A.P.G.
Coagulase-positive staphylococci isolated from chicken meat: Pathogenic potential and vancomycin
resistance. Foodborne Pathog. Dis. 2013, 10, 771–776. [CrossRef] [PubMed]

7. Osman, K.; Alvarez-Ordóñez, A.; Ruiz, L.; Badr, J.; ElHofy, F.; Al-Maary, K.S.; Moussa, I.M.I.; Hessain, A.M.;
Orabi, A.; Saad, A.; et al. Antimicrobial resistance and virulence characterization of Staphylococcus aureus and
coagulase-negative staphylococci from imported beef meat. Ann. Clin. Microbiol. Antimicrob. 2017, 16, 35.
[CrossRef]

8. Tong, S.Y.; Davis, J.S.; Eichenberger, E.; Holland, T.L.; Fowler, V.G. Staphylococcus aureus infections:
Epidemiology, pathophysiology, clinical manifestations, and management. Clin. Microbiol. Rev. 2015,
28, 603–661. [CrossRef]

9. Fisher, E.L.; Otto, M.; Cheung, G.Y.C. Basis of virulence in enterotoxin-mediated staphylococcal food
poisoning. Front. Microbiol. 2018, 9, 436. [CrossRef]

10. Bhargava, K.; Zhang, Y. Characterization of methicillin-resistant coagulase-negative staphylococci (MRCoNS)
in retail meat. Food Microbiol. 2014, 42, 56–60. [CrossRef]

11. Yang, T.-Y.; Hung, W.-W.; Lin, L.; Hung, W.-C.; Tseng, S.-P. mecA-related structure in methicillin-resistant
coagulase-negative staphylococci from street food in Taiwan. Sci. Rep. 2017, 7, 42205. [CrossRef] [PubMed]

12. Rolo, J.; Worning, P.; Nielsen, J.B.; Bowden, R.; Bouchami, O.; Damborg, P.; Guardabassi, L.; Perreten, V.;
Tomasz, A.; Westh, H.; et al. Evolutionary origin of the staphylococcal cassette chromosome (SCCmec).
Antimicrob. Agents. Chemother. 2017, 61, e02302-16. [CrossRef] [PubMed]

13. Loncaric, I.; Kübber-Heiss, A.; Posautz, A.; Stalder, G.L.; Hoffmann, D.; Rosengarten, R.; Walzer, C.
Characterization of methicillin-resistant Staphylococcus spp. carrying the mecC gene, isolated from wildlife.
J. Antimicrob. Chemother. 2013, 68, 2222–2225. [CrossRef] [PubMed]

14. Becker, K.; Van Alen, S.; Idelevich, E.A.; Schleimer, N.; Seggewiß, J.; Mellmann, A.; Kaspar, U.;
Peters, G. Plasmid-encoded transferable mecB-mediated methicillin resistance in Staphylococcus aureus.
Emerg. Infect. Dis. 2018, 24, 242. [CrossRef] [PubMed]

15. Gómez-Sanz, E.; Schwendener, S.; Thomann, A.; Brawand, S.G.; Perreten, V. First staphylococcal cassette
chromosome mec containing a mecB-carrying gene complex independent of transposon Tn6045 in a
Macrococcus caseolyticus isolate from a canine infection. Antimicrob. Agents Chemother. 2015, 59, 4577–4583.
[CrossRef]

16. International Working Group on the Classification of Staphylococcal Cassette Chromosome Elements
(IWG-SCC), Classification of staphylococcal cassette chromosome mec (SCCmec): Guidelines for reporting
novel SCCmec elements. Antimicrob. Agents. Chemother. 2009, 53, 4961–4967. [CrossRef]

17. Tsubakishita, S.; Kuwahara-Arai, K.; Sasaki, T.; Hiramatsu, K. Origin and molecular evolution of the
determinant of methicillin resistance in staphylococci. Antimicrob. Agents. Chemother. 2010, 54, 4352–4359.
[CrossRef]

18. Sreedharan, S.; Peterson, L.R.; Fisher, L. Ciprofloxacin resistance in coagulase-positive and-negative
staphylococci: Role of mutations at serine 84 in the DNA gyrase A protein of Staphylococcus aureus and
Staphylococcus epidermidis. Antimicrob. Agents. Chemother. 1991, 35, 2151–2154. [CrossRef]

http://dx.doi.org/10.1146/annurev.med.50.1.223
http://www.ncbi.nlm.nih.gov/pubmed/10073274
http://dx.doi.org/10.1016/S1473-3099(02)00438-3
http://dx.doi.org/10.1099/00222615-48-9-819
http://www.ncbi.nlm.nih.gov/pubmed/10482292
http://dx.doi.org/10.1016/j.ijid.2007.09.018
http://www.ncbi.nlm.nih.gov/pubmed/18206412
http://dx.doi.org/10.1002/path.1700500112
http://dx.doi.org/10.1089/fpd.2013.1492
http://www.ncbi.nlm.nih.gov/pubmed/23841655
http://dx.doi.org/10.1186/s12941-017-0210-4
http://dx.doi.org/10.1128/CMR.00134-14
http://dx.doi.org/10.3389/fmicb.2018.00436
http://dx.doi.org/10.1016/j.fm.2014.02.019
http://dx.doi.org/10.1038/srep42205
http://www.ncbi.nlm.nih.gov/pubmed/28181543
http://dx.doi.org/10.1128/AAC.02302-16
http://www.ncbi.nlm.nih.gov/pubmed/28373201
http://dx.doi.org/10.1093/jac/dkt186
http://www.ncbi.nlm.nih.gov/pubmed/23674764
http://dx.doi.org/10.3201/eid2402.171074
http://www.ncbi.nlm.nih.gov/pubmed/29350135
http://dx.doi.org/10.1128/AAC.05064-14
http://dx.doi.org/10.1128/AAC.00579-09
http://dx.doi.org/10.1128/AAC.00356-10
http://dx.doi.org/10.1128/AAC.35.10.2151


Antibiotics 2020, 9, 809 15 of 17

19. Takahata, M.; Yonezawa, M.; Matsubara, N.; Watanabe, Y.; Narita, H.; Matsunaga, T.; Igarashi, H.;
Kawahara, M.; Onodera, S.; Oishi, Y. Antibacterial activity of quinolones against coagulase-negative
staphylococci and the quinolone resistance-determining region of the gyrA genes from six species.
J. Antimicrob. Chemother. 1997, 40, 383–386. [CrossRef]

20. Takahashi, H.; Kikuchi, T.; Shoji, S.; Fujimura, S.; Lutfor, A.B.; Tokue, Y.; Nukiwa, T.; Watanabe, A.
Characterization of gyrA, gyrB, grlA and grlB mutations in fluoroquinolone-resistant clinical isolates of
Staphylococcus aureus. J. Antimicrob. Chemother. 1998, 41, 49–57. [CrossRef]

21. Vasconcelos, N.; Pereira, V.; Araújo Júnior, J.; da Cunha, M.d.L. Molecular detection of enterotoxins E, G,
H and I in Staphylococcus aureus and coagulase–negative staphylococci isolated from clinical samples of
newborns in Brazil. J. Appl. Microbiol. 2011, 111, 749–762. [CrossRef] [PubMed]

22. Crass, B.A.; Bergdoll, M.S. Involvement of coagulase-negative staphylococci in toxic shock syndrome.
J. Clin. Microbiol. 1986, 23, 43–45. [CrossRef] [PubMed]

23. Ünal, N.; Çinar, O.D. Detection of stapylococcal enterotoxin, methicillin-resistant and Panton–Valentine
leukocidin genes in coagulase-negative staphylococci isolated from cows and ewes with subclinical mastitis.
Trop. Animal Health Prod. 2012, 44, 369–375. [CrossRef] [PubMed]

24. Orden, J.A.; Goyache, J.; Hernandez, J.; Domenech, A.; Suarez, G.; Gomez-Lucia, E. Production of
staphylococcal enterotoxins and TSST-1 by coagulase negative staphylococci Isolated from ruminant
mastitis. J. Vet. Med. 1992, 39, 144–148. [CrossRef]

25. Blaiotta, G.; Ercolini, D.; Pennacchia, C.; Fusco, V.; Casaburi, A.; Pepe, O.; Villani, F. PCR detection of
staphylococcal enterotoxin genes in staphylococcus spp. strains isolated from meat and dairy products.
Evidence for new variants of seG and seI in S. aureus AB–8802. J. Appl. Microbiol. 2004, 97, 719–730.
[CrossRef] [PubMed]

26. Lee, J.H.; Heo, S.; Jeong, M.; Jeong, D.W. Transfer of a mobile Staphylococcus saprophyticus plasmid isolated
from fermented seafood that confers tetracycline resistance. PLoS ONE 2019, 14, e0213289. [CrossRef]

27. Nemati, M.; Hermans, K.; Lipinska, U.; Denis, O.; Deplano, A.; Struelens, M.; Devriese, L.A.; Pasmans, F.;
Haesebrouck, F. Antimicrobial resistance of old and recent Staphylococcus aureus isolates from poultry:
First detection of livestock-associated methicillin-resistant strain ST398. Antimicrob. Agents Chemother. 2008,
52, 3817–3819. [CrossRef]

28. Waters, A.E.; Contente-Cuomo, T.; Buchhagen, J.; Liu, C.M.; Watson, L.; Pearce, K.; Foster, J.T.; Bowers, J.;
Driebe, E.M.; Engelthaler, D.M. Multidrug-resistant Staphylococcus aureus in US meat and poultry.
Clin. Infect. Dis. 2011, 52, 1227–1230. [CrossRef]

29. Bergdoll, M.S. Importance of staphylococci that produce nanogram quantities of enterotoxin. Zbl. Bakt. 1995,
282, 1–6. [CrossRef]

30. Thorberg, B.M.; Danielsson-Tham, M.L.; Emanuelson, U.; Persson Waller, K. Bovine subclinical mastitis
caused by different types of coagulase-negative staphylococci. J. Dairy Sci. 2009, 92, 4962–4970. [CrossRef]

31. Devriese, L.A.; Hàjek, V.; Oeding, P.; Meyer, S.A.; Schleifer, K.H. Staphylococcus hyicus (Sompolinsky 1953)
comb. nov. and Staphylococcus hyicus subsp. chromogenes subsp. nov. Int. J. Syst. Evol. Microbiol. 1978,
28, 482–490. [CrossRef]

32. Dos Santos, D.C.; Lange, C.C.; Avellar-Costa, P.; dos Santos, K.R.N.; Brito, M.A.V.P.; Giambiagi-deMarval, M.
Staphylococcus chromogenes, a coagulase-negative staphylococcus species that can clot plasma. J. Clin. Microbiol.
2016, 54, 1372–1375. [CrossRef] [PubMed]

33. Adkins, P.R.F.; Middleton, J.R.; Calcutt, M.J.; Stewart, G.C.; Fox, L.K. Species identification and strain typing
of Staphylococcus agnetis and Staphylococcus hyicus isolates from bovine milk by use of a novel multiplex PCR
assay and pulsed-field gel electrophoresis. J. Clin. Microbiol. 2017, 55, 1778–1788. [CrossRef] [PubMed]

34. Speer, B.S.; Shoemaker, N.B.; Salyers, A.A. Bacterial resistance to tetracycline: Mechanisms, transfer,
and clinical significance. Clin. Microbiol. Rev. 1992, 5, 387–399. [CrossRef] [PubMed]

35. de Boer, E.; Zwartkruis-Nahuis, J.T.M.; Wit, B.; Huijsdens, X.W.; de Neeling, A.J.; Bosch, T.; van Oosterom, R.A.A.;
Vila, A.; Heuvelink, A.E. Prevalence of methicillin-resistant Staphylococcus aureus in meat. Int. J. Food Microbiol.
2009, 134, 52–56. [CrossRef]

36. Dhup, V.; Kearns, A.M.; Pichon, B.; Foster, H.A. First report of identification of livestock-associated MRSA
ST9 in retail meat in England. Epidemiol. Infect. 2015, 143, 2989–2992. [CrossRef]

37. Yurdakul, N.E.; ErgiNkaYa, Z.; ÜNal, E. Antibiotic resistance of enterococci, coagulase negative staphylococci
and Staphylococcus aureus isolated from chicken meat. Czech J. Food Sci. 2013, 31, 14–19. [CrossRef]

http://dx.doi.org/10.1093/jac/40.3.383
http://dx.doi.org/10.1093/jac/41.1.49
http://dx.doi.org/10.1111/j.1365-2672.2011.05076.x
http://www.ncbi.nlm.nih.gov/pubmed/21672099
http://dx.doi.org/10.1128/JCM.23.1.43-45.1986
http://www.ncbi.nlm.nih.gov/pubmed/3700606
http://dx.doi.org/10.1007/s11250-011-0032-x
http://www.ncbi.nlm.nih.gov/pubmed/22160510
http://dx.doi.org/10.1111/j.1439-0450.1992.tb01150.x
http://dx.doi.org/10.1111/j.1365-2672.2004.02349.x
http://www.ncbi.nlm.nih.gov/pubmed/15357721
http://dx.doi.org/10.1371/journal.pone.0213289
http://dx.doi.org/10.1128/AAC.00613-08
http://dx.doi.org/10.1093/cid/cir181
http://dx.doi.org/10.1016/S0934-8840(11)80789-9
http://dx.doi.org/10.3168/jds.2009-2184
http://dx.doi.org/10.1099/00207713-28-4-482
http://dx.doi.org/10.1128/JCM.03139-15
http://www.ncbi.nlm.nih.gov/pubmed/26912749
http://dx.doi.org/10.1128/JCM.02239-16
http://www.ncbi.nlm.nih.gov/pubmed/28330895
http://dx.doi.org/10.1128/CMR.5.4.387
http://www.ncbi.nlm.nih.gov/pubmed/1423217
http://dx.doi.org/10.1016/j.ijfoodmicro.2008.12.007
http://dx.doi.org/10.1017/S0950268815000126
http://dx.doi.org/10.17221/58/2012-CJFS


Antibiotics 2020, 9, 809 16 of 17

38. Osman, K.; Badr, J.; Al-Maary, K.S.; Moussa, I.M.I.; Hessain, A.M.; Girah, Z.M.S.A.; Abo-shama, U.H.;
Orabi, A.; Saad, A. Prevalence of the antibiotic resistance genes in coagulase-positive-and negative-
staphylococcus in chicken meat retailed to consumers. Front. Microbiol. 2016, 7. [CrossRef]

39. Shen, J.; Wang, Y.; Schwarz, S. Presence and dissemination of the multiresistance gene cfr in Gram-positive
and Gram-negative bacteria. J. Antimicrob. Chemother. 2013, 68, 1697–1706. [CrossRef]

40. Feßler, A.T.; Wang, Y.; Wu, C.; Schwarz, S. Mobile macrolide resistance genes in staphylococci. Plasmid 2018,
99, 2–10. [CrossRef]

41. Feßler, A.; Kadlec, K.; Wang, Y.; Zhang, W.-J.; Wu, C.; Shen, J.; Schwarz, S. Small antimicrobial resistance
plasmids in livestock-associated methicillin-resistant Staphylococcus aureus CC398. Front. Microbiol. 2018,
9, 2063. [CrossRef] [PubMed]

42. Cuny, C.; Arnold, P.; Hermes, J.; Eckmanns, T.; Mehraj, J.; Schoenfelder, S.; Ziebuhr, W.; Zhao, Q.; Wang, Y.;
Feßler, A.T.; et al. Occurrence of cfr-mediated multiresistance in staphylococci from veal calves and pigs,
from humans at the corresponding farms, and from veterinarians and their family members. Vet. Microbiol.
2017, 200, 88–94. [CrossRef] [PubMed]

43. Urushibara, N.; Paul, S.K.; Hossain, M.A.; Kawaguchiya, M.; Kobayashi, N. Analysis of staphylococcal
cassette chromosome mec in Staphylococcus haemolyticus and Staphylococcus sciuri: Identification of a novel
ccr gene complex with a newly Identified ccrA Allotype (ccrA7). Microb. Drug Resist. 2011, 17, 291–297.
[CrossRef] [PubMed]

44. CLSI. Performance Standards for Antimicrobial Disk and Dilution Susceptibility Tests for Bacteria Isolated from
Animals; VET09; Clinical and Laboratory Standards Institute: Wayne, PA, USA, 2019.

45. Hussain, Z.; Stoakes, L.; Massey, V.; Diagre, D.; Fitzgerald, V.; El Sayed, S.; Lannigan, R. Correlation
of oxacillin MIC with mecA gene carriage in coagulase-negative staphylococci. J. Clin. Microbiol. 2000,
38, 752–754. [CrossRef]

46. El-Razik, K.A.A.; Arafa, A.A.; Hedia, R.H.; Ibrahim, E.S. Tetracycline resistance phenotypes and genotypes
of coagulase-negative staphylococcal isolates from bubaline mastitis in Egypt. Vet. World 2017, 10, 702–710.
[CrossRef]

47. Korea Animal Health Products Association (KAHPA), National Sales of Antimicrobials and Monitoring of
Antimicrobial Resistance on the Domestic and Imported Meat and Fishery Products, Seoul, Korea. 2018.
Available online: http://www.kahpa.or.kr/main.asp (accessed on 12 November 2020).

48. Wang, Y.; He, T.; Schwarz, S.; Zhao, Q.; Shen, Z.; Wu, C.; Shen, J. Multidrug resistance gene cfr in
methicillin-resistant coagulase-negative staphylococci from chickens, ducks, and pigs in China. Int. J.
Med. Microbiol. 2013, 303, 84–87. [CrossRef]

49. Lazaris, A.; Coleman, D.C.; Kearns, A.M.; Pichon, B.; Kinnevey, P.M.; Earls, M.R.; Boyle, B.; O’Connell, B.;
Brennan, G.I.; Shore, A.C. Novel multiresistance cfr plasmids in linezolid-resistant methicillin-resistant
Staphylococcus epidermidis and vancomycin-resistant Enterococcus faecium (VRE) from a hospital outbreak:
Co-location of cfr and optrA in VRE. J. Antimicrob. Chemother. 2017, 72, 3252–3257. [CrossRef]

50. Severin, A.; Tabei, K.; Tenover, F.; Chung, M.; Clarke, N.; Tomasz, A. High level oxacillin and vancomycin
resistance and altered cell wall composition in Staphylococcus aureus carrying the staphylococcal mecA and
the enterococcal vanA gene complex. J. Biol. Chem. 2004, 279, 3398–3407. [CrossRef]

51. Valle, J.; Gomez-Lucia, E.; Piriz, S.; Goyache, J.; Orden, J.A.; Vadillo, S. Enterotoxin production by staphylococci
isolated from healthy goats. Appl. Environ. Microbiol. 1990, 56, 1323–1326. [CrossRef]

52. Hájek, V. Identification of enterotoxigenic staphylococci from sheep and sheep cheese. Appl. Environ. Microbiol.
1978, 35, 264–268. [CrossRef]

53. Jørgensen, H.J.; Mathisen, T.; Løvseth, A.; Omoe, K.; Qvale, K.S.; Loncarevic, S. An outbreak of staphylococcal
food poisoning caused by enterotoxin H in mashed potato made with raw milk. FEMS Microbiol. Lett. 2005,
252, 267–272. [CrossRef] [PubMed]

54. Johler, S.; Giannini, P.; Jermini, M.; Hummerjohann, J.; Baumgartner, A.; Stephan, R. Further evidence for
staphylococcal food poisoning outbreaks caused by egc-encoded enterotoxins. Toxins 2015, 7, 997–1004.
[CrossRef] [PubMed]

55. Mendoza, M.; Meugnier, H.; Bes, M.; Etienne, J.; Freney, J. Identification of staphylococcus species by 16S-23S
rDNA intergenic spacer PCR analysis. Int. J. Syst. Evol. Microbiol. 1998, 48, 1049–1055. [CrossRef] [PubMed]

56. Geha, D.J.; Uhl, J.R.; Gustaferro, C.A.; Persing, D.H. Multiplex PCR for identification of methicillin-resistant
staphylococci in the clinical laboratory. J. Clin. Microbiol. 1994, 32, 1768–1772. [CrossRef] [PubMed]

http://dx.doi.org/10.3389/fmicb.2016.01846
http://dx.doi.org/10.1093/jac/dkt092
http://dx.doi.org/10.1016/j.plasmid.2018.05.001
http://dx.doi.org/10.3389/fmicb.2018.02063
http://www.ncbi.nlm.nih.gov/pubmed/30283407
http://dx.doi.org/10.1016/j.vetmic.2016.04.002
http://www.ncbi.nlm.nih.gov/pubmed/27102205
http://dx.doi.org/10.1089/mdr.2010.0144
http://www.ncbi.nlm.nih.gov/pubmed/21388304
http://dx.doi.org/10.1128/JCM.38.2.752-754.2000
http://dx.doi.org/10.14202/vetworld.2017.702-710
http://www.kahpa.or.kr/main.asp
http://dx.doi.org/10.1016/j.ijmm.2012.12.004
http://dx.doi.org/10.1093/jac/dkx292
http://dx.doi.org/10.1074/jbc.M309593200
http://dx.doi.org/10.1128/AEM.56.5.1323-1326.1990
http://dx.doi.org/10.1128/AEM.35.2.264-268.1978
http://dx.doi.org/10.1016/j.femsle.2005.09.005
http://www.ncbi.nlm.nih.gov/pubmed/16213675
http://dx.doi.org/10.3390/toxins7030997
http://www.ncbi.nlm.nih.gov/pubmed/25802973
http://dx.doi.org/10.1099/00207713-48-3-1049
http://www.ncbi.nlm.nih.gov/pubmed/9734063
http://dx.doi.org/10.1128/JCM.32.7.1768-1772.1994
http://www.ncbi.nlm.nih.gov/pubmed/7929772


Antibiotics 2020, 9, 809 17 of 17

57. Kondo, Y.; Ito, T.; Ma, X.X.; Watanabe, S.; Kreiswirth, B.N.; Etienne, J.; Hiramatsu, K. Combination of
multiplex PCRs for staphylococcal cassette chromosome mec type assignment: Rapid identification system
for mec, ccr, and major differences in junkyard regions. Antimicrob. Agents Chemother. 2007, 51, 264–274.
[CrossRef] [PubMed]

58. Ng, L.K.; Martin, I.; Alfa, M.; Mulvey, M. Multiplex PCR for the detection of tetracycline resistant genes.
Mol. Cell. Probes 2001, 15, 209–215. [CrossRef] [PubMed]

59. Aldred, K.J.; Kerns, R.J.; Osheroff, N. Mechanism of quinolone action and resistance. Biochemistry 2014,
53, 1565–1574. [CrossRef]

60. Lee, H.H.; Lee, G.Y.; Eom, H.S.; Yang, S.-J. Occurrence and characteristics of methicillin-resistant and
-susceptible Staphylococcus aureus isolated from the beef production chain in Korea. Food. Sci. Anim. Resour.
2020, 40, 401. [CrossRef]

61. Park, J.Y.; Fox, L.K.; Seo, K.S.; McGuire, M.A.; Park, Y.H.; Rurangirwa, F.R.; Sischo, W.M.; Bohach, G.A.
Detection of classical and newly described staphylococcal superantigen genes in coagulase-negative
staphylococci isolated from bovine intramammary infections. Vet. Microbiol. 2011, 147, 149–154. [CrossRef]

Publisher’s Note: MDPI stays neutral with regard to jurisdictional claims in published maps and institutional
affiliations.

© 2020 by the authors. Licensee MDPI, Basel, Switzerland. This article is an open access
article distributed under the terms and conditions of the Creative Commons Attribution
(CC BY) license (http://creativecommons.org/licenses/by/4.0/).

http://dx.doi.org/10.1128/AAC.00165-06
http://www.ncbi.nlm.nih.gov/pubmed/17043114
http://dx.doi.org/10.1006/mcpr.2001.0363
http://www.ncbi.nlm.nih.gov/pubmed/11513555
http://dx.doi.org/10.1021/bi5000564
http://dx.doi.org/10.5851/kosfa.2020.e20
http://dx.doi.org/10.1016/j.vetmic.2010.06.021
http://creativecommons.org/
http://creativecommons.org/licenses/by/4.0/.

	Introduction 
	Results 
	Profiles of NAS Isolated from Retail Chicken Meat 
	Occurrence of mecA in NAS Isolated from Retail Chicken Meat 
	Antimicrobial Resistance Profiles of NAS Isolated from Retail Chicken Meat 
	Fluoroquinolone Resistance and Mutations in the QRDR 
	Occurrence and Distribution of SE Genes in NAS 

	Discussion 
	Materials and Methods 
	Sample Collection 
	Isolation and Identification of Staphylococci 
	Antimicrobial Susceptibility Tests 
	Detection of Antimicrobial Resistance Genes and SCCmec Typing 
	Detection of Mutations in QRDRs 
	Detection of SE Genes 

	Conclusions 
	References

