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Abstract
Aim. This study investigates the demographic distribution, antibiotic resistance 
profiles, and molecular characteristics of Staphylococcus aureus infections.
Methods. The study was carried out in 141 patients, 60.4% male, in patients from 
Chania and Heraklion, Crete.
Results. The highest infection prevalence observed in the older adults (≥65 
years) age group. The predominant infection types were skin lesions (39.72) and 
respiratory tract infection (22.7%). Antibiotic resistance testing revealed that 
57.44% of strains were MRSA, with high resistance to Tetracycline, Ciprofloxacin, 
Kanamycine Erythromycin and Clindamycin. Molecular analysis showed 19.14% 
of strains were Pvl-positive, highlighting the presence of both MRSA and MSSA 
strains with Pvl genes. 
Conclusions. The study underscores the need for continuous surveillance and 
targeted infection control strategies to manage the spread of MRSA, particularly in 
vulnerable populations.
Keywords: Staphylococcus aureus (S. aureus), Plv (Panton-Valentine leucocidin), 
MRSA (Methicillin-resistant S. aureus), Hospital-Associated MRSA (HA-MRSA), 
Community-Associated MRSA (CA-MRSA), MSSA (Methicillin-sensitive S. 
aureus), PCR (Polymerase Chain Reaction)

Introduction
Staphylococcus aureus (S. 

aureus) is a pathogenic bacterium that 
causes a range of infections in humans. 
Its ability to cause disease is due to 
surface components such as capsular 
polysaccharide, protein A, clumping 
factor, and fibronectin binding protein. 
Additionally, it produces extracellular 
virulence factors including coagulase, 
hemolysins, enterotoxins, toxic shock 
syndrome toxin, exfoliatins, and Panton-
Valentine leucocidin (Pvl) [1,2].

Several genes are linked to the 
virulence of Staphylococcus aureus (S. 
aureus). Some genes encode toxins that 

damages tissue [3]. 
Hospital-Associated MRSA (HA-

MRSA) and Community-Associated 
MRSA (CA-MRSA) are differentiated 
based on clinical, epidemiological criteria 
and on the presence of the Pvl gene. HA-
MRSA is typically found in healthcare 
settings like hospitals and long-term care 
facilities, primarily impacting patients 
with existing health conditions, recent 
surgeries, or those using medical devices 
such as catheters. These strains are often 
resistant to a wide range of antibiotics, 
complicating treatment. 

CA-MRSA arises in community 
settings among healthy individuals, 
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frequently presenting as skin and soft tissue infections. 
CA-MRSA strains usually exhibit resistance to fewer 
antibiotics than HA-MRSA. Understanding these 
differences is essential for effective infection control and 
treatment approaches [4].

Certain S. aureus strains are resistant to methicillin, 
due to the mecA gene, which encodes the penicillin-binding 
protein (PBP)2a. This resistance is a defining feature of 
MRSA [5-7]. The staphylococcal cassette chromosome 
mecA (SCCmec) is a mobile genetic element that enables 
S. aureus to acquire methicillin resistance, making it 
methicillin-resistant S.aureus (MRSA). Detection of 
mecA gene through PCR (Polymerase Chain Reaction) is 
crucial for identifying MRSA as further presented in the 
Molecular Analysis section [8,9]. 

Determining the roles of staphylococcal virulence 
factors in invasive infections can be challenging [10,11]. 
The production of Pvl (Panton-Valentine leucocidin) 
is associated with skin and subcutaneous tissue lesions, 
and severe community-acquired necrotic pneumonia. 
Research indicates that Pvl genes are located on a phage 
[12-14].

Pvl is a toxin that destroys white blood cells and 
causes tissue death. It is found in less than 5% of S. 
aureus strains but is present in 93% of strains producing 
furunculosis and 85% of those associated with severe 
necrotic hemorrhagic pneumonia. Additionally, Pvl genes 
are detected in strains associated with cellulitis (55%), 
cutaneous abscess (50%), osteomyelitis (23%), and  
finger pulp infection (13%). Pvl genes are not found in 
strains producing infections like infective endocarditis, 
mediastinitis, hospital-acquired pneumonia, urinary 
tract infections, enterocolitis, and toxic shock syndrome, 
indicating that Pvl is mainly associated with skin or 
mucosal lesions [15-17].

The purpose of this study is to determine the 
antibiotic resistance of S. aureus strains, aiding in the 
diagnosis and treatment of patients. Additionally, the 
study aims to identify genetic determinism of S. aureus in 
2 areas of Crete. Greece: Chania and Heraklion. [18-20]. 
All S. aureus isolates were tested for the mecA gene and 
for the presence of Pvl genes [18-20].

Methods
Patient data collection
Patient data were obtained the General Hospital 

of Chania and the University Hospital of Heraklion. 
Information obtained from patient records included 
gender, age, and the type of care setting, such as outpatient, 
inpatient, intensive care unit, or surgical ward. Samples 
collected for the study included abscesses, blood, urine 
catheter samples, tracheal aspirates, wound ulcers, pus, 
and joint fluids [12].

Inclusion and exclusion criteria
The study included patients with a positive S. aureus 

culture, with samples collected between January 1, 2020, 
and March 31, 2022, from the Chania general hospital 
laboratory and the University Hospital of Heraklion 
microbiology laboratory. All patients, regardless of age, 
gender, or care setting, were included. Exclusion criteria 
were a negative S. aureus culture.

Assessment of inflammation
The assessment of inflammation was a critical 

component of this study, focusing on the inflammatory 
response triggered by S. aureus infections. Patients 
were observed for clinical indicators of inflammation, 
including redness, swelling, heat, and pain at the infection 
site. A clinical scoring system was utilized to quantify the 
severity of these symptoms, using a scale ranging from 
0 to 4, indicating: 0 no symptoms, 1 mild inflammation, 
2 moderate, 3 severe, 4 very severe inflammation. 
This approach allowed the comparison of patients’ 
inflammation severity [3,9,10].

Blood samples were analyzed for inflammatory 
markers, including C-reactive protein (CRP) (normal 
upper limit: 0.5 mg/dL), erythrocyte sedimentation rate 
(ESR) (normal upper limit: 25 mm/hr), and white blood 
cell (WBC) count (normal range: 4-11 K cells/µL) [12].

Microbial cell culture and analysis
Samples were collected from infection sites: 

tracheal aspirates, abscesses, blood, urine, and other. 
Microbial cell cultures were performed to isolate S. 
aureus. A total of 141 S. aureus strains were analyzed 
using the Vitek technique, which identified 81 strains as 
MRSA (methicillin-resistant S. aureus). The remaining 60 
strains were identified as methicillin-sensitive S. aureus 
(MSSA) [20]. 

MDR bacteria are defined as bacteria that are non-
susceptible to at least one antimicrobial agent in three or 
more antimicrobial classes, extensively drug-resistant 
(XDR), as non-susceptibility to at least one antimicrobial 
agent in all, but two or fewer antimicrobial classes and 
pandrug-resistant (PDR) as non-susceptibility to all 
agents in all antimicrobial classes [21]. 

Sample analysis - S. aureus isolates and 
antibiotic susceptibility testing

S. aureus was identified using standard methods, 
and antibiotic susceptibility testing (AST) was conducted 
using the VITEK 2 system compact bioMerieux, an 
automated bacteriological analyzer, (for microorganism 
identification and antimicrobial susceptibility testing) 
[7,13].  

The disk-diffusion method was employed to 
determine the susceptibility of the strains to a range of 
antibiotics [1]. 

The agar dilution method determined the minimum 
inhibitory concentrations (MICs) of oxacillin. For 
accuracy, a secondary analysis was performed using the 
disk-diffusion method with BBL (Becton, Dickinson and 
Company) disks for Cefoxitin [1,22]. 
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Vancomycin resistance was tested using the 
E-test method was employed to determine the minimum 
inhibitory concentration (MIC) for Vancomycin. This 
method involves placing a plastic strip impregnated with 
a concentration gradient of Vancomycin on an agar plate 
inoculated with S. aureus. After incubation, the MIC 
is determined at the point where the elliptical zone of 
inhibition intersects the strip, including kinetic analysis 
through multichannel fluorimeter and photometer readings, 
recording fluorescence, turbidity, and colorimetric signals 
[5,22]. 

The susceptibility testing to AB was interpreted 
according to EUCAST Version 10.0 (2020), with 
breakpoints established for Glycopeptides and other 
antibiotics [3].

The Clinical and Laboratory Standards Institute 
(CLSI) guidelines, as outlined in M100, 30th Edition 
(2020), were used for interpreting antimicrobial 
susceptibility testing results. These guidelines define 
the breakpoints used to categorize bacterial strains 
as susceptible, intermediate, or resistant to specific 
antibiotics [3,23].

Antibiotic classes tested
β-lactamins (Penems), Glycopeptides: 

(Vancomycin, Teicoplanin), Aminoglycosides 
(Kanamycin, Gentamicin), Macrolides (Erythromycin, 
Clindamycin), Tetracycline, Fluoroquinolones 
(Ciprofloxacin), Sulfonamides (Sulfamethoxazole-
trimethoprim) and Fusidic acid [2,15].

β-lactamase production was tested using nitrocefin 
disks, and the D-test assessed inducible clindamycin 
resistance. The D-test is a phenotypic method used to 
detect inducible clindamycin resistance in Staphylococcus 
aureus [4,16]. To perform the D-test, we inoculate a 
Mueller-Hinton agar plate with the bacterial suspension, 
then we placed erythromycin (15 µg) and clindamycin 
(2 µg) disks about 15-20 mm apart. After incubating at 
35° C for 16-18 hours, we checked for a “D” shaped 
zone of inhibition around the clindamycin disk facing the 
erythromycin disk. A positive D-test indicates inducible 
clindamycin resistance, and the isolate should be reported 
as clindamycin-resistant, even if it initially appeared 
susceptible. If the zone is circular, the test is negative, 
indicating no inducible resistance [9,24].

Determination of S. aureus genotypes
The genotypes of S. aureus isolates were 

determined at the Iuliu Hatieganu University of Medicine 
and Pharmacy, Cluj-Napoca, Romania, using PCR. 
Staphylococcal cassette chromosome (SCC) mec types, 
Pvl genes (lukS and lukF) genes were detected.

DNA isolation for PCR tests
DNA was isolated from 141 S. aureus strains and 

various genes were identified using the PCR technique. 
DNA extraction was performed using the phenol-
chloroform method. A single colony from each S. aureus 

culture was inoculated into brain-heart infusion broth and 
incubated overnight at 37 °C. The culture was centrifuged, 
and the pellet was re-suspended in TES buffer with 
lysostaphin. After incubation and additional processing 
steps, including the addition of SDS, phenol, chloroform, 
and RNase, the DNA was ready for PCR reactions [16].

We implemented several measures to avoid cross-
contamination between samples and contamination from 
laboratory personnel. These measures included using 
pre-aliquoted reagents, wearing gloves, and employing 
disposable tips with aerosol-resistant filters. Furthermore, 
the preparation of the amplification reaction mixtures and 
the analysis of the amplified products were performed 
in distinct areas with different sets of pipettes. To detect 
potential contamination, nuclease-free water was used 
as a negative control in each PCR run instead of a DNA 
sample.

PCR reaction for the detection of mecA gene
The PCR reaction mixture included 5 µL of 10× 

reaction buffer, 3 µL of 25 mM MgCl2, 1 µL of 2.5 mM 
dNTPs (Promega, Wisconsin, USA), 1 µL of mecA1 
primer (20 pmol/µL), 1 µL of mecA2 primer (20 pmol/
µL), 0.2 µL of Taq polymerase (5 U/µL, Promega), 10 µL 
of DNA, and 28.8 µL of H2O. The primers used for mecA 
detection were:

PCR reactions were carried out using a Mycycler 
(Bio-Rad Laboratories, Hercules, CA, USA) under the 
following conditions: initial denaturation at 94 °C for 
5 minutes, followed by 30 cycles of 1 minute at 94 °C, 
1 minute at 54 °C, and 1 minute at 72 °C, with a final 
extension at 72 °C for 7 minutes. The resulting amplicons 
were separated on a 1% agarose gel (Sigma-Aldrich) 
in 0.5× Tris Borate EDTA buffer, stained with ethidium 
bromide (1 µg/mL, Thermo Scientific, Agawam, MA, 
USA), and visualized under UV light using a GelDoc-XR 
apparatus (Bio-Rad Laboratories, Hercules, CA, USA). 
Positive controls included DNA from MRSA strain ATCC 
33591 (KWIK-STIK, Lansing, MI, USA), and negative 
controls were DNA from strains ATCC 6538 and ATCC 
29213 (Thermo Scientific).

The GyrA gene amplification served as a control 
to verify DNA extraction quality and the absence of PCR 
inhibitors. The oligonucleotides were synthesized by 
Eurogentec (Seraing, Belgium) [16,17].

The negative control (nuclease-free water) did 
not amplify, indicating the absence of contamination, 
the negative MRSA strains ATCC 6538 and ATCC2913 
also did not amplify for the mecA gene, and the positive 
control ATCC 33591 strain did amplify, confirming that 
the primers were correctly designed and confirming the 
accuracy of the PCR method employed in the study [16].

Characterization of Pvl
All S. aureus strains were tested for the presence 

of Pvl using PCR. S. aureus ATCC 49775 produced three 
proteins recognized by antibodies against the S component 
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of Pvl (luks-PV) and two recognized by antibodies against 
the F component (lufs-PV). These findings confirmed 
the presence of two loci encoding Pvl, with luks-PV and 
lukf-PV coding for the S and F components, respectively. 
It’s noteworthy that the Pvl from S. aureus ATCC 49775 
should not be confused with leucocidin from ATCC 
27733, which shares 95% identity with hlgC and hlgB 
from gamma-hemolysin.

S. aureus ATCC 49775, initially isolated from an 
infected area in a patient, was the standard strain for Pvl 
detection. S. aureus Newman served as a hlg-positive 
control strain and a negative control for Pvl genes, as 
it lacks lukS-PV and lukF-PV. Primers for Pvl genes 
were designed based on published sequences (GenBank 
accession numbers X72700 and AB006796) (Table I).

PCR conditions for Pvl detection included initial 
denaturation at 94 °C for 4 minutes, 30 cycles of 45 
seconds at 94 °C, 45 seconds at 56 °C, and 30 seconds 
at 72 °C, followed by a final extension at 72 °C for 2 
minutes. The products were visualized by electrophoresis 
on a 1.2% agarose gel stained with ethidium bromide. A 
433 bp fragment indicated the presence of Pvl [12-19].

Table I. Primer sequences.
GENE PRIMER SEQUENCE (5’ TO 3’)

mecA mecA-1(F) 5’- TGGCTATCGTGTCA
CAATCG-3’

mecA-2(r) 5’- CTGGAACTTGTTG
AGCAGAG-3’

gyrA GyrA(F) 5’- AATGAACAAGG
TATGACACC-3’

gyrA(R) 5’-TACGCGCTTCAG
TATGACACC-3’

Pvl luk-PV-1(F) 5’-TCATTAGGTAAAA
TGTCTGGACATGATCCA-3’

luk-PV-1(R) 5’- GCATCAASTGTATTGGATAGC
AAAAGC-3’

Statistical analysis
Statistical evaluation was conducted using SPSS 

23.0 for Windows, determining descriptive statistics such 
as mean, median, standard deviation, standard error, and 
minimum and maximum values.

Results
Demographic representation
In this study, 141 patients were diagnosed with S. 

aureus infection, and their demographic distribution was 
analyzed. Among these patients, 60.4% were male, and 
39.6% were female, indicating a higher prevalence of S. 
aureus infections among males compared to females. 

The demographic analysis revealed a diverse age 
distribution:  

The older adults (≥65 years) had the highest number 
of patients (77). This was followed by adults (25-64 years), 

which included 48 patients and young adults (20-24 years) 
with 5 patients. The Adolescents group of 10-19 years had 
11 patients (Table II).

These statistics highlight that S. aureus infections 
are more prevalent among older patients, particularly those 
between 65+ and older.

Table II. Age distribution of patients according to WHO age 
group criteria.
Years NR-Patients %
0-19 11 8%
20-24 5 3%
25-64 48 34%
65 and older 77 55%
Total 141 100%

Inflammatory response assessment
The study evaluated inflammation indicators among 

patients infected with S. aureus. 
We assessed several laboratory markers of 

inflammation. High levels of these markers were indicative 
of an inflammatory response which were consistently 
elevated across all patient groups:

•	C-reactive protein (CRP) levels were elevated in 
93% of patients, with an average CRP level of 11 mg/dL 
(normal upper limit: 0.5 mg/dL).

•	The erythrocyte sedimentation rate (ESR) was 
elevated in 86% of patients, with an average of 48 mm/hr 
(normal upper limit: 25 mm/hr).

•	White blood cell (WBC) counts were elevated 
in 97% of patients, with an average count of 17 K cells/µL 
(normal range: 4-11 K cells/µL).

Clinical scores were assigned to quantify the 
severity of inflammation at the infection site for all 141 
patients. The average clinical score across the cohort was 
2.5 (range: 1 to 4).

The clinical severity classification (the distribution 
of scores) among the patients (141) showed that:

Mild infections were observed in 35% of patients 
(49 patients). These patients generally exhibited less severe 
symptoms and had lower clinical scores for inflammation 
(1 and 2), suggesting a less intense inflammatory reaction.

Average infections were found in 55% of patients 
(78 patients). These showed moderate symptoms, such 
as fever, and scored between 2 and 3 on the clinical 
inflammation scale.

Severe infections (fever and/or septic shock and /
or other semiology) were identified in 10% of patients (14 
patients). These patients were characterized by a severe 
inflammatory response, with clinical scores 3 and 4.

•	Patients with respiratory tract infection and 
bloodstream infections had the highest scores, of 3.5 
(range: 3 to 4).

•	Patients with skin lesions generally exhibited 
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lower scores, of 2.0 (range: 1 to 3).
These results highlight the variability in 

inflammation severity among different infection types 
and provide a quantifiable measure of the inflammatory 
response in the study population.

The severity of the inflammatory response correlated 
with the type of infection, with more severe responses noted 
in cases of respiratory tract infection (bronchopneumonia) 
and bloodstream infections compared to skin lesions. These 
findings indicate an inflammatory response in a significant 
portion of the patients with the invasive S. aureus infections. 

In the following (Table III), we identify the main 
diseases caused by our strains in patients. 

The most common infection type was Skin 
infections identified through pus isolates affecting 56 
patients (39.72%). Tracheal aspirate isolates revealed that 
respiratory tract infection (bronchopneumonia) was the 
second most prevalent, diagnosed at 32 patients (22.7% 
of the cases). Urinary tract infections were identified in 17 
patients (12.06%). Endocarditis was less common, affecting 
9 patients (6.38%), while CNS infections (Meningitis/ 
Encephalitis) were the least frequent, affecting only 3 
patients (2.13%). Blood isolates indicated that bloodstream 
infections (BSI) accounted for 17.02% of the cases. 

BSI present in 24 patients (17.02%), indicate how 
many patients became critically ill. This condition is known 
for its potential to cause severe complications, but the specific 
outcomes for these patients were not tracked in this study.

These data indicate that skin lesions, respiratory 
tract infection (bronchopneumonia) and BSI are the leading 

infection types among S. aureus patients, as determined by 
clinical signs, symptoms, and laboratory findings. 

For each disease, we also identified the main 
comorbidities. Each patient may have more than one 
comorbidity. 

The table III shows the frequency of each 
comorbidity associated with each staphylococcal disease, 
indicating how often these comorbidities appear in 
conjunction with the diseases. 

The analysis of past medical histories among S. 
aureus patients with various infections revealed significant 
patterns. 

Among those with skin infections (39.72%), 
prevalent comorbidities included cardiovascular system 
issues (5.67%) psychiatric medical history (4.26%), and 
neurological conditions (4.96%) 

For patients with respiratory tract infection (22.7%), 
the most common comorbidities were cardiovascular issues 
(7.09%) and neurological conditions (5.67%) 

Patients with urinary tract infections (UTIs) 
frequently had cardiovascular issues (7.09%) and previous 
hospitalizations (2.84%). 

Patients with heart infections exhibited notable 
comorbidities, including hematologic conditions (2.13%), 
pulmonary issues (2.84%), gastrointestinal problems 
(0.71%), and diabetes mellitus (0.71%). These findings 
underscore the diverse and complex medical backgrounds 
of S. aureus patients, with cardiovascular and neurological 
problems, being particularly common across multiple 
infection types.

Table III. Infection types and associated past medical histories in S. aureus patients.
Infection type (Diseases) % Patients with past medical history/%

Skin-mucosa lesions 56/39.72%

Cardiovascular system diseases (8/5.67%)
Psychiatric diseases (6/4.26%)
Neurological conditions diseases (7/4.96%)
Diabetes (6/4.26%)
Any cancer (6/4.26%)
Other past medical history (13/9.22%)
Without past medical history (10/7.09%)

Pneumonia 32/22.7%

Cardiovascular issues (10/7.09%)
Neurological conditions (8/5.67%)
Urinary and reproductive diseases (5/3.55%)
Other past medical history (6/4.26%)
Without past medical history (3/2.13%)

Urinary tract infection 17/12.06%
Cardiovascular diseases (10/7.09%)
Previous hospitalizations (4/2.84%)
Other past medical history (3/2.13%)

Heart infections (Endocarditis) 9/6.38%
Hematologic conditions (3/2.13%)
Pulmonary issues (4/2.84%)
Gastrointestinal problems (1/0.71%), and diabetes mellitus (1/0.71%)

CNS infections 3/2.13%
Blood stream infections (Multiple locations, 
more than one system identification) 24/17.02%

Total 141/100%
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Molecular analysis
MecA identification in S. aureus strains (MRSA 

and MSSA)
Throughout the PCR method, from all S. aureus 

strains 81 strains (57.45%) have the mecA gene, being 
identified as MRSA strains and 60 S. aureus strains are mecA 
neg, being identified as MSSA strains (42.55%). (Table IV). 

The MRSA strains have been confirmed throughout 
the phenotypic tests: PBP2a latex test: 78 of them (55.32%) 
express the protein PBP2a and only three strains (2.13%) 
has negative result (96.3% concordant results with the 
mecA detection throughout the PCR method).

      Table IV. Distribution of MecA Gene in S. aureus Strains.
S. Aureus MecA STRAINS
MRSA Positive 81 (57.45%)
MSSA Negative 60 (42.55%)
TOTAL 141 (100%)

PLV (Panton Valentine leukocidin) identification 
in S. aureus strains

Among the S. aureus strains, 19.14% (27 out of 141) 
were Pvl-positive. 

The MRSA strains were further classified as 
either Community-Associated MRSA (CA-MRSA) or 
Hospital-Associated MRSA (HA-MRSA) based on clinical, 
epidemiological criteria and on the presence of the Pvl 
gene. 

-	 CA-MRSA: of 81 MRSA strains, 18 strains 
(22.2%) were classified as CA-MRSA, based on their Pvl 
gene positivity and association with community-acquired 
infections. 

- 	HA-MRSA: The remaining 63 strains (77.8%) 
classified as HA-MRSA, were isolated from patients 
with recent hospitalizations or medical procedures and 
exhibiting resistance to multiple antibiotic classes. 

From all S. aureus isolated strains (141), the rate of 
the Pvl-positive strains was 19.14% (27/141) and the rate 
of the Pvl (-) strains was 80.85% (114/141) (Table V). 

From 114 PVLnegative S. aureus, 63 strains 
(44.68%) had been MecA+ (MRSA strains) and 51 strains 
(36.17%) were MecA neg (MSSA strains), confirmed 
through both PCR and (protein PBP2a negative; low MIC 
values for oxacillin, susceptible to cefoxitin.  

Table V. The rate of the Pvl gene strains.
PVL Gene S. aureus Total

Pvl positive MRSA: 18 (12.76%)
MSSA: 9 (6.39%) 27 (19.14%)

Pvl negative MRSA: 63 (44.68%)
MSSA: 51 (36.17%) 114 (80.85%)

Total 141 (100%)

From 81 (57.44%), MRSA strains (mecA positive), 
18 (12.76%) were Pvl (+) and 63 (44.68%) Pvl (-).   

The antibiotic resistance of MSSA strains (mecA 
negative strains): 

Among 60 (42.55%) MSSA (mecA negative) 
strains, 9 strains (6.38%) were Pvl (+) (CA-MSSA), while 
the remaining 51 strains (36.17%) were Pvl-negative 
(Table VI). All 9 (6.39%) MSSA strains Pvl positive, were 
sensitive to all AB. 

Table VI. The MRSA and the MSSA strains & the Pvl presence 
(positive) or absence (negative).
MRSA / MSSA strains Pvl presence

MRSA (81 strains/57.44%) -PVL (+) 18 (12.76%)
-PVL (-) 63 (46.68%)

MSSA (60 strains/42.55%) PVL (-) 9 (6.38%)
PVL (-) 51 (36.17%)

Total 141 (100%)

From all 141 strains, 33 MSSA strains (23.4%) 
were sensitive strains to all tested antibiotics including 
glycopeptides. 

Other 27 MSSA strains (19.14%) exhibited 
concomitant resistance to various antibiotic classes (Table 
VII).

We observe among the MSSA strains the existence 
of 4 different clones, according to their resistance to 
antibiotics.

In conclusion, we draw attention to the circulation in 
our geographic area of MSSA sensitive strains to antibiotics 
(23.4%) and of MSSA resistant strains (19.14%) to some 
antibiotics (Aminoglycosides, Macrolides, Ciprofloxacin) 
with different resistance phenotypes. 

            Table VII. Antibiotic resistance profiles of MSSA strains. 

1 Macrolides: Erythromycin 6 strains & Erythromicin & clindamycin: 6 strains 12 strains (8.51%)
2 Macrolides (Erythromycin) & Clindamycin 6 strains (4.26%)
3 Aminoglycosides (Kanamycin), Macrolides (Erythromycin ± clindamycin): 6 strains (4.26%)
4 Aminoglycosides (Kanamycin), Macrolides (Erythromycin), Ciprofloxacin 3 strains (2.13%)

Total 27 strains (19.14%)



Microbiology

MEDICINE AND PHARMACY REPORTS Vol. 97 / No. 4 / 2024: 456 - 466462

Resistance profiles and the presence of Pvl genes 
in MRSA strains

Testing the presence of mecA gene and PVL gene, 
revealed that: 81 S. aureus strains were MRSA (57.44%): 
63 (44.68%) strains Pvl negative (-) and 18 (12.76%) were 
Pvl positive (+). 

MRSA (81 strains) 57.44%) -Pvl (+) 18 (12.76%)
-Pvl (-) 63 (44.68%)

Among MRSA Pvl (+) tested strains, it was 
observed that 61.1% were resistant to both erythromycin 
and clindamycin. Testing the strains for tetracycline 
resistance revealed high levels (94.4%). The study of 
resistance to aminoglycosides showed that 44.4% of strains 
were resistant to kanamycin and 16.66% to gentamicin. 
Moderately increased percentages of antibiotic resistance 
were found for ciprofloxacin (22.2%). Low levels of 
antibiotic resistance were observed for Fusidic acid (11.1%), 
trimethoprim/sulfamethoxazole (5.5%), chloramphenicol 
(5.5%) and no resistance (0%) to tigecycline (Table VIII).

MRSA Pvl (-) strains: In our study group, 30.15% 
of strains were resistant to erythromycin and 42.3% were 
resistant to clindamycin. Additionally, 71.42% strains 
were resistant to tetracycline, 85.71% to ciprofloxacin. 
The study of resistance to Aminoglycosides showed that 
69.84% of strains were resistant to Kanamycin and 49.20 
to Gentamicin. Only 4.76% strains presented resistance to 
fusidic acid (Table VIII).

All MRSA strains were initially found to be sensitive 
to both Vancomycin and Teicoplanin using standard 
methods. However, confirmatory testing with the Etest 
method revealed that 3 strains (3.7%) were intermediate 
sensitive to Glycopeptides, (GISA), to Vancomycin (VISA), 
or resistant to Glycopeptides (GRSA) (Vancomycin, 
Teicoplanin).

It is important to note that no subtyping methods, 
such as multilocus sequence typing (MLST) or spa typing, 
were performed in the present study. As a result, we are 
unable to determine the specific clonal types or subtypes of 
the strains identified. 

Antibiotic resistance profiles among different S. 
aureus subgroups

The antibiotic resistance patterns observed in MRSA, 
Pvl positive, and Pvl negative strains are summarized 
in table VIII. This comparison highlights significant 
differences in resistance across the subgroups. This table 
provides a comprehensive overview of the resistance 
patterns, underscoring the importance of subgroup-specific 
analysis in S. aureus infections.

Although the strains carry the Pvl gene, is not a 
correlation between these genes and a specific resistance 
phenotype, suggesting their independent existence. The 
research should investigate the biological effects of the PVL 
toxin on human organisms and involve a larger number of 
strains to confirm the lack of association between the gene 
presence and antibiotic resistance. 

In our study we found high levels of resistance to 
commonly used antibiotics among MRSA strains. These 
findings are consistent with previously published reports 
from similar regions and healthcare settings, where 
resistance to macrolides, aminoglycosides, and quinolones 
has also been reported at significant levels. 

Discussion 
The present study aimed to analyze the demographic 

distribution, antibiotic resistance profiles, and molecular 
characteristics of S. aureus infections in a cohort of 141 
patients. Our findings reveal significant insights into the 
prevalence of MRSA and MSSA strains, their antibiotic 
resistance, and the molecular factors influencing their 
pathogenicity. Comparing these results with other studies 
provides a broader perspective on the epidemiology and 

         Table VIII. Antibiotic resistance profiles of MRSA strains: number of resistant strains and corresponding percentages.
Pvl+ 100% Pvl- 100%

Erythromycin 11/18 61.1% 19/63 30.15%
Clindamycin 11/18 61.1% 27/63 42.3%
Tetracycline 17/18 94.4% 45/63 71.42%
Ciprofloxacin 4/18 22.2% 54/63 85.71%
Kanamycin 8/18 44.4% 44/63 69.84%
Gentamicin 3/18 16.66% 31/63 49.20%
Fusidic acid 2/18 11.1% 3/63 4.76%
Tigecycline 0/18 (12.76%) were 0% 0 0%
Chloramphenicol 1/18 5.5% - -
Trimethoprim/sulfamethoxazole 1/18 5.5% - -

18 strains (12.76%) 100% 63(44.68%)
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control of MRSA in Europe [18,19].
Demographic distribution and infection types
In our study, 60.4% of the patients diagnosed with S. 

aureus infections were male, while 39.6% were female. The 
distribution of infections by age group showed that older 
adults had the highest prevalence (55% of the total cases). 
Adults aged 25-64 years followed (34%). This distribution 
suggests that S. aureus infections affects particularly older 
individuals.

The most common types of infections identified in 
this study were skin lesions, which represented 39.72% of 
all cases. Respiratory tract infection was the second most 
frequent infection type, accounting for 22.7% of the cases. 

These findings are consistent with previous studies, 
including the EU-funded MOSAR project, which also 
observed a significant number of MRSA infections in older 
populations, particularly in surgical wards across Europe 
[18,19,22]. The high prevalence of these infection types 
underscores the need for targeted prevention strategies in 
vulnerable populations, particularly older adults and those 
with comorbidities.

Antibiotic resistance profiles
Our analysis of antibiotic resistance patterns 

revealed multiple resistance phenotypes among S. aureus 
strains. Notably, 23.4% of MSSA strains were sensitive to 
all the antibiotics tested, indicating that these strains remain 
susceptible to standard treatments. 

However, 19.14% of the MSSA strains exhibited 
resistance to several commonly used antibiotic classes, 
including macrolides, aminoglycosides, and ciprofloxacin. 
These findings highlight the ongoing challenge of treating 
S. aureus infections, particularly when resistance limits the 
effectiveness of first-line antibiotics. 

To accurately assess Glycopeptide resistance, 
we employed the E-test method, a reliable technique 
recommended by guidelines such as those from the 
CLSI. This method confirmed that while the majority 
of Staphylococcus aureus strains in our study remained 
sensitive to Glycopeptides, a small percentage of MRSA 
(3.7%) are IS or R to Vancomycin and/or Teicoplanin. While 
we employed the E-test method to confirm Glycopeptide 
resistance, the absence of additional confirmatory methods, 
such as broth microdilution, is a limitation of this study. 
Future research should incorporate these methods to provide 
a more thorough validation of Glycopeptide resistance.  

Interestingly, the rates of glycopeptide resistance 
observed in our study are slightly higher than those reported 
in other parts of Greece. For example, a 2018 study from 
Crete found 0% resistance to both Vancomycin and 
Teicoplanin among MRSA strains. National surveillance 
reports from Greece also confirm that VRSA cases remain 
rare. This discrepancy suggests that local factors, such 
as differences in healthcare settings, antibiotic usage 
patterns, or patient demographics, may be contributing 
to the increased glycopeptide resistance observed in our 

cohort. Further studies are needed to explore the regional 
variations in glycopeptide resistance across Greece and 
determine whether the observed increase reflects a broader 
trend or remains confined to specific clinical environments 
[25,26]. Our findings suggest that although Glycopeptide 
resistance is less common in our cohort, it remains a 
significant concern, especially in healthcare settings where 
these antibiotics are often reserved for severe infections. 
Moreover, our results are in line with broader European 
data, which report high resistance to Erythromycin, 
Clindamycin, and Ciprofloxacin among MRSA isolates 
[27,28].

In our study the prevalence of MRSA strains was 
57.44% (81 out of 141 isolated strains).

In Greece, the MRSA prevalence remains around 
41.9%, comparable to rates observed in southern Europe. 
These high resistance rates in southern Europe highlight 
regional differences when compared to northern European 
countries, where MRSA resistance tends to be lower, as 
reported by the ECDC [23,24,27-30].

Our study found that MRSA strains exhibited 
resistance to erythromycin and clindamycin, which aligns 
with findings from Greece and Romania, where resistance 
rates are also significantly high. 

However, some regional differences were noted, 
underscoring the importance of localized surveillance to 
guide effective treatment strategies. 

Molecular characteristics
Our molecular analysis provided further insights 

into the genetic makeup of the S. aureus strains in our 
study. Specifically, we confirmed the presence of the 
mecA gene in 57.45% of the strains, identifying them as 
MRSA. The presence of the mecA gene is a key indicator 
of methicillin resistance, which complicates treatment 
options and necessitates the use of alternative antibiotics, 
such as Glycopeptides. In addition to methicillin resistance, 
we found that 19.14% (27 out of 141) of the strains were 
Pvl positive. The Pvl genes, which are associated with 
increased virulence, were found in MRSA and MSSA strains 
[20,25,29]. 

The pvl gene has been extensively studied in Europe, 
with findings consistently showing that while it enhances 
virulence, it does not contribute to antibiotic resistance.  
This is consistent with findings from other European 
studies, where Pvl genes are predominantly associated with 
community-acquired MRSA clones. The presence of Pvl-
positive strains is particularly concerning as it suggests a 
potential for more severe infections, especially in otherwise 
healthy individuals. The distribution of genetic markers 
observed in our study suggests potential similarities with 
clones reported in the EU-funded MOSAR project, such as 
EMRSA-15 (ST22-IVh) and Southern German (ST228-I). 
These clones have been widely studied across Europe and 
are known for their ability to spread in hospital settings 
[20,22]. However, it is important to note that our study 
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did not include sequencing or detailed subtyping, which 
would be necessary to confirm the exact clonal identity of 
the strains. A limitation of this study is the use of PCR for 
detecting the mecA and pvl genes, which does not provide 
the resolution needed to confirm the clonality of the strains. 
Future studies employing whole-genome sequencing or 
MLST would provide more comprehensive insights into 
the genetic relatedness of the strains and their similarity 
to other clones previously reported. Another limitation 
of this study is the absence of subtyping techniques like 
MLST or spa typing, which are necessary for determining 
the specific clonal relationships between strains. This 
would allow for a deeper understanding of the spread and 
epidemiology of antibiotic-resistant strains within clinical 
settings. Future research should prioritize these methods to 
identify the clonal distribution of MRSA and MSSA strains. 
Therefore, while our findings provide valuable insights 
into the genetic diversity of MRSA and MSSA strains in 
our region, further genetic analysis is required to establish 
definitive clonal relationships and better understand the 
spread of these strains [22,24-26,29-31].

In our study, the strains were categorized into two 
main groups: Pvl (+) and Pvl (-) strains. Pvl (+) strains 
which accounted for 6.38%% of MSSA cases and 12.76%, 
of MRSA, carry the Pvl gene, a marker associated with 
increased virulence and often linked to infections acquired 
outside of hospital settings (CA-MRSA). On the other hand 
Pvl (-) strains, representing 44.68% of MRSA cases, were 
primarily found in hospital environments and exhibited 
higher resistance to multiple antibiotic classes (HA-MRSA). 

This is consistent with findings from other studies 
conducted in Greece, where HA-MRSA constitutes a 
significant portion of MRSA infections. Recent data from 
Greek hospitals report that HA-MRSA rates can range from 
20% to 50% of hospital-acquired infections. Additionally, 
ECDC reports highlight Greece as one of the European 
countries with a high prevalence of HA-MRSA due to 
factors such as widespread antibiotic use and challenges in 
infection control practices. These findings emphasize the 
ongoing need for improved infection control and antibiotic 
stewardship measures in healthcare settings to mitigate the 
burden of MRSA in hospitals. These findings are consistent 
with other European studies, highlighting the ongoing 
challenge of managing MRSA in both community and 
hospital settings [23,25-27,30].

Implications for infection control
The findings from our study underscore the need 

for robust infection control measures and continuous 
monitoring to effectively manage the spread of MRSA and 
other antibiotic-resistant strains. The high prevalence of 
MRSA, particularly among older patients and those with 
chronic conditions such as cardiovascular and neurological 
disorders, suggests that targeted interventions in these 
groups could be particularly beneficial. Similar to trends 
in Romania, where MRSA prevalence was reported to 

be between 33-45% from 2017 to 2022, our study found 
consistent resistance rates, indicating the persistent 
challenge MRSA poses in southern Europe​.This high level 
of resistance in Romania, which has topped the European 
list in previous years, is also seen in Greece, with significant 
resistance levels reported. Focusing on these vulnerable 
populations may help reduce the overall burden of MRSA 
in healthcare settings. The Glycopeptide resistance 
detected in our study highlights the importance of judicious 
antibiotic use, especially in severe infections where these 
antibiotics are often the last line of therapy. Ensuring that 
these antibiotics remain effective is crucial, which requires 
careful management of their use and ongoing surveillance 
to detect emerging resistance patterns. Comparing our 
findings with those from other European studies reveals 
a broader trend of increasing antibiotic resistance and the 
spread of MRSA in hospitals. The project, for example, 
found that hospitals with lower MRSA rates often conducted 
more intensive surveillance and root cause analyses to 
understand the factors contributing to MRSA transmission. 
This suggests that enhancing infection prevention and 
control (IPC) practices could be key to reducing MRSA 
incidence in healthcare settings. Our findings align with 
these observations, emphasizing the need for collaborative 
efforts across Europe to monitor and control the spread of 
resistant strains [24,27-29].

Conclusions
Our results indicate that MSSA Pvl-negative strains 

retain their antibiotic sensitivity, distinguishing them from 
MRSA strains, where resistance to beta-lactam antibiotics is 
due to the presence of the mecA gene. While the presence 
of the Pvl gene in both MSSA and MRSA strains is linked 
to increased virulence, it does not correlate with antibiotic 
resistance to beta-lactams or other antibiotic classes. 
This finding emphasizes the distinct roles of these genes, 
with mecA conferring resistance and Pvl contributing to 
virulence. This distinction underscores the importance of 
using PCR methods to trace these strains and explore their 
role in clinical diseases, which will be further explored in 
future studies [19,20]. 

Our data showed resistance to Glycopeptides, 
including vancomycin and teicoplanin, in a small 
proportion of strains (3.7%). While this resistance level is 
lower than in some other studies [23], our findings highlight 
the importance of continued surveillance, particularly in 
healthcare settings where these antibiotics are frequently 
used for severe infections. We did not assess changes in 
Glycopeptide resistance over time. Our study aligns with 
national data and highlighting the ongoing challenge of 
managing antibiotic resistance in clinical settings. Similar 
to findings in Greece, our strains exhibited high resistance 
levels to several antibiotics, including Erythromycin, 
Clindamycin, Tetracycline, and Ciprofloxacin [22]. 
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These resistance patterns underscore the urgent need 
for continuous surveillance and more targeted antibiotic 
stewardship. 

Our study revealed no resistance to tigecycline 
rates among MRSA strains, a surprising finding given that 
global data also show much lower rates. In a recent study, 
the global tigecycline resistance rate was reported to be as 
low as 0.004%. This highlights the need for further regional 
investigation. 

Future research should aim to investigate the 
biological effects of toxins encoded by these genes, both 
in animal models and human systems, to better understand 
their role in disease. Expanding the scope of these studies 
to include a larger number of strains will be crucial for 
confirming the hypothesis that the presence of these genes 
does not directly associate with antibiotic resistance. 
Additionally, it is essential to explore the underlying 
mechanisms of resistance and virulence further to develop 
more effective treatment strategies [24-26,29-31].

Funding statement
Vittorakis Eftychios is the recipient of an internal 

grant from the Iuliu Hatieganu University of Medicine 
and Pharmacy, Department of Microbiology, Cluj-Napoca, 
Romania, with a 2-year funding period (Funding contract: 
2461/84/18.01.2021).

Institutional review board statement
Ethical approval for this study was obtained from 

the bioethics committees of the University Hospital of 
Heraklion (nr. 35/30-12-2020), the General Hospital of 
Chania (nr. 2819/05-02-2020), and Iuliu Hatieganu UMPh 
Cluj-Napoca (nr. 4481/01.10.2019).

References
1.	 Otto M. Community-associated MRSA: what makes them 

special? Int J Med Microbiol. 2013;303:324-330. 
2.	 Monecke S, Coombs G, Shore AC, Coleman DC, Akpaka P, 

Borg M, Chow, et al. A field guide to pandemic, epidemic 
and sporadic clones of methicillin-resistant Staphylococcus 
aureus. PLoS One. 2011;6:e17936. 

3.	 Lakhundi S, Zhang K. Methicillin-Resistant Staphylococcus 
aureus: Molecular Characterization, Evolution, and 
Epidemiology. Clin Microbiol Rev. 2018;31:e00020-18. 

4.	 Tong SY, Davis JS, Eichenberger E, Holland TL, Fowler 
VG Jr. Staphylococcus aureus infections: epidemiology, 
pathophysiology, clinical manifestations, and management. 
Clin Microbiol Rev. 2015;28:603-661. 

5.	 Uhlemann AC, Otto M, Lowy FD, DeLeo FR. Evolution of 
community- and healthcare-associated methicillin-resistant 
Staphylococcus aureus. Infect Genet Evol. 2014;21:563-574

6.	 Becker K, Heilmann C, Peters G. Coagulase-negative 
staphylococci. Clin Microbiol Rev. 2014;27:870-926. 

7.	 Lee AS, de Lencastre H, Garau J, Kluytmans J, Malhotra-
Kumar S, Peschel A, et al. Methicillin-resistant 
Staphylococcus aureus. Nat Rev Dis Primers. 2018;4:18033.

8.	 Lindsay JA. Genomic variation and evolution of 
Staphylococcus aureus. Int J Med Microbiol. 2010;300:98–
103. 

9.	 Huang L, Zhu L, Yan J, Lin Y, Ding D, He L, et al. Genomic 
characterization and outbreak investigations of methicillin-
resistant Staphylococcus aureus in a county-level hospital in 
China. Front Microbiol. 2024;15:1387855. 

10.	 Joo EJ, Peck KR, Ha YE, Kim YS, Song YG, Lee SS, et al. 
Impact of acute kidney injury on mortality and medical costs 
in patients with meticillin-resistant Staphylococcus aureus 
bacteraemia: a retrospective, multicentre observational 
study. J Hosp Infect. 2013;83:300-306. 

11.	 Kirwin E, Varughese M, Waldner D, Simmonds K, Joffe 
AM, Smith S. Comparing methods to estimate incremental 
inpatient costs and length of stay due to methicillin-resistant 
Staphylococcus aureus in Alberta, Canada. BMC Health 
Serv Res. 2019 Oct 24;19(1):743. doi: 10.1186/s12913-
019-4578-z. Erratum in: BMC Health Serv Res. 2019 Dec 
31;20(1):4. doi: 10.1186/s12913-019-4877-4.

12.	 Sharma-Kuinkel BK, Mongodin EF, Myers JR, Vore 
KL, Canfield GS, Fraser CM, et al. Potential Influence of 
Staphylococcus aureus Clonal Complex 30 Genotype and 
Transcriptome on Hematogenous Infections. Open Forum 
Infect Dis. 2015;2:ofv093. 

13.	 Köser CU, Holden MT, Ellington MJ, Cartwright EJ, 
Brown NM, Ogilvy-Stuart AL, et al. Rapid whole-genome 
sequencing for investigation of a neonatal MRSA outbreak. 
N Engl J Med. 2012; 366:2267–2275. 

14.	 Deplano A, Dodémont M, Denis O, Westh H, Gumpert H, 
Larsen AR, et al. European external quality assessments 
for identification, molecular typing and characterization 
of Staphylococcus aureus. J Antimicrob Chemother. 
2018;73:2662–2666. 

15.	 Junie LM, Jeican II, Matroș L, Pandrea SL. Molecular 
epidemiology of the community-associated methicillin-
resistant staphylococcus aureus clones: a synthetic review. 
Clujul Med. 2018;91:7–11.

16.	 Giamarellou H. Treatment options for multidrug-resistant 
bacteria. Expert Rev Anti Infect Ther. 2006;4:601–618. 

17.	 Liu M, Peng W, Qin R, Yan Z, Cen Y, Zheng X, et al. 
The direct anti-MRSA effect of emodin via damaging cell 
membrane. Appl Microbiol Biotechnol. 2015;99:7699–7709. 

18.	 Cesaro A, Lin S, Pardi N, de la Fuente-Nunez C. Advanced 
delivery systems for peptide antibiotics. Adv Drug Deliv 
Rev. 2023;196:114733.

19.	 Vittorakis E, Vică ML, Zervaki CO, Vittorakis E, Maraki S, 
Mavromanolaki VE, et al. Examining the Prevalence and 
Antibiotic Susceptibility of S. aureus Strains in Hospitals: 
An Analysis of the pvl Gene and Its Co-Occurrence with 
Other Virulence Factors. Microorganisms. 2023; 11:841. 

20.	 Lee AS, Cooper BS, Malhotra-Kumar S, Chalfine A, Daikos 
GL, Fankhauser C, et al. Comparison of strategies to reduce 
meticillin-resistant Staphylococcus aureus rates in surgical 
patients: a controlled multicentre intervention trial. BMJ 



Microbiology

MEDICINE AND PHARMACY REPORTS Vol. 97 / No. 4 / 2024: 456 - 466466

Open. 2013;3:e003126. 
21.	 Karakonstantis S, Kalemaki D. Antimicrobial overuse and 

misuse in the community in Greece and link to antimicrobial 
resistance using methicillin-resistant S. aureus as an example. 
J Infect Public Health. 2019;12:460-464. 

22.	 Magiorakos AP, Srinivasan A, Carey RB, Carmeli Y, Falagas 
ME, Giske CG, et al. Multidrug-resistant, extensively drug-
resistant and pandrug-resistant bacteria: an international 
expert proposal for interim standard definitions for acquired 
resistance. Clin Microbiol Infect. 2012;18:268-281.

23.	 European Antimicrobial Resistance Surveillance Network. 
Antimicrobial resistance surveillance in Europe 2021. 
Annual Report of the European Antimicrobial Resistance 
Surveillance Network (EARS-Net). Stockholm: ECDC; 
2022. Available from: https://www.ecdc.europa.eu/en/
publications-data/surveillance-antimicrobial-resistance-
europe-2021-data

24.	 Turner NA, Sharma-Kuinkel BK, Maskarinec SA, 
Eichenberger EM, Shah PP, Carugati M, et al. Methicillin-
resistant Staphylococcus aureus: an overview of basic and 
clinical research. Nat Rev Microbiol. 2019;17:203–218. 

25.	 Papadimitriou-Olivgeris M, Kolonitsiou F, Zerva L, Lebessi 
E, Koutsia C, Drougka E, et al. Activity of vancomycin, 
linezolid, and daptomycin against staphylococci and 
enterococci isolated in 5 Greek hospitals during a 
5-year period (2008-2012). Diagn Microbiol Infect Dis. 
2015;83:386-388. 

26.	 Chisavu L, Chisavu F, Marc L, Mihaescu A, Bob F, Licker 

M, et al. Bacterial Resistances and Sensibilities in a Tertiary 
Care Hospital in Romania-A Retrospective Analysis. 
Microorganisms. 2024;12:1517. 

27.	 European Centre for Disease Prevention and Control 
(ECDC). Antimicrobial resistance in the EU/EEA (EARS-
Net) – Annual Epidemiological Report 2023. Stockholm: 
ECDC; 2023. Available from: https://health.ec.europa.eu/
publications/surveillance-antimicrobial-resistance-europe-
2021-data_en

28.	 Dryden M, Andrasevic AT, Bassetti M, Bouza E, Chastre 
J, Cornaglia G, et al. A European survey of antibiotic 
management of methicillin-resistant Staphylococcus 
aureus infection: current clinical opinion and practice. Clin 
Microbiol Infect. 2010;16 Suppl 1:3-30. 

29.	 Grimes T, Datta S. SeqNet: An R Package for Generating 
Gene-Gene Networks and Simulating RNA-Seq Data. J 
Stat Softw. 2021 Jul;98(12):10.18637/jss.v098.i12. Doi: 
10.18637/jss.v098.i12. Epub 2021 Jul 10. 

30.	 Korakaki E, Aligizakis A, Manoura A, Hatzidaki E, Saitakis 
E, Anatoliotaki M, et al. Methicillin-resistant Staphylococcus 
aureus osteomyelitis and septic arthritis in neonates: 
diagnosis and management. Jpn J Infect Dis. 2007;60:129-
131. 

31.	 Ioannou P, Zacharioudaki M, Spentzouri D, Koutoulakou A, 
Kitsos-Kalyvianakis K, Chontos C, et al. A Retrospective 
Study of Staphylococcus aureus Bacteremia in a Tertiary 
Hospital and Factors Associated with Mortality. Diagnostics 
(Basel). 2023;13:1975. 


