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Abstract

the expression of spa gene was decreased by 0.78 folds.

Background: Staphylococcus aureus is an opportunistic pathogen that produces many virulence factors, and the most important
regulator system of virulence factors expression in these bacteria is the agr system. Expression of virulence factors is not the same
under in vitro conditions in standard laboratory medium and in vivo in the host.

Objectives: This study aimed at evaluating the effects of adding blood on the virulence genes expression of S. aureus.

Methods: In this study, the expression levels of agrA, RNAIII, hla (encoding alpha-toxin), spa (encoding protein A), and mecA (encod-
ing resistance of methicillin) genes were determined during growth of S. aureus isolates in BHI broth and BHI broth, containing 5%
sheep blood during different growth phases. The gyrB gene was used as an internal control.

Results: The agr system in the BHI broth, containing 5% sheep blood, was active. The expression levels of agrA, RNAIIL, hla, and mecA
in the stationary phase relative to exponential phase of growth was increased by 2.95, 5.7, 2.7 and 2.08 folds, respectively. However,

Conclusions: Aside from the growth phase, the expression levels of all of the genes in cultures containing blood relative to BHI
broth alone were increased. During encounter with blood cells, the expression profile was similar to that seen in vivo conditions.
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1. Background

Staphylococcus aureus causes a wide range of diseases,
from benign skin infections to life-threatening systemic
infections such as pneumonia, endocarditis, and toxic
shock syndrome. Methicillin resistant Staphylococcus au-
reus (MRSA) are multidrug resistant bacteria that often
cause serious problems via nosocomial infections in hos-
pitals. The ability of these bacteria to cause such severe in-
fections isrelated to numerous virulence factors that allow
these bacteria to adhere to surfaces|tissues, avoid or invade
the immune system, and cause harmful toxic effects in the
host. The most important factors are secreted hemolysins,
toxins, extracellular enzymes, anti-inflammatory peptides,
adhesions, and immune evasion mechanisms (1, 2).

The agr system plays a central role in the regulation of
virulence factors during growth. Agr is a quorum sensing
system in S. aureus, which is activated during increase in
cell density at transition from exponential phase to the sta-
tionary phase growth; there is an up-regulated expression
of secreted exo-proteins, such as a-hemolysin and down-

regulated expression of cell surface associated virulence
factors, such as protein A (3, 4). When S. aureus infects a
host, the expression pattern of virulence factors in the host
seems to be somewhat different from thatin culture media

(5).

2. Objectives

This study investigated expression of virulence factors
in brain heart infusion (BHI) and BHI broth supplemented
with sheep blood (5%) to mimic the in-vivo environment
from exponential and stationary phase. Selected virulence
genes, including hla (encoding alpha-toxin), are generally
activated by agr and spa (encoding protein A), and gener-
ally repressed by agr and agrA, as representative of agr sys-
tem and mecA (encoding resistance of methicillin). This
study also investigated the expression of one regulatory
gene, RNAIII, the effecter molecule of the accessory gene
regulator (agr) system, which is reported to up-regulate
toxin genes and down-regulate adhesion genes.
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3. Methods

3.1. Bacterial Strains

This study was carried out on 5 S. aureus isolates in-
cluding 2 MRSA and two methicillin sensitive Staphylococ-
cus aureus (MSSA) isolates, which comprised of one isolate
from a healthy carrier patient and one from a clinical sam-
ple, in each group, and a COL standard isolate. The isolates
were recovered and pure culture was prepared from them.
The isolates were confirmed with conventional laboratory
techniques, including Gram staining, catalase test, hemol-
ysis on blood agar, and coagulase test.

3.2. Plotting of Growth Curve

For this purpose, dilution of 10®° CFU/mL for each of
the isolated bacteria in BHI broth and BHI broth contain-
ing 5% sheep blood (BHIB) was used and this concentra-
tion was considered as O-time for inoculation. These cul-
tures were incubated at 37°C in 24 test tubes, which were
sampled at hourly intervals and were inoculated on Muller
Hinton agar medium (Merck, Germany). The number of
colonies was counted after a 24-hour incubation at 37°C,
and the growth curve was plotted. Also absorbance values
at 578 nm (OD 578 nm) were recorded for each suspension
athourly intervals (6, 7). Also amounts of the samples were
stored for RNA extraction and Real time polymerase chain
reaction (PCR) immediately frozen at -70°C until examina-
tion.

3.3. Extraction and Purification of RNA

The RNA was extracted at 3 and 7 hours as the expo-
nential phase and 11and 15 as the stationary phase in Brain
Heart Infusion (BHI) broth and BHI containing 5% sheep
blood (BHIB). Total RNA of samples were extracted using
RNeasy Mini Kit guidelines (Qiagen, Germany), accord-
ing to the manufacturer’s instructions. This kit contains
guanidine thiocyanate buffer. For very sensitive applica-
tions, such as RT-PCR, the RNA product should be treated
with DNase to remove small amounts of residual DNA.
For this purpose, the RNase-Free DNase set (Qiagene, Ger-
many), according to the manufacturer’s directions, was
used. Absence of DNA was confirmed by Polymerase Chain
Reaction (PCR) and in order to determine the concentra-
tion of RNA extracted from Eppendorf Biophotometer, a
wavelength of 260 nm (A260) was used, and the purity of
the extracted RNA was identified from about 260 nm to
280 nm (A260 [ A280). Integrity and quality of RNA were
tested by agarose gel electrophoresis and ethidium bro-
mide staining tests so that two bands of 1.5 (16S) and 2.9
(23S) kb, were observed.

3.4. Real Time Polymerase Chain Reaction and Analysis of Gene
Expression

To determine the amount of each gene in extracted
RNA, Real-Time PCR was performed using specific primers
for each of the 5 genes, and expression levels were normal-
ized to the expression of gyrB as an internal control. Real-
Time PCR was carried out using SYBR Green through the
One-Step RT-PCR method and with QuantiFast SYBR Green
RT-PCR kit (Qiagen, Germany), according to the manufac-
turer’s instructions. For this purpose an ABI 7300 thermo-
cycler was used (Applied Biosystems). Primers used in this
study are presented in Table 1; these were confirmed with
the NCBI website using Blast pairing place and length of
PCR product.

Relative target expression was calculated according to
theA (ACy) method (12, 13), in which the fold-change in
expression is equal to 2 “24C;. Data are presented as fold-
change in transcript levels in BHIB relative to BHI broth
and the stationary phase relative to the exponential phase.

(1) A Cr= CT,target - CT,reference

(2) AA Ct=AcCt(sample)- ACt(calibrator)

3.5. Statistical Analysis

Each experiment was replicated 3 times and the results
were analyzed by the SPSS software through analysis of
variance (ANOVA) and Duncan test at a significance level of
0.05.

4. Results

The growth curves of 5 S. aureus isolates in 2 different
growth media; including BHI and BHIB were plotted dur-
ing time of inoculation (0-time) through a 24-hour incu-
bation period. Figure 1 shows the growth curve of a clinical
isolate of methicillin-resistant S. aureus in two growth me-
dia; BHI and BHIB at 24 hours (Figure 1). The growth curves
of other isolates were similar to this isolate, in which the
corresponding data are not shown.

The results showed that the beginning of the expo-
nential phase, mid-exponential phase, stationary phase,
and mid-stationary phase in isolates and different cultures
were at hours 3, 7, 11, and 15, respectively, and there was no
significant difference between cultures of BHIand BHI con-
taining blood (BHIB). For this reason, the gene’s expression
was evaluated at the mentioned times, and mean C; at 3
and 7 hours was considered as the exponential phase and
mean Cy at 11and 15 hours, as the stationary phase.
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Table 1. Primers Used in This Study

Name Sequence (5 to3) Product Size, bp Reference
agrA (F) TGATAATCC TTATGA GGT GCTT

163 (8)
agrA (R) CAC TGT GAC TCG TAA CGA AAA
RNAIII (F) CGATGTTGT TTA CGATAG CTT

146 (5)
RNAIII (R) CCATCC CAA CTT AAT AAC CA
hia (F) GGG GAC CAT ATG ATA GAG ATT

154 (5)
hila (R) TGT AGC GAA GTC TGG TGA AA
spa (F) GAT GGT AAC GGA GTA CAT GTC GTT ©

163 9
spa(R) TTG CTG GTT GCT TCT TAT CAA CA
mecA (F) ACT GCT ATC CAC CCT CAA AC

163 (10)
mecA (R) CTG GTG AAG TTG TAATCT GG
gyrB(F) CGC AGG CGATTT TAC CAT TA 141 (1)

reduced. The spa gene encodes for protein A that is one
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Figure 1. Growth Curve of Clinical Isolate of Methicillin Resistant Staphylococcus au-
reus in Two Medium, BHI Broth and BHI Broth Containing 5% Sheep Blood at 24 Hours

4.1. Profile of Gene Expression at Different Growth Phases

As shown in Figure 2, when considering the mean of
5 isolates consequently, the mean agrA gene expression in
BHIbroth containing 5% sheep blood (BHIB) showed a 2.95-
fold increase in stationary growth phase relative to expo-
nential phase, while its expression in BHI broth decreased
during the stationary phase. The RNAIII acts as an effec-
tor molecule in the agr system. In both culture condi-
tions, mean expression of this gene in stationary phase was
higher than the exponential phase. A 5.7-fold increased ex-
pression was found in the BHI broth containing 5% sheep
blood (BHIB) and a 2.99-fold increase in BHI. The expres-
sion of the hla gene is responsible for synthesis of alpha
hemolysin and is one of the most important virulent fac-
tors of S. aureus; in medium containing blood (BHIB) a 2.7-
fold increase was detected while mean expression of this
gene in standard laboratory medium (BHI broth) in sta-
tionary growth phase relative to exponential phase was
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of the most important bacterial defense proteins against
non-specific immune defense. Expression of this gene de-
creased in medium containing blood (BHIB) and finally,
mean expression of gene encoding resistance to methi-
cillin (mecA)in 5 isolates, increased in both environmental
conditions (Figure 2).

7 W BHI

M BHIB

Fold Change

ageA RNAII hla spa mecA

Gene

Figure 2. Amount of Gene Expression in Stationary Phase Compared with the Expo-
nential Phase in BHI Broth and BHI Broth Containing 5% Sheep Blood (BHIB)

Also Figure 3 shows that regardless of the growth
phase, the expression of all studied genes increased in BHI
broth containing 5% sheep blood (BHIB) compared to BHI
broth. This change was more than other genes for RNAIII
gene expression (Figure 3). The other aim of this study was
to compare expression levels of virulence and regulatory
of genes in colonizing and invasive isolates. Transcription
of all of genes was up-regulated in colonizing isolates com-
pared to invasive isolates (Figure 4).

The other aim of this study was to compare expression
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Figure 3. The Mean Gene Expression in Five Isolates in BHI Broth Containing 5%
Sheep Blood (BHIB) Compared to BHI Broth
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Figure 4. Mean of ACT (target CT -gyrB CT) of Colonizing and Invasive Isolates in
BHIB (a lower ACT is indicative of higher expression)

levels of virulence and regulatory genes in MRSA and MSSA
isolates. Transcription of all of the genes except spa, was
up-regulated in MSSA isolates compared to MRSA isolates
(Figure 5).

5. Discussion

Several studies have implied that BHI broth is a highly
nutritious culture and ideal for bacterial growth and does
not need adding of blood, as it is not nutritious. Additives
such as sheep blood and calf serum cannot increase the
growth rate (5, 14, 15). The results showed that the addi-
tion of 5% sheep blood in BHI broth could not reduce the
generation time of S. aureus or increase growth rate of this
bacteria, yet this enrichment compound could enhance ex-
pression of virulence genes of S. aureus.

The Agr is a quorum sensing system in S. aureus, which
is activated during increase in cell density at transition
from exponential phase to stationary phase growth; there

2 MSSA
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agrA RNAIII hla spa
Gene
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Figure 5. Mean ACT (target CT -gyrB CT) of Methicillin Resistant Staphylococcus
aueus (MRSA) and Methicillin Sensitive Staphylococcus aureus (MSSA) Isolates in BHIB

isan up-regulated expression of secreted exoproteins, such
as a-hemolysin, and down-regulated expression of cell
surface-associated virulence factors, such as Protein A (16-
18). In the current study, the agr system in the BHI broth
containing 5% sheep blood was activated. Because in
this medium expression levels of agrA, RNAIIIL, and hla in-
creased during the stationary phase of growth compared
to the exponential phase of growth, the expression of the
spa was repressed. However, in the BHI broth, the agr sys-
tem was a passive system. Because expression of agrA in
BHI broth and in stationary phase relative to exponential
phase decreased and increasing 3-fold expression of RNAIII
can not resulting increasing of expression of hla (Figure 2).

Aside from the growth phase, the expression levels of
all genes in cultures containing blood relative to BHI broth
alone were increased. The presence of blood in the envi-
ronment and encounter with blood cells may induce sim-
ilar conditions to host and the expression profile was sim-
ilar to those seen with in vivo conditions. It is well known
that bacteria with their specific receptors recognize com-
ponents in the blood, such as heme of hemoglobin, and
with an increase in cell density, there is a great increase
of virulence genes expression (particularly those affected
by the agr regulatory system). Bacteria in the presence
of blood (BHIB), which resembles in vivo conditions, com-
pared with BHI broth, will lead agr regulatory system to
increase expression of virulence factors. Thus, a 4-fold
increase in hla gene expression was observed, which ex-
plained the presence of red blood cells, white blood cells,
and platelets that could be targeted by this toxin (1,19). This
topic, along with the decrease in the gene expression of
spa, indicates the activation of quorum sequencing system
by agr in BHI supplemented with 5% sheep blood.
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In the current study, in BHI broth, despite an increase
in cell density, quorum sequencing system is not activated
in a standard laboratory culture media. The probable rea-
son of this subject is that BHI broth is an enriched nutri-
tious media and is ideal for growth of S. aureus and bacte-
ria are not needed for the expression of the agr system and
virulence genes. Oogai et al. (2011) showed that levels of
expression of effector molecule of the agr locus (RNAIII) in
stationary phase increased in TSB broth, yet this increase
of regulatory gene of agr system resulted in decreased ex-
pression of some virulence genes, similar to aur (encoding
aureolysin)and lukS-PV (encoding Panton-Valentine leuko-
cidin) (5).

The impact of the type media culture on the expres-
sion of virulent genes has been reviewed and approved by
several studies. Malachowa et al. (2011) reported that ex-
pression of gamma-hemolysin gene and Pantone Valentin
gene in three media cultures BHI, TSB, and CCY is different:
Pantone Valentin gene was more expressed in CCY than
the other two media cultures and gamma hemolysin gene
showed greater expression in BHI. It is interesting that Pan-
tone Valentin gene expression in CCY is much higher in
the stationary phase than the exponential phase, while
this gene is expressed more in TSB during the exponential
phase, and is almost the same in BHI (14).

However, the regulatory role of agr system is not the
same in all strains and isolates. The diversity and polymor-
phism in the agr locus is associated with differences in ac-
tivity level of strains (20, 21). Therefore, polymorphism in
the agr locus may result in fundamental differences in the
sequences encoding agrB, agrD, and agrC, and influences
the downstream area agr locus and changes the expression
levels of agrA. In the current study, it was found that the
gene involved in the resistance to methicillin (mecA) was
strongly upregulated by agr in the BHI broth containing
5% sheep blood, which is in accordance with the idea that
agr impacts methicillin resistance, according to the study
of Cheung et al. (22). These results show that agr has a
gene regulatory effect on the expression of methicillin re-
sistance gene.

The results indicated that expression of all selected
genes increased in colonizing isolates compared to clini-
cal isolates (Figure 4). In other studies, a significant cor-
relation was not found between the presence of virulence
genes and invasiveness of S. aureus isolates (23, 24). The
origin of the isolate cannot be considered independently
of other genetic factors related to the isolate, as these may
make a significant contribution to pathogenicity (25).

Results of comparison of gene expression profile in
MRSA and MSSA isolates indicated that expression of all se-
lected genes except spa, increased in MSSA isolates com-
pared with MRSA isolates (Figure 5). The acquisition of re-
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sistance to antibiotics is decreased toxins expression (26-
28). Also, decreased expression of virulence genes was as-
sociated with type and size of cassette SCCmec. The MRSA
strains carrying the larger cassette SCCmec showed higher
energy demand and reduction in virulence factor secre-
tion (23, 29).

5.1. Conclusions

The agr system in the BHI broth, containing 5% sheep
blood, was active, as in this medium, expression levels of
agrA, RNAIIL, and hla increased during the stationary phase
of growth compared to the exponential phase of growth,
while the expression of the spa was repressed. The pres-
ence of blood in the media culture and encounter with
blood cells may induce similar conditions to host and the
expression profile was similar to those seen with in vivo
conditions. Studying the effect of the presence of blood
in the medium on the expression of other virulent genes
and other regulatory systems, and accurate direct mea-
surement of gene expression levels in-vivo could provide
a better understanding of the pathogenesis of S. aureus.

Acknowledgments

The authors thank all staff of the Microbiology labora-
tory of Golestan University of Medical Sciences.

Footnote

Financial Disclosure: All authors declare that they had no
conflicts of interest.

References

1. Bien ], Sokolova O, Bozko P. Characterization of Virulence Factors of
Staphylococcus aureus: Novel Function of Known Virulence Factors
That Are Implicated in Activation of Airway Epithelial Proinflamma-
tory Response. | Pathog. 2011;2011:601905. doi: 10.4061/2011/601905.
[PubMed: 22567334].

2. Costa AR, Batistao DWF, Ribas RM, Sousa AM, Pereira MO, Botelho CM.
In: Microbial pathogens and strategies for combating them: science,
technology and education. Méndez-Vilas A, editor. 1. Formatex; 2013.
pp. 702-10.Staphylococcus aureus virulence factors and disease.

3. GrayB,HallP,Gresham H.Targeting agr-and agr-Like quorum sensing
systems for development of common therapeutics to treat multiple
gram-positive bacterial infections. Sensors (Basel). 2013;13(4):5130-66.
doi: 10.3390/5130405130. [PubMed: 23598501].

4. Wang B, Muir TW. Regulation of Virulence in Staphylococcus au-
reus: Molecular Mechanisms and Remaining Puzzles. Cell Chem
Biol. 2016;23(2):214-24. doi: 10.1016/j.chembiol.2016.01.004. [PubMed:
26971873].

5. Oogai Y, Matsuo M, Hashimoto M, Kato F, Sugai M, Komatsuzawa
H. Expression of virulence factors by Staphylococcus aureus
grown in serum. Appl Environ Microbiol. 2011;77(22):8097-105.
doi: 10.1128/AEM.05316-11. [PubMed: 21926198].


http://dx.doi.org/10.4061/2011/601905
http://www.ncbi.nlm.nih.gov/pubmed/22567334
http://dx.doi.org/10.3390/s130405130
http://www.ncbi.nlm.nih.gov/pubmed/23598501
http://dx.doi.org/10.1016/j.chembiol.2016.01.004
http://www.ncbi.nlm.nih.gov/pubmed/26971873
http://dx.doi.org/10.1128/AEM.05316-11
http://www.ncbi.nlm.nih.gov/pubmed/21926198
http://jjmicrobiol.neoscriber.org

KoohsariHet al.

10.

1.

14.

15.

17.

18.

. Willey ], Sherwood L, Woolverton C. Prescott’s Microbiology. 7nd

ed. McGraw-Hill Higher Education Press: New York; 2008. pp. 119-
48.Microbial Nutrition, Growth and Control.

. Koohsari H, Mozafari NA, Ghazi-Saidi K, Nejad RAK, Moradi A. Effect of

blood and sera on growth of staphylococcus aureus in BHI media.
Pure Appl Microbiol. 2013;7(4):2851-5.

. QiuJ, Zhang X, Luo M, Li H, Dong |, Wang ], et al. Subinhibitory con-

centrations of perilla oil affect the expression of secreted virulence
factor genes in Staphylococcus aureus. PLoS One. 2011;6(1):€16160. doi:
10.1371fjournal.pone.0016160. [PubMed: 21283822].

. Loughman JA, Fritz SA, Storch GA, Hunstad DA. Virulence gene expres-

sion in human community-acquiredstaphylococcus aureusinfection.
JInfect Dis. 2009;199(3):294-301. doi: 10.1086/595982.

Mehrotra M, Wang G, Johnson WM. Multiplex PCR for detection
of genes for Staphylococcus aureus enterotoxins, exfoliative toxins,
toxic shock syndrome toxin 1, and methicillin resistance. ] Clin Micro-
biol. 2000;38(3):1032-5. [PubMed: 10698991].

Seidl K, Chen L, Bayer AS, Hady WA, Kreiswirth BN, Xiong YQ. Re-
lationship of agr expression and function with virulence and van-
comycin treatment outcomes in experimental endocarditis due
to methicillin-resistant Staphylococcus aureus. Antimicrob Agents
Chemother.  2011;55(12):5631-9. doi: 10.1128/AAC.05251-11. [PubMed:
21968365].

. Arya M, Shergill IS, Williamson M, Gommersall L, Arya N, Patel HR.

Basic principles of real-time quantitative PCR. Expert Rev Mol Diagn.
2005;5(2):209-19. doi: 10.1586/14737159.5.2.209. [PubMed: 15833050].

. Livak K], Schmittgen TD. Analysis of relative gene expression data us-

ing real-time quantitative PCR and the 2(-Delta Delta C(T)) Method.
Methods. 2001;25(4):402-8. doi: 10.1006/meth.2001.1262. [PubMed:
11846609].

Malachowa N, Whitney AR, Kobayashi SD, Sturdevant DE, Kennedy
AD, Braughton KR, et al. Global changes in Staphylococcus aureus
gene expression in human blood. PLoS One. 2011;6(4):¢18617. doi:
10.1371[/journal.pone.0018617. [PubMed: 21525981].

Wiltshire MD, Foster SJ. Identification and analysis of Staphylococ-
cus aureus components expressed by a model system of growth in
serum. Infect Imnmun. 2001;69(8):5198-202. doi: 10.1128/IAI.69.8.5198-
5202.2001. [PubMed: 11447207].

. Antunes LC, Ferreira RB, Buckner MM, Finlay BB. Quorum sens-

ing in bacterial virulence. Microbiology. 2010;156(Pt 8):2271-82. doi:
10.1099/mic.0.038794-0. [PubMed: 20488878].

Dunman PM, Murphy E, Haney S, Palacios D, Tucker-Kellogg G, Wu
S, et al. Transcription profiling-based identification of Staphylococ-
cus aureus genes regulated by the agr and/or sarA loci. J Bacteriol.
2001;183(24):7341-53. doi: 10.1128/]B.183.24.7341-7353.2001. [PubMed:
11717293].

Novick RP, Geisinger E. Quorum sensing in staphylococci. Annu Rev
Genet. 2008;42:541-64. doi: 10.1146/annurev.genet.42.110807.091640.
[PubMed: 18713030].

20.

21

22.

23.

24.

25.

26.

27.

28.

29.

. Burnside K, Lembo A, de Los Reyes M, Iliuk A, Binhtran NT, Con-

nelly JE, et al. Regulation of hemolysin expression and virulence
of Staphylococcus aureus by a serine/threonine kinase and phos-
phatase. PLoS One. 2010;5(6):e11071. doi: 10.1371/journal.pone.0011071.
[PubMed: 20552019].

Mullarky IK, Su C, Frieze N, Park YH, Sordillo LM. Staphylococcus au-
reus agr genotypes with enterotoxin production capabilities can re-
sist neutrophil bactericidal activity. Infect Immun. 2001;69(1):45-51.
doi: 10.1128[IA1.69.1.45-51.2001. [PubMed: 11119487|.

Papakyriacou H, Vaz D, Simor A, Louie M, McGavin MJ. Molecular anal-
ysis of the accessory gene regulator (agr) locus and balance of vir-
ulence factor expression in epidemic methicillin-resistant Staphylo-
coccus aureus. J Infect Dis. 2000;181(3):990-1000. doi: 10.1086/315342.
[PubMed: 10720522].

Cheung GY, Wang R, Khan BA, Sturdevant DE, Otto M. Role of the

accessory gene regulator agr in community-associated methicillin-
resistant Staphylococcus aureus pathogenesis. Infect Immun.

2011;79(5):1927-35. doi: 10.1128/IA1.00046-11. [PubMed: 21402769].
O’Donnell S, Humphreys H, Hughes D. Distribution of virulence
genes among colonising and invasive isolates of methicillin-resistant
Staphylococcus aureus. Clin Microbiol Infect. 2008;14(6):625-6. doi:
10.1111/j.1469-0691.2008.01990.X.

Rasmussen G, Monecke S, Ehricht R, Soderquist B. Prevalence of
clonal complexes and virulence genes among commensal and
invasive Staphylococcus aureus isolates in Sweden. PLoS One.
2013;8(10):e77477. doi:  10.1371/journal.pone.0077477. [PubMed:
24130888].

Abu Othman A, Humphreys H, O'Neill E, Fitzgerald-Hughes D. Differ-
ences in expression of virulence genes amongst invasive and coloniz-
ing isolates of meticillin-resistant Staphylococcus aureus. ] Med Mi-
crobiol. 2011;60(Pt 2):259-61. doi: 10.1099/jmm.0.019174-0. [PubMed:
20965917).

Collins J, Rudkin J, Recker M, Pozzi C, O'Gara JP, Massey RC. Off-
setting virulence and antibiotic resistance costs by MRSA. ISME J.
2010;4(4):577-84. doi: 10.1038/isme;j.2009.151. [PubMed: 20072161].
Jimenez JN, Ocampo AM, Vanegas JM, Rodriguez EA, Garces CG,
Patino LA, et al. Characterisation of virulence genes in methicillin
susceptible and resistant Staphylococcus aureus isolates from a
paediatric population in a university hospital of Medellin, Colom-
bia. Mem Inst Oswaldo Cruz. 2011;106(8):980-5. doi: 10.1590/S0074-
02762011000800013. [PubMed: 22241120].

Otto M. Basis of virulence in community-associated methicillin-
resistant Staphylococcus aureus. Annu Rev Microbiol. 2010;64:143-62.
doi: 10.1146/annurev.micro.112408.134309. [PubMed: 20825344].

Lee SM, Ender M, Adhikari R, Smith JM, Berger-Bachi B, Cook GM. Fit-
ness cost of staphylococcal cassette chromosome mec in methicillin-
resistant Staphylococcus aureus by way of continuous culture. An-
timicrob Agents Chemother. 2007;51(4):1497-9. doi: 10.1128/AAC.01239-
06. [PubMed: 17283194].

Jundishapur ] Microbiol. 2017;10(6):e14380.


http://dx.doi.org/10.1371/journal.pone.0016160
http://www.ncbi.nlm.nih.gov/pubmed/21283822
http://dx.doi.org/10.1086/595982
http://www.ncbi.nlm.nih.gov/pubmed/10698991
http://dx.doi.org/10.1128/AAC.05251-11
http://www.ncbi.nlm.nih.gov/pubmed/21968365
http://dx.doi.org/10.1586/14737159.5.2.209
http://www.ncbi.nlm.nih.gov/pubmed/15833050
http://dx.doi.org/10.1006/meth.2001.1262
http://www.ncbi.nlm.nih.gov/pubmed/11846609
http://dx.doi.org/10.1371/journal.pone.0018617
http://www.ncbi.nlm.nih.gov/pubmed/21525981
http://dx.doi.org/10.1128/IAI.69.8.5198-5202.2001
http://dx.doi.org/10.1128/IAI.69.8.5198-5202.2001
http://www.ncbi.nlm.nih.gov/pubmed/11447207
http://dx.doi.org/10.1099/mic.0.038794-0
http://www.ncbi.nlm.nih.gov/pubmed/20488878
http://dx.doi.org/10.1128/JB.183.24.7341-7353.2001
http://www.ncbi.nlm.nih.gov/pubmed/11717293
http://dx.doi.org/10.1146/annurev.genet.42.110807.091640
http://www.ncbi.nlm.nih.gov/pubmed/18713030
http://dx.doi.org/10.1371/journal.pone.0011071
http://www.ncbi.nlm.nih.gov/pubmed/20552019
http://dx.doi.org/10.1128/IAI.69.1.45-51.2001
http://www.ncbi.nlm.nih.gov/pubmed/11119487
http://dx.doi.org/10.1086/315342
http://www.ncbi.nlm.nih.gov/pubmed/10720522
http://dx.doi.org/10.1128/IAI.00046-11
http://www.ncbi.nlm.nih.gov/pubmed/21402769
http://dx.doi.org/10.1111/j.1469-0691.2008.01990.x
http://dx.doi.org/10.1371/journal.pone.0077477
http://www.ncbi.nlm.nih.gov/pubmed/24130888
http://dx.doi.org/10.1099/jmm.0.019174-0
http://www.ncbi.nlm.nih.gov/pubmed/20965917
http://dx.doi.org/10.1038/ismej.2009.151
http://www.ncbi.nlm.nih.gov/pubmed/20072161
http://dx.doi.org/10.1590/S0074-02762011000800013
http://dx.doi.org/10.1590/S0074-02762011000800013
http://www.ncbi.nlm.nih.gov/pubmed/22241120
http://dx.doi.org/10.1146/annurev.micro.112408.134309
http://www.ncbi.nlm.nih.gov/pubmed/20825344
http://dx.doi.org/10.1128/AAC.01239-06
http://dx.doi.org/10.1128/AAC.01239-06
http://www.ncbi.nlm.nih.gov/pubmed/17283194
http://jjmicrobiol.neoscriber.org

	Abstract
	1. Background
	2. Objectives
	3. Methods
	3.1. Bacterial Strains
	3.2. Plotting of Growth Curve
	3.3. Extraction and Purification of RNA
	3.4. Real Time Polymerase Chain Reaction and Analysis of Gene Expression 
	Table 1

	3.5. Statistical Analysis

	4. Results
	Figure 1
	4.1. Profile of Gene Expression at Different Growth Phases
	Figure 2
	Figure 3
	Figure 4
	Figure 5


	5. Discussion
	5.1. Conclusions

	Acknowledgments
	Footnote
	Financial Disclosure

	References

