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ABSTRACT Diabetic foot ulcer (DFU) is the most common and costly sequela of di-
abetes mellitus, often leading to lower-extremity amputation with poor 5-year sur-
vival rates. Staphylococcus aureus is the most prevalent pathogen isolated from DFU,
suggesting adaptation of S. aureus to the unique metabolic conditions of diabetes.
Diabetes is a complex metabolic disorder with increases not only in serum glucose
levels but also in levels of other sugars, including fructose, mannose, and glucose-6-
phosphate (G6P). However, the effect of metabolism of these sugars on the pathoge-
nesis of S. aureus is not fully understood. In this study, we demonstrated that metab-
olism of G6P, fructose, and mannose induced greater expression of staphylococcal
virulence factors than did glucose metabolism, but only G6P effects were independ-
ent of glucose-mediated carbon catabolite repression, suggesting a physiologically
relevant role in diabetes. Our in vivo studies further demonstrated that G6P was
highly present in skin adipose tissues of diabetic TALLYHO/JngJ mice, and subcutane-
ous infection with S. aureus caused significantly greater tissue necrosis and bacterial
burden, compared to nondiabetic SWR/J mice. Finally, enhanced pathogenesis of S.
aureus in diabetic TALLYHO/JngJ mice was significantly attenuated by deletion of the
hexose phosphate transport (HPT) system. These results suggest that G6P is an impor-
tant metabolic signal for S. aureus, enhancing the virulence in diabetes. A better
understanding of how G6P metabolism is linked to the virulence of S. aureus will lead
to the development of novel alternative therapeutics.

IMPORTANCE Sugars are essential nutrients for S. aureus to survive and proliferate within
the host. Because elevated serum glucose levels are a hallmark of diabetes, most studies
have focused on the effect of glucose metabolism, and very little is known regarding
the effects of metabolism of other sugars on the pathogenesis of S. aureus in diabetes.
In this study, we demonstrated that G6P, which is highly present in diabetes, can induce
expression of staphylococcal virulence factors that cause severe tissue necrosis and bac-
terial burden in skin infections. Our results highlight the importance of nutritional con-
trol of blood sugar levels, not only glucose but also other highly metabolizable sugars
such as G6P. A better understanding of how activation of the HPT system is linked to
the virulence of S. aureus will guide development of novel alternative therapeutics.

KEYWORDS Staphylococcus aureus, diabetes, glucose-6-phosphate, hexose phosphate
transport system, bicomponent leukocidins

Diabetes mellitus is a chronic metabolic disorder characterized by abnormally high
blood sugar levels resulting from impairment of insulin production. This is driven

by either defective beta cells of the pancreas (type 1 diabetes) or insulin resistance
caused by multiple factors, including obesity, genetics, and lifestyle (type 2 diabetes
[T2D]). T2D accounts for 90 to 95% of all diagnosed cases of diabetes. Nearly 350 mil-
lion people were diagnosed with T2D worldwide in 2013, and the number is antici-
pated to be more than 500 million by 2035 (1). Among several complications
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associated with diabetes are vascular disease, renal failure, blindness, heart failure, and
diabetic foot ulcer (DFU), with DFU being the most prevalent and significant sequela of
T2D. The total economic loss caused by diagnosed diabetes in the United States in
2017 was estimated to be $327 billion, including $237 billion in direct medical costs
and $90 billion in reduced productivity (2). It is estimated that 19 to 34% of patients
with T2D develop DFU in their lifetimes, and DFU is the most common cause of hospi-
talization and medical costs associated with diabetes (3). Despite high health care
costs, outcomes for patients presenting with DFU infections are poor; such infections
often result in lower-limb amputation, with very poor 1-, 2-, and 5-year survival rates of
80.80%, 69.01%, and 28.64%, respectively (4). DFU is caused by a combination of periph-
eral sensorimotor and autonomic neuropathy, peripheral vascular disease, and minor
trauma, frequently complicated by subsequent infections (5). Several metagenomic studies
demonstrated that Staphylococcus aureus is the most common pathogen isolated from
DFU infections (6–9). Furthermore, microbiome studies demonstrated that patients with
T2D showed skin microbiota more frequently colonized with S. aureus and more suscepti-
ble to S. aureus infections (6–9). These findings suggest that S. aureus successfully adapts to
the diabetic condition; however, the underlying mechanism has not been fully elucidated.

S. aureus produces a battery of virulence factors to colonize, invade, and destroy tis-
sues and components of the host immune system (9–11). These virulence factors
include microbial surface components recognizing adhesive matrix molecules promot-
ing colonization, staphylococcal cytolytic proteins directly killing host immune cells,
and staphylococcal superantigens aberrantly activating immune cells to cause a cyto-
kine storm (12, 13). Expression of these virulence factors is mainly regulated by regula-
tory two-component systems (TCSs), such as the S. aureus exoprotein expression (Sae)
TCS and the accessory gene regulator (Agr) TCS, in response to a quorum-sensing sig-
nal that is dependent on the population density, as well as external signals such as oxy-
gen, pH, changes in osmolality, and host-driven antimicrobial peptides (14, 15). In a
DFU, S. aureus is exposed to unique metabolic conditions in diabetes. Among them,
glucose is the most significant metabolic cue, to which S. aureus must swiftly respond
in order to produce energy and cellular components related to virulence. Previous
studies demonstrated that metabolism of glucose contributes to the pathogenesis of
S. aureus by promoting biofilm formation, resistance to NO2, and replication within tis-
sues (16–18). In contrast, other studies demonstrated that metabolism of glucose
suppressed the pathogenesis of S. aureus by repressing expression of Agr-depend-
ent virulence factors, including a-hemolysin, b-hemolysin, protein A, and staphylo-
coccal enterotoxin B (19–22). These toxins are key virulence factors of S. aureus that
disarm the host immune system. However, it is not clearly understood how S. aur-
eus achieves successful pathogenesis in the presence of elevated glucose levels,
which suppress expression of staphylococcal virulence factors.

Recent progress in metabolomic studies revealed that diabetes results not only in
elevated serum glucose levels but also in many other metabolites, including several
sugars such as fructose, mannose, and glucose-6-phosphate (G6P) (23–26). Recently,
we demonstrated that metabolism of G6P significantly increased survival/multiplica-
tion of S. aureus within host innate immune cells and resistance to antibiotics (27).
These results suggest that metabolism of other sugars may affect the pathogenesis of
S. aureus, which has not been fully elucidated. In this study, we investigated how me-
tabolism of sugars elevated during diabetes impacts the pathogenesis of S. aureus. We
demonstrate that G6P is an important metabolic signal in diabetes that promotes the
pathogenesis of S. aureus by inducing expression of staphylococcal cytotoxins, leading
to severe tissue necrosis and bacterial burdens in diabetic TALLYHO/JngJ mice.

RESULTS
Metabolism of sugars highly present in diabetes induces expression of

staphylococcal virulence factors. To determine the effect of sugar metabolism on
the expression of staphylococcal virulence factors, S. aureus strain LAC, a common ge-
notype of S. aureus isolated from skin and soft tissue infections in the United States,
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was cultured in chemically defined medium (CDM) supplemented with a single sugar,
i.e., glucose, fructose, mannitol, trehalose, mannose, maltose, or G6P, each highly pres-
ent in the serum and tissues of T2D (23–26). S. aureus LAC grew at similar rates in CDM
supplemented with all tested sugars except trehalose, with which S. aureus entered
the early exponential phase of growth approximately 3 h later than with the other sug-
ars but reached the stationary phase at 24 h of culture, similar to findings for the other
sugars (Fig. 1A). In contrast, exoprotein expression profiles were highly altered by me-
tabolism of each specific sugar (Fig. 1B). Immunoblot analysis showed that expression
of bicomponent leukocidins (F and S components) and staphylococcal enterotoxins
(SElQ, SElK, and SElX) was highly induced in the cultures in CDM supplemented with
G6P, followed by fructose and mannose (Fig. 1C). Expression of a-hemolysin was
broadly induced in CDM supplemented with all tested sugars except glucose. In con-
trast, staphylococcal virulence factors were least expressed in CDM supplemented with
glucose. Consistent with immunoblot results, quantitative real-time PCR (qRT-PCR)
analysis showed that transcription of staphylococcal cytotoxins was highly induced in
cultures in CDM supplemented with G6P, fructose, or mannose (2- to 34-fold higher
than with glucose), compared to CDM supplemented with glucose (Fig. 1D). To confirm
the expression of staphylococcal cytotoxins, cytotoxicity toward human whole leuko-
cytes caused by culture supernatants was measured. Strong cytotoxicity was induced
in the culture supernatants from CDM supplemented with G6P, followed by fructose
and mannose. In contrast, no cytotoxicity was observed in culture supernatants from
cells cultured with glucose (Fig. 1E).

G6P induces expression of staphylococcal cytotoxins by activation of Agr TCS
and Sae TCS independent of glucose-mediated carbon catabolite repression. To
determine the extent to which the expression of staphylococcal virulence factors

FIG 1 Effect of sugar metabolism on expression of staphylococcal virulence factors. The S. aureus LAC strain was cultured in CDM supplemented with a
single sugar (glucose, maltose, fructose, G6P, mannose, trehalose, or mannitol). (A) Growth at 37°C for 24 h was analyzed by measuring the optical density
at 600 nm. (B) Exoprotein profiles of culture supernatants prepared by TCA precipitation were analyzed by SDS-PAGE. (C) Expression of staphylococcal
virulence factors was analyzed by immunoblotting using antibodies specific to staphylococcal cytotoxins and enterotoxins. (D) Transcription of
staphylococcal virulence factors was analyzed by qRT-PCR. The fold change was calculated by comparing the CT normalized to the internal control (gyrA),
relative to the results with glucose. (E) Cytotoxicity of culture supernatants was measured by incubation with human whole leukocytes (2 � 105 cells) for
1 h. Cytotoxicity, indicated by incorporation of PI into cellular DNA, was measured using a NovoCyte flow cytometer. Representative results are shown. All
experiments were repeated three times. Error bars indicate the standard deviations.
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induced by metabolism of fructose, mannose, or G6P resulted from transcriptional acti-
vation of Agr and Sae, we generated S. aureus LAC strain harboring a luciferase re-
porter plasmid (28) whose expression is controlled by the promoter activity of Agr and
Sae. Significantly greater transcriptional activity of both Agr and Sae was observed
from CDM supplemented with G6P, compared to results from CDM supplemented
with glucose, which did not induce transcriptional activation of Agr or Sae (Fig. 2A).
These results suggest that metabolism of G6P induced transcriptional activation of Agr
and Sae, which led to expression of staphylococcal virulence factors.

Carbon catabolite repression (CCR) is a mechanism by which the presence of a pre-
ferred carbon source inhibits the expression of genes and functions related to the use
of secondary carbon sources. This mechanism allows bacteria to selectively use the
preferred carbon source from a mixture of different carbon sources (29). Since glucose
is generally the most preferable sugar for many bacteria (30) and glucose concentra-
tions are highly elevated in diabetes, it is possible that induction of staphylococcal vir-
ulence factors by G6P might be abrogated due to CCR in the presence of glucose,
thereby not being physiologically relevant to diabetes. To test this possibility, S. aureus
LAC strain was cultured in CDM alone or supplemented with increasing concentrations of
G6P, fructose, or mannose in the absence or presence of 0.2% (wt/vol) glucose, a glucose
level similar to that seen in diabetes. Supplementation with G6P, fructose, mannose, or a
mixture of these sugars significantly increased cytotoxicity, in a dose-dependent manner
(Fig. 2B). Addition of glucose to the medium significantly decreased cytotoxicity caused by
growth on fructose and mannose (with an exception at 0.2% mannose), while cytotoxicity
caused by growth on G6P was not inhibited (Fig. 2C). These results indicated that the
expression of staphylococcal virulence factors induced by G6P is independent of CCR

FIG 2 Activation of Agr and Sae regulatory TCSs by metabolism of G6P, independent of CCR by glucose. (A) S. aureus LAC luciferase reporter strains, whose
expression is controlled by the promoter activity of agr and sae genes, were cultured in CDM supplemented with a single sugar (glucose, fructose, G6P, or
mannose), and luciferase activity was monitored with a Cytation 5 reader. (B and C) S. aureus LAC strain was cultured for 24 h in CDM supplemented with
increasing concentrations (0, 0.05, 0.1, and 0.2%) of G6P, fructose, mannose, or a mixture of all three sugars (B) or 0.2% glucose and increasing
concentrations (0, 0.05, 0.1, and 0.2%) of G6P, fructose, mannose, or a mixture of all three sugars (C). Culture supernatants were incubated with human
whole leukocytes (2 � 105 cells/well) for 3 h. The cytotoxicity caused by culture supernatants was assessed by measuring the fluorescence signal at 590 nm
caused by incorporation of PI into cellular DNA using a Cytation 5 reader. Results shown are the mean 6 standard deviation from three independent
experiments. Letters indicate statistical significance analyzed by ANOVA and Tukey’s multiple-comparison test (P , 0.05). *, Statistical significance,
compared to the results from CDM supplemented with glucose, by Student's t test (P , 0.05).
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caused by glucose, suggesting that G6P might have a physiologically relevant role in dia-
betes. Based on these findings, we focused on the role of G6P in the pathogenesis of S.
aureus in diabetes.

Host intracellular G6P induces expression of staphylococcal cytotoxins that is
dependent on the HPT system. The majority of G6P within the host is intracellular,
because glucose is transported into cells through a glucose transporter (GLUT) and
converted to G6P by hexokinase to prevent diffusion out of cells. To test whether G6P
present in the host is sufficient to induce expression of staphylococcal cytotoxins, we first
measured the intracellular concentration of G6P in THP-1 monocytes, representing the pri-
mary target of staphylococcal cytotoxins. We found approximately 17.2 6 0.84 mM G6P
(0.442% [wt/vol]) in THP-1 cell lysates prepared from 1 � 107 cells. Supplementation of
THP-1 lysates into CDM containing 0.2% glucose induced significantly greater cytotoxicity
of the S. aureus LAC strain than without supplementation (Fig. 3). Since THP-1 lysates con-
tained not only G6P but also many other cellular components, cytotoxicity might be
induced by other cellular components. To determine whether G6P in the THP-1 cell lysates
was responsible for the induction of cytotoxicity, we generated a S. aureus LAC strain lack-
ing the hexose phosphate transport (HPT) system (hptARS and uhpT genes) (DHpt), which
is unable to respond to extracellular G6P. Disruption of the HPT system significantly
reduced cytotoxicity induced by supplementation with THP-1 lysates, which was restored
by complementation of the HPT system (Fig. 3). Combined, these results indicated that in-
tracellular G6P is responsible for inducing the expression of staphylococcal virulence
factors.

S. aureus causes severe pathology in diabetic TALLYHO/JngJ mice, which is
dependent on the HPT system. To investigate the role of G6P in the pathogenesis of
S. aureus in vivo, we used male TALLYHO/JngJ mice, which display the polygenic etiol-
ogy of diabetes, spontaneously developing hyperglycemia, hyperlipidemia, hyperinsu-
linemia, and moderate obesity at the age of 12 weeks; this mimics many characteristics
of T2D in humans (13, 14). We first investigated whether TALLYHO/JngJ diabetic mice
have elevated G6P levels in tissues, as observed in humans. After spontaneously devel-
oping hyperglycemia and moderate obesity at the age of 12 weeks (Fig. 4A and B),
TALLYHO/JngJ diabetic mice showed significantly higher concentrations of G6P in skin
adipose tissues and liver, compared with nondiabetic SWR/J control mice (Fig. 4C).

FIG 3 Host intracellular G6P induces expression of staphylococcal cytotoxins that is dependent on
the HPT system. S. aureus LAC wild-type (WT), DHpt, or complemented strains were cultured in CDM
alone, CDM supplemented with 0.2% glucose, or CDM supplemented with 0.2% glucose and THP-1
cell lysate. Culture supernatants were incubated with human whole leukocytes (2 � 105 cells/well) for
1 h. The cytotoxicity caused by culture supernatants was measured using a Cytation 5 reader. Lower
case letters indicate statistical significance analyzed using ANOVA and Tukey’s multiple-comparison
test (P , 0.05).
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The higher G6P levels in skin adipose tissues of TALLYHO/JngJ diabetic mice was in-
triguing since S. aureus frequently colonizes skin and causes skin infections in diabetes,
often progressing to severe DFU. To determine the role of elevated G6P levels in diabetic
skin adipose tissues in the virulence of S. aureus, age-matched diabetic TALLYHO/JngJ
mice and nondiabetic SWR/J control mice were subcutaneously infected with S. aureus
LAC wild-type, DHpt, or complemented strains. Infection with the S. aureus LAC wild-
type strain caused significant, severe tissue necrosis and bacterial burden in diabetic
TALLYHO/JngJ mice, compared to nondiabetic SWR/J control mice (Fig. 5A to C).
Disruption of the HPT system (DHpt strain) significantly attenuated the virulence of S.
aureus in diabetic TALLYHO/JngJ mice, which was restored by complementation of the
HPT system. In contrast, deletion of the HPT system did not affect the virulence of S. aur-
eus in nondiabetic SWR/J control mice. Expression of staphylococcal cytotoxins in the
lesions was analyzed using Western blotting. There was strong expression of the bicom-
ponent leukocidins in the lesions from the diabetic TALLYHO/JngJ mice but not in those
from nondiabetic SWR/J control mice (Fig. 5D), while expression of a-hemolysin was not
detected in either group (data not shown). These results indicated that S. aureus causes
severe pathology in diabetic TALLYHO/JngJ mice that is dependent on the HPT system
responding to G6P, thus inducing expression of the bicomponent leukocidins.

Staphylococcal cytotoxins cause epithelial cell death indirectly by lysing host
neutrophils. Although the bicomponent leukocidins were highly expressed in lesions
of diabetic TALLYHO/JngJ mice, their contribution to the development of tissue necro-
sis is not clear because bicomponent leukocidins are not toxic to epithelial cells, due to
the lack of cytotoxin receptors on epithelial cells. Since bicomponent leukocidins are
highly toxic to neutrophils and neutrophils can cause tissue damage by releasing
proinflammatory cytokines, reactive oxygen species, neutrophil extracellular traps, and
metalloproteases, we questioned whether severe tissue necrosis caused by S. aureus
infection resulted from the lysis of neutrophils by staphylococcal cytotoxins. To test
this possibility, human neutrophils were placed in Transwell inserts with 0.45-mm po-
rous membranes, which allow diffusion of small molecules released from lysis of

FIG 4 Quantification of G6P in tissue samples from diabetic TALLYHO/JngJ mice and nondiabetic SWR/J mice. (A and B) Male TALLYHO/JngJ mice
spontaneously developed hyperglycemia (A) and mild obesity (B) at the age of 12 weeks. (C) Diabetic TALLYHO/JngJ mice showed significantly higher
concentrations of G6P in liver and skin adipose tissue, compared to nondiabetic SWR/J mice. Results shown are the mean 6 standard deviation from three
independent experiments. *, Statistical significance using Student's t test (P , 0.05).
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neutrophils by staphylococcal cytotoxins to HEp2 epithelial cells grown in the bottom
of the wells. After 6 h of LukF/S treatment to the Transwells, HEp2 epithelial cells were
detached and rounded but were negative for propidium iodide (PI) staining (Fig. 6).
After 12 h, HEp2 epithelial cells became PI positive, indicating membrane damage and
cell death. In contrast, the addition of LukF/S directly to the HEp2 epithelial cells or
incubation with neutrophils in Transwells without LukF/S treatment did not affect the
viability of HEp2 epithelial cells. These results suggest that tissue necrosis during S. aur-
eus infection likely results from bicomponent leucocidin-dependent lysis of host neu-
trophils, which releases toxic effector molecules to cause epithelial cell death.

DISCUSSION

Diabetes is a complex metabolic disorder that alters not only glucose levels but also
the levels of many other metabolites (23–26, 31). G6P is a highly metabolizable sugar
that impacts both host and pathogen. In hosts, glucose is transported into the cell and
subsequently phosphorylated to G6P by glucokinase. Conversion of G6P to 6-phospho-
gluconate by G6P dehydrogenase (G6PD) provides NADPH, the principal source of in-
tracellular reductant to prevent oxidative stress during glucose metabolism. Genetic
defects in G6PD activity or excessive influx of glucose decreases intracellular NADPH
levels, which in turn increases oxidative stress to cells and tissues and results in the
onset of T2D and higher intracellular G6P levels (24–26). In bacteria, intracellular G6P is
converted into fructose-6-phosphate, which either enters the glycolysis pathway for
energy synthesis or is further converted into glucosamine-6-phosphate by the gluta-
mine-fructose-6-phosphate amidotransferase GlmS for cell wall synthesis. G6P also can
activate global gene regulatory systems in Listeria, Escherichia coli, Salmonella, and S.
aureus that enhance intracellular survival and resistance to innate immune cells and
antibiotics (32, 33). In this study, we demonstrated for the first time that G6P, which is
significantly elevated in diabetes, induced expression of staphylococcal cytotoxins,
causing lysis of host neutrophils, which in turn resulted in severe tissue necrosis in the
diabetic host.

FIG 5 S. aureus causes severe pathology in diabetic TALLYHO/JngJ mice, which is dependent on the HPT
system. Diabetic TALLYHO/JngJ and nondiabetic SWR/J mice (n = 4/strain in two independent experiments)
were subcutaneously infected with S. aureus LAC wild-type (WT), DHpt, or complemented strains (1 � 106 CFU).
(A and B) After 10 days, animals were humanely euthanized (A), and the areas of skin lesions were measured
using an ARANZ SilhouetteStar camera (B). (C) The number of bacteria existing in the skin lesions was analyzed.
Results shown are the mean 6 standard deviation. Statistical significance was analyzed using ANOVA and
Tukey’s multiple-comparison test (P , 0.05). (D) Expression of staphylococcal cytotoxins in the skin lesions was
analyzed using immunoblotting. Purified LukF and LukS were used as F-component and S-component controls,
respectively. CT, control.
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S. aureus encounters G6P from two different sources. One source is the conversion
of glucose to G6P during the importing of extracellular glucose through the phospho-
transferase system. The other source is direct uptake of extracellular G6P through the
hexose phosphate transporter (UhpT) by activation of the HPT system. Previously, we
characterized a three-component regulatory system, HptARS, in S. aureus (27) in which
extracellular G6P is recognized by a sensor protein (HptA) that induces phosphoryla-
tion of a sensor histidine kinase (HptS), followed by phosphorylation of a response reg-
ulator (HptR). Phosphorylated HptR binds to the promoter of the uhpT gene and induces
expression of UhpT, facilitating utilization of extracellular G6P. Our results demonstrated
that staphylococcal virulence factors were induced not by glucose but rather by G6P,
which was abrogated by deletion of the HPT system. These results suggest that not only
the metabolism of G6P but also the activation of HptARS by extracellular G6P may impact
activation of the Agr TCS and Sae TCS for global regulation of S. aureus virulence factors.
We are currently investigating this possibility by using HptARS, UhpT, Agr, and Sae mutant
strains and RNA sequencing analysis.

There are many validated animal models of diabetes in various species, including
nonhuman primates, rabbits, rats, and mice (34). By far the most common animal mod-
els of diabetes are monogenic and polygenic murine models. The monogenic murine
models such as Lepob/ob and Leprdb/db mice result from a mutation in the leptin recep-
tor gene, leading to hyperphagia, hyperglycemia, and extreme obesity, which more
closely resembles the phenotype of type 1 diabetes (35). The polygenic murine models,
such as male TALLYHO/JngJ mice, more closely recapitulate the phenotypes of T2D in
humans, including hyperglycemia, hyperlipidemia, hyperinsulinemia, and moderate
obesity (36). Since 90 to 95% of people with diabetes have T2D, we investigated the
role of G6P in the pathogenesis of S. aureus in T2D in vivo using diabetic TALLYHO/
JngJ mice. Our results demonstrated that diabetic TALLYHO/JngJ mice showed signifi-
cantly higher concentrations of G6P in the skin adipose tissue and developed more
severe subcutaneous infections with S. aureus, compared to nondiabetic SWR/J mice.
This increase in G6P levels was significantly attenuated by disruption of the HPT sys-
tem. These results demonstrate that TALLYHO/JngJ diabetic mice have similar meta-
bolic conditions as human T2D, which makes them a useful animal model for investi-
gating the pathogenesis of S. aureus in diabetes.

FIG 6 Lysis of host neutrophils by staphylococcal cytotoxins causes epithelial cell death. Human
HEp2 cells were cultured in a 24-well plate to 80% confluence. A 0.45-mm Transwell insert containing
human neutrophils at 1 � 105 cells/well was placed in the 24-well plate. LukF and LukS (1 mg each)
were added to the Transwells, and cells were incubated for up to 12 h. As controls, HEp2 cells were
incubated with Transwells only (without LukF and LukS) or incubated with LukF and LukS without
Transwells. Cytotoxicity was assessed by taking images or measuring fluorescence signals at 590 nm
using a Cytation 5 reader (BioTek). Representative images are shown. Lower case letters indicate
statistical significance analyzed using ANOVA and Tukey’s multiple-comparison test (P , 0.05).
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A previous study demonstrated that infection with S. aureus caused dermonecrosis,
which was largely dependent on expression of a-hemolysin (37). However, S. aureus
infection in diabetic TALLYHO/JngJ mice caused severe tissue necrosis without expres-
sion of detectable levels of a-hemolysin. Instead, there was strong expression of the
bicomponent leukocidins. Our Transwell experiments demonstrated that lysis of neu-
trophils by bicomponent leukocidins caused sequential morphological changes in epi-
thelial cells, including cell shrinkage, dissociation, detachment, and membrane dam-
age, which could result from protease activity. A lytic form of neutrophil death induces
uncontrolled release of granular proteins, oxidants, neutrophil serine proteases, and ma-
trix metalloproteases (MMPs), which degrade extracellular matrix proteins and basement
proteins to exacerbate inflammation and delay wound healing. In addition, a previous
study also showed higher concentrations of MMPs (MMP-2, 9, and 8) and reduced con-
centrations of tissue MMP inhibitors in diabetic wounds, compared with traumatic
wounds (38, 39). These findings suggest that excessive protease activity derived from
lysis of neutrophils by bicomponent leukocidins may severely exacerbate inflammation
and tissue injury in DFU.

In summary, we demonstrated that G6P is an important metabolic signal in diabe-
tes that promotes the virulence of S. aureus by inducing the expression of staphylococ-
cal virulence factors through activation of the HPT, Agr, and Sae systems. A better
understanding of the mechanism by which G6P activates HptARS, Agr, and Sae sys-
tems and the key effector protease molecules released from lysis of host neutrophils
by bicomponent leukocidins causing tissue necrosis will aid in the development of
new therapeutics that can be tested in vivo with the TALLYHO/JngJ diabetic mice
model established in this study.

MATERIALS ANDMETHODS
Ethics statement. Human blood was obtained from healthy volunteers, with informed written con-

sent. All methods used in this study were carried out in accordance with approved guidelines, and all ex-
perimental protocols were approved by the Institutional Review Board for Human Subjects at Mississippi
State University (protocol 18-283). All animal experiments were reviewed and approved by the
Institutional Animal Care and Use Committee at Mississippi State University (protocol 17–217). All experi-
ments were carried out in accordance with NIH guidelines, the Animal Welfare Act, and U.S. federal law.

Bacterial strains and growth analysis. S. aureus LAC strain was obtained from the Network on
Antimicrobial Resistance in Staphylococcus aureus (NARSA). The S. aureus LAC strain lacking the hptARS
and uhpT genes (DHpt) and the complemented strain were constructed in our previous study (27). S.
aureus strains were cultured at 37°C for 24 h in CDM (40) supplemented with 0.2% (wt/vol) of each sugar
(glucose, maltose, fructose, G6P, mannose, trehalose, or mannitol) as the sole carbon source. Bacterial
growth was analyzed by measuring the optical density at 600 nm using a Cytation 5 reader (BioTek).

Exoprotein preparation and immunoblot analysis. S. aureus strain LAC was grown in CDM as
described above, and cultures were normalized by optical density to synchronize the cultures to have
consistent numbers of bacteria. Exoproteins were partially purified by trichloroacetic acid (TCA) precipi-
tation. Protein samples were separated on 12.5% SDS-PAGE gels and then either stained with Coomassie
blue or transferred to polyvinylidene difluoride (PVDF) membranes for immunoblotting. Membranes
were blocked with 5% skim milk, immunoblotted with mouse anti-Hla monoclonal antibody (IBT
Bioservices) and polyclonal chicken primary antibodies specific for the S component of leukocidins
(HlgA, HlgC, LukE, and LukS), the F component of leukocidins (HlgB, LukD, and LukF), SElQ, SElK, and
SElX generated using the chicken IgY service (Aves Laboratories), and detected with horseradish peroxi-
dase (HRP)-conjugated anti-chicken IgY secondary antibody (GE Healthcare) and chemiluminescent sub-
strate (Pierce).

Cytotoxicity assay. Human whole leukocytes were isolated by lysing erythrocytes with ammonium-
chloride-potassium lysis buffer (Gibco). Human neutrophils were isolated by density gradient centrifuga-
tion using the Polymorphprep kit according to the manufacturer’s instructions (Axis-Shied). Cells were
subsequently washed with phosphate-buffered saline (PBS) and resuspended in phenol red-free RPMI
1640 medium supplemented with 2% fetal bovine serum (Gibco). For cytotoxicity assays, whole leuko-
cytes were dispensed at 2 � 105 cells/well in a final volume of 100 ml/well in a 96-well plate. Exoprotein
samples described above were added to the cells and incubated for up to 1 h at 37°C. PI (10 mg/ml) was
added, and the cells were further incubated for 15 min. The cytotoxicity was measured by the fluores-
cence signal at 590 nm using a NovoCyte flow cytometer (Agilent Technologies) and a Cytation 5 reader
(BioTek). For Transwell experiments, human HEp2 cells were cultured in 24-well plates to 80% conflu-
ence. A 0.45-mm Transwell insert (Corning) containing human neutrophils at 1 � 105 cells/well was
placed in the 24-well plate. In some experiments, LukF and LukS (1 mg of each; IBT Bioservices) were
added to the Transwells and incubated for up to 12 h. The cytotoxicity was monitored using a Cytation
5 reader (BioTek).
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qRT-PCR. To measure transcriptional changes in the staphylococcal cytotoxin genes (hla, hlgA, hlgB,
hlgC, lukF, lukS, lukD, lukE, lukG, and lukH), total RNA was extracted from S. aureus cells that had been cul-
tured for 9 h at 37°C in CDM supplemented with each sugar, as described above, using an RNeasy
extraction kit according to the manufacturer’s instructions (Qiagen). A total of 100 ng total RNA was
used to perform qRT-PCR using a Superscript one-step qRT-PCR kit (Invitrogen), the primers listed in
Table S1 in the supplemental material, and a QuantStudio 3 system (Applied Biosystems). The data were
normalized by calculating the threshold cycle (CT) of the target minus the CT of the internal control
(gyrA) (DCT). Relative quantification of the target gene was performed by the comparative CT method
(DDCT).

Quantification of G6P. THP-1 cells (1 � 107) and tissues samples from diabetic TALLYHO/JngJ mice
and nondiabetic SWR/J mice were sonicated in ice-cold PBS. Cell lysates were centrifuged at 13,000 � g for
10 min and deproteinized with a 10-kDa-cutoff spin filter (Sigma-Aldrich). Intracellular G6P concentrations
were quantified using a G6P assay kit (Sigma-Aldrich) according to the manufacturer’s instructions.

Murine subcutaneous infection. Male TALLYHO/JngJ and SWR/J mice were purchased from the
Jackson Laboratory at the age of 9 weeks and were allowed to acclimate for 1 week. Blood glucose levels
were monitored using an AlphaTrak2 monitoring system (Zoetis). When TALLYHO/JngJ mice naturally
developed hyperglycemia, typically at the age of 12 weeks, the animals were anesthetized and shaved
from the dorsum. Diabetic TALLYHO/JngJ mice and nondiabetic SWR/J mice (n = 4/strain in two inde-
pendent experiments) were subcutaneously infected with 10 ml of PBS containing 1 � 106 CFU of wild-
type, DHpt, or complemented S. aureus strain LAC. After 10 days, the animals were humanely eutha-
nized, and the areas of skin lesions were measured using a SilhouetteStar camera and accompanying
SilhouetteCentral data analysis software (ARANZ Medical). Skin lesions were homogenized, and serial
dilutions were plated on blood agar plates to enumerate the bacteria existing in the skin lesions.

Statistical analysis. The statistical significance of data from different treatment groups was analyzed
by Student's t test for simple comparison of two groups and analysis of variance (ANOVA) and Tukey’s
multiple-comparison test for multiple comparisons using GraphPad Prism (P, 0.05).

Data and resource availability. All data generated or analyzed during this study are included in the
main text and supplementary table. Additional data related to this article are available from the corre-
sponding author upon reasonable request.

SUPPLEMENTAL MATERIAL

Supplemental material is available online only.
SUPPLEMENTAL FILE 1, PDF file, 0.1 MB.

ACKNOWLEDGMENTS
This work was supported by a grant from the Center for Biomedical Research Excellence

in Pathogen-Host Interactions, National Institute of General Medical Sciences, NIH
(P20GM103646-06).

K.S.S., N.P., J.K.R., Y.P., C.L.B., and J.Y.P. obtained the data. K.S.S., J.A.T., and J.Y.P.
performed the data analysis. K.S.S., J.A.T., and J.Y.P. wrote the manuscript. J.Y.P. was
responsible for the study concept and design. All authors participated in data
interpretation and review of the manuscript and approved the final manuscript. K.S.S.
was a supervisor of laboratory analysis in this study. J.Y.P. is the guarantor of this study
and, as such, had full access to all of the data in the study and takes responsibility for
the integrity of the data and the accuracy of the data analysis.

We declare no conflicts of interest.

REFERENCES
1. Saeedi P, Petersohn I, Salpea P, Malanda B, Karuranga S, Unwin N,

Colagiuri S, Guariguata L, Motala AA, Ogurtsova K, Shaw JE, Bright D,
Williams R, IDF Diabetes Atlas Committee. 2019. Global and regional dia-
betes prevalence estimates for 2019 and projections for 2030 and 2045:
results from the International Diabetes Federation Diabetes Atlas, 9th edi-
tion. Diabetes Res Clin Pract 157:107843. https://doi.org/10.1016/j.diabres
.2019.107843.

2. American Diabetes Association. 2018. Economic costs of diabetes in the U.S
in 2017. Diabetes Care 41:917–928. https://doi.org/10.2337/dci18-0007.

3. Benfield T, Jensen JS, Nordestgaard BG. 2007. Influence of diabetes and
hyperglycaemia on infectious disease hospitalisation and outcome. Dia-
betologia 50:549–554. https://doi.org/10.1007/s00125-006-0570-3.

4. Brennan MB, Hess TM, Bartle B, Cooper JM, Kang J, Huang ES, Smith M, Sohn
MW, Crnich C. 2017. Diabetic foot ulcer severity predicts mortality among
veterans with type 2 diabetes. J Diabetes Complications 31:556–561. https://
doi.org/10.1016/j.jdiacomp.2016.11.020.

5. Volmer-Thole M, Lobmann R. 2016. Neuropathy and diabetic foot syn-
drome. Int J Mol Sci 17:917. https://doi.org/10.3390/ijms17060917.

6. Thimmappaiah Jagadeesh A, Prakash PY, Karthik Rao N, Ramya V. 2017.
Culture characterization of the skin microbiome in type 2 diabetes melli-
tus: a focus on the role of innate immunity. Diabetes Res Clin Pract 134:
1–7. https://doi.org/10.1016/j.diabres.2017.09.007.

7. Kalan LR, Meisel JS, Loesche MA, Horwinski J, Soaita I, Chen X, Uberoi A,
Gardner SE, Grice EA. 2019. Strain- and species-level variation in the micro-
biome of diabetic wounds is associated with clinical outcomes and thera-
peutic efficacy. Cell Host Microbe 25:641–655.e5. https://doi.org/10.1016/j
.chom.2019.03.006.

8. Radzieta M, Sadeghpour-Heravi F, Peters TJ, Hu H, Vickery K, Jeffries T,
Dickson HG, Schwarzer S, Jensen SO, Malone M. 2021. A multiomics
approach to identify host-microbe alterations associated with infection
severity in diabetic foot infections: a pilot study. NPJ Biofilms Micro-
biomes 7:29. https://doi.org/10.1038/s41522-021-00202-x.

Seo et al.

Volume 9 Issue 2 e00857-21 MicrobiolSpectrum.asm.org 10

D
ow

nl
oa

de
d 

fr
om

 h
ttp

s:
//j

ou
rn

al
s.

as
m

.o
rg

/jo
ur

na
l/s

pe
ct

ru
m

 o
n 

06
 N

ov
em

be
r 

20
21

 b
y 

10
9.

16
2.

25
4.

21
7.

https://doi.org/10.1016/j.diabres.2019.107843
https://doi.org/10.1016/j.diabres.2019.107843
https://doi.org/10.2337/dci18-0007
https://doi.org/10.1007/s00125-006-0570-3
https://doi.org/10.1016/j.jdiacomp.2016.11.020
https://doi.org/10.1016/j.jdiacomp.2016.11.020
https://doi.org/10.3390/ijms17060917
https://doi.org/10.1016/j.diabres.2017.09.007
https://doi.org/10.1016/j.chom.2019.03.006
https://doi.org/10.1016/j.chom.2019.03.006
https://doi.org/10.1038/s41522-021-00202-x
https://www.MicrobiolSpectrum.asm.org


9. Smit J, Søgaard M, Schønheyder HC, Nielsen H, Frøslev T, Thomsen RW.
2016. Diabetes and risk of community-acquired Staphylococcus aureus
bacteremia: a population-based case-control study. Eur J Endocrinol 174:
631–639. https://doi.org/10.1530/EJE-16-0023.

10. Dunyach-Remy C, Ngba Essebe C, Sotto A, Lavigne JP. 2016. Staphylococcus
aureus toxins and diabetic foot ulcers: role in pathogenesis and interest in di-
agnosis. Toxins (Basel) 8:209. https://doi.org/10.3390/toxins8070209.

11. Vu BG, Stach CS, Salgado-Pabón W, Diekema DJ, Gardner SE, Schlievert
PM. 2014. Superantigens of Staphylococcus aureus from patients with dia-
betic foot ulcers. J Infect Dis 210:1920–1927. https://doi.org/10.1093/
infdis/jiu350.

12. Thammavongsa V, Kim HK, Missiakas D, Schneewind O. 2015. Staphylo-
coccal manipulation of host immune responses. Nat Rev Microbiol 13:
529–543. https://doi.org/10.1038/nrmicro3521.

13. Spaan AN, van Strijp JAG, Torres VJ. 2017. Leukocidins: staphylococcal bi-
component pore-forming toxins find their receptors. Nat Rev Microbiol
15:435–447. https://doi.org/10.1038/nrmicro.2017.27.

14. Novick RP, Geisinger E. 2008. Quorum sensing in staphylococci. Annu Rev
Genet 42:541–564. https://doi.org/10.1146/annurev.genet.42.110807.091640.

15. Giraudo AT, Raspanti CG, Calzolari A, Nagel R. 1994. Characterization of a
Tn551-mutant of Staphylococcus aureus defective in the production of
several exoproteins. Can J Microbiol 40:677–681. https://doi.org/10.1139/
m94-107.

16. Seidl K, Goerke C, Wolz C, Mack D, Berger-Bächi B, Bischoff M. 2008. Staph-
ylococcus aureus CcpA affects biofilm formation. Infect Immun 76:
2044–2050. https://doi.org/10.1128/IAI.00035-08.

17. Hsu CY, Shu JC, Lin MH, Chong KY, Chen CC, Wen SM, Hsieh YT, Liao WT.
2015. High glucose concentration promotes vancomycin-enhanced bio-
film formation of vancomycin-non-susceptible Staphylococcus aureus in
diabetic mice. PLoS One 10:e0134852. https://doi.org/10.1371/journal
.pone.0134852.

18. Vitko NP, Spahich NA, Richardson AR. 2015. Glycolytic dependency of
high-level nitric oxide resistance and virulence in Staphylococcus aureus.
mBio 6:e00045-15. https://doi.org/10.1128/mBio.00045-15.

19. Regassa LB, Novick RP, Betley MJ. 1992. Glucose and nonmaintained pH
decrease expression of the accessory gene regulator (agr) in Staphylococ-
cus aureus. Infect Immun 60:3381–3388. https://doi.org/10.1128/iai.60.8
.3381-3388.1992.

20. Duncan JL, Cho GJ. 1972. Production of staphylococcal alpha toxin. II. Glu-
cose repression of toxin formation. Infect Immun 6:689–694. https://doi
.org/10.1128/iai.6.5.689-694.1972.

21. Morse SA, Mah RA, Dobrogosz WJ. 1969. Regulation of staphylococcal en-
terotoxin B. J Bacteriol 98:4–9. https://doi.org/10.1128/jb.98.1.4-9.1969.

22. Jarvis AW, Lawrence RC, Pritchard GG. 1975. Glucose repression of entero-
toxins A, B and C and other extracellular proteins in staphlyococci in
batch and continuous culture. J Gen Microbiol 86:75–87. https://doi.org/
10.1099/00221287-86-1-75.

23. Menni C, Fauman E, Erte I, Perry JR, Kastenmüller G, Shin SY, Petersen AK,
Hyde C, Psatha M, Ward KJ, Yuan W, Milburn M, Palmer CN, Frayling TM,
Trimmer J, Bell JT, Gieger C, Mohney RP, Brosnan MJ, Suhre K, Soranzo N,
Spector TD. 2013. Biomarkers for type 2 diabetes and impaired fasting
glucose using a nontargeted metabolomics approach. Diabetes 62:
4270–4276. https://doi.org/10.2337/db13-0570.

24. Fiehn O, Garvey WT, Newman JW, Lok KH, Hoppel CL, Adams SH. 2010.
Plasma metabolomic profiles reflective of glucose homeostasis in non-
diabetic and type 2 diabetic obese African-American women. PLoS
One 5:e15234. https://doi.org/10.1371/journal.pone.0015234.

25. Villar-Palasí C, Guinovart JJ. 1997. The role of glucose 6-phosphate in the
control of glycogen synthase. FASEB J 11:544–558. https://doi.org/10.1096/
fasebj.11.7.9212078.

26. Herman MA, Kahn BB. 2006. Glucose transport and sensing in the mainte-
nance of glucose homeostasis and metabolic harmony. J Clin Invest 116:
1767–1775. https://doi.org/10.1172/JCI29027.

27. Park JY, Kim JW, Moon BY, Lee J, Fortin YJ, Austin FW, Yang SJ, Seo KS.
2015. Characterization of a novel two-component regulatory system,
HptRS, the regulator for the hexose phosphate transport system in Staph-
ylococcus aureus. Infect Immun 83:1620–1628. https://doi.org/10.1128/IAI
.03109-14.

28. Francis KP, Joh D, Bellinger-Kawahara C, Hawkinson MJ, Purchio TF,
Contag PR. 2000. Monitoring bioluminescent Staphylococcus aureus infec-
tions in living mice using a novel luxABCDE construct. Infect Immun 68:
3594–3600. https://doi.org/10.1128/IAI.68.6.3594-3600.2000.

29. Görke B, Stülke J. 2008. Carbon catabolite repression in bacteria: many
ways to make the most out of nutrients. Nat Rev Microbiol 6:613–624.
https://doi.org/10.1038/nrmicro1932.

30. Inada T, Kimata K, Aiba H. 1996. Mechanism responsible for glucose-lac-
tose diauxie in Escherichia coli: challenge to the cAMP model. Genes Cells
1:293–301. https://doi.org/10.1046/j.1365-2443.1996.24025.x.

31. Suhre K, Meisinger C, Döring A, Altmaier E, Belcredi P, Gieger C, Chang D,
Milburn MV, Gall WE, Weinberger KM, Mewes HW, Hrabé de Angelis M,
Wichmann HE, Kronenberg F, Adamski J, Illig T. 2010. Metabolic footprint of
diabetes: a multiplatform metabolomics study in an epidemiological setting.
PLoS One 5:e13953. https://doi.org/10.1371/journal.pone.0013953.

32. Chico-Calero I, Suárez M, González-Zorn B, Scortti M, Slaghuis J, Goebel
W, Vázquez-Boland JA, European Listeria Genome Consortium. 2002. Hpt,
a bacterial homolog of the microsomal glucose- 6-phosphate translocase,
mediates rapid intracellular proliferation in Listeria. Proc Natl Acad Sci
U S A 99:431–436. https://doi.org/10.1073/pnas.012363899.

33. Island MD, Wei BY, Kadner RJ. 1992. Structure and function of the uhp
genes for the sugar phosphate transport system in Escherichia coli and
Salmonella typhimurium. J Bacteriol 174:2754–2762. https://doi.org/10
.1128/jb.174.9.2754-2762.1992.

34. Rees DA, Alcolado JC. 2005. Animal models of diabetes mellitus. Diabet
Med 22:359–370. https://doi.org/10.1111/j.1464-5491.2005.01499.x.

35. Buck DW, II, Jin DP, Geringer M, Hong SJ, Galiano RD, Mustoe TA. 2011.
The TallyHo polygenic mouse model of diabetes: implications in wound
healing. Plast Reconstr Surg 128:427e–437e. https://doi.org/10.1097/PRS
.0b013e31822b7333.

36. Kim JH, Stewart TP, Soltani-Bejnood M, Wang L, Fortuna JM, Mostafa OA,
Moustaid-Moussa N, Shoieb AM, McEntee MF, Wang Y, Bechtel L, Naggert
JK. 2006. Phenotypic characterization of polygenic type 2 diabetes in TAL-
LYHO/JngJ mice. J Endocrinol 191:437–446. https://doi.org/10.1677/joe.1
.06647.

37. Kennedy AD, Bubeck Wardenburg J, Gardner DJ, Long D, Whitney AR,
Braughton KR, Schneewind O, DeLeo FR. 2010. Targeting of alpha-hemol-
ysin by active or passive immunization decreases severity of USA300 skin
infection in a mouse model. J Infect Dis 202:1050–1058. https://doi.org/
10.1086/656043.

38. Lobmann R, Ambrosch A, Schultz G, Waldmann K, Schiweck S, Lehnert H.
2002. Expression of matrix-metalloproteinases and their inhibitors in the
wounds of diabetic and non-diabetic patients. Diabetologia 45:1011–1016.
https://doi.org/10.1007/s00125-002-0868-8.

39. Lobmann R, Schultz G, Lehnert H. 2005. Proteases and the diabetic foot
syndrome: mechanisms and therapeutic implications. Diabetes Care 28:
461–471. https://doi.org/10.2337/diacare.28.2.461.

40. Lee DS, Burd H, Liu J, Almaas E, Wiest O, Barabási AL, Oltvai ZN, Kapatral
V. 2009. Comparative genome-scale metabolic reconstruction and flux
balance analysis of multiple Staphylococcus aureus genomes identify
novel antimicrobial drug targets. J Bacteriol 191:4015–4024. https://doi
.org/10.1128/JB.01743-08.

Metabolic Adaptation of S. aureus in Diabetes

Volume 9 Issue 2 e00857-21 MicrobiolSpectrum.asm.org 11

D
ow

nl
oa

de
d 

fr
om

 h
ttp

s:
//j

ou
rn

al
s.

as
m

.o
rg

/jo
ur

na
l/s

pe
ct

ru
m

 o
n 

06
 N

ov
em

be
r 

20
21

 b
y 

10
9.

16
2.

25
4.

21
7.

https://doi.org/10.1530/EJE-16-0023
https://doi.org/10.3390/toxins8070209
https://doi.org/10.1093/infdis/jiu350
https://doi.org/10.1093/infdis/jiu350
https://doi.org/10.1038/nrmicro3521
https://doi.org/10.1038/nrmicro.2017.27
https://doi.org/10.1146/annurev.genet.42.110807.091640
https://doi.org/10.1139/m94-107
https://doi.org/10.1139/m94-107
https://doi.org/10.1128/IAI.00035-08
https://doi.org/10.1371/journal.pone.0134852
https://doi.org/10.1371/journal.pone.0134852
https://doi.org/10.1128/mBio.00045-15
https://doi.org/10.1128/iai.60.8.3381-3388.1992
https://doi.org/10.1128/iai.60.8.3381-3388.1992
https://doi.org/10.1128/iai.6.5.689-694.1972
https://doi.org/10.1128/iai.6.5.689-694.1972
https://doi.org/10.1128/jb.98.1.4-9.1969
https://doi.org/10.1099/00221287-86-1-75
https://doi.org/10.1099/00221287-86-1-75
https://doi.org/10.2337/db13-0570
https://doi.org/10.1371/journal.pone.0015234
https://doi.org/10.1096/fasebj.11.7.9212078
https://doi.org/10.1096/fasebj.11.7.9212078
https://doi.org/10.1172/JCI29027
https://doi.org/10.1128/IAI.03109-14
https://doi.org/10.1128/IAI.03109-14
https://doi.org/10.1128/IAI.68.6.3594-3600.2000
https://doi.org/10.1038/nrmicro1932
https://doi.org/10.1046/j.1365-2443.1996.24025.x
https://doi.org/10.1371/journal.pone.0013953
https://doi.org/10.1073/pnas.012363899
https://doi.org/10.1128/jb.174.9.2754-2762.1992
https://doi.org/10.1128/jb.174.9.2754-2762.1992
https://doi.org/10.1111/j.1464-5491.2005.01499.x
https://doi.org/10.1097/PRS.0b013e31822b7333
https://doi.org/10.1097/PRS.0b013e31822b7333
https://doi.org/10.1677/joe.1.06647
https://doi.org/10.1677/joe.1.06647
https://doi.org/10.1086/656043
https://doi.org/10.1086/656043
https://doi.org/10.1007/s00125-002-0868-8
https://doi.org/10.2337/diacare.28.2.461
https://doi.org/10.1128/JB.01743-08
https://doi.org/10.1128/JB.01743-08
https://www.MicrobiolSpectrum.asm.org

	RESULTS
	Metabolism of sugars highly present in diabetes induces expression of staphylococcal virulence factors.
	G6P induces expression of staphylococcal cytotoxins by activation of Agr TCS and Sae TCS independent of glucose-mediated carbon catabolite repression.
	Host intracellular G6P induces expression of staphylococcal cytotoxins that is dependent on the HPT system.
	S. aureus causes severe pathology in diabetic TALLYHO/JngJ mice, which is dependent on the HPT system.
	Staphylococcal cytotoxins cause epithelial cell death indirectly by lysing host neutrophils.

	DISCUSSION
	MATERIALS AND METHODS
	Ethics statement.
	Bacterial strains and growth analysis.
	Exoprotein preparation and immunoblot analysis.
	Cytotoxicity assay.
	qRT-PCR.
	Quantification of G6P.
	Murine subcutaneous infection.
	Statistical analysis.
	Data and resource availability.

	SUPPLEMENTAL MATERIAL
	ACKNOWLEDGMENTS
	REFERENCES

