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Summary
In bacterial two-component regulatory systems (TCSs), dephosphorylation of phosphorylated
response regulators is essential for resetting the activated systems to the pre-activation state.
However, in the SaeRS TCS, a major virulence TCS of Staphylococcus aureus, the mechanism for
dephosphorylation of the response regulator SaeR has not been identified. Here we report that two
auxiliary proteins from the sae operon, SaeP and SaeQ, form a protein complex with the sensor
kinase SaeS and activate the sensor kinase’s phosphatase activity. Efficient activation of the
phosphatase activity required the presence of both SaeP and SaeQ. When SaeP and SaeQ were
ectopically expressed, the expression of coagulase, a sae target with low affinity for
phosphorylated SaeR, was greatly reduced, while the expression of alpha-hemolysin, a sae target
with high affinity for phosphorylated SaeR, was not, demonstrating a differential effect of SaePQ
on sae target gene expression. When expression of SaePQ was abolished, most sae target genes
were induced at an elevated level. Since the expression of SaeP and SaeQ is induced by the SaeRS
TCS, these results suggest that the SaeRS TCS returns to the pre-activation state by a negative
feedback mechanism.
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Introduction
Two-component systems (TCSs) are a major sensory-regulatory mechanism by which
bacteria respond to various environmental cues such as nutrient concentrations, ionic
strength, and membrane disturbances (Stock et al., 2000, Beier & Gross, 2006, Hoch, 2000).
A prototypical TCS is composed of a histidine kinase (HK) sensor protein and a response
regulator (RR). Activation of the HK leads to autophosphorylation of a conserved histidine
residue. The phosphoryl group is subsequently transferred to the conserved aspartic acid
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residue in the receiver domain of the cognate RR, altering the function of its output domain
(Hoch, 2000). Often the RR is a DNA binding protein and its activation brings about
transcriptional changes (Hoch, 2000, West & Stock, 2001).

To synchronize TCS activity with changing environmental cues, a bacterium must be able to
dephosphorylate the phosphorylated RR (P-RR) and return the TCS to the pre-activation
state. Studies showed that the level of P-RR is determined by the stability of P-RR (i.e.,
autodephosphorylation) and/or by dephosphorylation of P-RR by discrete phosphatases or
by a bi-functional HK (Bourret et al., 2010, Zhao et al., 2002, Gao & Stock, 2009). The
phosphatase activity of a bi-functional HK can be regulated by other auxiliary proteins. In
the NtrBC (NRII/NRI) TCS of E. coli, which controls expression of the nitrogen regulon,
the phosphatase activity of the sensor kinase NtrB (NRII) is activated by the binding of PII
protein, a small homotrimeric signal transduction protein (Keener & Kustu, 1988, Pioszak et
al., 2000, Ninfa & Jiang, 2005). By binding to the kinase domain of NtrB, PII activates the
phosphatase activity of NtrB while it inhibits the autokinase activity of the HK (Ninfa &
Jiang, 2005, Pioszak et al., 2000). In Mycobacterium tuberculosis, the lipoproteins LprF and
LprJ were suggested to modulate the phosphatase activity of KdpD, the HK of KdpDE TCS
(Steyn et al., 2003). In Firmicutes bacteria, the membrane protein LiaF negatively regulates
the LiaRS TCS (Jordan et al., 2006, Jordan et al., 2007, Suntharalingam et al., 2009).
Recently, in Listeria monocytogenes, LiaF was suggested to stimulate the phosphatase
activity of LiaS (Fritsch et al., 2011). In Bacillus subtilis, YycFG is an essential TCS that
connects cell division to cell wall homeostasis (Fabret & Hoch, 1998, Fukushima et al.,
2011, Fukushima et al., 2008). The sensor kinase YycG is negatively regulated by two
membrane auxiliary proteins, YycH and YycI, by forming a ternary protein complex
(Szurmant et al., 2008, Szurmant et al., 2007, Szurmant et al., 2005), where the negative
regulation is carried out by the transmembrane helices of the proteins (Szurmant et al.,
2008). Unlike the regulation by PII, however, the molecular details of the negative
regulation by those lipoproteins and membrane proteins still remain to be determined.

Staphylococcus aureus, an important human pathogen, has 16 TCSs (Cheung & Zhang,
2002). Among them, the SaeRS TCS is induced by human neutrophil peptides (HNPs) and
plays a key role in virulence by activating the production of major virulence factors such as
alpha-hemolysin (Hla), coagulase (Coa), and fibronectin binding proteins (Giraudo et al.,
1997, Goerke et al., 2005, Liang et al., 2006, Xiong et al., 2006, Voyich et al., 2009,
Rogasch et al., 2006). The sae operon is composed of four ORFs (saeP, saeQ, saeR, and
saeS) and two promoters (P1 and P3) (Fig. 1A). TheP3 promoter transcribes saeR and saeS,
encoding the RR and HK, respectively, with a fairly constitutive activity. On the other hand,
P1, whose activity is 2 – 30 times higher than P3, can transcribe all four ORFs, and, because
it has two SaeR binding sites, its transcription is induced by the SaeRS TCS (i.e.,
autoinduction) (Geiger et al., 2008, Li & Cheung, 2008, Sun et al., 2010b, Nygaard et al.,
2009). The HK SaeS has two transmembrane domains separated by 9 a.a. extracellular
residues (Adhikari & Novick, 2008). Since the 9 a.a. acid segment is too small to bind to a
ligand, SaeS is classified as an intramembrane sensing HK (Mascher, 2006). The SaeS in the
strain Newman carries a L18P mutation in the first transmembrane domain and shows
constitutively active kinase activity, resulting in high level expression of its target genes
including SaeP and SaeQ even in the uninduced condition (Adhikari & Novick, 2008,
Mainiero et al., 2010, Schafer et al., 2009). On the other hand, the wild type SaeS in other
strains requires external stimuli (e.g., HNPs) for its activation (Geiger et al., 2008). SaeP and
SaeQ are predicted to be a 146 a.a. lipoprotein and a 157 a.a. membrane protein,
respectively. However, except for the fact that they are not necessary for target gene
expression (Adhikari & Novick, 2008), the role of these two proteins is completely
unknown.
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Previously, we observed that phosphorylated SaeR (P-SaeR) has a long half-life (over 4 h),
even in the presence of the cytoplasmic domain of SaeS (SaeSc), (Sun et al., 2010b),
suggesting that P-SaeR is very stable and that SaeSc does not possess phosphatase activity.
Therefore, in this study, we examined the possibility that the two proteins, SaeP and SaeQ,
provide phosphatase activity to the SaeRS TCS and found that the proteins induce
phosphatase activity of SaeS by forming a protein complex.

Results
MBP-SaeS does not show detectable phosphatase activity

Although, in our previous study, SaeSc did not show phosphatase activity, it is possible that
the lack of phosphatase activity of SaeSc is due to the absence of N-terminal transmembrane
domains in SaeSc. To test this possibility, we expressed and purified two full length SaeS
proteins, SaeSL (the wild type) and SaeSP (the L18P mutant), in the form of maltose binding
protein (MBP) fusions. As a control HK, we used His-tagged AirS, an iron-sulfur cluster
containing HK that responds to oxidative stresses in low oxygen conditions (Sun et al.,
2012). Despite the fact that SaeS is a membrane protein, the MBP-SaeS fusion proteins were
soluble in E. coli. As shown in Fig. 1B, while the half-life of P-AirR alone was 47 min, it
was 19 min in the presence of AirS, suggesting that AirS has P-AirR phosphatase activity. In
the presence of either MBP-SaeSL or MBP-SaeSP, however, the level of P-SaeR continued
to increase until 40 min and remained steady until 60 min. These results indicate that, at
least in an MBP fusion form, full length SaeS does not have detectable phosphatase activity.

SaeP, SaeQ, and SaeS form a protein complex
SaeP contains a lipo box (LXXC) and is predicted to be a lipoprotein (Hutchings et al.,
2009, Juncker et al., 2003), while SaeQ is predicted to be a membrane protein with three
transmembrane domains (Fig. 2A). To confirm the nature and localization of the proteins,
we fractionated the strain Newman cells and carried out Western blot analysis for SaeP and
SaeQ. We used the strain Newman because, due to its constitutively active SaeSP, the strain
constantly produces SaeP and SaeQ (Adhikari & Novick, 2008). As expected, both SaeP and
SaeQ were detected in the cell membrane fraction (Newman in Fig. 2B). More importantly,
when lipidation of lipoprotein was blocked by disruption of lgt (prolipoprotein diacylgyceryl
transferase) (Hutchings et al., 2009), SaeP was secreted into the culture supernatant,
confirming its lipoprotein nature (lgt in Fig. 2B).

Given the fact that both SaeP and SaeQ reside in the cell membrane as does SaeS, it is
possible that these proteins directly interact with SaeS. Our recent finding that SaeQ
stabilizes SaeSP in strain Newman further supports the idea of the direct protein-protein
interactions (Jeong et al., 2011). We first examined this possibility with the bacterial two-
hybrid system (Karimova et al., 1998). We cloned each protein sequence as either bait or
prey and tested whether the combination of the two plasmid constructs can increase LacZ
expression, an indicator for the protein-protein interaction. As a control sensor kinase, we
used BraS, a staphylococcal intramembrane sensor kinase responding to bacitracin stress
(Hiron et al., 2011, Kolar et al., 2011). As shown in Fig. 3A, although lower than the
positive control leucine zipper domain, any combination of SaeS, SaeP, and SaeQ showed
higher LacZ activity than that of single protein controls or the combinations of BraS-SaeP
and BraS-SaeQ, suggesting that SaeS, SaeP, and SaeQ form either a ternary complex or a
binary complex in various combinations. The L18P mutation in SaeSP did not affect the
protein-protein interaction (compare SP and SL in Fig. 3A). Intriguingly, the plasmids
carrying saeP, saeQ, and saeS sequences appeared to be unstable, and mutant plasmids
without insert DNA sequences arose quickly, explaining, at least in part, the relatively low
LacZ activity of the test strains. When the protein interactions were further investigated by
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immunoprecipitation with either anti-SaeP or anti-SaeQ antibody, all three proteins were
collected together (Fig. 3B), confirming the direct protein-protein interactions and the
formation of a protein complex. It should be noted that, in the co-immunoprecipitation
experiment, the membrane proteins were solubilized by a non-ionic detergent, and the co-
precipitation was not due to intact cell membranes. A model for the protein complex is
shown in Fig. 3C.

SaePQ suppresses the SaeRS-mediated signaling
Since SaeP and SaeQ form a protein complex with SaeS, we hypothesized that the two
proteins affect the SaeRS-mediated signaling via SaeS. To investigate this hypothesis, we
ectopically expressed SaeP and/or SaeQ from a plasmid using an anhydrotetracycline-
inducible promoter, and measured their effects on the overall SaeRS-mediated signaling by
monitoring the promoter activity of three well known sae targets: hla (alpha-hemolysin), coa
(coagulase), and P1 of the sae operon (Mainiero et al., 2010, Jeong et al., 2011). At the
inducer concentration we utilized (100 ng/ml), SaeP and SaeQ were expressed at a level
similar to that seen with HNP-1 induction (Fig. S1). As a sae target gene with high affinity
to P-SaeR (i.e., class II target), hla does not require induction of the SaeRS TCS for its
transcription (Geiger et al., 2008), while coa and the P1 promoter of sae operon both do
(class I targets) (Mainiero et al., 2010, Jeong et al., 2011). For this analysis, we used the
strain of USA300-P23 producing wild type SaeS because the L18P mutation in Newman
SaeS might skew the effect of SaePQ. When both SaeP and SaeQ were expressed in the
absence of the inducer HNP-1, the activity of all three promoters was reduced; however, the
reduction was more prominent in coa promoter and P1 promoter, and virtually no activity
was detected (Fig. 4A). When SaeQ alone was expressed, only the activity of coa promoter
was decreased. On the other hand, expression of SaeP alone had no effect. When we
repeated the experiment in the presence of HNP-1, we obtained similar results except that
coa promoter activity was not completely abolished (Fig. 4A). These results indicate that 1)
SaeP and SaeQ suppress the SaeRS-mediated signaling, 2) the efficient suppression requires
both SaeP and SaeQ, and 3) the low affinity targets, coa and P1 promoters, are more
susceptible to the suppression.

To confirm the negative regulatory effect of SaeP and SaeQ on the SaeRS-mediated
signaling at the protein level, we carried out Western blot analysis for Hla and Coa. As
reported previously, without HNP-1, Coa was not detected (Coa in Fig. 4B) (Jeong et al.,
2011, Mainiero et al., 2010). On the other hand, the expression of Hla was not significantly
altered by SaePQ (Hla in Fig. 4B). When induced by HNP-1, Coa was detected; but its
production was noticeably reduced by the expression of SaeP, SaeQ or SaePQ (Fig. 4B).
Again, no significant difference was observed in Hla expression (Fig. 4B). Notably, the
expression of SaeP and/or SaeQ from the plasmids did not significantly affect the level of
the signaling molecules SaeR and SaeS (Fig. 4B), showing that the negative regulatory
effect of SaePQ was not caused by alteration in the amounts of SaeR and SaeS.

The complex SaePQ specifically promotes dephosphorylation of P-SaeR
The protein complex formation in Fig. 3 strongly suggests that SaePQ suppresses the
SaeRS-mediated signaling via SaeS. To determine the enzyme activity affected by SaePQ,
we measured the autokinase, phosphoryl transfer, and phosphatase activity of SaeS in the
presence or absence of SaePQ. To provide SaeP and/or SaeQ, we ectopically expressed SaeP
and/or SaeQ in a sae-deletion mutant of strain Newman (NMΔsae), and purified the cell
membranes. When cell membranes containing SaeP and/or SaeQ were added, neither the
autophosphorylation of SaeSc nor stability of P-SaeSc was affected (Fig. S2). When the
membranes were added to the phosphoryl transfer reaction, where the phosphoryl group in
P-SaeSc is transferred to SaeR, again no significant difference was observed until 10 min
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into the reaction when the level of P-SaeR peaked (Fig. 5A), implying that SaePQ does not
inhibit the phosphoryl transfer reaction either. However, the level of P-SaeR was
significantly decreased at 40 min in the presence of SaeQ or both at 20 min and 40 min in
the presence of SaePQ (Q and PQ in Fig. 5A and Fig. S3), strongly suggesting that SaePQ
suppresses the SaeRS-mediated signaling via dephosphorylation of P-SaeR.

Assuming that the dephosphorylation of P-SaeR was carried out by SaeSc, the promotion of
P-SaeR dephosphorylation by SaePQ-containing membranes suggests that the
transmembrane domains of SaeS are not required either for P-SaeR dephosphorylation or for
interaction with SaePQ, and that SaeS-SaePQ interaction is probably mediated by the
cytoplasmic domains of SaeS and SaeQ (Fig. 3C). Testing this hypothesis with the bacterial
two hybrid system was unsuccessful because of the instability of the plasmid containing
SaeSc. Therefore, as an alternative approach, we examined the SaeSc-SaeQ interaction by
co-immunoprecipitation, where the intact membranes containing SaeP and/or SaeQ were
mixed with SaeSc and treated with anti-SaeQ antibody. As shown in Fig. 3D, when either
SaeQ or SaePQ-containing membrane was present, SaeSc was co-immunoprecipitated by
anti-SaeQ antibody, suggesting that SaeQ and SaeS interact with each other via their
cytoplasmic domains.

To investigate whether SaePQ can promote P-SaeR dephosphorylation in in vivo conditions,
we added [32P]-orthophosphate to the cells and compared the level of P-SaeR by
immunoprecipitation. As shown in Fig. 5B, when SaePQ was present, the level of P-SaeR
was reduced approximately by 40%, confirming the in vivo promotion of P-SaeR
dephosphorylation by SaePQ.

SaePQ activates phosphatase activity of SaeS
Although unlikely, the previous experimental results do not exclude the possibility that
dephosphorylation of SaeR is carried out by SaePQ, not by SaeS. To exclude that
possibility, we mutated the following three amino acids in SaeS: H132, D133 and T136.
H132 is the phosphorylated residue and is essential for kinase activity, whereas D133 and
T136 were predicted to be critical for phosphatase activity (Huynh e t a l ., 2010). When
these mutant SaeSc proteins were subjected to the autophosphorylation reaction, the H132Q
and D133A mutants showed no autokinase activity, while T136A mutant showed
approximately 75% wild type activity (H/Q, D/A, and T/A in Fig. 6A). To measure the
effect of the mutations on the phosphatase activity, first, we phosphorylated SaeR with wild
type His-SaeSc and eliminated His-SaeSc with Ni-column chromatography. Then we mixed
the purified P-SaeR with the mutant SaeSc proteins in the presence of the cell membranes
containing SaePQ. As a control, we also used membranes without SaePQ (PQ – in Fig. 6B).
As can be seen, the wild type SaeSc protein significantly dephosphorylated P-SaeR only in
the presence of the membranes containing SaePQ (WT in Fig. 6B). On the other hand, the
H132Q and D133A mutants of SaeSc did not dephosphorylate P-SaeR even in the presence
of SaePQ (H/Q and D/A in Fig. 6B), demonstrating that the phosphatase activity is provided
by SaeS, not by the membranes containing SaePQ. Finally, the T136A mutant of SaeSc

showed approximately 25% wild type phosphatase activity (T/A in Fig. 6B), suggesting that,
in SaeS, the autokinase and phosphatase activities are closely connected.

To test whether SaePQ activates the phosphatase activity of native SaeS in the membrane,
we carried out P-SaeR dephosphorylation with membranes containing SaeS and/or SaePQ.
Without induction by HNP-1, wild type cells do not produce SaePQ at early exponential
growth phase (Jeong et al., 2011); therefore, membranes from wild type USA300-P23 or its
P1 promoter mutant (P1m) at the early exponential growth phase contain only SaeS (Jeong
et al., 2011). On the other hand, membranes from the sae-deletion mutant of strain Newman
carrying pAT-PQ contain only SaePQ. The membranes from wild type cells induced by
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HNP-1 or transformed with pAT-PQ contain both SaeS and SaePQ. When P-SaeR was
mixed with membranes containing SaePQ alone, the half-life of the protein was 160 min (Δ
+PQ in Fig. 6C). The half-life was reduced to 50 min when mixed with the membranes
containing SaeS alone (WT and P1m in Fig. 6C), suggesting that the native form of SaeS in
the membrane might have a low level of P-SaeR phosphatase activity. However, when P-
SaeR was mixed with the membranes containing both SaeS and SaePQ, the half-life of P-
SaeR was greatly reduced to approximately 10 min (11 min for +HNP and 9.5 min for +PQ
in Fig. 6C), demonstrating that SaePQ can activate the phosphatase activity of the native
SaeS in the membrane.

SaeP and SaeQ enable differential target expression by the SaeRS TCS
When ectopically expressed, SaePQ deactivated the expression of sae target genes in a
selective manner (Fig. 4). To confirm the selective deactivation in natural conditions, we
induced the strain USA300-P23 with HNP-1 and measured the promoter activity of hla, coa
and sae P1 by promoter-lacZ reporter assays. Upon HNP-1 induction, the hla promoter
activity was gradually increased, while the coa promoter activity was increased until 1.5 h,
but decreased at 2 h, which coincides with the induction of P1 promoter activation, an
indicator for SaePQ expression (WT in Fig. 7). To verify that SaePQ is responsible for the
decreased activity of the coa promoter, we repeated the experiment with the P1 promoter
mutant USA300-P1m that does not produce SaePQ (Jeong et al., 2011). In this strain, when
the P1 promoter was induced at 1.5 h post induction, the activity of the coa promoter was
not decreased (P1m in Fig. 7), indicating that SaePQ is probably responsible for the
decreased activity of the coa promoter.

Most sae target genes are affected by SaePQ
To examine the global effect of SaePQ on sae target gene expression, we treated the wild
type strain of USA300-P23 and its P1 promoter mutant with HNP-1 and analyzed the
transcription of sae target genes by microarray assays (Fig. 8). SAUSA300_1587, which has
a perfect SaeR binding site (GTTAAN6GTTAA, where N represents any nucleotide)
(Nygaard et al., 2009, Sun et al., 2010b), was repressed by HNP-1 (Fig. 8 and S4A);
however, the transcription of most other sae target genes was induced (Fig. 8). More
importantly, except for alpha-hemolysin and staphylokinase, the induction level was
significantly lower in wild type than in the P1 promoter mutant (WT vs. P1m in Fig. 8 and
S4B), demonstrating that the SaePQ-induced phosphatase activity of SaeS imposes global
effects on the expression of sae target genes.

Discussion
In S. aureus, the SaeRS TCS has been extensively studied due to its critical role in virulence
factor production and bacterial pathogenesis. Although it is well established that activation
of SaeS leads to phosphorylation of SaeR, and that SaeR phosphorylation is essential for its
DNA binding and transcriptional activation (Nygaard et al., 2009, Sun et al., 2010b), the
molecular basis underlying dephosphorylation of P-SaeR has not been known. In this study,
we showed that the direct binding of the SaePQ complex to SaeS activates phosphatase
activity of SaeS, which leads to dephosphorylation of P-SaeR and deactivation of sae target
gene expression.

SaeQ is predicted to be a membrane protein with three transmembrane domains and two
cytoplasmic domains (Fig. 2A and 3C). Since SaeQ in the membrane is co-
immunoprecipitated with the soluble SaeSc (Fig. 3D), it is likely that the SaeQ-SaeS
interaction occurs via their cytoplasmic domains. Conformational changes by the SaeQ
binding might expose the key amino acids for the phosphatase activity without altering
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autokinase activity (Fig. 6 and S2). Protein sequence analysis with SMART (Simple
Modular Architecture Research Tool, http://smart.embl.de/ ) showed that SaeQ has the
DoxX domain (8 a.a. to 109 a.a.), whose function is unknown (Letunic et al., 2012). It
remains to be determined whether the domain has a role in the interaction with SaeS or
SaeP. Unlike SaeQ, most parts of SaeP, except for the membrane anchoring region, are
expected to reside outside of cytoplasmic membrane (Fig. 3C). Therefore, SaeP is expected
to interact with SaeQ and SaeS via their extracytoplasmic domains, and this interaction
appears to be required for full activation of the phosphatase activity of SaeS (Fig. 4 and 5).
The SMART analysis showed that SaeP contains the DM13 domain (55 a.a. – 146 a.a.),
whose function might involve a redox reaction with a conserved cysteine residue (Iyer et al.,
2007). At this time, it is unknown whether the domain is involved in interactions with SaeQ
and SaeS. Since both SaeP and SaeQ have relatively long half-lives, 90 min for SaeP and 41
min for SaeQ (Fig. S5), once the proteins are produced, they are expected to induce the
phosphatase activity of SaeS persistently even in the absence of inducer.

When induced by HNP-1, the wild type strain carrying pAT-PQ showed very little P1
activity (P1-lacZ in Fig. 4A), while the strain without the plasmid showed much higher P1
promoter activity (P1 in Fig. 7). These results can be explained by the distinct
concentrations of SaePQ in those strains. pAT-PQ produces SaePQ at a level similar to
HNP-1 induction (Fig. S1); therefore, upon induction by HNP-1, the cells with pAT-PQ will
produce twice the SaePQ than cells without the plasmid. The increased level of SaePQ is
expected to induce higher phosphatase activity, resulting in almost abolished P1 promoter
activity (P1-lacZ in Fig. 4A). Intriguingly, compared with the coa promoter, the P1 promoter
is induced and deactivated more slowly (Fig. 7), making it an ideal promoter for the negative
feedback system. The slow induction of P1 would initially allow expression of other sae
regulons; then, once SaeP and SaeQ are expressed, the slow deactivation of P1 activity
along with the long half-lives of SaeP and SaeQ (Fig. S5) would ensure a long-lasting
inhibitory effect on the expression of the low affinity sae targets.

The activity of TCS is often controlled via its sensor kinase and, in some cases, the
molecular mechanism of the control is known. For instance, PII, an inhibitor of the nitrogen
regulator NtrBC (NRII/NRI) TCS, reduces the activity of NtrBC by inhibiting the
autokinase activity and activating the phosphatase activity of sensor kinase NtrB (Jiang &
Ninfa, 1999, Pioszak et al., 2000, Pioszak & Ninfa, 2003). On the other hand, in FixLJ TCS
of Sinorhizobium meliloti, a TCS involved in induction of nitrogen fixation and respiratory
genes, FixT inhibits the activity of the TCS either by blocking autokinase activity or by
destabilizing the phosphorylated form of the sensor kinase (Garnerone et al., 1999). It was
suggested that FixT acts by mimicking a response regulator (Crosson et al., 2005). Unlike
PII or FixT, however, the SaePQ complex does not seem to affect the autokinase activity of
SaeS or the stability of P-SaeS (Fig. S2) and only activates the phosphatase activity of the
HK (Fig.6). In addition, while both PII and FixT are located in cytoplasm, the SaePQ
complex is in membrane, demonstrating the diverse regulation strategies among bacterial
TCSs. In the NtrBC TCS, as a signal transducing protein itself, PII senses α-ketoglutarate,
ATP, ADP, and glutamine, and its activity is also controlled by covalent modification (Jiang
& Ninfa, 2009a, Jiang & Ninfa, 2009b, Ninfa & Jiang, 2005); therefore, by involving PII in
the signaling process of NtrBC TCS, E. coli can integrate multiple cellular cues to make
decisions in nitrogen assimilation (Jiang & Ninfa, 2009a, Keener & Kustu, 1988). At this
stage, however, there is no evidence that SaeP or SaeQ is capable of sensing other
environmental cues.

Recent studies suggest that PAS (Per-Arnt-Sim) domain and affinity to ADP play an
important role for phosphatase activity of a HK (Yamada et al., 2009, Yeo et al., 2012, Gutu
et al., 2010). PAS domain is a widespread protein module found in signaling proteins and
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involved in ligand binding and protein-protein interactions (Henry & Crosson, 2011, Huang
et al., 1993, Moglich et al., 2009). In their study on the WalRK of Streptococcus
pneumoniae, an essential TCS controlling cell wall homeostasis and response to antibiotic
stress, Gutu, A.D. et al showed that deletion of the PAS domain in WalK greatly reduces the
phosphatase activity of the sensor kinase (Gutu et al., 2010). Likewise, in their structural
study of ThkA/TrrA TCS system in Thermotoga maritima, Yamada, S. et al also showed
that deletion of the PAS domain abolished P-TrrA phosphatase activity of the ThkA, the
sensor kinase of the system (Yamada et al., 2009). On the other hand, in their study on the
bi-functional HK PhoQ of Salmonella enterica, Yeo, W-S. et al demonstrated that the main
determinant for phosphatase activity of PhoQ is the HK’s affinity to ADP that was generated
by the hydrolysis of ATP in the nucleotide binding pocket of the HK (Yeo et al., 2012).
Since SaeS does not contain a PAS domain, the phosphatase activity of SaeS should be
activated in a different manner from that of WalK in S. Pneumoniae. However, the ADP
affinity model of PhoQ provides a testable hypothesis on the role of SaePQ in the activation
of phosphatase activity of SaeS: SaePQ might induce the phosphatase activity of SaeS by
increasing the affinity of SaeS to ADP.

Two sequence motifs were identified in the DHp (dimerization and histidine
phosphotransfer) domain of HK to be critical for phosphatase activity: DxxxQ motif in
HisKA_3 subfamily and E/DxxT/N motifs in HisKA subfamily (Huynh et al., 2010). Both
motifs reside right next to the phospho-accepting His residue. According to the current
hypothesis by Huynh et al, in the DxxxQ motif, the Asp residue interacts with a Lys residue
in the receiver domain of the RR while the Gln residue coordinates the nucleophilic water
molecule for hydrolysis of the phosphoryl group (Huynh et al., 2010, Huynh & Stewart,
2011). On the other hand, in the E/DxxT/N motif, Glu/Asp residues are not expected to play
a critical role for phosphatase activity, whereas Thr/Asn residues are essential for
phosphatase activity by coordinating the water molecule for an in-line nucleophilic attack of
the phosphoryl group(Huynh & Stewart, 2011). SaeS has the DHp domain belonging to
HisKA subfamily and contains the DxxT motif. In our study, however, the mutational
change of Asp to Ala (D/A) abolished the phosphatase activity of SasS, while the mutation
of Thr to Ala (T/A) did not (D/A and T/A in Fig. 6B). This suggests that, in SaeS, the Asp
residue is essential for phosphatase activity, and that the Thr residue might not be involved
in coordination of the nucleophilic water molecule, although we cannot formally exclude the
possibility that the T/A mutation allowed an alternative amino acid to participate in the
dephosphorylation reaction. Nevertheless these results suggest that, in bacteria, bi-functional
HKs dephosphorylate their cognate P-RR in more diverse ways than we currently
appreciate.

Although the SaeRS TCS is also found in other staphylococci (such as S. epidermidis, S.
capitis, and S. carnosus) only S. aureus has multiple virulence genes under the control of this
TCS (Ravcheev et al., 2011). Since the sensor kinase SaeS is activated by human neutrophil
peptides, the sae regulon seems to have evolved to defend the bacterium from attacks by
neutrophils. Indeed, the sae regulon includes CHIPS (SAUSA300_1920), which inhibits
neutrophil chemotaxis toward C5a and formylated peptides (Rooijakkers et al., 2006, de
Haas et al., 2004), and the two-component toxins LukAB (SAUSA_1975-1974) and
HlgACB (SAUSA_2365-2367), which are important in killing neutrophils (Malachowa et
al., 2011, Dumont et al., 2011) (Fig. 8). In addition, the staphylokinase binds to HNPs and
protects S. aureus from being killed by antimicrobial peptides (Jin et al., 2004). Since the sae
regulon also includes virulence factors involved in other aspects of defense (e.g., fibrinogen
and fibronectin-binding proteins, serine proteases, and IgG-binding protein Sbi, etc), it
seems that the role of SaeRS in staphylococcal pathogenesis has been further expanded and
plays a key role in host-pathogen interactions. Therefore, further studies on the role of the
TCS in host-pathogen interaction as well as the molecular mechanism by which SaePQ
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activates phosphatase activity of SaeS will greatly enhance our understanding of the
bacterial pathogenesis and facilitate the development of therapeutic measures.

Experimental Procedures
Bacterial strains, plasmids and culture conditions

The bacterial strains and plasmids used in this study are listed in Table 1. Escherichia coli
and S. aureus were grown in Luria-Bertani broth and tryptic soy broth (TSB), respectively.
However, for transduction of plasmids, heart infusion broth (HIB) supplemented with 5 mM
CaCl2 was used. When necessary, antibiotics were added to the growth media at the
following concentrations: ampicillin, 100 μg/ml; erythromycin, 10 μg/ml (for S. aureus) and
100 μg/ml (for E. coli); and chloramphenicol, 5 μg/ml, kanamycin, 50 μg/ml.

DNA manipulation
Unless stated otherwise, all restriction enzymes and DNA modification enzymes were
purchased from New England Biolabs. Plasmids and genomic DNA were extracted with
ZippyTM plasmid miniprep kit (Zymo Research) according to the manufacturer’s
instructions. Plasmid DNA was introduced into E. coli by the method of Hanahan and
Meselson (Hanahan, 1983) and into S. aureus RN4220 by electroporation (Kraemer &
Iandolo, 1990) with a gene pulser (Bio-Rad). Subsequent transduction of the plasmids into
target strains of S. aureus was carried out with ϕ 85.

Construction of plasmids
To generate the expression vector for Maltose binding protein (MBP) fusions for SaeSL, and
SaeSP, the genes saeSL and saeSP were PCR-amplified with the primer pairs P1637/P1058
(Table S1) from USA300-P23 and Newman, respectively. The amplified fragments were
digested with KpnI and BamHI, and then inserted at the same sites of pMCSG19 (Donnelly
et al., 2006). For production of His-AirS and His-AirR, airS and airR were PCR-amplified
with the primer pairs airS-F-LIC/airS-R-LIC and airR-F-LIC/airR-R-LIC (Table S1); and
the resulting PCR products were treated with T4 DNA polymerase in the presence of dCTP
for 30 min at room temperature. The target vector pMCSG7 (Donnelly et al., 2006) was
digested with SspI, gel-purified, and then treated with T4 DNA polymerase in the presence
of dGTP at 16°C for 15 min. The PCR products and vector were purified, mixed, and
incubated at room temperature for 5 min; then the mixture was transformed first into E. coli
DH5α and subsequently into BL21 star (DE3).

To generate lacZ fusion constructs for the coagulase promoter (Pcoa) and the alpha-
hemolysin promoter (Phla), the promoter DNA sequences were amplified with the primer
pairs P1161/P1162 and P931/639 (Table S1), respectively. The amplified fragments were
digested with KpnI and EcoRI, and ligated with pCL-lacZ (Sun et al., 2010b) digested with
the same enzymes, resulting in pCL-Pcoa-lacZ and pCL-Phla-lacZ. Since pCL-lacZ
integrates into geh (glycerol ester hydrolase) of staphylococcal genome, no antibiotics are
required to maintain the plasmid constructs.

To construct expression vectors for SaeP, SaeQ, and SaePQ, insert DNA sequences were
PCR-amplified with the primer pairs P1146/P1147, P1148/P1149, and P1146/P1149,
respectively. The amplified fragments were digested with KpnI, and then inserted between
KpnI and EcoRV sites of pYJ335 under the control of anhydrotetracycline (ATc) inducible
promoter (Ji et al., 1999). DNA fragment containing both the insert DNA and the ATc-
inducible promoter module was cut out from the plasmid by SalI and KpnI digestion and
inserted into pAT18 (Trieu-Cuot et al., 1991) digested with the same enzymes, resulting in
pAT-P, pAT-Q and pAT-PQ.
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To produce mutant SaeSc proteins, two DNA fragments were PCR-amplified from the
Newman genome with the forward primer pair (P1353, P1522, or P1524)/P1527 for the first
fragment and the complement primer pair (P1354, P1523, or P1525)/P1526 for the second
fragments (Table S1). The first and second fragments were mixed and further subjected to
PCR amplification with primer P1526 and P1527. The final PCR products were treated with
T4 DNA polymerase and inserted into pMCSG19 as described above, resulting in pSaeSc-
H132Q, pSaeSc-D133A, and pSaeSc-T136A. The plasmids were transformed first into E.
coli DH5α and subsequently into BL21 star (DE3) carrying pRK1037 (Donnelly et al.,
2006).

To generate the lacZ promoter fusion for SAUSA300_1587, we used a ligation independent
cloning method (Donnelly et al., 2006, Aslanidis & de Jong, 1990). First, vector DNA was
PCR-amplified from pCL-lacZ using the primers P1728 and P1729 (Table S1), while the
promoter region of SAUSA300_1587 was amplified using the primers P1754 and P1755
(Table S1). Phusion (NEB), a PCR enzyme with high fidelity, was used for the
amplifications. The PCR products were treated with T4 DNA polymerase in the presence of
dCTP (vector) or dGTP (insert DNA) and mixed together. The DNA mixture was used to
transform E. coli DH5α. The resulting plasmid, pCL-P1587-lacZ, was electroporated into S.
aureus strain RN4220 and then into USA300-P23 or USA300-P23 containing a transposon
insertion in saeR (USA-01594, Table S1). USA-01594 was generated by transducing the
saeR transposon in ΦΝΞ-01594 into USA300-P23 with ϕ85.

Recombinant protein expression and purification
For expression of MBP-SaeS proteins (i.e., MBP-SaeSLand MBP-SaeSP), the BL21 star
(DE3) strain carrying the corresponding plasmid was grown in LB to exponential growth
phase (OD600 = 0.6); then 1 mM isopropyl-β-D-thiogalactopyranoside (IPTG) was added.
The culture was further incubated at room temperature overnight. The MBP-SaeS fusion
proteins were expressed as a soluble protein and purified with MBPTrap HP column (GE
Healthcare) by following the column manufacturer’s recommendations. Expression of AirS
and AirR was carried out as described above except that the cells were induced at 16°C
overnight. His-AirS and His-AirR were purified from the cells with HisTrap column (GE
Healthcare). The purified protein was added with 20% glycerol and stored at −80 °C. The
expression and purification of His-SaeR were carried out as described previously (Sun et al.,
2010b).

AirR dephosphorylation reactions
His-tagged AirS (3 μM) was autophosphorylated with 0.5 μl [γ-32P] ATP in 20 μl of
phosphorylation buffer (10 mM Tris HCl, pH 7.4, 50 mM KCl, 5 mM MgCl2, 10% glycerol)
at room temperature for 10 min; then free [γ-32P] ATP was eliminated with a Micro Bio-
SpinTM Chromatography Column (Bio-rad). The His-tag of His-AirR was removed by TEV
(tobacco etch virus) protease (Sigma) according to the manufacturer’s recommendations.
Phosphorylated His-AirS was mixed with the purified AirR (9 μM) in 20 μl of
phosphorylation buffer and, if necessary, phosphorylated His-AirS was eliminated with a
Ni-NTA affinity column (GenScript). At various time points (0, 1, 5, 10, 20, 40, and 60
min), 20 μl of the sample was mixed with an equal volume of 2 × SDS-PAGE loading
buffer and analyzed by 13 % SDS-PAGE and autoradiography.

Fractionation of cell components
Test strains were grown in TSB to exponential growth phase (OD600 = 1.0) and cells were
collected by centrifugation. The supernatant (1 ml) was collected and designated culture
supernatant. The cell pellet was washed with TSM (50 mM Tris HCl, 0.5 M sucrose, 10 mM
MgCl2, pH 7.5), suspended in 500 μl TSM containing lysostaphin (40 μg/ml), and
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incubated at 37°C for 20 min. After centrifugation (4,600 g, 5 min), supernatant was
obtained and designated cell wall fraction. The remaining protoplast in the pellet was
suspended in 1 ml of membrane buffer (100 mM Tris HCl, 100 mM NaCl, 10 mM MgCl2,
pH 7.5). After sonication on ice for 10 seconds, the sample was subjected to
ultracentrifugation (120,000 g) using SW50.1 rotor (Beckman) at 4°C for 30 min; then the
supernatant was obtained and designated cytoplasm fraction, while the remaining pellet was
designated membrane fraction. Except for the membrane fraction, proteins in all other
fractions were precipitated by TCA (10% final concentration) and washed with acetone. All
samples were finally suspended in 50 μl sample buffer (4% SDS, 0.5 M Tris HCl, pH 8.0)
and then subjected to Western blot analysis.

Bacterial two hybrid protein interaction assay
Bacterial two hybrid tests were carried out by following the manufacturer’s
recommendations (EUROMEDEX). The saeP, saeQ and saeS gene sequences were
amplified by PCR with primer pairs, P1276/P1213, P1214/P1215 and P1277/P1217 (Table
S1). The amplified saeP and saeQ products were digested either with the EcoRI and KpnI
(saeP) or with EcoRI and BamHI (saeQ) and then inserted into pKT25 to generate pKT25-
saeP and pKT25-saeQ. In addition, the amplified saeP and saeS were digested with EcoRI
and KpnI; then the digested fragments were ligated with pUT18C digested with the same
enzymes to generate pUT18c-saeP and pUT18c-saeS. The test plasmids were co-
transformed into E. coli DHM1. The interaction of the proteins was assessed by the β-
galactosidase activity of the test strain.

β-galactosidase assays
The β-galactosidase assays were carried out as described by Sun et al (Sun et al., 2010b)
with minor modifications. For bacterial two-hybrid assays, the test strains were grown in LB
containing 100 μg/ml of ampicillin and 30 μg/ml of kanamycin at 30°C for 16 h. The cells
were collected by centrifugation and suspended in AB buffer (100 mM potassium
phosphate, 100 mM NaCl, pH 7.0) and treated with lysozyme (0.1 μg/ml) at 37°C for 15
min. For S. aureus stains, cells were grown in TSB and lysed with lysostaphin (0.1 μg/ml)
treatment. After the addition of 900 μl of ABT buffer (AB buffer containing 0.1% Triton
X-100) to the lysed cells, 50 μl of the cell lysate was mixed with 10 μl of MUG (4-methyl
umbelliferyl β-D-galactopyranoside, 4 mg/ml, Sigma) and incubated at room temperature
for 1 h. Then 20 μl of the reaction was mixed with 180 μl ABT buffer in a black 96-well
plate and the emission of fluorescence was measured by a plate reader (355 nm excitation,
445 nm emission). The LacZ activity was normalized by cell density at 600 nm, and the
activity was determined by AU (arbitrary unit), where 1 AU corresponds to the generation of
1.2 × 108 mole of MU/h−1 ml−1 OD −1 600 . This assay was repeated at least twice,
generating similar results.

Co-immunoprecipitation
The strain Newman was grown in 3 ml TSB at 37°C with shaking (250 rpm) overnight. The
next day cells were diluted 100 times with fresh TSB (3 ml); then further incubated at 37°C
with shaking for 4 h. Cells were collected by centrifugation and treated with lysostaphin (0.1
μg/ml) in 10 ml TSM (50 mM Tris HCl, pH 7.5, 0.5 M sucrose, 10 mM MgCl2) at 37°C for
15 min. Protoplasts were collected by centrifugation, suspend in 10 ml lysis buffer provided
in the Co-IP kit (Pierce), and broken by bead beating (Precellys 24, Berton). Since the lysis
buffer contains 1% NP-40, a detergent, membrane proteins will be released into the solution.
An aliquot of 250 μg protein was used for co-immunoprecipitation test, which was carried
out with the Co-IP Kit (Pierce) following the manufacturer’s recommendations. Briefly, 30
μl of SaeP or SaeQ antibody was immobilized to resins and mixed with the cell lysate. The
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bound materials were eluted, resolved by SDS-PAGE, and then subjected to Western blot
analysis.

Co-immunoprecipitation for SaeQ in membrane and SaeSc

His-SaeSc (3 μM) was mixed with the membranes (25 μg total protein) purified from
NMΔsae containing either pAT18 (vector control), pAT-P, pAT-Q, or pAT-PQ. Then 30 μl
of SaeQ antibody was immobilized to resins and mixed with the cell lysate. The bound
materials were eluted, resolved by SDS-PAGE, and then subjected to Western blot analysis.

Phosphoryl transfer reaction
Purified SaeSc (3 μM) in 20 μl of phosphorylation buffer was mixed with 0.5 μl
[γ-32P]ATP (5 μCi) to initiate autophosphorylation. The reaction proceeded at room
temperature for 10 min. After elimination of free [γ-32P]ATP with a Micro Bio-SpinTM

Chromatography Column (Bio-Rad), the phosphorylated HK proteins was mixed with SaeR
(9 μM) and , if necessary, cell membranes (25 μg total protein) also in 20 μl of
phosphorylation buffer. At various time points (0, 5, 10, 20, 40, and 60 min), 15 μl of the
sample was mixed with an equal volume of 2× SDS loading buffer and analyzed by 15%
SDS-PAGE and autoradiography.

In vivo immunoprecipitation
Test strains were grown in TSB to exponential growth phase (OD600 = 0.6). Cells were
collected by centrifugation, suspended in 500 μl TSM containing lysostaphin (40 μg/ml),
and further incubated at 37°C for 20 min. Protoplasts were collected by centrifugation and
suspended in 1 ml of phosphate-depleted CDM medium, in which HEPES substitutes for
phosphate (Hussain et al., 1991). [γ-32P] orthophosphoric acid (100 μCi, Perkin Elmer) was
added to the protoplasts; then the protoplasts were further incubated at 37°C for 1 h,
collected by centrifugation, and finally broken by bead beating. SaeR protein was
immunoprecipitated with SaeR antibody and analyzed by SDS-PAGE and autoradiography.

Western blot hybridization
Western blot analysis of proteins was carried out as described previously (Sun et al., 2010b).
The alpha-hemolysin antibody was purchased from Sigma. The SaeR and SaeS antibodies
were generated in our laboratory. All other antibodies were generated by Genscript.

SaeR dephosphorylation reactions
The purified SaeR (9 μM) was mixed with His-SaeSc (3 μM) and 0.5 μl [γ-32P] ATP in 20
μl of phosphorylation buffer and incubated at room temperature for 10 min. After
elimination of the HK with a Ni-NTA affinity column, cell membranes (25 μg) were added
to the phosphorylated SaeR. At various time points (0, 1, 5, 10, 20, 40, and 60 min), 20 μl of
the sample was mixed with SDS loading buffer and analyzed by 13 % SDS-PAGE and
autoradiography.

Generation of probes for microarray experiments
DNA probes for microarray experiments were generated by adding 2 μg of total RNA in a
mixture containing 6 μg of random hexamers (Invitrogen), 0.01 M dithiothreitol, an
aminoallyl-deoxynucleoside triphosphate mixture containing 25 mM each dATP, dCTP, and
dGTP, 15 mM dTTP, and 10 mM amino-allyl-dUTP (aa-dUTP) (Sigma), reaction buffer,
and 400 units of SuperScript III reverse transcriptase (Invitrogen) at 42°C overnight. The
RNA template then was hydrolyzed by adding NaOH and EDTA to a final concentration of
0.2 and 0.1 M, respectively, and incubating at 70°C for 15 min. Unincorporated aa-dUTP
was removed with a QIAquick column (Qiagen). The probe was eluted with a phosphate
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elution buffer (4 mM KPO4, pH 8.5, in ultrapure water), dried, and suspended in 0.1 M
sodium carbonate buffer (pH 9.0). To couple the aminoallyl cDNA with fluorescent labels,
Cy3 or Cy5 (Amersham) was added for 1h. Uncoupled label was removed using the
QIAquick PCR purification kit (Qiagen).

Microarray hybridization, scanning, image analysis, normalization, and analysis
Aminosilane-coated slides printed with a set of S. aureus open reading frame sequences
(www.jcvi.org) were prehybridized in 5× SSC (1× SSC is 0.15 M NaCl plus 0.015 M
sodium citrate) (Invitrogen), 0.1% sodium dodecyl sulfate, and 1% bovine serum albumin at
42°C for 60 min. The slides were then washed at room temperature with distilled water,
dipped in isopropanol, and allowed to dry. Equal volumes of the appropriate Cy3-and Cy5-
labeled probes were combined, dried and then suspended in a solution of 40% formamide,
5× SSC, and 0.1% sodium dodecyl sulfate. Suspended probes were heated to 95°C prior to
hybridization. The probe mixture was then added to the microarray slide and allowed to
hybridize overnight at 42°C. Hybridized slides were washed sequentially in solutions of
1×SSC-0.2% SDS, 0.1× SSC-0.2% SDS, and 0.1× SSC at room temperature, then dried in
air, and scanned with an Axon GenePix 4000 scanner (http://intranet.jtc.jcvsf.org/sops/
M008.pdf ). Individual TIFF images from each channel were analyzed with TIGR
Spotfinder (available at http://www.jcvi.org/software/tm4) or Agilent Feature Extractor.
Microarray data were normalized by LOWESS in TIGR MIDAS software (available at
http://www.jcvi.org/software/tm4) and data visualized in TMEV. The results were deposited
to the GEO repository (Accession number GSE35409).

Quantitative RT-PCR
qRT-PCR plates were prepared using 1:10 dilutions of a combined stock of forward and
reverse primers at a concentration of 1.25 μM (Invitrogen). 10 μl of diluted 0.125 μM
primers was added in quadruplicates to 384-well plates and were subsequently dried down.
cDNA samples were generated using the overnight method described above to generate
probes for microarray experiments without the use of aa-dUTP. 10 ng of each sample was
then combined with 2.5 μl of 2× SYBR Green Master Mix (Roche) to a total reaction
volume of 5 μl per well. qRT-PCR was performed in quadruplicate in a 5 μl reaction
volume for all primer pairs (Table S1) and sample combinations. Median Cp values were
calculated for the four qRT-PCR replicas. Quantile normalization was performed on median
Cp values.

Supplementary Material
Refer to Web version on PubMed Central for supplementary material.

Acknowledgments
We thank Drs. Olaf Schneewind and Dominique Missiakas at the University of Chicago for providing transposon
mutants. This work was financially supported by a Scientist Development Grant 0835158N from the American
Heart Association (to T.B.), AI077564 from the National Institute of Allergy and Infectious Diseases (to T.B), NIH
NIAID AI074658 from the National Institute of Allergy and Infectious Diseases (to C.H.), a Burroughs Wellcome
Fund Investigator in the Pathogenesis of Infectious Disease Award (to C.H.), NIH NIGMS P50GM081892 from the
National Institute of General Medical Sciences (to C.H.). F.S. is a Scholar of the Chicago Biomedical Consortium
with support from The Searle Funds at The Chicago Community Trust. This work was also supported by the NIAID
contract No. N01-AI-15447 to Pathogen Functional Genomics Resource Center at the J. Craig Venter Institute.

References
Adhikari RP, Novick RP. Regulatory organization of the staphylococcal sae locus. Microbiology.

2008; 154:949–959. [PubMed: 18310041]

Jeong et al. Page 13

Mol Microbiol. Author manuscript; available in PMC 2013 October 01.

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript

http://www.jcvi.org
http://intranet.jtc.jcvsf.org/sops/M008.pdf
http://intranet.jtc.jcvsf.org/sops/M008.pdf
http://www.jcvi.org/software/tm4
http://www.jcvi.org/software/tm4


Aslanidis C, de Jong PJ. Ligation-independent cloning of PCR products (LIC-PCR). Nucleic Acids
Res. 1990; 18:6069–6074. [PubMed: 2235490]

Beier D, Gross R. Regulation of bacterial virulence by two-component systems. Curr Opin Microbiol.
2006; 9:143–152. [PubMed: 16481212]

Bourret RB, Thomas SA, Page SC, Creager-Allen RL, Moore AM, Silversmith RE. Measurement of
response regulator autodephosphorylation rates spanning six orders of magnitude. Methods
Enzymol. 2010; 471:89–114. [PubMed: 20946844]

Cheung AL, Zhang G. Global regulation of virulence determinants in Staphylococcus aureus by the
SarA protein family. Front Biosci. 2002; 7:d1825–1842. [PubMed: 12133812]

Crosson S, McGrath PT, Stephens C, McAdams HH, Shapiro L. Conserved modular design of an
oxygen sensory/signaling network with species-specific output. Proc Natl Acad Sci U S A. 2005;
102:8018–8023. [PubMed: 15911751]

de Haas CJ, Veldkamp KE, Peschel A, Weerkamp F, Van Wamel WJ, Heezius EC, Poppelier MJ, Van
Kessel KP, van Strijp JA. Chemotaxis inhibitory protein of Staphylococcus aureus, a bacterial
antiinflammatory agent. J Exp Med. 2004; 199:687–695. [PubMed: 14993252]

Donnelly MI, Zhou M, Millard CS, Clancy S, Stols L, Eschenfeldt WH, Collart FR, Joachimiak A. An
expression vector tailored for large-scale, high-throughput purification of recombinant proteins.
Protein Expr Purif. 2006; 47:e446–454.

Dumont AL, Nygaard TK, Watkins RL, Smith A, Kozhaya L, Kreiswirth BN, Shopsin B, Unutmaz D,
Voyich JM, Torres VJ. Characterization of a new cytotoxin that contributes to Staphylococcus
aureus pathogenesis. Mol Microbiol. 2011; 79:814–825. [PubMed: 21255120]

Duthie ES, Lorenz LL. Staphylococcal coagulase; mode of action and antigenicity. J Gen Microbiol.
1952; 6:95–107. [PubMed: 14927856]

Fabret C, Hoch JA. A two-component signal transduction system essential for growth of Bacillus
subtilis: implications for anti-infective therapy. J Bacteriol. 1998; 180:6375–6383. [PubMed:
9829949]

Fritsch F, Mauder N, Williams T, Weiser J, Oberle M, Beier D. The cell envelope stress response
mediated by the LiaFSRLm three-component system of Listeria monocytogenes is controlled via
the phosphatase activity of the bifunctional histidine kinase LiaSLm. Microbiology. 2011;
157:373–386. [PubMed: 21030435]

Fukushima T, Furihata I, Emmins R, Daniel RA, Hoch JA, Szurmant H. A role for the essential YycG
sensor histidine kinase in sensing cell division. Mol Microbiol. 2011; 79:503–522. [PubMed:
21219466]

Fukushima T, Szurmant H, Kim EJ, Perego M, Hoch JA. A sensor histidine kinase co-ordinates cell
wall architecture with cell division in Bacillus subtilis. Mol Microbiol. 2008; 69:621–632.
[PubMed: 18573169]

Gao R, Stock AM. Biological insights from structures of two-component eproteins. Annu Rev
Microbiol. 2009; 63:133–154. [PubMed: 19575571]

Garnerone AM, Cabanes D, Foussard M, Boistard P, Batut J. Inhibition of the FixL sensor kinase by
the FixT protein in Sinorhizobium meliloti. J Biol Chem. 1999; 274:32500–32506. [PubMed:
10542296]

Geiger T, Goerke C, Mainiero M, Kraus D, Wolz C. The virulence regulator Sae of Staphylococcus
aureus: promoter activities and response to phagocytosis-related signals. J Bacteriol. 2008;
190:3419–3428. [PubMed: 18344360]

Giraudo AT, Cheung AL, Nagel R. The sae locus of Staphylococcus aureus controls exoprotein
synthesis at the transcriptional level. Arch Microbiol. 1997; 168:53–58. [PubMed: 9211714]

Goerke C, Fluckiger U, Steinhuber A, Bisanzio V, Ulrich M, Bischoff M, Patti JM, Wolz C. Role of
Staphylococcus aureus global regulators sae and sigmaB in virulence gene expression during
device-related infection. Infect Immun. 2005; 73:3415–3421. [PubMed: 15908369]

Grundling A, Schneewind O. Genes required for glycolipid synthesis and lipoteichoic acid anchoring
in Staphylococcus aureus. J Bacteriol. 2007; 189:2521–2530. [PubMed: 17209021]

Gutu AD, Wayne KJ, Sham LT, Winkler ME. Kinetic characterization of the WalRKSpn (VicRK)
two-component system of Streptococcus pneumoniae: dependence of WalKSpn (VicK)
phosphatase activity on its PAS domain. J Bacteriol. 2010; 192:2346–2358. [PubMed: 20190050]

Jeong et al. Page 14

Mol Microbiol. Author manuscript; available in PMC 2013 October 01.

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript



Hanahan D. Studies on transformation of Escherichia coli with plasmids. J Mol Biol. 1983; 166:557–
580. [PubMed: 6345791]

Henry JT, Crosson S. Ligand-binding PAS domains in a genomic, cellular, and structural context.
Annu Rev Microbiol. 2011; 65:261–286. [PubMed: 21663441]

Hiron A, Falord M, Valle J, Debarbouille M, Msadek T. Bacitracin and nisin resistance in
Staphylococcus aureus: a novel pathway involving the BraS/BraR two-component system
(SA2417/SA2418) and both the BraD/BraE and VraD/VraE ABC transporters. Mol Microbiol.
2011; 81:602–622. [PubMed: 21696458]

Hoch JA. Two-component and phosphorelay signal transduction. Curr Opin Microbiol. 2000; 3:165–
170. [PubMed: 10745001]

Huang ZJ, Edery I, Rosbash M. PAS is a dimerization domain common to Drosophila period and
several transcription factors. Nature. 1993; 364:259–262. [PubMed: 8391649]

Hussain M, Hastings JG, White PJ. A chemically defined medium for slime production by coagulase-
negative staphylococci. J Med Microbiol. 1991; 34:143–147. [PubMed: 2010904]

Hutchings MI, Palmer T, Harrington DJ, Sutcliffe IC. Lipoprotein biogenesis in Gram-positive
bacteria: knowing when to hold ‘em, knowing when to fold ‘em. Trends Microbiol. 2009; 17:13–
21. [PubMed: 19059780]

Huynh TN, Noriega CE, Stewart V. Conserved mechanism for sensor phosphatase control of two-
component signaling revealed in the nitrate sensor NarX. Proc Natl Acad Sci U S A. 2010;
107:21140–21145. [PubMed: 21078995]

Huynh TN, Stewart V. Negative control in two-component signal transduction by transmitter
phosphatase activity. Mol Microbiol. 2011; 82:275–286. [PubMed: 21895797]

Iyer LM, Anantharaman V, Aravind L. The DOMON domains are involved in heme and sugar
recognition. Bioinformatics. 2007; 23:2660–2664. [PubMed: 17878204]

Jeong DW, Cho H, Lee H, Li C, Garza J, Fried M, Bae T. Identification of P3 promoter and distinct
roles of the two promoters of the SaeRS two-component system in Staphylococcus aureus. J
Bacteriol. 2011; 193:4672–4684. [PubMed: 21764914]

Ji Y, Marra A, Rosenberg M, Woodnutt G. Regulated antisense RNA eliminates alpha-toxin virulence
in Staphylococcus aureus infection. J Bacteriol. 1999; 181:6585–6590. [PubMed: 10542157]

Jiang P, Ninfa AJ. Regulation of autophosphorylation of Escherichia coli nitrogen regulator II by the
PII signal transduction protein. J Bacteriol. 1999; 181:1906–1911. [PubMed: 10074086]

Jiang P, Ninfa AJ. Alpha-ketoglutarate controls the ability of the Escherichia coli PII signal
transduction protein to regulate the activities of NRII (NrB but does not control the binding of PII
to NRII. Biochemistry. 2009a; 48:11514–11521. [PubMed: 19877669]

Jiang P, Ninfa AJ. Sensation and signaling of alpha-ketoglutarate and adenylylate energy charge by the
Escherichia coli PII signal transduction protein require cooperation of the three ligand-binding
sites within the PII trimer. Biochemistry. 2009b; 48:11522–11531. [PubMed: 19877670]

Jin T, Bokarewa M, Foster T, Mitchell J, Higgins J, Tarkowski A. Staphylococcus aureus resists
human defensins by production of staphylokinase, a novel bacterial evasion mechanism. J
Immunol. 2004; 172:1169–1176. [PubMed: 14707093]

Jordan S, Junker A, Helmann JD, Mascher T. Regulation of LiaRS-Dependent Gene Expression in
Bacillus subtilis: Identification of Inhibitor Proteins, Regulator Binding Sites, and Target Genes of
a Conserved Cell Envelope Stress-Sensing Two-Component System. J. Bacteriol. 2006;
188:5153–5166. [PubMed: 16816187]

Jordan S, Rietkotter E, Strauch MA, Kalamorz F, Butcher BG, Helmann JD, Mascher T. LiaRS-
dependent gene expression is embedded in transition state regulation in Bacillus subtilis.
Microbiology. 2007; 153:2530–2540. [PubMed: 17660417]

Juncker AS, Willenbrock H, Von Heijne G, Brunak S, Nielsen H, Krogh A. Prediction of lipoprotein
signal peptides in Gram-negative bacteria. Protein Sci. 2003; 12:1652–1662. [PubMed: 12876315]

Karimova G, Pidoux J, Ullmann A, Ladant D. A bacterial two-hybrid system based on a reconstituted
signal transduction pathway. Proc Natl Acad Sci U S A. 1998; 95:5752–5756. [PubMed: 9576956]

Keener J, Kustu S. Protein kinase and phosphoprotein phosphatase activities of nitrogen regulatory
proteins NTRB and NTRC of enteric bacteria: roles of the conserved amino-terminal domain of
NTRC. Proc Natl Acad Sci U S A. 1988; 85:4976–4980. [PubMed: 2839825]

Jeong et al. Page 15

Mol Microbiol. Author manuscript; available in PMC 2013 October 01.

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript



Kolar SL, Nagarajan V, Oszmiana A, Rivera FE, Miller HK, Davenport JE, Riordan JT, Potempa J,
Barber DS, Koziel J, Elasri MO, Shaw LN. NsaRS is a Cell-Envelope-Stress Sensing Two-
Component System of Staphylococcus aureus. Microbiology. 2011; 157:2206–2219. [PubMed:
21565927]

Kraemer GR, Iandolo JJ. High-Frequency Transformation of Staphylococcus aureus by
Electroporation. Current Microbiology. 1990; 21:373–376.

Kreiswirth BN, Lofdahl S, Betley MJ, O‘Reilly M, Schlievert PM, Bergdoll MS, Novick RP. The toxic
shock syndrome exotoxin structural gene is not detectably transmitted by a prophage. Nature.
1983; 305:709–712. [PubMed: 6226876]

Lee CY, Buranen SL, Ye ZH. Construction of single-copy integration vectors for Staphylococcus
aureus. Gene. 1991; 103:101–105. [PubMed: 1652539]

Letunic I, Doerks T, Bork P. SMART 7: recent updates to the protein domain annotation resource.
Nucleic Acids Res. 2012; 40:D302–305. [PubMed: 22053084]

Li D, Cheung A. The repression of hla by rot is dependent on sae in Staphylococcus aureus. Infect.
Immun. 2008; 76:1068–1075. [PubMed: 18174341]

Liang X, Yu C, Sun J, Liu H, Landwehr C, Holmes D, Ji Y. Inactivation of a two-component signal
transduction system, SaeRS, eliminates adherence and attenuates virulence of Staphylococcus
aureus. Infect Immun. 2006; 74:4655–4665. [PubMed: 16861653]

Mainiero M, Goerke C, Geiger T, Gonser C, Herbert S, Wolz C. Differential target gene activation by
the Staphylococcus aureus two-component system saeRS. J Bacteriol. 2010; 192:613–623.
[PubMed: 19933357]

Malachowa N, Whitney AR, Kobayashi SD, Sturdevant DE, Kennedy AD, Braughton KR, Shabb DW,
Diep BA, Chambers HF, Otto M, Deleo FR. Global Changes in Staphylococcus aureus Gene
Expression in Human Blood. PLoS One. 2011; 6:e18617. [PubMed: 21525981]

Mascher T. Intramembrane-sensing histidine kinases: a new family of cell envelope stress sensors in
Firmicutes bacteria. FEMS Microbiol Lett. 2006; 264:133–144. [PubMed: 17064367]

Moglich A, Ayers RA, Moffat K. Structure and signaling mechanism of Per-ARNT-Sim domains.
Structure. 2009; 17:1282–1294. [PubMed: 19836329]

Ninfa AJ, Jiang P. PII signal transduction proteins: sensors of alpha-ketoglutarate that regulate
nitrogen metabolism. Curr Opin Microbiol. 2005; 8:168–173. [PubMed: 15802248]

Nygaard TK, Pallister KB, Ruzevich P, Griffith S, Vuong C, Voyich JM. SaeR Binds a Consensus
Sequence within Virulence Gene Promoters to Advance USA300 Pathogenesis. J Infect Dis. 2009;
201:241–254. [PubMed: 20001858]

Pioszak AA, Jiang P, Ninfa AJ. The Escherichia coli PII signal transduction protein regulates the
activities of the two-component system transmitter protein NRII by direct interaction with the
kinase domain of the transmitter module. Biochemistry. 2000; 39:13450–13461. [PubMed:
11063581]

Pioszak AA, Ninfa AJ. Mechanism of the PII-activated phosphatase activity of Escherichia coli NRII
(NtrB): how the different domains of NRII collaborate to act as a phosphatase. Biochemistry.
2003; 42:8885–8899. [PubMed: 12873150]

Ravcheev DA, Best AA, Tintle N, Dejongh M, Osterman AL, Novichkov PS, Rodionov DA. Inference
of the transcriptional regulatory network in Staphylococcus aureus by integration of experimental
and genomics-based evidence. J Bacteriol. 2011; 193:3228–3240. [PubMed: 21531804]

Rogasch K, Ruhmling V, Pane-Farre J, Hoper D, Weinberg C, Fuchs S, Schmudde M, Broker BM,
Wolz C, Hecker M, Engelmann S. Influence of the two-component system SaeRS on global gene
expression in two different Staphylococcus aureus strains. J Bacteriol. 2006; 188:7742–7758.
[PubMed: 17079681]

Rooijakkers SH, Ruyken M, van Roon J, van Kessel KP, van Strijp JA, van Wamel WJ. Early
expression of SCIN and CHIPS drives instant immune evasion by Staphylococcus aureus. Cell
Microbiol. 2006; 8:1282–1293. [PubMed: 16882032]

Schafer D, Lam TT, Geiger T, Mainiero M, Engelmann S, Hussain M, Bosserhoff A, Frosch M,
Bischoff M, Wolz C, Reidl J, Sinha B. A point mutation in the sensor histidine kinase SaeS of
Staphylococcus aureus strain Newman alters the response to biocide exposure. J Bacteriol. 2009;
191:7306–7314. [PubMed: 19783632]

Jeong et al. Page 16

Mol Microbiol. Author manuscript; available in PMC 2013 October 01.

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript



Steyn AJ, Joseph J, Bloom BR. Interaction of the sensor module of Mycobacterium tuberculosis
H37Rv KdpD with members of the Lpr family. Mol Microbiol. 2003; 47:1075–1089. [PubMed:
12581360]

Stock AM, Robinson VL, Goudreau PN. Two-component signal transduction. Annu Rev Biochem.
2000; 69:183–215. [PubMed: 10966457]

Sun F, Cho H, Jeong DW, Li C, He C, Bae T. Aureusimines in Staphylococcus aureus are not involved
in virulence. PLoS One. 2010a; 5:e15703. [PubMed: 21209955]

Sun F, Ji Q, Jones MB, Deng X, Liang H, Frank B, Telser J, Peterson SN, Bae T, He C. AirSR, a
[2Fe-2S] Cluster-Containing Two-Component System, Mediates Global Oxygen Sensing and
Redox Signaling in Staphylococcus aureus. J Am Chem Soc. 2012; 134:305–314. [PubMed:
22122613]

Sun F, Li C, Jeong D, Sohn C, He C, Bae T. In the Staphylococcus aureus two-component system sae,
the response regulator SaeR binds to a direct repeat sequence and DNA binding requires
phosphorylation by the sensor kinase SaeS. J Bacteriol. 2010b; 192:2111–2127. [PubMed:
20172998]

Sun J, Zheng L, Landwehr C, Yang J, Ji Y. Identification of a novel essential two-component signal
transduction system, YhcSR, in Staphylococcus aureus. J Bacteriol. 2005; 187:7876–7880.
[PubMed: 16267314]

Suntharalingam P, Senadheera MD, Mair RW, Levesque CM, Cvitkovitch DG. The LiaFSR system
regulates the cell envelope stress response in Streptococcus mutans. J Bacteriol. 2009; 191:2973–
2984. [PubMed: 19251860]

Szurmant H, Bu L, Brooks CL 3rd, Hoch JA. An essential sensor histidine kinase controlled by
transmembrane helix interactions with its auxiliary proteins. Proc Natl Acad Sci U S A. 2008;
105:5891–5896. [PubMed: 18408157]

Szurmant H, Mohan MA, Imus PM, Hoch JA. YycH and YycI interact to regulate the essential YycFG
two-component system in Bacillus subtilis. J Bacteriol. 2007; 189:3280–3289. [PubMed:
17307850]

Szurmant H, Nelson K, Kim EJ, Perego M, Hoch JA. YycH regulates the activity of the essential
YycFG two-component system in Bacillus subtilis. J Bacteriol. 2005; 187:5419–5426. [PubMed:
16030236]

Trieu-Cuot P, Carlier C, Poyart-Salmeron C, Courvalin P. Shuttle vectors containing a multiple
cloning site and a lacZ alpha gene for conjugal transfer of DNA from Escherichia coli to gram-
positive bacteria. Gene. 1991; 102:99–104. [PubMed: 1864514]

Voyich JM, Vuong C, DeWald M, Nygaard TK, Kocianova S, Griffith S, Jones J, Iverson C,
Sturdevant DE, Braughton KR, Whitney AR, Otto M, DeLeo FR. The SaeR/S gene regulatory
system is essential for innate immune evasion by Staphylococcus aureus. J Infect Dis. 2009;
199:1698–1706. [PubMed: 19374556]

West AH, Stock AM. Histidine kinases and response regulator proteins in two-component signaling
systems. Trends Biochem Sci. 2001; 26:369–376. [PubMed: 11406410]

Xiong YQ, Willard J, Yeaman MR, Cheung AL, Bayer AS. Regulation of Staphylococcus aureus
alpha-toxin gene (hla) expression by agr, sarA, and sae in vitro and in experimental infective
endocarditis. J Infect Dis. 2006; 194:1267–1275. [PubMed: 17041853]

Yamada S, Sugimoto H, Kobayashi M, Ohno A, Nakamura H, Shiro Y. Structure of PAS-linked
histidine kinase and the response regulator complex. Structure. 2009; 17:1333–1344. [PubMed:
19836334]

Yan M, Yu C, Yang J, Ji Y. The Essential Two-component System, YhcSR, is involved in the
regulation of the nitrate respiratory pathway of Staphylococcus aureus. J Bacteriol. 2011;
193:1799–1805. [PubMed: 21335452]

Yeo WS, Zwir I, Huang HV, Shin D, Kato A, Groisman EA. Intrinsic negative feedback governs
activation surge in two-component regulatory systems. Mol Cell. 2012; 45:409–421. [PubMed:
22325356]

Zhao R, Collins EJ, Bourret RB, Silversmith RE. Structure and catalytic mechanism of the E. coli
chemotaxis phosphatase CheZ. Nat Struct Biol. 2002; 9:570–575. [PubMed: 12080332]

Jeong et al. Page 17

Mol Microbiol. Author manuscript; available in PMC 2013 October 01.

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript



Figure 1. MBP-SaeS does not show detectable phosphatase activity
(A) A physical map for the sae operon. Stem-loop structures are indicated with lollipop
shapes. Arrows represent P1 and P3 promoters. (B) Phosphoryl transfer reactions for the
SaeRS TCS and AirSR TCS. Sensor kinases (MBP-SaeS and His-AirS) were
autophosphorylated with [γ-32P]-ATP first; then response regulators (SaeR or AirR) were
added and incubated at room temperature. The level of phosphorylated proteins was
monitored by SDS-PAGE and autoradiography at the time points indicated. To measure the
stability of P-AirR, AirS and [γ-32P]-ATP were eliminated; then P-AirR alone was
incubated (the bottom panel). P-SaeSL, phosphorylated MBP fusion of wild type SaeS; P-
SaeSP, phosphorylated MBP fusion of L18P mutant SaeS; His-AirS, His-tagged AirS; t1/2,
half-life. AirSR is also known as YhcSR (Sun et al., 2005, Yan et al., 2011, Sun et al.,
2012).
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Figure 2. SaeP and SaeQ are in the cell membrane
(A) Lipobox in SaeP (top) and predicted transmembrane domains (TM) in SaeQ. The
lipobox (LXXC) of SaeP was indicated with white letters in black background. The signal
peptide and the predicted lipidation site (i.e., cysteine) are indicated. For SaeQ,
transmembrane domains are indicated by white boxes with their locations in amino acid
(a.a.). SaeQ is drawn to scale. SaeP sequence was analyzed with SignalP 3.0 (http://
www.cbs.dtu.dk/services/SignalP/) and SaeQ with TMHMM v 2.0 (http://www.cbs.dtu.dk/
services/TMHMM/). (B) Localization of SaeP and SaeQ. Cell components were fractionated
as described in Experimental Procedures. The subcellular location of SaeP and SaeQ was
determined by Western blot analysis. SaeS, a known membrane protein, and CcpA
(catabolite control protein A), a known cytoplasmic protein, were used as control proteins.
S, culture supernatant; W, cell wall; M, cell membrane; C, cytoplasm; Newman, wild type
Newman; lgt, Newman with a transposon insertion in lgt (prolipoprotein diacylgyceryl
transferase).

Jeong et al. Page 19

Mol Microbiol. Author manuscript; available in PMC 2013 October 01.

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript

http://www.cbs.dtu.dk/services/SignalP/
http://www.cbs.dtu.dk/services/SignalP/
http://www.cbs.dtu.dk/services/TMHMM/
http://www.cbs.dtu.dk/services/TMHMM/


Figure 3. SaeP, SaeQ, and SaeS form a protein complex
(A) Bacterial two-hybrid assay for interactions between SaeP, SaeQ and SaeS. T25, T25
fusion; T18C, T18 fusion. Z, leucine zipper, a positive control; P, saeP; Q, saeQ; SP, saeS
encoding the L18P mutant SaeSP; SL, saeS encoding the wild type SaeSL; B, braS, a
negative control; -, no insert. (B) Co-immunoprecipitation with SaeP or SaeQ antibody. The
Newman cell lysates were mixed either with anti-SaeP or anti-SaeQ antibody. Then the co-
purified proteins were analyzed by Western blot analysis. -, no antibody; +, addition of
antibody; wt, wild type Newman; Δ, sae deletion mutant Newman; SrtA; sortase A, a
control membrane protein. (C) A model for the SaePQS ternary complex based on SaeQ
sequence analysis with TMHMM v 2.0 (http://www.cbs.dtu.dk/services/TMHMM/). The
double-headed arrow indicates the interaction between SaeQ and the cytoplasmic domain of
SaeS. (D) Co-immunoprecipitation of SaeSc with SaeQ in membrane. Proteins were
detected by Western blot analysis. V, vector control; P, SaeP; Q, SaeQ; PQ, SaePQ. Note
that input membranes do not contain SaeS.
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Figure 4. SaePQ suppresses the SaeRS-mediated signaling
(A) Effect of SaeP, SaeQ or SaePQ expression on the transcription activity of hla, coa, and
P1 promoters. The promoter-lacZ fusion plasmids were generated with the single-copy
reporter plasmid pCL-lacZ (Sun et al., 2010b), which is integrated in the chromosome of the
strain USA300-P23. The test proteins were expressed from a tetracycline-inducible promoter
in a multi-copy plasmid pAT18 (Trieu-Cuot et al., 1991). The promoter activity was
measured by LacZ assays after 2 h growth in the presence (+) or absence (-) of human
neutrophil peptide-1 (HNP-1, 5 μg/ml). Each strain was compared with a control strain (V)
and subjected to the t-test (n = 3). V, vector control; P, SaeP; Q, SaeQ; PQ, SaePQ. *, p <
0.05; **, p < 0.01; ***, p < 0.001. (B) Effect of SaeP, SaeQ and SaePQ on the expression of
alpha-hemolysin (Hla) and coagulase (Coa). Cells at the exponential growth phase were
incubated in the absence or presence of HNP-1 for 2 h. Then Hla and Coa along with SaeS
and SaeR were detected by Western blot analysis (left), quantified (right) and subjected to t-
test (n = 3). ***, p < 0.001.
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Figure 5. The complex SaePQ specifically promotes dephosphorylation of P-SaeR
(A) Effect of SaeP, SaeQ or SaePQ on the level of P-SaeR in the phosphoryltransfer
reaction. The cytoplasmic domain of SaeS (SaeSc) was phosphorylated with [γ-32P] ATP;
then SaeR and membrane fraction from test strains were added. V, vector control; P, SaeP;
Q, SaeQ; PQ, SaePQ. The experiment was repeated three times, quantified and subjected to
t-test (Fig. S3). (B) Effect of SaeP, SaeQ or SaePQ on phosphorylation level of SaeR in in
vivo conditions. The protoplasts of USA300-P23 expressing SaeP, SaeQ, or SaePQ from
plasmid were suspended in phosphate-depleted chemically defined medium, mixed with 100
μCi of [γ-32P] orthophosphoric acid, and further incubated at 37°C for 1 h. After lysis of the
protoplasts, SaeR proteins were immunoprecipitated. saeS−, a saeS transposon mutant strain
of Newman. SaeR, loading control analyzed by Western blot analysis (top). The experiment
was repeated three times, quantified and subjected to t-test (bottom). *, p < 0.05; **, p <
0.01.
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Figure 6. The complex SaePQ activates the phosphatase activity of SaeS
(A) Autokinase activity of mutant SaeSc proteins. The proteins were incubated with [γ-32P]
ATP; then the phosphorylation was analyzed with SDS-PAGE and either Coomassie stain
(left) or autoradiography (middle) at the time points indicated. The quantification results of
the autoradiograph are also shown (right). WT, wild type SaeSc; H/Q, H132Q mutant of
SaeSc; D/A, D133A mutant of SaeSc; T/A, T136A mutant of SaeSc. **, p < 0.01 by t-test (n
= 3). (B) Phosphatase activity of the SaeSc mutants in the presence of the membrane
fractions containing SaePQ (PQ). To the purified P-SaeR, wild type or mutant SaeSc

proteins were added, and the reaction proceeded at room temperature and was analyzed with
either Western blot analysis for SaeR (left) or autoradiography for P-SaeR (middle) at the
time points indicated. WT, wild type SaeSc; H/Q, H132Q mutant; D/A, D133A mutant; T/A,
T136A mutant; -, the membranes purified from NMΔsae without plasmid; +, the
membranes purified from NMΔsae carrying pAT-PQ. This experiment was repeated twice,
quantified and subjected to t-test (right). *, p < 0.05; **, p < 0.01. (C) P-SaeR phosphatase
activity of the membranes purified from USA300-P23 (WT), P1 mutant of USA300-P23
(P1m), USA300-P23 induced with HNP-1 (+HNP), USA300-P23 carrying pAT-PQ (+PQ),
and sae-deletion mutant of the strain Newman carrying pAT-PQ (Δ+PQ). Membranes were
mixed with purified P-SaeR; then their phosphatase activity was measured by SDS-PAGE
and autoradiography. The experiment was repeated twice, quantified and subjected to t-test.
PQ, SaePQ; S, SaeS; −, absence; +, presence. *, p < 0.05; **, p < 0.01; ***, p < 0.001.
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Figure 7. SaePQ renders differential target expression by the SaeRS system
The wild type (WT) and P1 mutant (P1m) strains of USA300-P23 were induced with
HNP-1; then promoter activity of coa, hla and P1 was measured by lacZ reporter assays at
the time points indicated. Error bars represent standard deviation (n = 3).
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Figure 8. The expression of SaePQ downregulates most sae target genes
The wild type (WT) and P1 mutant (P1m) strains of USA300-P23 were induced with
HNP-1; then the sae target gene expression was measured by microarray analysis at the time
points indicated. The first lane is for comparison of gene expression between wild type and
the P1 mutant at 0 h. The gene numbers and function of the gene products are shown to the
right of the picture. Operons are indicated with arrows pointing their transcription directions.
The two sae targets, coa and hla, are underlined.
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Table 1

Bacterial strains 746 and plasmids

Strain or plasmid Relevant characteristic Origin or reference

E. coli

  DH5α Plasmid free, Lac- Startagene

  DHM1 Reporter strain for BACTH assay EUROMEDEX

S. aureus

  RN4220 Restriction deficient, prophage cured (Kreiswirth et al., 1983)

  Newman Clinical isolate, L18P substitution in SaeS (Duthie & Lorenz, 1952)

  NMΔsae Newman with deletion of the sae operon (Sun et al., 2010a)

  USA300-P23 USA300-0114 without plasmid 2 and 3 (Jeong et al., 2011)

  USA300-P1m USA300-P23 with P1 mutation (Jeong et al., 2011)

 ΦΝΞ-15201 Newman with transposon insertion in lgt, Emr Phoenix library

 ΦΝΞ-09725 Newman with transposon insertion in saeS, Emr Phoenix library

 ΦΝΞ-01594 Newman with transposon insertion in saeR, Emr Phoenix library

  USA-01594 USA300-P23 with transposon insertion in saeR, Emr This study

Plasmid

 pMCSG19 A vector for high throughput protein productions (Donnelly et al., 2006)

 pMCSG-saeSLFL pMCSG19 carrying saeSL This study

 pMCSG-saeSPFL pMCSG19 carrying saeSP This study

 pMCSG7 A vector for high throughput protein productions (Donnelly et al., 2006)

 pMCSG-airS pMCSG7 carrying airS This study

 pMCSG-airR pMCSG7 carrying airR This study

 pCLitet pCL55 carrying a tetracycline inducible promoter (Grundling & Schneewind, 2007)

 pCLitet-his-saeP pCLitet carrying his-tagged saeP This study

 pKT25 low copy-number plasmid carrying T25 fragment of cya EUROMEDEX

 pUT18C high copy-number plasmid carrying T18 fragment of cya EUROMEDEX

 pKT-saeP pKT25 carrying saeP This study

 pKT-saeQ pKT25 carrying saeQ This study

 pUT-saeP pUT18C carrying saeP This study

 pUT-saeSP pUT18C carrying the saeS from Newman This study

 pUT-saeSL pUT18C carrying the saeS from USA300 This study

 pYJ335 A shuttle vector for Gram− and Gram+, Ermr (Ji et al., 1999)

 pAT18 A shuttle vector for Gram− and Gram+, Ermr (Trieu-Cuot et al., 1991)

 pAT-P pAT18 carrying saeP under tetracycline inducible promoter This study

 pAT-Q pAT18 carrying saeQ under tetracycline inducible promoter This study

 pAT-PQ pAT18 carrying saePQ under tetracycline inducible promoter This study

 pCL55 a single copy integration plasmid, (Lee et al., 1991)

 pCL-lacZ pCL55 carrying lacZ in its multi-cloning site (Sun et al., 2010b)

 pCL-Phla-lacZ pCL-lacZ carrying the hla promoter This study

 pCL-Pcoa-lacZ pCL-lacZ carrying the coa promoter This study

 pCL-P1-lacZ pCL-lacZ carrying the P1 promoter of sae (Sun et al., 2010b)
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Strain or plasmid Relevant characteristic Origin or reference

 pCL-P1587-lacZ pCL-lacZ carrying the promoter region of SAUSA300_1587 This study

 pSaeSc-H132Q pMCSG19 producing SaeSc with H132Q mutation This study

 pSaeSc-D133A pMCSG19 producing SaeSc with D133A mutation This study

 pSaeSc-T136A pMCSG19 producing SaeSc with T136A mutation This study

Ermr, erythromycin resistance.
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