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ABSTRACT The transcription factors HilA and SsrB activate expression of two type III secretion systems (T3SSs) and cognate ef-
fectors that reprogram host cell functions to benefit infecting Salmonella in the host. These transcription factors, the secretion
systems, and the effectors are all encoded by horizontally acquired genes. Using quantitative proteomics, we quantified the abun-
dance of 2,149 proteins from hilA or ssrB Salmonella in vitro. Our results suggest that the HilA regulon does not extend signifi-
cantly beyond proteins known to be involved in direct interactions with intestinal epithelium. On the other hand, SsrB influ-
ences the expression of a diverse range of proteins, many of which are ancestral to the acquisition of ssrB. In addition to the
known regulon of T3SS-related proteins, we show that, through SodCI and bacterioferritin, SsrB controls resistance to reactive
oxygen species and that SsrB down-regulates flagella and motility. This indicates that SsrB-controlled proteins not only redirect
host cell membrane traffic to establish a supportive niche within host cells but also have adapted to the chemistry and physical
constraints of that niche.

IMPORTANCE Expression of T3SSs typically requires a transcription factor that is linked in a genomic island. Studies of the targets
of HilA and SsrB have focused on almost exclusively on T3SS substrates that are either linked or encoded in distinct genomic
islands. By broadening our focus, we found that the regulon of SsrB extended considerably beyond T3SS-2 and its substrates,
while that of HilA did not. That at least two SsrB-regulated processes streamline existence in the intracellular niche afforded by
T3SS-2 seems to be a predictable outcome of evolution and natural selection. However, and importantly, these are the first such
functions to be implicated as being SsrB dependent. The concept of T3SS-associated transcription factors coordinating manipu-
lations of host cells together with distinct bacterial processes for increased efficiency has unrealized implications for numerous
host-pathogen systems.
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During pathogenesis of enteritis or typhoid, Salmonella exists
at numerous sites within the host that present distinct mi-

croenvironments to the infecting Salmonella, including those
within host cells (1–3). Commensurate with this, Salmonella em-
ploys numerous transcriptional regulators to allow it to respond
to these microenvironments appropriately (4). Typically, knock-
out mutants defective for these regulators show severe phenotypes
in laboratory animals, and the hypothesis that these functions are
appropriately repressed is also supported by experimental evi-
dence (5).

The ability of Salmonella to both penetrate the intestinal epi-
thelium and replicate within phagocytes at systemic sites within
the host was potentiated by horizontal gene transfer events (6).
Respectively, these activities are mediated through manipulations
of the host cell machinery by type III secretion systems (T3SS)
encoded by Salmonella pathogenicity islands 1 and 2 (SPI1 and
SPI2) (7–10). Both SPI1 and SPI2 also encode transcription fac-
tors (HilA and SsrB, respectively) that are required for expression

of the linked T3SS and the effectors they deliver into host cells (11,
12), indicating that these SPIs were acquired as functional units.
Subsequent to the acquisition of SPI1 and SPI2, horizontal gene
transfer events installed numerous additional effectors in the Sal-
monella genome, extending and refining how Salmonella interacts
with host cells (13) (Fig. 1). Importantly, almost all of these re-
quire either HilA or SsrB for expression, indicating that they were
also functional upon acquisition.

HilA and SsrB represent a significant paradigm in bacterial
virulence: transcription factors acquired by horizontal gene trans-
fer together with a complex multicomponent virulence system,
allowing expression of the acquired traits. These allowed access to
new niches in host organisms, freeing Salmonella from the com-
petitive environment of the intestinal lumen and presenting a
considerable opportunity for selectable advantage (6, 14, 15).
However, simply placing an organism in a novel microenviron-
ment would be of limited advantage unless that organism could
thrive in such an environment. Thus, there would have been con-
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siderable selective pressure for Salmonella to evolve adaptations to
this environment, ranging from basic metabolism to effectively
utilize available nutrients to streamlining more complex cellular
functions that are energetically expensive. Indeed, contemporary
Salmonella is well adapted to the intracellular environment (16),
providing support for this model. Given the role of HilA and SsrB
in expressing traits that put Salmonella in these niches, we hypoth-
esized that they may play a role in such adaptations. Evidence of cis
regulatory evolution upstream of srfN, which is ancestral to SPI2
acquisition, leading to control by SsrB (17) directly supports this
hypothesis. We used quantitative proteomics to define the HilA
and SsrB regulons to test this hypothesis on a systems biology
scale.

RESULTS

Data for our quantitative analysis of the cellular Salmonella pro-
teome were generated according to the stable isotope labelling of
amino acids in cell culture (SILAC) approach (18) described in
Fig. 2. Each experiment was independently performed three times.

Analyzing the spectra with MaxQuant (19, 20), we were able to
identify 17,372 peptides from 2,149 proteins (see Table S1 in the
supplemental material for the quantitative data set), representing
over 45% of the protein-coding potential of the genome. This
compares reasonably well with efforts to define the complete pro-
teome of Escherichia coli, a species closely related to Salmonella,
where 22,196 peptides from 2,602 proteins were expressed in LB
medium (21).

The primary quantitative comparisons of interest were be-
tween the wild type and each isogenic transcription factor mutant
grown under the respective inducing culture condition, with com-
parison of SPI1-inducing culture and SPI2-inducing culture being
secondary. Complete data sets for each comparison are shown in
Fig. 3. It can be seen that mutation of either hilA or ssrB
significantly affects the abundance of relatively few proteins and
that most of these decrease in abundance, consistent with the
known role of each as an activator of transcription. In contrast, a
larger proportion of the proteome is affected by growth medium,
which likely reflects responses to the extensive differences in the

FIG 1 Proteomic data mapped onto a diagrammatic representation of the Salmonella Typhimurium SL1344 genome. The inner black broken circle represents
the genome itself, with tick marks indicating scale, in megabase pairs. The chromosome, pSLT, and pCol are labeled, while pRSF is unlabeled due to space
restrictions. Outside this are the G�C content of each gene plotted in purple on white, hilA:wt SILAC ratios in orange on gray, and ssrB:wt SILAC ratios in blue
on white, followed by wt dLB/LPM SILAC ratios in black, from inside to outside. Layered below these data are radial highlights indicating the locations of SPI1,
SPI2, and all effectors described to date. These are labeled with the protein (or pathogenicity island) name and colored according to the T3SS(s) with which they
are associated. Inside the representation of the genome are colored lines linking all proteins belonging to the expression clusters in Fig. 5.
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chemistry (nutrient abundance, pH, osmolarity, etc.) between the
SPI1-inducing medium and the SPI2-inducing medium.

In the case of hilA, the master SPI1 transcription factor, 1,914
proteins were quantified, of which 42 decreased and 16 increased
significantly in the hilA mutant. Twenty-six of the 42 proteins
decreased in the hilA mutant are encoded within SPI1 or effectors
translocated by T3SS-1 and have previously been shown or pre-
dicted to be regulated by HilA (see Table S2 in the supplemental
material). All proteins known to be regulated by HilA that were
detected were significantly decreased, providing confidence in the
data set. To broadly capture the functional significance of these
proteins, the level 3 biological process gene ontology (GO) terms
were used to annotate these proteins (Table 1). The GO terms
“pathogenesis” and “protein secretion” (a level 7 term descended
from the level 3 terms “establishment of localization,” “macro-

molecule localization,” and “cellular localization”) were overrep-
resented in the proteins that decrease in the hilA mutant by Fish-
er’s exact test (see Table S3 in the supplemental material). All of
this is consistent with the known role of SPI1 encoding a T3SS that
potentiates virulence through direct manipulation of host pro-
cesses.

For the SPI2 master transcription factor mutant, the ssrB mu-
tant, 1,503 proteins were detected and allowed quantitative com-
parison with the wild type (wt), of which 65 decreased and 26
increased significantly in the ssrB mutant. The public availability
of a full SsrB chromatin immunoprecipitation (ChIP) data set
(22) enabled further analysis of the SILAC data to infer whether
SsrB acted directly on the encoding genes. A plot of SILAC versus
ChIP values is shown in Fig. 4, indicating that proteins with de-
creased SILAC values can quite clearly be split into two groups:

FIG 2 Proteomic data set generation and analysis pipeline. Two parallel experiments were performed, one focused on the HilA regulon, the other on the SsrB
regulon. Both experiments included wt Salmonella cultured to stationary phase in LB medium as a common reference condition. For each experiment, the SILAC
ratios of interest were transcription factor mutant: wt, with both cultured under the respective inducing condition, and wt inducing culture versus wt reference
culture. The wt SILAC ratio for the SPI1-inducing culture versus the SPI2-inducing culture was calculated by dividing the SPI1-inducing culture/reference
culture ratio by the SPI2-inducing culture/reference culture ratio, whereby the reference culture condition serves as a common denominator. The resulting five
SILAC ratios were subjected to clustering by Euclidean distance.
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those likely to be directly regulated by SsrB and those whose reg-
ulation is likely to be indirect. Consistent with this, SILAC and
ChIP values were found to correlate for the directly regulated
genes (Spearman r � �0.5144; P � 0.0085) but not for the indi-
rectly regulated genes (Spearman r � �0.1687; P � 0.2982). On
the other hand, for proteins that increased in the ssrB mutant, little
could be found to support a role for SsrB in directly repressing
their expression.

From Fig. 4 it can also be seen that many proteins that are
unaffected by SsrB have high ChIP values. This might be explained
by a significant false discovery rate in the ChIP data set, extensive
posttranscriptional regulation, SsrB binding DNA in a manner
unrelated to transcription, or some combination of these. In any
case, the proportion of proteins that increase in abundance and
have significant ChIP values does not significantly differ from the
proportion of proteins that were unaffected by SsrB in Fisher’s
exact test (P � 0.4578). Conversely, the proportion of proteins
with significant ChIP values that decrease in abundance does dif-
fer from those unaffected in Fisher’s exact test (P � 0.0001). For
these reasons, we divided the SsrB data set into four groups for
analysis: (i) those that decreased in abundance and had significant
ChIP scores (likely directly regulated), (ii) those that decreased in
abundance and did not have significant ChIP scores (likely indi-
rectly regulated), (iii) those that increased in abundance, and (iv)
those that were unaffected by ssrB.

All 12 of the T3SS-2 components and effectors quantified
showed significantly decreased expression ratios, and 11 of them
had a significant ChIP peak upstream, supporting the validity of
the data set (see Table S2 in the supplemental material). For the
proteins that decreased in abundance in the ssrB mutant, numer-
ous level 3 biological process GOs related to pathogenesis and
protein secretion were associated with genes with significant SsrB
ChIP scores, whereas metabolic processes dominated those that
did not have significant ChIP scores (Table 2). GO terms that were
significantly overrepresented in the 25 decreased proteins with
significant ChIP scores by Fisher’s exact test were “pathogenesis”
and “protein secretion by the type III secretion system” (a level 8
term that is descended from “establishment of localization”; see
Table S4 in the supplemental material). These are consistent with
the known functions of SsrB-activated genes. No GO terms were
overrepresented in the 40 proteins that decreased but did not have
significant ChIP scores. For proteins that increased in abundance,
numerous level 3 GO terms related to motility were found (Ta-

FIG 3 Distribution of SILAC data from highest to lowest ratios. In the graph
showing the hilA/wt ratios, all T3SS-1 components and effectors are labeled in
orange and the ratios are indicated in red, while in the graph showing the
ssrB/wt ratios, all T3SS-2 components and effectors are labeled in blue and the
ratios are indicated in red. The SPI1:SPI2 graph plots the SPI1-inducing
culture/SPI2-inducing culture SILAC ratios calculated as described in Fig. 2
and in Materials and Methods, with the T3SS-1 and -2 proteins indicated in the
same fashion.

TABLE 1 Level 3 gene ontology terms associated with proteins that
significantly change in abundance in the hilA mutant

Abundance Gene ontology term No. of proteins

� Pathogenesis 25
� Establishment of localization 14
� Primary metabolic process 12
� Macromolecule localization 11
� Cellular metabolic process 10
� Cellular localization 9
� Macromolecule metabolic process 7
� Biosynthetic process 6
� Oxidation-reduction process 2
� Cellular metabolic process 7
� Primary metabolic process 7
� Biosynthetic process 6
� Macromolecule metabolic process 5
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ble 2), and in terms of overrepresentation, “locomotion” (a level 2
term that is the parent of “taxis”) was significantly enriched in the
group of proteins that increased in abundance in ssrB (see Table S5
in the supplemental material).

Given that SPI1, SPI2, and effector genes have been acquired by
Salmonella from horizontal gene transfer events, we tested the GC
contents of the groups above to see if any differed from the data set
mean, indicating horizontal transfer. Both the group of proteins
that decreased in the hilA mutant (46.5% � 6.27%) and the group
of proteins that decreased in the ssrB mutant and had significant
SsrB ChIP scores (45.6% � 5.57%) had mean GC contents that
were significantly below the mean for all genes in the data set
(52.9% � 4.60%), as determined by Dunnett’s multiple compar-
ison applied to a one-way analysis of variance (ANOVA). This is
consistent with each of these groups containing the numerous,
horizontally acquired, known targets of these transcription fac-
tors. On the other hand, neither of the groups that increased in the
hilA (53.8% � 4.98%) or ssrB (53.6% � 3.59%) mutant nor the
group that decreased in the ssrB mutant and did not have
significant SsrB ChIP scores (51.2% � 5.14%) had values that
differed significantly from the mean for all proteins in the data set.

Comparison with array studies of mRNA expression. We
were also interested in comparing our proteomic data set with
other systems-level analyses studying the effect of HilA or SsrB on
gene expression. To our knowledge, one such data set is available
for HilA (23) and two for SsrB (22, 24). We compared the data
available from these studies (significantly increased and/or de-
creased genes) with our corresponding data points (see Table S6 in
the supplemental material). Despite the limited number of data
points (17 data points shared between our data and reference 23,
30 with reference 22, and 18 with reference 24), significant (P �

FIG 4 Plot of ssrB/wt SILAC ratios along the x axis and the highest ChIP peak
value from the study by Tomljenovic-Berube et al. (22) for each protein in our
data set. All points on the graph have transparency applied to indicate the
number of similar data points in particularly dense areas of the graph. Points
corresponding to SILAC values that are significantly decreased are indicated
with red arrowheads, those that significantly increase are indicated with blue
arrowheads, and all others are indicated with black squares. The area above the
threshold of significance (3 standard deviations from the mean) for the ChIP
data are indicated as a pale yellow background.

TABLE 2 Level 3 gene ontologies associated with proteins that significantly change in abundance in the ssrB mutant

Abundance Significant SsrB ChIP score Gene ontology term No. of proteins

� � Pathogenesis 10
� � Establishment of localization 9
� � Primary metabolic process 5
� � Cellular metabolic process 5
� � Cellular localization 4
� � Macromolecule localization 4
� � Response to stress 3
� � Macromolecule metabolic process 3
� � Cellular metabolic process 18
� � Primary metabolic process 17
� � Macromolecule metabolic process 12
� � Nitrogen compound metabolic process 10
� � Biosynthetic process 8
� � Small molecule metabolic process 8
� � Oxidation-reduction process 5
� NA Cellular metabolic process 10
� NA Regulation of biological process 5
� NA Establishment of localization 5
� NA Response to chemical stimulus 4
� NA Taxis 4
� NA Response to external stimulus 4
� NA Localization of cell 4
� NA Cellular component movement 4
� NA Cell cycle 2
� NA Cell division 2
� NA Cellular response to stimulus 2
� NA Cell communication 2
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0.05) correlations were found in each case (Spearman r � 0.82,
0.67 and 0.48, respectively). While this supports the validity of our
data, the limited number of data points precludes any additional
conclusions about quantitation of expression at mRNA versus
protein levels.

Expression clustering. In all, the abundance of 1,368 proteins
was quantified under all five sets of conditions examined, and the
data were clustered by Euclidean distance (Fig. 2). Of the 22 SPI1
proteins that were quantified under all conditions, 14 were coex-
pressed with the SPI4-encoded proteins SiiB, SiiC, and SiiE and
formed cluster 1 (Fig. 5; also, see the links in Fig. 1). SPI4 encodes
a secretion system and an adhesin important for attachment to the
intestinal epithelium (25), and their expression has previously
been shown to be coordinated with that of SPI1 and influenced by
HilA (26), affirming our experimental and analysis approach. A
second cluster (cluster 2) contained five SPI1 proteins and a hy-
pothetical protein (SL2426) and was distinguished from cluster 1
primarily by lower abundance in SPI1-inducing medium (Fig. 5;
also, see the links in Fig. 1).

Only seven T3SS-2 proteins and effectors were quantified un-
der all conditions examined and included in the analysis. These
seven proteins formed cluster 3 with SrfN, which is also known to
be regulated by SsrB (17), and ten proteins whose functions have
not been linked to SPI2 function, including known virulence fac-
tors PagC and SodCI (Fig. 5; also, see the links in Fig. 1). The
coexpression of numerous proteins that are unrelated to T3SS-2
contrasts with our results for HilA and indicates a significant role
for SsrB in coordinating expression of proteins that have not pre-
viously been linked to T3SS-2 functions.

Cluster 4 was notable for a moderate degree of repression by
SsrB (Fig. 5; also, see the links in Fig. 1). This group of proteins
included four flagellar proteins and when annotated using GO,
showed a significant association with the terms “bacterial-type
flagellum basal body” and “motor activity.” This suggests that
through SsrB, Salmonella actively down-regulates flagella, adding
more weight to the hypothesis that SsrB coordinates more than
just direct interactions with the host cell.

While our present understanding of SsrB is that it regulates,
almost exclusively, direct interactions with the host through
SPI2, the proteomics above indicated that other functions, not
involving host interaction, also come under the control of SsrB.
We decided to focus on two such functions. The first hypothesis
we wished to test was that SsrB enhances the ability of Salmonella
to detoxify reactive oxygen species (ROS). The second hypothesis
was that SsrB decreases flagellar motility as well as expression of
flagella during infection of host cells.

Within the Salmonella-containing vacuole (SCV), Salmonella
is exposed to superoxide, a ROS generated by phagocyte oxidase as
part of the host’s antimicrobial response. SodCI, which we found
to be coexpressed with SPI2 proteins, is the Salmonella superoxide
dismutase that plays a major role in virulence by converting su-
peroxide to hydrogen peroxide (27). We therefore predicted that
ssrB Salmonella would be more sensitive to superoxide than the wt
and tested these strains’ resistance to superoxide generated by
xanthine oxidase activity with hypoxanthine as a substrate. As can

FIG 5 Clustering data points quantified under all conditions according to
Euclidian distance. (Left) High-density heatmap of all data points, with a tree.
(Right) Individual clusters.
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be seen in Fig. 6A and consistent with our hypothesis, the ssrB
mutant was significantly more sensitive to superoxide. While
SodCI provides a degree of resistance to ROS by converting super-
oxide to hydrogen peroxide, hydrogen peroxide itself is a ROS,
which at concentrations of up to 1 mM is primarily toxic via the
Fenton reaction with ferrous iron, which leads to DNA damage
(28). Sequestration of ferrous iron effectively negates the Fenton
reaction (28), and in Salmonella, bacterioferritin (Bfr), which in
our proteomic data is reduced almost 3-fold (see Table S1 in the
supplemental material), is the major iron storage protein and pro-
tects against hydrogen peroxide toxicity (29). Owing to this, we

predicted that ssrB Salmonella would be more sensitive to 1 mM
hydrogen peroxide than the wt, and as can be seen in Fig. 6B, this
was indeed the case. Collectively, these results demonstrate that
SsrB acts to regulate multiple levels of resistance to ROS, to which
it is exposed in the SCV.

Salmonellae are highly motile bacteria due to high expression
of flagella in environments such as the host’s intestinal lumen.
However, once the bacterium is enclosed within the SCV inside a
macrophage, there is no known role for flagellar motility, and for
reasons of energetic efficiency, it is likely that a benefit may exist
for reducing flagellar expression in the SCV. The abundances of
almost all flagellar proteins in the proteomic data set show modest
increases in the ssrB mutant, many of which are supported by
statistics (Table 2; also, see Tables S1 and S5 in the supplemental
material), and many of which cluster together (Fig. 5, cluster 4).
Given that SsrB is primarily active while Salmonella is resident
within the SCV, we hypothesized that SsrB has a role in down-
regulating flagellar expression in this environment. Our first ex-
periment to test this examined the motility of the ssrB mutant on
motility agar plates containing the SPI2-inducing low-phosphate,
low-magnesium (LPM) medium. Compared to wt controls, the
ssrB mutant had significantly increased motility (Fig. 7A), and this
led us to investigate flagellin expression in the more physiologi-
cally relevant environment of the SCV in RAW264.7 cells. Over a
time course of the first 7 h of infection, down-regulation of
flagellin expression was delayed in the ssrB strain relative to the wt,
and at any given time point, the abundance was much greater in
the ssrB strain. Together, these results make clear the existence of
a role for SsrB in decreasing flagellar expression following entry
into host phagocytes.

DISCUSSION

Using the quantitative proteomic approach of SILAC, we were
able to quantify the abundance of over 1,900 and 1,500 proteins,
respectively, in the hilA and ssrB strains compared to the abun-
dance in the wt during growth in inducing culture medium. Over-
all, HilA appears to have little influence outside expression of SPI1
and SPI4, which are the central mechanisms employed by Salmo-
nella to interact with the intestinal epithelium. In contrast, the
data herein indicate that SsrB appears to regulate a much broader
range of functions than reported in previous studies, which had
essentially focused on T3SS-2 and its effectors. In particular, the
additional functions seem to represent adaptations to the SCV,
which is established by the actions of T3SS-2 and its effectors.

It seems appropriate to describe SsrB as the master regulator of
a multifaceted approach used to defend Salmonella against the
phagocyte respiratory burst. One of the first distinctive pheno-
types ascribed to SPI2 was manipulating infected host cells to
avoid deposition of the NADPH oxidase on the SCV, thereby re-
ducing the concentration of ROS to which Salmonella is exposed
(30). While this finding has been followed by some controversy
(31, 32), it at least seems that the SPI2-mediated inhibition of
NADPH oxidase is incomplete, as exemplified by the increased
sensitivity of gp97 phox�/� mice to wt Salmonella infection (33).
Now the work herein has shown that SsrB positively influences
two additional defenses against the oxidative burst (SodCI and
Bfr), each of which protects against distinct ROS. Both SodCI and
Bfr have significant SsrB ChIP peaks upstream (22), indicating
that SsrB regulation is likely direct. So SsrB regulates Salmonella’s
defense against the oxidative burst by subverting the burst itself, as

FIG 6 SsrB enhances resistance to ROS. Results from assays of resistance to
superoxide (A) and hydrogen peroxide (B) are plotted. Data are arithmetic
means and standard errors of the means from three experiments. The degrees
of resistance were significantly different between the ssrB mutant and the wt
according to a paired t test.
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well as detoxifying residual ROS from the inhibited respiratory
burst. The repression of flagellar components by SsrB was an un-
expected finding of this study. While the magnitude of repression
of flagellar proteins during culture in general was modest, the
effect on motility was nonetheless significant, and flagellin expres-
sion during infection of RAW264.7 macrophages was striking.
Considering the primary role of SsrB in coordinating interactions
with host cells from within the SCV, down-regulation of flagella
by SsrB seems efficient and logical, since flagellar motility would
be of little use in such an environment. However, this may not be
so straightforward. A previous study concluded that flagella (as
well as T3SS-1) were expressed at the same time as T3SS-2 during
growth within HeLa cells (34). While the results from this study
are clear, there are alternative interpretations that merit consider-
ation. Within epithelial cell lines, salmonellae replicate not only in
SCVs but also directly in the cytosol, where, at early times follow-
ing invasion, replication exceeds that within SCVs (35–38). The in
vivo relevance of this niche remains to be demonstrated, but it is
clear that determining gene expression by Salmonella within HeLa
cells encompasses at least two very distinct microenvironments
where Salmonella will certainly respond by expressing distinct
traits. It is noteworthy that the Salmonella transcriptome within
macrophages, a relevant cell type where salmonellae do not repli-
cate in the cytosol, indicates that Salmonella does not express
flagella within macrophages (16). Our data obtained with
RAW264.7 cells are consistent with this, and we propose a role for
SsrB in down-regulating flagella while salmonellae reside in an
SCV. An additional possible benefit of this SsrB-mediated down-
regulation is that it should reduce stimulation of the NLRC4
inflammasome, which has been shown to lead to an effective host
response against Salmonella (39–42).

To conclude, we found that the HilA regulon does not extend
beyond SPI1 and SPI4, which both directly interact with host cells,
whereas the SsrB regulon extends beyond SPI2 to control many
adaptations of the bacterial cell to existence within the SCV. This
should be expected. The anatomical location in the host where
SPI1 and SPI4 function is the intestinal lumen, which is an envi-
ronment that the evolutionary ancestor of Salmonella had previ-
ously adapted to, and therefore it had regulatory systems that re-
sponded to relevant environmental cues. In contrast, upon
acquisition of SPI2, Salmonella gained the capacity to manipulate
host cell membrane traffic to establish a replicative niche inside
host cells. This microenvironment is distinct from any in Salmo-
nella’s immediate evolutionary history, and therefore, consider-
able advantage was to be gained by coordinating general cellular
functions to increase bacterial numbers in the SCV. We have dem-
onstrated that these functions include resistance to ROS and

FIG 7 SsrB inhibits motility and flagella production. (A) Motility in LPM
medium. Cropped images from the same LPM motility plate incubated for 8 h
are shown, indicating a typical difference in the zone of motility. The graph
shows the arithmetic means and standard errors of the means of motility zone
diameters from six experiments, plotted against time. Means from 5 to 8 h were
significantly different according to a Wilcoxon signed rank test. (B) Flagellin
expression during infection of RAW264.7 cells. Western blots of whole-cell
lysates from infected cells made at the indicated times postinfection were
probed for FliC. A representative blot from 3 replicates is shown. To control
for bacterial numbers in the infected cells, we performed viable count assays at
the same times, and a graph plotting the arithmetic mean and standard error of
the mean is shown.
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down-regulation of flagella, which serve no known purpose in
such an environment.

MATERIALS AND METHODS
Strains and growth conditions. Salmonella strains used in this study are
all derived from SL1344 (43). To efficiently label lysine and arginine in
SILAC experiments, a lysA argH lysine arginine doubly auxotrophic strain
was used (44). The hilA and ssrB strains have been described previously
(45–47), and these kanamycin-marked mutations were moved into the
lysA argH strain by P22 transduction. Where appropriate, kanamycin was
added to all media at 50 �g ml�1. All Salmonella strains were routinely
cultured overnight at 37°C in lysogeny broth (LB) (48, 49). For the
stationary-phase LB culture analyzed by mass spectrometry, lysA argH
Salmonella from an overnight LB culture was used to inoculate 10 ml of LB
with a 1:10,000 inoculum, followed by 24-h incubation at 37°C with shak-
ing. The SPI1-inducing culture used in this study is a variation of the
logarithmic-phase LB culture that is often used for this purpose (50).
Being a complex medium, LB cannot be used to label amino acids, and we
therefore designed a simple medium, termed defined lysogeny broth
(dLB), roughly corresponding to the composition of LB. It consisted of 5
mM glucose, 0.2 M NaCl, 80 �M CaCl2, 10 �M FeCl3, 0.2 mM MgSO4,
5 mM KH2PO4, 10 mM 3-(N-morpholino)propanesulfonic acid, and
amino acids at the concentrations shown in Table S7 in the supplemental
material. The medium pH was 7.1. Using an overnight culture grown in
dLB, dLB cultures for mass spectrometry analysis were inoculated 1:33
and incubated at 37°C with shaking for 3 h. For SPI2-inducing conditions,
a variant of LPM medium (pH 5.8) (47) was used where amino acids were
added at concentrations shown in Table S7 in place of Casamino Acids,
which are typically used with this medium. Using an overnight culture
grown in LPM medium, LPM medium cultures for mass spectrometry
analysis were inoculated 1:100 and incubated at 37°C with shaking for 8 h.
2H4-lysine and 13C6-arginine were used as “medium” labels and
13C6

15N2-lysine and 13C6
15N4-arginine were used as “heavy” labels where

appropriate.
Sample preparation. Salmonellae were harvested from culture media

by centrifugation at a relative centrifugal force (RCF) of 3,000 for 10 min
at 4°C. They were then resuspended and lysed in 1 ml of 150 mM sodium
deoxycholate, 50 mM NaHCO3 at 99°C with vigorous shaking for 5 min
The lysate was cleared by centrifugation at an RCF of 500 for 2 min,
following which 0.5 mg of protein from each sample for SILAC compar-
ison was combined in a clean tube and subject to trypsin digestion, desalt-
ing, and isoelectric focusing into 20 fractions for mass spectrometry anal-
ysis as previously described (51).

Mass spectrometry. Approximately 2 �g of tryptic peptides per iso-
electric focusing fraction were analyzed on an LTQ-OrbitrapXL mass
spectrometer (Thermo, Fisher Scientific) coupled to an Agilent 1100 se-
ries high-performance liquid chromatograph with a nanospray electros-
pray ionization source (Proxeon Biosystems), as previously described
(52).

Phenotypic assays. For the assessment of the motility phenotype,
25 ml of LPM medium containing 0.35% agar was poured per 100-mm
petri dish. Inocula of wt and ssrB Salmonella were stabbed 5 cm apart in
the same LPM motility plate and incubated at 37°C. The zone of motility
was measured twice (at right angles) and averaged hourly from 3 to 8 h.
This experiment was conducted six times.

Salmonellae for superoxide resistance assays were grown in LPM me-
dium for 8 h from a 1:100-diluted overnight LB culture. These salmonellae
were then diluted 1:100 in a buffer which was identical to LPM medium
except that carbon sources were excluded and it additionally contained
0.1 U ml�1 xanthine oxidase and 250 �M hypoxanthine (27). Controls
lacking xanthine oxidase and hypoxanthine were also included. Following
incubation at 37°C for various times, salmonellae were enumerated by
plating dilutions. These experiments were performed six times.

Peroxide resistance assays were a modification from a previous proce-
dure (53). For each strain to be examined in a peroxide resistance assay,

two 3-ml cultures were each inoculated with 30 �l from an overnight LB
culture and incubated at 37°C with shaking for 5 h. At this time, H2O2 was
added to one culture to a concentration of 1 mM while the other was left
as a control, and the cultures were further incubated for 1 h before viable
counts were determined. Dilutions were plated on lysogeny agar plates
treated with 2 U of catalase to remove residual H2O2.This experiment was
conducted three times.

Data analysis and bioinformatics. Mass spectrometry data were ana-
lyzed and quantified using MaxQuant 1.3.0.5, and statistics were deter-
mined using Perseus 1.3.0.4 (19, 20, 54). To determine whether the ex-
pression of a protein was significantly affected by mutation of hilA or ssrB,
we set a threshold of a magnitude change of at least 2 and a Benjamini-
Hochberg false discovery rate (FDR) of less than 0.05 when applied to the
MaxQuant significance B score (19). Proteins were functionally anno-
tated according to GO using Blast2GO, with enrichment of terms deter-
mined using Fisher’s exact test comparing the proteins of interest with all
other proteins quantified under the respective condition (55, 56). A
Benjamini-Hochberg false discovery rate cutoff of 0.05 was used when
ratios different from the population mean were determined in Perseus,
and when enrichment of GO terms in Blast2GO was determined. Expres-
sion data were clustered according to Euclidean distance based on average
linkage using the TM4 microarray software suite (57, 58). Correlation
determination did not assume Gaussian distributions and used the
method of Spearman with a 95% confidence interval. For superoxide and
peroxide resistance assays, means were compared using a paired t test.
Means from motility assays at each time point were compared using a
Wilcoxon signed rank test. All statistical tests used a confidence interval of
95%.

The ChIP data set (22) was compared with our proteomic data set
using a visual basic script that will be provided upon request. It was run on
a spreadsheet sorted by location in the genome and sought to identify
orientation of the coding sequence for a protein in our data (or a protein
of interest) and then the first gene in an operon based on the maximum
gap between genes in an operon being 50 bp (59, 60), followed by defining
a scan range extending from 2,000 bp upstream of the first gene in the
operon up to the start of the coding sequence for the protein of interest.
The scan region was defined in this way to allow for potential SsrB inputs
within the operon but upstream of the gene encoding the protein of in-
terest. The highest ChIP score in this scan region was recorded in the
spreadsheet.

SUPPLEMENTAL MATERIAL
Supplemental material for this article may be found at http://mbio.asm.org
/lookup/suppl/doi:10.1128/mBio.01727-14/-/DCSupplemental.

Table S1, XLSX file, 0.5 MB.
Table S2, XLSX file, 0.1 MB.
Table S3, XLSX file, 0.1 MB.
Table S4, XLSX file, 0.05 MB.
Table S5, XLSX file, 0.04 MB.
Table S6, XLSX file, 0.04 MB.
Table S7, XLSX file, 0.04 MB.

ACKNOWLEDGMENTS

We thank Anders Kristensen for help with data analysis and Brett Finlay
for the auxotrophic Salmonella strain.

L.J.F. is the Canada Research Chair in Quantitative Proteomics. This
work was supported by a National Health and Medical Research Council
Project Grant (628858) to N.F.B. and Canadian Institutes of Health Re-
search Operating Grant (MOP-77688) to L.J.F. The mass spectrometry
infrastructure used here was supported in part by the Canada Foundation
for Innovation, the BC Knowledge Development Fund, and the BC Pro-
teomics Network.

REFERENCES
1. Mastroeni P, Grant AJ. 2011. Spread of Salmonella enterica in the body

during systemic infection: unravelling host and pathogen determinants.

HilA and SsrB Regulon Proteomics

September/October 2014 Volume 5 Issue 5 e01727-14 ® mbio.asm.org 9

http://mbio.asm.org/lookup/suppl/doi:10.1128/mBio.01727-14/-/DCSupplemental
http://mbio.asm.org/lookup/suppl/doi:10.1128/mBio.01727-14/-/DCSupplemental
mbio.asm.org


Expert Rev. Mol . Med. 13:e12. http: / /dx.doi .org/10.1017/
S1462399411001840.

2. Richter-Dahlfors A, Buchan AM, Finlay BB. 1997. Murine salmonellosis
studied by confocal microscopy: Salmonella typhimurium resides intracel-
lularly inside macrophages and exerts a cytotoxic effect on phagocytes in
vivo. J. Exp. Med. 186:569 –580. http://dx.doi.org/10.1084/jem.186.4.569.

3. Jones BD, Ghori N, Falkow S. 1994. Salmonella typhimurium initiates
murine infection by penetrating and destroying the specialized epithelial
M cells of the Peyer’s patches. J. Exp. Med. 180:15–23. http://dx.doi.org/
10.1084/jem.180.1.15.

4. Yoon H, McDermott JE, Porwollik S, McClelland M, Heffron F. 2009.
Coordinated regulation of virulence during systemic infection of Salmo-
nella enterica serovar Typhimurium. PLoS Pathog. 5:e1000306. http://
dx.doi.org/10.1371/journal.ppat.1000306.

5. Coombes BK, Wickham ME, Lowden MJ, Brown NF, Finlay BB. 2005.
Negative regulation of Salmonella pathogenicity island 2 is required for
contextual control of virulence during typhoid. Proc. Natl. Acad. Sci.
U. S. A. 102:17460 –17465. http://dx.doi.org/10.1073/pnas.0505401102.

6. Groisman EA, Ochman H. 1996. Pathogenicity islands: bacterial evolu-
tion in quantum leaps. Cell 87:791–794. http://dx.doi.org/10.1016/S0092-
8674(00)81985-6.

7. Galán JE, Curtiss R. 1989. Cloning and molecular characterization of
genes whose products allow Salmonella typhimurium to penetrate tissue
culture cells. Proc. Natl. Acad. Sci. U. S. A. 86:6383– 6387. http://
dx.doi.org/10.1073/pnas.86.16.6383.

8. Groisman EA, Ochman H. 1993. Cognate gene clusters govern invasion
of host epithelial cells by Salmonella typhimurium and Shigella flexneri.
EMBO J. 12:3779 –3787.

9. Ochman H, Soncini FC, Solomon F, Groisman EA. 1996. Identification
of a pathogenicity island required for Salmonella survival in host cells.
Proc. Natl. Acad. Sci. U. S. A. 93:7800 –7804. http://dx.doi.org/10.1073/
pnas.93.15.7800.

10. Shea JE, Hensel M, Gleeson C, Holden DW. 1996. Identification of a
virulence locus encoding a second type III secretion system in Salmonella
typhimurium. Proc. Natl. Acad. Sci. U. S. A. 93:2593–2597. http://
dx.doi.org/10.1073/pnas.93.6.2593.

11. Bajaj V, Hwang C, Lee CA. 1995. hilA is a novel ompR/toxR family
member that activates the expression of Salmonella typhimurium invasion
genes. Mol. Microbiol. 18:715–727. http://dx.doi.org/10.1111/j.1365-
2958.1995.mmi_18040715.x.

12. Cirillo DM, Valdivia RH, Monack DM, Falkow S. 1998. Macrophage-
dependent induction of the Salmonella pathogenicity island 2 type III se-
cretion system and its role in intracellular survival. Mol. Microbiol. 30:
175–188. http://dx.doi.org/10.1046/j.1365-2958.1998.01048.x.

13. Brown NF, Finlay BB. 2011. Potential origins and horizontal transfer of
type III secretion systems and effectors. Mob. Genet. Elements 1:118 –121.
http://dx.doi.org/10.4161/mge.1.2.16733.

14. Brown NF, Wickham ME, Coombes BK, Finlay BB. 2006. Crossing the
line: selection and evolution of virulence traits. PLoS Pathog. 2:e42. http://
dx.doi.org/10.1371/journal.ppat.0020042.

15. Wickham ME, Brown NF, Boyle EC, Coombes BK, Finlay BB. 2007.
Virulence is positively selected by transmission success between mamma-
lian hosts. Curr. Biol. 17:783–788. http://dx.doi.org/10.1016/
j.cub.2007.03.067.

16. Eriksson S, Lucchini S, Thompson A, Rhen M, Hinton JC. 2003.
Unravelling the biology of macrophage infection by gene expression pro-
filing of intracellular Salmonella enterica. Mol. Microbiol. 47:103–118.

17. Osborne SE, Walthers D, Tomljenovic AM, Mulder DT, Silphaduang
U, Duong N, Lowden MJ, Wickham ME, Waller RF, Kenney LJ,
Coombes BK. 2009. Pathogenic adaptation of intracellular bacteria by
rewiring a cis-regulatory input function. Proc. Natl. Acad. Sci. U. S. A.
106:3982–3987. http://dx.doi.org/10.1073/pnas.0811669106.

18. Ong SE, Blagoev B, Kratchmarova I, Kristensen DB, Steen H, Pandey A,
Mann M. 2002. Stable isotope labeling by amino acids in cell culture,
SILAC, as a simple and accurate approach to expression proteomics. Mol.
Cell. Proteomics 1:376 –386. http://dx.doi.org/10.1074/mcp.M200025-
MCP200.

19. Cox J, Mann M. 2008. MaxQuant enables high peptide identification
rates, individualized p.p.b.-range mass accuracies and proteome-wide
protein quantification. Nat. Biotechnol. 26:1367–1372. http://dx.doi.org/
10.1038/nbt.1511.

20. Cox J, Neuhauser N, Michalski A, Scheltema RA, Olsen JV, Mann M.
2011. Andromeda: a peptide search engine integrated into the MaxQuant

environment. J. Proteome Res. 10:1794 –1805. http://dx.doi.org/10.1021/
pr101065j.

21. Iwasaki M, Miwa S, Ikegami T, Tomita M, Tanaka N, Ishihama Y. 2010.
One-dimensional capillary liquid chromatographic separation coupled
with tandem mass spectrometry unveils the Escherichia coli proteome on a
microarray scale. Anal. Chem. 82:2616 –2620. http://dx.doi.org/10.1021/
ac100343q.

22. Tomljenovic-Berube AM, Mulder DT, Whiteside MD, Brinkman FS,
Coombes BK. 2010. Identification of the regulatory logic controlling Sal-
monella pathoadaptation by the SsrA-SsrB two-component system. PLoS
Genet. 6:e1000875. http://dx.doi.org/10.1371/journal.pgen.1000875.

23. Thijs IM, De Keersmaecker SC, Fadda A, Engelen K, Zhao H, McClel-
land M, Marchal K, Vanderleyden J. 2007. Delineation of the Salmonella
enterica serovar Typhimurium HilA regulon through genome-wide loca-
tion and transcript analysis. J. Bacteriol. 189:4587– 4596. http://
dx.doi.org/10.1128/JB.00178-07.

24. Rytkönen A, Poh J, Garmendia J, Boyle C, Thompson A, Liu M,
Freemont P, Hinton JC, Holden DW. 2007. SseL, a Salmonella deubiq-
uitinase required for macrophage killing and virulence. Proc. Natl. Acad.
Sci. U. S. A. 104:3502–3507. http://dx.doi.org/10.1073/pnas.0610095104.

25. Gerlach RG, Jäckel D, Stecher B, Wagner C, Lupas A, Hardt WD,
Hensel M. 2007. Salmonella pathogenicity island 4 encodes a giant non-
fimbrial adhesin and the cognate type 1 secretion system. Cell. Microbiol.
9:1834 –1850. http://dx.doi.org/10.1111/j.1462-5822.2007.00919.x.

26. Gerlach RG, Jäckel D, Geymeier N, Hensel M. 2007. Salmonella patho-
genicity island 4-mediated adhesion is coregulated with invasion genes in
Salmonella enterica. Infect. Immun. 75:4697– 4709. http://dx.doi.org/
10.1128/IAI.00228-07.

27. De Groote MA, Ochsner UA, Shiloh MU, Nathan C, McCord JM,
Dinauer MC, Libby SJ, Vazquez-Torres A, Xu Y, Fang FC. 1997.
Periplasmic superoxide dismutase protects Salmonella from products of
phagocyte NADPH-oxidase and nitric oxide synthase. Proc. Natl. Acad.
Sc i . U. S . A. 94:13997–14001. ht tp : / /dx .doi .org/10 .1073/
pnas.94.25.13997.

28. Imlay JA, Chin SM, Linn S. 1988. Toxic DNA damage by hydrogen
peroxide through the Fenton reaction in vivo and in vitro. Science 240:
640 – 642. http://dx.doi.org/10.1126/science.2834821.

29. Velayudhan J, Castor M, Richardson A, Main-Hester KL, Fang FC.
2007. The role of ferritins in the physiology of Salmonella enterica sv.
Typhimurium: a unique role for ferritin B in iron-sulphur cluster repair
and virulence. Mol. Microbiol. 63:1495–1507. http://dx.doi.org/10.1111/
j.1365-2958.2007.05600.x.

30. Vazquez-Torres A, Xu Y, Jones-Carson J, Holden DW, Lucia SM,
Dinauer MC, Mastroeni P, Fang FC. 2000. Salmonella pathogenicity
island 2-dependent evasion of the phagocyte NADPH oxidase. Science
287:1655–1658. http://dx.doi.org/10.1126/science.287.5458.1655.

31. Aussel L, Zhao W, Hébrard M, Guilhon AA, Viala JP, Henri S, Chasson
L, Gorvel JP, Barras F, Méresse S. 2011. Salmonella detoxifying enzymes
are sufficient to cope with the host oxidative burst. Mol. Microbiol. 80:
628 – 640. http://dx.doi.org/10.1111/j.1365-2958.2011.07611.x.

32. Gallois A, Klein JR, Allen LA, Jones BD, Nauseef WM. 2001. Salmonella
pathogenicity island 2-encoded type III secretion system mediates exclu-
sion of NADPH oxidase assembly from the phagosomal membrane. J.
Immunol . 1 6 6 :5741–5748 . ht tp : / /dx .do i .org /10 .4049/
jimmunol.166.9.5741.

33. Mastroeni P, Vazquez-Torres A, Fang FC, Xu Y, Khan S, Hormaeche
CE, Dougan G. 2000. Antimicrobial actions of the NADPH phagocyte
oxidase and inducible nitric oxide synthase in experimental salmonellosis.
II. Effects on microbial proliferation and host survival in vivo. J. Exp. Med.
192:237–248. http://dx.doi.org/10.1084/jem.192.2.237.

34. Hautefort I, Thompson A, Eriksson-Ygberg S, Parker ML, Lucchini S,
Danino V, Bongaerts RJ, Ahmad N, Rhen M, Hinton JC. 2008. During
infection of epithelial cells Salmonella enterica serovar Typhimurium un-
dergoes a time-dependent transcriptional adaptation that results in simul-
taneous expression of three type 3 secretion systems. Cell. Microbiol. 10:
958 –984. http://dx.doi.org/10.1111/j.1462-5822.2007.01099.x.

35. Beuzón CR, Salcedo SP, Holden DW. 2002. Growth and killing of a
Salmonella enterica serovar Typhimurium sifA mutant strain in the cyto-
sol of different host cell lines. Microbiology 148:2705–2715.

36. Brumell JH, Tang P, Zaharik ML, Finlay BB. 2002. Disruption of the
Salmonella-containing vacuole leads to increased replication of Salmo-
nella enterica serovar Typhimurium in the cytosol of epithelial cells. Infect.

Brown et al.

10 ® mbio.asm.org September/October 2014 Volume 5 Issue 5 e01727-14

http://dx.doi.org/10.1017/S1462399411001840
http://dx.doi.org/10.1017/S1462399411001840
http://dx.doi.org/10.1084/jem.186.4.569
http://dx.doi.org/10.1084/jem.180.1.15
http://dx.doi.org/10.1084/jem.180.1.15
http://dx.doi.org/10.1371/journal.ppat.1000306
http://dx.doi.org/10.1371/journal.ppat.1000306
http://dx.doi.org/10.1073/pnas.0505401102
http://dx.doi.org/10.1016/S0092-8674(00)81985-6
http://dx.doi.org/10.1016/S0092-8674(00)81985-6
http://dx.doi.org/10.1073/pnas.86.16.6383
http://dx.doi.org/10.1073/pnas.86.16.6383
http://dx.doi.org/10.1073/pnas.93.15.7800
http://dx.doi.org/10.1073/pnas.93.15.7800
http://dx.doi.org/10.1073/pnas.93.6.2593
http://dx.doi.org/10.1073/pnas.93.6.2593
http://dx.doi.org/10.1111/j.1365-2958.1995.mmi_18040715.x
http://dx.doi.org/10.1111/j.1365-2958.1995.mmi_18040715.x
http://dx.doi.org/10.1046/j.1365-2958.1998.01048.x
http://dx.doi.org/10.4161/mge.1.2.16733
http://dx.doi.org/10.1371/journal.ppat.0020042
http://dx.doi.org/10.1371/journal.ppat.0020042
http://dx.doi.org/10.1016/j.cub.2007.03.067
http://dx.doi.org/10.1016/j.cub.2007.03.067
http://dx.doi.org/10.1073/pnas.0811669106
http://dx.doi.org/10.1074/mcp.M200025-MCP200
http://dx.doi.org/10.1074/mcp.M200025-MCP200
http://dx.doi.org/10.1038/nbt.1511
http://dx.doi.org/10.1038/nbt.1511
http://dx.doi.org/10.1021/pr101065j
http://dx.doi.org/10.1021/pr101065j
http://dx.doi.org/10.1021/ac100343q
http://dx.doi.org/10.1021/ac100343q
http://dx.doi.org/10.1371/journal.pgen.1000875
http://dx.doi.org/10.1128/JB.00178-07
http://dx.doi.org/10.1128/JB.00178-07
http://dx.doi.org/10.1073/pnas.0610095104
http://dx.doi.org/10.1111/j.1462-5822.2007.00919.x
http://dx.doi.org/10.1128/IAI.00228-07
http://dx.doi.org/10.1128/IAI.00228-07
http://dx.doi.org/10.1073/pnas.94.25.13997
http://dx.doi.org/10.1073/pnas.94.25.13997
http://dx.doi.org/10.1126/science.2834821
http://dx.doi.org/10.1111/j.1365-2958.2007.05600.x
http://dx.doi.org/10.1111/j.1365-2958.2007.05600.x
http://dx.doi.org/10.1126/science.287.5458.1655
http://dx.doi.org/10.1111/j.1365-2958.2011.07611.x
http://dx.doi.org/10.4049/jimmunol.166.9.5741
http://dx.doi.org/10.4049/jimmunol.166.9.5741
http://dx.doi.org/10.1084/jem.192.2.237
http://dx.doi.org/10.1111/j.1462-5822.2007.01099.x
mbio.asm.org


Immun. 70:3264 –3270. http://dx.doi.org/10.1128/IAI.70.6.3264-
3270.2002.

37. Knodler LA, Vallance BA, Celli J, Winfree S, Hansen B, Montero M,
Steele-Mortimer O. 2010. Dissemination of invasive Salmonella via
bacterial-induced extrusion of mucosal epithelia. Proc. Natl. Acad. Sci.
U. S. A. 107:17733–17738. http://dx.doi.org/10.1073/pnas.1006098107.

38. Bakowski MA, Braun V, Brumell JH. 2008. Salmonella-containing
vacuoles: directing traffic and nesting to grow. Traffic 9:2022–2031. http://
dx.doi.org/10.1111/j.1600-0854.2008.00827.x.

39. Lara-Tejero M, Sutterwala FS, Ogura Y, Grant EP, Bertin J, Coyle AJ,
Flavell RA, Galán JE. 2006. Role of the caspase-1 inflammasome in Sal-
monella typhimurium pathogenesis. J. Exp. Med. 203:1407–1412. http://
dx.doi.org/10.1084/jem.20060206.

40. Miao EA, Alpuche-Aranda CM, Dors M, Clark AE, Bader MW, Miller
SI, Aderem A. 2006. Cytoplasmic flagellin activates caspase-1 and secre-
tion of interleukin 1beta via Ipaf. Nat. Immunol. 7:569 –575. http://
dx.doi.org/10.1038/ni1344.

41. Raupach B, Peuschel SK, Monack DM, Zychlinsky A. 2006. Caspase-1-
mediated activation of interleukin-1beta (IL-1beta) and IL-18 contributes
to innate immune defenses against Salmonella enterica serovar Typhimu-
rium infection. Infect. Immun. 74:4922– 4926. http://dx.doi.org/10.1128/
IAI.00417-06.

42. Franchi L, Amer A, Body-Malapel M, Kanneganti TD, Ozören N,
Jagirdar R, Inohara N, Vandenabeele P, Bertin J, Coyle A, Grant EP,
Núñez G. 2006. Cytosolic flagellin requires Ipaf for activation of caspase-1
and interleukin 1beta in salmonella-infected macrophages. Nat. Immu-
nol. 7:576 –582. http://dx.doi.org/10.1038/ni1346.

43. Wray C, Sojka WJ. 1978. Experimental Salmonella typhimurium infec-
tion in calves. Res. Vet. Sci. 25:139 –143.

44. Auweter SD, Bhavsar AP, de Hoog CL, Li Y, Chan YA, van der Heijden
J, Lowden MJ, Coombes BK, Rogers LD, Stoynov N, Foster LJ, Finlay
BB. 2011. Quantitative mass spectrometry catalogues Salmonella patho-
genicity island-2 effectors and identifies their cognate host binding part-
ners. J. Biol. Chem. 286:24023–24035. http://dx.doi.org/10.1074/
jbc.M111.224600.

45. Bajaj V, Lucas RL, Hwang C, Lee CA. 1996. Co-ordinate regulation of
Salmonella typhimurium invasion genes by environmental and regulatory
factors is mediated by control of hilA expression. Mol. Microbiol. 22:
703–714. http://dx.doi.org/10.1046/j.1365-2958.1996.d01-1718.x.

46. Worley MJ, Ching KH, Heffron F. 2000. Salmonella SsrB activates a
global regulon of horizontally acquired genes. Mol. Microbiol. 36:
749 –761.

47. Coombes BK, Brown NF, Valdez Y, Brumell JH, Finlay BB. 2004.
Expression and secretion of Salmonella pathogenicity island-2 virulence
genes in response to acidification exhibit differential requirements of a
functional type III secretion apparatus and SsaL. J. Biol. Chem. 279:
49804 – 49815. http://dx.doi.org/10.1074/jbc.M404299200.

48. Bertani G. 1951. Studies on lysogenesis. I. The mode of phage liberation
by lysogenic Escherichia coli. J. Bacteriol. 62:293–300.

49. Bertani G. 2004. Lysogeny at mid-twentieth century: P1, P2, and other
experimental systems. J. Bacteriol. 186:595– 600. http://dx.doi.org/
10.1128/JB.186.3.595-600.2004.

50. Steele-Mortimer O, Méresse S, Gorvel JP, Toh BH, Finlay BB. 1999.
Biogenesis of Salmonella typhimurium-containing vacuoles in epithelial
cells involves interactions with the early endocytic pathway. Cell. Micro-
biol. 1:33– 49. http://dx.doi.org/10.1046/j.1462-5822.1999.00003.x.

51. Rogers LD, Fang Y, Foster LJ. 2010. An integrated global strategy for cell
lysis, fractionation, enrichment and mass spectrometric analysis of phos-
phorylated peptides. Mol. Biosyst. 6:822– 829. http://dx.doi.org/10.1039/
b915986j.

52. Chan QW, Howes CG, Foster LJ. 2006. Quantitative comparison of caste
differences in honeybee hemolymph. Mol. Cell. Proteomics 5:2252–2262.
http://dx.doi.org/10.1074/mcp.M600197-MCP200.

53. Fang FC, Libby SJ, Buchmeier NA, Loewen PC, Switala J, Harwood J,
Guiney DG. 1992. The alternative sigma factor katF (rpoS) regulates
Salmonella virulence. Proc. Natl. Acad. Sci. U. S. A. 89:11978 –11982.
http://dx.doi.org/10.1073/pnas.89.24.11978.

54. Cox J, Matic I, Hilger M, Nagaraj N, Selbach M, Olsen JV, Mann M.
2009. A practical guide to the MaxQuant computational platform for
SILAC-based quantitative proteomics. Nat. Protoc. 4:698 –705. http://
dx.doi.org/10.1038/nprot.2009.36.

55. Conesa A, Götz S, García-Gómez JM, Terol J, Talón M, Robles M. 2005.
Blast2GO: a universal tool for annotation, visualization and analysis in
functional genomics research. Bioinformatics 21:3674 –3676. http://
dx.doi.org/10.1093/bioinformatics/bti610.

56. Götz S, García-Gómez JM, Terol J, Williams TD, Nagaraj SH, Nueda
MJ, Robles M, Talón M, Dopazo J, Conesa A. 2008. High-throughput
functional annotation and data mining with the Blast2GO suite. Nucleic
Acids Res. 36:3420 –3435. http://dx.doi.org/10.1093/nar/gkn176.

57. Saeed AI, Sharov V, White J, Li J, Liang W, Bhagabati N, Braisted J,
Klapa M, Currier T, Thiagarajan M, Sturn A, Snuffin M, Rezantsev A,
Popov D, Ryltsov A, Kostukovich E, Borisovsky I, Liu Z, Vinsavich A,
Trush V, Quackenbush J. 2003. TM4: a free, open-source system for
microarray data management and analysis. BioTechniques 34:374 –378.

58. Saeed AI, Bhagabati NK, Braisted JC, Liang W, Sharov V, Howe EA, Li
J, Thiagarajan M, White JA, Quackenbush J. 2006. TM4 microarray
software suite. Methods Enzymol. 411:134 –193. http://dx.doi.org/
10.1016/S0076-6879(06)11009-5.

59. Salgado H, Moreno-Hagelsieb G, Smith TF, Collado-Vides J. 2000.
Operons in Escherichia coli: genomic analyses and predictions. Proc. Natl.
Acad. Sci. U. S. A. 97:6652– 6657. http://dx.doi.org/10.1073/
pnas.110147297.

60. Chuang LY, Chang HW, Tsai JH, Yang CH. 2012. Features for compu-
tational operon prediction in prokaryotes. Brief Funct. Genomics 11:
291–299. http://dx.doi.org/10.1093/bfgp/els024.

HilA and SsrB Regulon Proteomics

September/October 2014 Volume 5 Issue 5 e01727-14 ® mbio.asm.org 11

http://dx.doi.org/10.1128/IAI.70.6.3264-3270.2002
http://dx.doi.org/10.1128/IAI.70.6.3264-3270.2002
http://dx.doi.org/10.1073/pnas.1006098107
http://dx.doi.org/10.1111/j.1600-0854.2008.00827.x
http://dx.doi.org/10.1111/j.1600-0854.2008.00827.x
http://dx.doi.org/10.1084/jem.20060206
http://dx.doi.org/10.1084/jem.20060206
http://dx.doi.org/10.1038/ni1344
http://dx.doi.org/10.1038/ni1344
http://dx.doi.org/10.1128/IAI.00417-06
http://dx.doi.org/10.1128/IAI.00417-06
http://dx.doi.org/10.1038/ni1346
http://dx.doi.org/10.1074/jbc.M111.224600
http://dx.doi.org/10.1074/jbc.M111.224600
http://dx.doi.org/10.1046/j.1365-2958.1996.d01-1718.x
http://dx.doi.org/10.1074/jbc.M404299200
http://dx.doi.org/10.1128/JB.186.3.595-600.2004
http://dx.doi.org/10.1128/JB.186.3.595-600.2004
http://dx.doi.org/10.1046/j.1462-5822.1999.00003.x
http://dx.doi.org/10.1039/b915986j
http://dx.doi.org/10.1039/b915986j
http://dx.doi.org/10.1074/mcp.M600197-MCP200
http://dx.doi.org/10.1073/pnas.89.24.11978
http://dx.doi.org/10.1038/nprot.2009.36
http://dx.doi.org/10.1038/nprot.2009.36
http://dx.doi.org/10.1093/bioinformatics/bti610
http://dx.doi.org/10.1093/bioinformatics/bti610
http://dx.doi.org/10.1093/nar/gkn176
http://dx.doi.org/10.1016/S0076-6879(06)11009-5
http://dx.doi.org/10.1016/S0076-6879(06)11009-5
http://dx.doi.org/10.1073/pnas.110147297
http://dx.doi.org/10.1073/pnas.110147297
http://dx.doi.org/10.1093/bfgp/els024
mbio.asm.org

	RESULTS
	Comparison with array studies of mRNA expression. 
	Expression clustering. 

	DISCUSSION
	MATERIALS AND METHODS
	Strains and growth conditions. 
	Sample preparation. 
	Mass spectrometry. 
	Phenotypic assays. 
	Data analysis and bioinformatics. 

	SUPPLEMENTAL MATERIAL
	ACKNOWLEDGMENTS
	REFERENCES

