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RESEARCH ARTICLE
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ABSTRACT Pseudomonas savastanoi uses a type III secretion system (T3SS) to invade host plants. Our previous studies have demonstrated that a two-component
system (TCS), RhpRS, enables P. savastanoi to coordinate the T3SS gene expression,
which depends on the phosphorylation state of RhpR under different environmental
conditions. Orthologues of RhpRS are distributed in a wide range of bacterial species, indicating a general regulatory mechanism. How RhpRS uses external signals
and the phosphorylation state to exercise its regulatory functions remains unknown.
We performed chromatin immunoprecipitation sequencing (ChIP-seq) assays to identify the speciﬁc binding sites of RhpR and RhpRD70A in either King’s B medium (KB [a
T3SS-inhibiting medium]) or minimal medium (MM [a T3SS-inducing medium]). We
identiﬁed 125 KB-dependent binding sites and 188 phosphorylation-dependent
binding sites of RhpR. In KB, RhpR directly and positively regulated cytochrome c550
production (via ccmA) and alcohol dehydrogenase activity (via adhB) but negatively
regulated anthranilate synthase activity (via trpG) and protease activity (via
hemB). In addition, phosphorylated RhpR (RhpR-P) directly and negatively regulated the T3SS (via hrpR and hopR1), swimming motility (via ﬂhA), c-di-GMP levels
(via PSPPH_2590), and bioﬁlm formation (via algD). It positively regulated twitching motility (via ﬁmA) and lipopolysaccharide production (via PSPPH_2653). Our
transcriptome sequencing (RNA-seq) analyses identiﬁed 474 and 840 new genes
that were regulated by RhpR in KB and MM, respectively. We showed nutrientrich conditions allowed RhpR to directly regulate multiple metabolic pathways of
P. savastanoi and phosphorylation enabled RhpR to speciﬁcally control virulence
and the cell envelope. The action of RhpRS switched between virulence and regulation of multiple metabolic pathways by tuning its phosphorylation and sensing environmental signals in KB, respectively.
IMPORTANCE The plant pathogen Pseudomonas savastanoi invades host plants

through a type III secretion system, which is strictly regulated by a two-component
system called RhpRS. The orthologues of RhpRS are widely distributed in the bacterial kingdom. The master regulator RhpR speciﬁcally depends on the phosphorylation state to regulate the majority of the virulence-related genes. Under nutrient-rich
conditions, it modulates many important metabolic pathways, which consist of oneﬁfth of the genome. We propose that RhpRS uses phosphorylation- and nutritiondependent mechanisms to switch between regulating virulence and metabolism,
and this functionality is widely conserved among bacterial species.
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seudomonas savastanoi pv. phaseolicola (formerly named Pseudomonas syringae pv.
phaseolicola) is a model plant-pathogenic bacterium and is widely considered the
leading plant pathogen, causing deadly diseases and huge economic losses in agriculture worldwide (1). P. syringae relies on a needle-like type III secretion system (T3SS) to
secret a group of T3SS effector proteins that facilitate infection (2). The T3SS is encoded
by a cluster of hypersensitive response and pathogenicity (hrp) genes, which are
capable of causing diseases on host plants and hypersensitivity reactions (HRs) on
non-host plants (3). The regulation of the P. syringae T3SS is coordinated by a variety
of environmental signals and host factors (4). The T3SS genes are expressed at modest
levels in a rich medium like King’s B medium (KB) but are induced rapidly in plants or
in a nutrient-depleted minimal medium (MM) (5). Several plant-speciﬁc signals such as
phenolic compounds and environmental conditions, including low temperature, low
osmolarity, and high acidity, are responsible for the induction of the T3SS (5–8).
The transcription of hrp genes is regulated by a HrpRS-HrpL pathway (9). The hrpRS
operon encodes two NtrC-family transcription factors, HrpR and HrpS, which carry an
enhancer-binding motif and form a heterodimer that binds to the hrpL promoter (9).
With the interaction of the sigma factor RpoN (54), the HrpRS heterodimer activates
the transcription of hrpL under the T3SS-inducing conditions (9, 10). HrpL negatively
regulates itself but activates various T3SS genes by speciﬁcally binding to an hrp-box
sequence in promoter regions (11–13). Our recent study has shown that HrpS alone
directly activates hrpK1, hrpA2, and hopAJ1 independent of HrpL (14). The ATPdependent protease Lon speciﬁcally recognizes and degrades HrpR but is negatively
regulated by the T3SS genes via feedback control (15, 16). HrpV directly binds and
represses the activity of HrpS to negatively regulate the T3SS, while HrpG removes HrpV
from HrpS and works as an antirepressor (17, 18). The epiphytic trait regulator AefR
positively regulates both the quorum-sensing T3SS and bacterial pathogenicity in host
plants (19, 20). The Hrp pilus structural protein HrpA controls the transcription and/or
RNA stability of hrpRS (21).
In addition, the expression of the hrpRS operon is regulated by at least two
two-component systems (TCSs): GacAS and RhpRS (22–24). The mutation of the response regulator gene gacA severely compromises the T3SS by abolishing the expression of hrpRS, rpoN, and hrpL (24), suggesting that GacAS is located upstream of the
T3SS regulatory cascade. However, the signaling and regulatory mechanisms are still
elusive. Our previous work has identiﬁed RhpRS as a new TCS controlling the P. syringae
T3SS gene expression (22). The expression of rhpR severely reduces expression of the
T3SS genes, indicating that RhpR functions as the negative regulator of the T3SS (22).
Our microarray analysis has shown that the regulons of RhpR are distinct when cultured
in either KB or MM (25). These results indicate that RhpR can alter its role to modulate
gene transcription in response to environmental changes.
We have shown that RhpS functions as an autokinase and has dual kinase/phosphatase activities on RhpR, thus acting as a switch for the T3SS (20). Phosphorylated
RhpR (RhpR-P) speciﬁcally recognizes an inverted repeat (IR) element, GTATC-N6-GA
TAC, in the promoter regions of the rhpRS operon and other genes such as PSPTO_2767
to modulate their transcription (26). RhpR-P directly suppresses the T3SS cascade genes
by repressing the promoter activity of hrpR and inducing lon (15, 16). A mutation of
Asp70 to Ala in RhpR largely compromises the T3SS-repressing activity of RhpR and its
interaction with the lon promoter (22). These results suggest that the phosphorylation
state of RhpR is essential to its DNA binding afﬁnity and the repression of the T3SS.
Although we have preliminarily characterized RhpRS, two key questions remain to
be answered. How does RhpRS sense and respond to different nutrient environments?
How does the phosphorylation state tune the functions of RhpR? Using chromatin
immunoprecipitation sequencing (ChIP-seq) and transcriptome sequencing (RNA-seq)
analyses, we identiﬁed speciﬁc RhpR binding regions that were phosphorylation or KB
dependent and improved the characterization of the RhpRS regulon. We also characterized a group of KB-dependent and phosphorylation-dependent genes with biochemical and genetic assays. Our phenotypic experiments showed that RhpR directly
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and precisely regulated virulence and metabolic pathways under different conditions.
The importance of the IR element was conﬁrmed by an electrophoretic mobility shift
assay (EMSA) in vitro and by luciferase gene (lux)-based reporter experiments in vivo.
Overall, our ﬁndings suggest RhpR is a master regulator with distinct KB-dependent and
phosphorylation-dependent mechanisms and provide new insights into the elusive
signaling pathways of the P. savastanoi T3SS. We expect molecular mechanisms similar
to those of RhpRS to be highly conserved in a wide range of bacterial species.
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RESULTS
Orthologues of RhpRS were distributed in a wide range of bacterial species.
The TCS RhpRS is a key regulator that switches the induction of the T3SS in P. syringae
(22). To explore whether RhpRS was widely distributed among bacteria, we searched for
orthologues in the National Center for Biotechnology Information (NCBI) database and
sorted the results by identity. As shown in Fig. 1A, a syntenic analysis for RhpRS
orthologues in other species revealed that the response regulators and their cognate
kinase genes were located in the same operon, which is a typical feature of a TCS. The
top 35 TCS orthologues of RhpRS were further subjected to protein sequence alignment and phylogenetic analysis. Using the Constraint-based Multiple Alignment Tool
(COBALT), a group of conserved domains were identiﬁed in the RhpRS orthologues. For
example, all 35 RhpR orthologues had a highly conserved receiver domain and DNA
binding domain, while all 35 RhpS orthologues had a conserved transmembrane
domain, phosphorylation domain, and ATP-binding domain. These results indicate a
similar pattern of stimulus-response coupling mechanisms across the RhpRS orthologues (see Fig. S1A and B in the supplemental material). The phylogenetic trees
showed that the RhpRS orthologues were widely found in alphaproteobacteria, gammaproteobacteria, betaproteobacteria, and sigmaproteobacteria (Fig. 1B). The RhpRS
orthologues were well distributed in a wide spectrum of species in the bacterial
kingdom, suggesting that the orthologues likely originated from a common descent
and have similar functions.
Phosphorylation- and KB-dependent RhpR binding regions in the P. syringae
genome. Our previous ChIP-seq and microarray analyses revealed that RhpR binds to
167 loci and regulates more than 900 genes in P. savastanoi (25). However, how RhpR
relies on external signals and phosphorylation to exercise its regulatory functions
remains elusive. To this end, we tried to identify the binding sites of RhpR and RhpRD70A
(Asp70 substituted by Ala) in KB or MM medium by ChIP-seq analysis. We performed six
sets of ChIP-seq samples: (i) RhpR in the wild-type strain in KB, (ii) RhpR in the wild-type
strain in MM, (iii) RhpR in the ΔrhpS strain in KB, (iv) RhpR in the ΔrhpS strain in MM, (v)
RhpRD70A in the ΔrhpS strain in KB, and (vi) RhpRD70A in the ΔrhpS strain in MM (see
Table S3A to F in the supplemental material). As shown in Fig. 2A, RhpR had 140 and
136 more binding loci than RhpRD70A in KB and MM, respectively. This ﬁnding demonstrates that the phosphorylation of RhpR was important to its regulatory role. In both
the wild-type and ΔrhpS strains, RhpR had 60 more binding sites when bacteria were
grown in KB than in MM, indicating that RhpR had more regulatory functions under
nutrient-rich conditions (Fig. 2A). More than 70% of the RhpR or RhpRD70A binding loci
were located upstream of or overlapping the start regions (Fig. 2B to G), indicating the
potential regulatory functions of RhpR on these genes. Our results suggest that RhpR
is a global regulator with both phosphorylation-dependent and KB-dependent functions in P. savastanoi.
To further characterize the speciﬁc phosphorylation- or KB-dependent binding sites
of RhpR, we determined and compared binding peaks between RhpR and RhpRD70A.
We identiﬁed 188 phosphorylation-dependent binding sites of RhpR (Fig. 2H and
Table S3G). Similarly, by analyzing the RhpR binding sites in KB and MM, we identiﬁed
125 KB-dependent RhpR binding sites (Fig. 2I and Table S3H). Among the
phosphorylation-dependent binding genes, 44% were associated with nucleic acid
biosynthesis and metabolism, and 9% were associated with virulence and the cell
envelope, such as algD, ﬁmA, ﬂiF, ﬂgF, ﬂhA, and ﬂiN (Fig. 2J). However, only two
mbio.asm.org 3
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KB-dependent RhpR binding regions were located on the virulence-related genes ﬂeS
and ﬂgA (Fig. 2K). These results indicate that the phosphorylation status and KB
medium were two important factors affecting the regulatory functions of RhpR.
Transcriptome analysis expanded the RhpRS regulon. Our previous microarray
analyses have explored the RhpRS regulons in both KB and MM (Fig. 3A) (25). By
comparing our previous ChIP-seq and microarray results, we found that RhpR had 54
more binding loci than its regulated genes in MM, indicating that our previous
microarray analyses did not fully uncover the RhpRS regulons. We therefore performed
RNA-seq analyses for the wild-type, ΔrhpS, and ΔrhpRS strains in KB and MM. By
comparing the gene expression proﬁles in these strains, we deﬁned the genes that
showed a ⬎2-fold difference as differentially expressed genes (DEGs). In the ΔrhpS
strain in KB, 578 genes were upregulated (see Table S4A in the supplemental material)
and 775 were downregulated (Table S4B) compared to the wild type. By mutating rhpS
March/April 2019 Volume 10 Issue 2 e02838-18
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FIG 1 Prevalence of RhpRS orthologues. Synteny analyses and phylogenetic tree for widely distributed RhpRS orthologues. (A) Genetic organization of the
RhpRS TCS in P. savastanoi 1448A and 4 human pathogens. The corresponding response regulator genes are depicted in blue, the histidine kinases are depicted
in yellow, and the direction of the arrow represents the direction of transcription. (B) Phylogenetic tree of RhpR and RhpS. Thirty-ﬁve TCSs from 21 genera were
included in the phylogenetic tree. The phylogenetic relations were inferred using the neighbor-joining method, the bootstrap values are shown next to the
branches, and evolutionary distances were computed using the Poisson correction method. Analyses were performed with MEGA7 software.
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in MM (Fig. 3B), 468 genes were upregulated (Table S4C) and 480 were downregulated
(Table S4D) compared to the wild type. In the ΔrhpRS strain, 536 genes were upregulated (Table S4E) and 524 were downregulated (Table S4F) in KB. Under the MM
condition (Fig. 3B), 700 genes were upregulated (Table S4G) and 407 were downregulated (Table S4H). In the ΔrhpS strain, 571 and 341 metabolism-related genes were
differentially expressed in KB and MM, respectively. This result indicates a more
signiﬁcant role for RhpR in the metabolic regulation in KB than MM (Fig. 3C and D).
Based on the RNA-seq results, we discovered a group of new RhpR functions that
were missing in our previous microarray assay. In KB, RhpS negatively regulated four
cytochrome biosynthesis genes (cyoD, cyoC, ccoQ, and PSPPH_0227), suggesting that
RhpS plays a role in the process of oxidative phosphorylation. RhpS also positively
regulated 80 genes encoding ABC transporters for amino acids, sugars, metal ions, and
various other metabolites, implying its role in promoting the transmembrane transport
of substances under nutrient-rich conditions. Among the genes downregulated in the
ΔrhpS strain in KB, nine encoded proteins that are associated with transporting and
sensing metal ions, including two metal-sensing histidine kinases (PSPPH_3295 and
PSPPH_4827), two nickel ABC transporters (nikB and PSPPH_2293), two siderophore
biosynthesis proteins (iucD and PSPPH_3734), one copper-translocating protein
(PSPPH_4643), one potassium transporter (TrkA), and one magnesium chelatase ATPase
(BchI). This result suggests that RhpS positively tunes membrane permeability for metal
ions when nutrients are sufﬁcient. Among the genes upregulated in the ΔrhpS strain in
March/April 2019 Volume 10 Issue 2 e02838-18
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FIG 2 Genome-wide analysis of the KB- or phosphorylation-dependent RhpR-binding regions by ChIP-seq. ChIP-seq reveals in vivo binding sites of RhpR. (A)
The numbers of RhpR or RhpRD70A binding peaks under different culture conditions are shown. The ChIP-seq analyses were repeated twice. (B to G) The
positions of the RhpR or RhpRD70A binding peaks are represented in a pie chart. (H) A Venn diagram shows the comparisons of the RhpR-binding genes in the
wild-type or ΔrhpS strain cultured in a different medium. Purple represents RhpR binding sites in the wild-type strain cultured in MM, yellow represents RhpR
binding sites in the wild-type strain cultured in KB, green represents RhpR binding sites in the ΔrhpS strain cultured in KB, and pink represents RhpR binding
sites in the ΔrhpS strain cultured in MM. (I) A Venn diagram shows the comparisons of the RhpR or RhpRD70A binding genes in the wild-type or ΔrhpS strain
cultured in different media. Purple represents RhpR binding sites in the wild-type strain cultured in MM, yellow represents RhpR binding sites in the wild-type
strain cultured in KB, green represents RhpRD70A binding sites in the ΔrhpS strain cultured in KB, and red represents RhpRD70A binding sites in the ΔrhpS strain
cultured in MM. (J and K) The pie charts display the percentage of KB- or phosphorylation-dependent RhpR targets with functional categories based on the
Pseudomonas database (http://pseudomonas.com).
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MM, seven were associated with the type II secretion pathway (T2SS) and three with the
type I secretion pathway (T1SS). Consistent with our previous ﬁndings, 48 T3SS genes
were downregulated in the ΔrhpS strain in MM (22). Two genes encoding RNA polymerase sigma factors (PSPPH_0927 and PSPPH_4765) were downregulated in the ΔrhpS
strain in MM, while three genes (PSPPH_1092, PSPPH_0345, and PSPPH_2067) were
upregulated in the ΔrhpS strain in KB, suggesting that RhpR controlled global gene
transcription by tuning these sigma factors in response to different nutrient conditions.
In the ΔrhpRS strain, 1,060 and 1,107 genes were differentially expressed in KB and
MM, respectively, compared to the wild type (Fig. 3B). We found 139 (KB) and 109 (MM)
more RhpRS-regulated genes than in our previous microarray data. The functional
classiﬁcations of the DEGs in both KB and MM, summarized in Fig. 3E and F, show new
cellular functions of the RhpRS system under different cultural conditions. Among the
March/April 2019 Volume 10 Issue 2 e02838-18
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FIG 3 Transcriptome-revealed RhpRS-regulated genes in KB and MM. Transcriptome analysis of the RhpRS regulon in both KB and MM. (A) Number of
RhpRS-regulated genes identiﬁed by our previous microarray assay. (B) Number of RhpRS-regulated genes identiﬁed by RNA-seq in this study. (C) Functional
categories of the RhpR-regulated genes in KB identiﬁed by RNA-seq. Details of the genes are listed in Table S4A and B. (D) Functional categories of the
RhpR-regulated genes in MM identiﬁed by RNA-seq. Details of the genes are listed in Table S4C and D. (E) Functional enrichment of the RhpRS-regulated genes
in KB identiﬁed by RNA-seq. Details of the genes are listed in Table S4E and F. (F) Functional enrichment of the RhpRS-regulated genes in MM identiﬁed by
RNA-seq. Details of the genes are listed in Table S4G and H.
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genes upregulated in the ΔrhpRS strain in KB, 31 were related to chemotaxis and
sensory proteins, including ﬁve major facilitator family proteins, two TonB-dependent
receptors, 11 sensory proteins, and 13 methyl-accepting chemotaxis proteins. This
result indicates the negative role of RhpRS in sensing an external stimulus under
nutrient-rich conditions. In addition, three drug resistance genes (PSPPH_3553,
PSPPH_3554, and marR) were downregulated in the ΔrhpRS strain in KB. Four genes
involved in DNA repair and recombination (baeS1, topB1, radA, and PSPPH_0753) and
four genes encoding diguanylate cyclase (synthesizing c-di-GMP) were upregulated in
ΔrhpRS in MM. Six prophage genes that encode toxins (27) and three type IV pilus
biogenesis genes (pilZ, pilO, and pilR) were downregulated by RhpRS.
Phosphorylated RhpR inhibited the T3SS by directly binding to the promoters
of hrpR and hopR1. RhpR had a phosphorylation-dependent binding peak that was
located in the 5= terminus of the hrpR promoter (Fig. 4A). To verify the interaction, we
analyzed the EMSA results and found at the same protein concentrations that RhpR and
RhpRD70E (Asp70 replaced by Glu, a constitutively active mutation) efﬁciently bound to
the hrpR promoter (1,081 bp), while the RhpRD70A did not (Fig. 4B to D). The addition
of 20 mM acetyl phosphate (AP) signiﬁcantly increased the binding afﬁnity of RhpR, but
not RhpRD70A, to the full-length hrpR promoter (Fig. 4E and F), in agreement with
previous work (25). This result indicates that the phosphorylation was important for
RhpR to bind to the hrpR promoter. Because RhpR speciﬁcally binds to promoters
carrying an inverted repeat (IR) element (26), we searched for an IR in the binding
region. As expected, an imperfect IR sequence with two mismatches (ATTTC-N6-GATAC
[mutations underlined]) was found at 958 bp upstream of the coding region of hrpR
(see Table S1 in the supplemental material). We further hypothesized that RhpR would
bind to the hrpR promoter by speciﬁcally targeting this putative IR element. We
repeated the EMSA using an hrpR-p-ΔIR probe (full-length hrpR promoter without a
16-bp putative IR element that was made by overlap PCR). The hrpR-p-ΔIR probe failed
to interact with any forms of RhpR, even in the presence of acetyl phosphate (Fig. 4G
to K).
Because RhpR is a negative regulator of the hrpR promoter (22), we hypothesized
that RhpR would repress the hrpR expression in a phosphorylation-dependent manner.
We ﬁrst overexpressed rhpR or rhpRD70E in the ΔrhpRS strain, which resulted in
signiﬁcant inhibition of hrpR in MM (Fig. 4L). However, the introduction of rhpRD70A did
not alter the mRNA levels of hrpR (Fig. 4L), which suggests that RhpR relied on
phosphorylation to inhibit the hrpR transcription. To test whether the promoter activity
of hrpR was regulated by RhpR, the full-length or IR-deleting (ΔIR) hrpR promoter was
cloned into the pMS402-lux reporter plasmids and transformed into the P. savastanoi
pv. phaseolicola 1448A wild-type strain, the ΔrhpS strain, and its complemented (ΔrhpS/
p-rhpS) strain. As shown in Fig. 4M, the activity of the hrpR-lux-carrying full-length
promoter was ⬃2-fold lower in the ΔrhpS strain than in the parental strain in MM, while
the expression of rhpS restored its activity to wild-type levels. However, the relative
activity of the hrpR-ΔIR-lux promoter without IR showed no difference in these two
strains (Fig. 4N), indicating that RhpR directly suppressed the hrpR transcription by
targeting the IR element. To determine whether the suppression of RhpR on hrpR was
phosphorylation dependent, we measured the hrpR-lux activity in the wild-type and
ΔrhpRS strains expressing rhpR, rhpRD70A, or rhpRD70E. As shown in Fig. 4O, the expression of RhpR or RhpRD70E in the ΔrhpRS strain reduced the activity of hrpR-lux by
⬃3-fold, while RhpRD70A had no effect. As expected, the introduction of p-rhpR/
rhpRD70A/rhpRD70E had no inﬂuence on the hrpR-ΔIR-lux activity in the ΔrhpS strain
(Fig. 4P). Taken together, the results from these in vivo and in vitro analyses demonstrate that the phosphorylation of RhpR promoted its binding afﬁnity to the IR element
in the hrpR promoter, thus inhibiting the transcription of hrpRS.
The T3SS effector gene hopR1 is positively regulated by HrpL (28). Our ChIP-seq
results revealed a binding peak of RhpR in the promoter region of hopR1 (Fig. 4Q),
which carries a putative IR sequence (Table S1). As shown in Fig. 4R to U, RhpRD70E had
a stronger binding activity with the hopR1 promoter than RhpRD70A. However, neither
mbio.asm.org 7
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FIG 4 RhpR binds to hrpR and hopR1 promoter regions by targeting the IR element and represses the induction of T3SS. RhpR directly
inhibits hrpR and hopR1 by targeting the IR element. (A) RhpR binds to the promoter region of hrpR. (B to F) Validation of binding of

(Continued on next page)
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RhpRD70A nor RhpRD70E bound to the hopR1-ΔIR promoter under the same concentrations, suggesting that RhpR bound to and directly regulated the hopR1 promoter by
recognizing the IR element in a phosphorylation-dependent manner. To further investigate whether RhpR directly regulated hopR1 in the absence of the hrpRS-hrpL cascade,
we subsequently performed a real-time quantitative PCR (RT-qPCR) analysis and a lux
reporter assay in the ΔhrpS strain by expressing rhpR/rhpRD70A/rhpRD70E. As shown in
Fig. 4V to X, the mRNA level of hopR1 and the activity of the hopR1 promoter were
suppressed by about 2-fold from the expression of rhpR or rhpRD70E in KB and MM. The
rhpRD70A gene had almost no effect on the mRNA level of hopR1 and the activity of the
hopR1 promoter. As shown in Fig. 4Y and Z, the expression of rhpR in the ΔhrpS strain
also failed to suppress the hopR1-ΔIR-lux activity. Taken together, these results suggest
that RhpR-P directly inhibited the expression of hopR1 independent of the hrpRS-hrpL
cascade.
RhpR-P negatively regulated the swimming motility but positively regulated
the twitching motility by binding to the promoters of ﬂhA and ﬁmA. RhpR had a
phosphorylation-dependent binding peak that was located in the ﬂhA promoter region
(Fig. 5A). The ﬂhA gene encodes a membrane component of the ﬂagellar export
apparatus (29), which is essential for swimming motility in P. syringae (30). As shown in
Fig. 5B and C, the EMSA results veriﬁed the interaction between RhpRD70E and the ﬂhA
promoter. RhpRD70A had a modest binding afﬁnity at the same protein concentrations,
indicating that the phosphorylation state was essential for RhpR to bind to the ﬂhA
promoter. As shown in Fig. 5D, RhpR failed to bind to an ﬂhA-p-ΔIR sequence, which has
a putative IR element deleted (Table S1). As shown in Fig. 5E, the transcription level of
ﬂhA in the ΔrhpS strain was ⬃3-fold lower than that in the wild-type strain and
ΔrhpS/p-rhpS complemented strain. The ﬂhA expression was repressed by ⬃2-fold by
RhpRD70E, but not RhpRD70A, in the ΔrhpRS strain (Fig. 5F). These results were conﬁrmed
by corresponding lux assays (Fig. 5G to J; see Fig. S6A and B in the supplemental
material). To determine whether RhpR directly regulated the biosynthesis of ﬂagella via
ﬂhA, a ﬂagellar stain for light microscopy was used in cells that were cultured on soft
KB plates (0.3% agar). As shown in Fig. 5K, the ΔrhpS strain produced less and shorter
ﬂagella than did the wild-type strain, while the overexpression of rhpS restored the
ﬂagellar production and morphology to the wild-type level. Overexpression of rhpR or
rhpRD70E in the ΔrhpRS strain led to lower biosynthesis of ﬂagella than rhpRD70A
(Fig. 5K). As shown in Fig. 5L and M, the ΔrhpS strain showed a reduction in swimming
that was ⬃44% less than that in the wild-type and ΔrhpS/p-rhpS complemented strains.
The expression of rhpR or rhpRD70E in the ΔrhpRS strain resulted in decreased swimming
motility, compared to the strain overexpressing RhpRD70A (Fig. 5L and M). Collectively,

FIG 4 Legend (Continued)
RhpR to hrpR promoter regions by EMSA. The full-length hrpR promoter was subjected to EMSA with RhpR, RhpR pretreated with
20 mM acetyl phosphate, RhpRD70A, RhpRD70A pretreated with 20 mM acetyl phosphate, and RhpRD70E. (G to K) Validation of the
binding site of RhpR to the hrpR promoter regions by EMSA. The IR element in the hrpR promoter was deleted by using overlap PCR,
and products were added to the EMSA reaction mixtures. (L) RT-qPCR reveals that RhpR suppresses the expression of hrpR.
pHM1-RhpR, pHM1-RhpRD70A, pHM1-RhpRD70E, or pHM1 empty vector was transformed into the P. savastanoi pv. phaseolicola 1448A
ΔrhpRS strain. RT-qPCR was performed to measure the transcription level of hrpR in all strains. (M and N) Regulation of hrpR and
hrpR-ΔIR promoters by RhpR in vivo. Activities of hrpR-lux or hrpR-ΔIR-lux were introduced into the wild-type 1448A strain, ΔrhpS strain,
and ΔrhpS strain carrying the pHM1-rhpS plasmid. The bacteria were grown in KB and induced in MM before measurement of
luciferase (lux) activities. (O and P) Regulation of hrpR and hrpR-ΔIR promoters by RhpR in the ΔrhpRS strain. Activities of hrpR-lux or
hrpR-ΔIR-lux were introduced into the ΔrhpRS strain, ΔrhpRS strain carrying the pHM1-rhpR plasmid, ΔrhpRS strain carrying the
pHM1-rhpRD70A plasmid, and ΔrhpRS strain carrying the pHM1-rhpRD70E plasmid. (Q) Original sequence peaks show the RhpR binding
regions in the hopR1 promoter. The binding peaks diminished in RhpRD70A background strains. (R and S) EMSA shows that RhpR
directly binds to the hopR1 promoter region. The full-length hopR1 promoter was subjected to EMSA with RhpR or RhpRD70E. (T and
U) The hrpR promoter lacking the IR element was used in the EMSA reaction. The hopR1-ΔIR promoter was subjected to EMSA with
RhpR or RhpRD70E. (V) RT-qPCR shows that RhpR independently suppresses the expression of hopR1. pHM1-RhpR, pHM1-RhpRD70A,
pHM1-RhpRD70E, or pHM1 empty vector was transformed into the ΔhrpS strain. RT-qPCR was performed to measure the transcription
level of hopR1 in both strains. (W to Z) Regulation of hopR1 promoters and hopR1-ΔIR promoters by RhpR in the ΔhrpS strain. Activities
of hopR1-lux and hopR1-ΔIR-lux were introduced into the ΔhrpS strain, ΔhrpS strain carrying the pHM1-rhpR plasmid, ΔhrpS strain
carrying the pHM1-rhpRD70A plasmid, and ΔhrpS strain carrying the pHM1-rhpRD70E plasmid. *, P ⬍ 0.05, **, P ⬍ 0.01, and ***, P ⬍ 0.001,
compared to the ΔrhpS, ΔrhpRS/p-rhpRD70A, or ΔhrpS strain by Student’s t test. Each experiment was performed three times. Error bars
represent standard error.
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FIG 5 RhpR negatively regulates swimming and positively regulates twitching motility. RhpR directly regulates swimming
and twitching motility. (A) RhpR binds to the promoter region of ﬂhA. (B and C) The phosphorylation of RhpR enhances the

(Continued on next page)
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both the in vivo and in vitro results demonstrate that RhpR-P negatively regulated the
ﬂhA expression by targeting the IR element, thus suppressing the biosynthesis of
ﬂagella and swimming motility.
Another motility-related gene bound by RhpR-P is ﬁmA (Fig. 5N), which encodes the
type 1 ﬁmbrial subunit and regulates twitching motility to partially restrict cell movement (31–33). As shown in Fig. 5O and P, RhpRD70E had a higher binding afﬁnity to the
ﬁmA promoter than RhpRD70A. As expected, RhpRD70E did not bind to the ﬁmA
promoter when the putative IR sequence was deleted (Fig. 5Q and Table S1). The
RT-qPCR assay and corresponding lux-based reporter assays veriﬁed that the transcription level of ﬁmA was repressed ⬃2-fold by either RhpR or RhpRD70E (Fig. 5R to W and
Fig. S6C and D). To further verify whether RhpR-P directly regulated twitching motility,
we tested the twitching phenotype for these three strains. As shown in Fig. 5X and Y,
the size of the twitching zone of the ΔrhpS strain was ⬃2-fold larger than those in the
other two strains. In the ΔrhpRS strain, the twitching motility was induced by ⬃2-fold
from the expression of RhpR and RhpRD70E compared to RhpRD70A. Collectively, our
results show that RhpR-P positively regulated the twitching motility by directly suppressing ﬁmA.
RhpR-P negatively regulated the production of exopolysaccharides and bioﬁlm
by directly binding to the promoter of algD. As shown in Fig. S2A in the supplemental material, a phosphorylation-dependent binding peak was found in the algD
promoter region. The algD gene encodes a GDP-mannose dehydrogenase that contributes to the formation of bioﬁlm and extracellular polysaccharide (EPS) (34–36). The
EMSA results showed that RhpR had a higher binding afﬁnity to the algD promoter
probe than RhpRD70A (Fig. S2B and S2C), but the deletion in the IR sequence reduced
the interaction between algD-p-ΔIR and RhpR (Fig. S2D and Table S1). As shown in
Fig. S2E and S2F, the transcription level of algD in the ΔrhpS strain was ⬃2.5-fold lower
than that in the wild-type and ΔrhpS/p-rhpS complemented strain, and the RhpRmediated regulation of algD was dependent on D70. The subsequent algD-lux assay
demonstrated that RhpR directly regulated algD binding to the IR element (Fig. S2G to

FIG 5 Legend (Continued)
binding activity with promoter regions of ﬂhA. PCR products containing the ﬂhA promoter sequence were added to the
EMSA reaction mixtures. (D) Validation of binding of RhpR to ﬂhA-ΔIR promoter regions by EMSA. The ﬂhA promoter without
the putative IR element was subjected to EMSA with RhpRD70E. (E) RT-qPCR reveals that RhpR suppresses the mRNA level
of ﬂhA. The wild-type strain, ΔrhpS strain, and ΔrhpS strain carrying the pHM1-rhpS plasmid were grown in KB and induced
in MM for 6 h. RT-qPCR was performed to measure the transcription level of ﬂhA. (F) RT-qPCR shows that RhpR suppresses
the expression of ﬂhA. pHM1-RhpR, pHM1-RhpRD70A, pHM1-RhpRD70E, or pHM1 empty vector was transformed into the
ΔrhpRS strain. RT-qPCR was performed to measure the transcription level of ﬂhA. (G and H) RhpR directly suppresses the
expression of ﬂhA in vivo. The ﬂhA-lux reporter was transformed into the wild-type strain, ΔrhpS strain, and complemented
strain. A single colony was cultured in KB until it reached an OD600 of 0.6 and then transferred into MM. (I and J) Regulation
of ﬂhA promoters by RhpR in the ΔrhpRS strain. Activities of ﬂhA-lux were introduced into the ΔrhpRS strain, ΔrhpRS strain
carrying the pHM1-rhpR plasmid, ΔrhpRS strain carrying the pHM1-rhpRD70A plasmid, and ΔrhpRS strain carrying the
pHM1-rhpRD70E plasmid. (K) Visualization of ﬂagellar abundance in P. savastanoi pv. phaseolicola 1448A strains taken from
KB motility plates. Shown are light microphotographs of cells from KB motility plates stained by the Leifson method. The
scale bar represents 5 m. (L and M) Effect of RhpR overexpression on swimming motility. Overnight cultures were spotted
onto swimming plates (2-l aliquots), and the plates were incubated at 28°C. The images were captured after 36 h of growth.
(N) RhpR binds to the promoter region of ﬁmA. (O and P) The phosphorylated RhpR has higher binding activity with the ﬁmA
promoter. The ﬁmA promoter fragments were added to the EMSA reaction mixtures. RhpRD70A and RhpRD70E proteins were
added to reaction buffer in lanes. (Q) Validation of binding of RhpR to ﬁmA-ΔIR promoter regions by EMSA. The ﬁmA
promoter without the putative IR element was subjected to EMSA with RhpRD70E. (R) RT-qPCR reveals that RhpR suppresses
the mRNA level of ﬁmA. The wild-type strain, ΔrhpS strain, and ΔrhpS strain carrying the pHM1-rhpS plasmid were grown
in KB and induced in MM for 6 h. RT-qPCR was performed to measure the transcription level of ﬁmA. (S) RT-qPCR shows that
RhpR suppresses the expression of ﬁmA. pHM1-RhpR, pHM1-RhpRD70A, pHM1-RhpRD70E, or the pHM1 empty vector was
transformed into the ΔrhpRS strain. RT-qPCR was performed to measure the transcription level of ﬁmA. (T and U) RhpR
directly suppresses the expression of ﬁmA in vivo. The ﬁmA-lux reporter was transformed into the wild-type, ΔrhpS, and
complemented strains. A single colony was cultured in KB until it reached an OD600 of 0.6 and then transferred into MM.
(V and W) Regulation of ﬁmA promoters by RhpR in the ΔrhpRS strain. Activities of ﬁmA-lux were introduced into the ΔrhpRS
strain, ΔrhpRS strain carrying the pHM1-rhpR plasmid, ΔrhpRS strain carrying the pHM1-rhpRD70A plasmid, and ΔrhpRS strain
carrying the pHM1-rhpRD70E plasmid. (X and Y) Effect of RhpR overexpression on swimming motility. Overnight cultures were
inoculated into twitching plates (3-l aliquots), and the plates were incubated at 28°C. The images were captured after 36 h
of growth. The experiments were repeated at least three times, and similar results were observed. *, P ⬍ 0.05, **, P ⬍ 0.01,
and ***, P ⬍ 0.001, compared to the ΔrhpS or ΔrhpRS/p-rhpRD70A strain by Student’s t test. Data are representative of three
independent experiments.
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J and Fig. S6E and F). We also measured the EPS and bioﬁlm production of these strains.
As shown in Fig. S2K and L, the ΔrhpS strain had more smooth colonies, indicating less
EPS production, and 2.5-fold less bioﬁlm production than the other two strains. As
expected, the introduction of p-rhpR or p-rhpRD70E into the ΔrhpRS strain led to lower
EPS and bioﬁlm production than p-rhpRD70A (Fig. S2K and L). Taken together, these
results show that RhpR-P negatively regulated algD, which leads to the production of
EPS and bioﬁlm.
RhpR-P negatively regulated the c-di-GMP level in vivo and positively regulated the production of lipopolysaccharides by binding to the PSPPH_2590 and
PSPPH_2653 promoter regions, respectively. RhpR-P had a speciﬁc binding peak in
the promoter region of PSPPH_2590 (see Fig. S3A in the supplemental material), whose
product is predicted to carry a GGDEF domain (characteristic of a diguanylate cyclase)
domain and an EAL domain (characteristic of a phosphodiesterase), which are responsible for the synthesis and degradation of c-di-GMP (37–39). The EMSA results showed
that RhpRD70E had stronger binding activity with the PSPPH_2590 promoter than
RhpRD70A (Fig. S3B and C). As shown in Fig. S3D and Table S1, the PSPPH_2590-p-ΔIR
sequence was not bound by RhpR. The expression of PSPPH_2590 was repressed 3-fold
by RhpRD70E, but not RhpRD70A (Fig. S3E and Fig. S3F). These results were conﬁrmed by
the subsequent PSPPH_2590-lux assays (Fig. S3G to J and Fig. S6G and H). To verify
whether RhpR regulated the intracellular level of c-di-GMP, the level of c-di-GMP was
measured in the ΔrhpS strain using a PSPTO_5471 promoter-lux reporter, which was
induced by increasing the intracellular levels of c-di-GMP in P. syringae (unpublished
observations). As shown in Fig. S3K and L, the level of c-di-GMP in the ΔrhpS strain was
reduced by ⬃1.5-fold compared to the other two strains. In the ΔrhpRS strains, the
c-di-GMP level was reduced by ⬃2-fold from the expression of RhpR and RhpRD70E
compared to RhpRD70A. Taken together, the results of these analyses suggest that
RhpR-P directly suppressed the expression of PSPPH_2590, thus inhibiting the production of c-di-GMP in vivo.
Our previous results revealed that RhpR positively regulated PSPTO_2767 by recognizing a putative IR element with one mismatch (underlined in GTATC-N6-GGTAC) in
the promoter region (26). In this study, we further detected and veriﬁed the interaction
between the PSPPH_2653 (orthologue of PSPTO_2767 in the P. savastanoi pv. phaseolicola 1448A strain) promoter and RhpR-P using ChIP-seq and an EMSA (Fig. S3M to O).
PSPTO_2767 and PSPPH_2653 encode a putative lipopolysaccharide (LPS) core biosynthesis domain protein (40). RT-qPCR and the corresponding lux-based reporter assays
in the ΔrhpRS strain showed that D70 was essential to the RhpR-mediated regulation of
PSPPH_2653 (Fig. S3P to R). We also measured the production of LPS in these strains by
using silver staining and an anthrone-sulfuric acid colorimetric method. As shown in
Fig. S3S and T, the ΔrhpS strain synthesized ⬃1.5-fold more LPS than the other two
strains. The expression of either RhpR or RhpRD70E enhanced the LPS production by
⬃1.8-fold compared to RhpRD70A in the ΔrhpRS strains. Altogether, our results indicate
that RhpR depended on phosphorylation to promote the production of LPS by directly
inducing the transcription of PSPPH_2653.
RhpR positively modulated the accumulation of c-type cytochrome and alcohol
dehydrogenase activity via ccmA and adhB, respectively, in a KB-dependent
manner. Although our previous study indicates that RhpR alters its role to modulate
protein synthesis in response to nutrient conditions and regulates more genes in KB
than in MM (25), the underlying regulatory mechanisms in different media are largely
unknown. We therefore identiﬁed 125 KB-dependent RhpR binding sites by comparing
the ChIP-seq results of RhpR between KB and MM. As shown in Fig. 6A and B, the EMSA
veriﬁed that RhpR bound to the promoter region of ccmA. The product of ccmA is part
of the ABC transporter complex that is involved in the biogenesis of c-type cytochromes, thus leading to the accumulation of apocytochrome c550 (41, 42). The deletion
of a putative IR region (Table S1) abolished the interaction between the ccmA promoter
and RhpR (Fig. 6C). Because RhpR binds to the ccmA promoter only in KB, we therefore
investigated whether RhpR modulated the transcription level of ccmA in a KBmbio.asm.org 12
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dependent manner. An RT-qPCR assay showed that the ccmA transcript levels were
⬃4-fold higher in the ΔrhpS strain than in the wild-type and ΔrhpS/p-rhpS complemented strains in KB (Fig. 6D). As expected, these three strains had almost the same
ccmA expression level when grown in MM (Fig. 6D). RT-qPCR in the ΔrhpRS strain
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FIG 6 RhpR positively regulates the expression of c-type cytochrome in KB medium. RhpR positively regulates the expression of c-type cytochrome. (A) RhpR binds
to the promoter regions of ccmA in KB but not in MM according to the ChIP-seq results. (B) RhpR binds with promoter regions of ccmA. PCR products containing
the ccmA promoter sequence were added to the EMSA reaction mixtures at 50 nM each. (C) Validation of binding of RhpR to ccmA-ΔIR promoter regions by EMSA.
The ccmA promoter without the putative IR element was subjected to EMSA with RhpR. (D) RT-qPCR reveals that RhpR suppresses ccmA. The wild-type strain, ΔrhpS
strain, and ΔrhpS strain carrying the pHM1-rhpS plasmid were grown in KB and induced in MM for 6 h. RT-qPCR was performed to measure the transcription level
of ccmA in all three strains. (E) RT-qPCR shows that RhpR suppresses the expression of ccmA. pHM1-RhpR or pHM1 empty vector was transformed into the ΔrhpRS
strain. RT-qPCR was performed to measure the transcription level of ccmA. (F and G) RhpR directly suppresses the expression of ccmA in KB. The ccmA-lux reporter
plasmid was transformed into the wild-type, ΔrhpS, and complemented strains. A single colony was cultured in KB until it reached an OD600 of 0.6 and then was
transferred into MM, and luciferase gene (lux) activities were measured separately. (H and I) Regulation of ccmA promoters by RhpR in the ΔrhpRS strain. Activities
of ccmA-lux were introduced into the ΔrhpRS strain and ΔrhpRS strain carrying the pHM1-rhpR plasmid. (J and K) Visible absorption in total soluble extracts from
P. savastanoi pv. phaseolicola 1448A strains in KB or MM. The wild-type strain, ΔrhpS strain, complemented strain, ΔrhpRS strain, and ΔrhpRS strain carrying the
pHM1-rhpR plasmid were grown with choline as the carbon source to maximize expression of polypeptides for c-type cytochromes. Total soluble extracts were
adjusted to 15 mg protein per ml. All samples were reduced with sodium dithionite, and the OD550 was measured. *, P ⬍ 0.05, **, P ⬍ 0.01, and ***, P ⬍ 0.001,
compared to the ΔrhpS or ΔrhpRS/p-rhpRD70A strain by Student’s t test. Each experiment was performed three times.
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showed that the RhpR-mediated regulation of ccmA was KB dependent (Fig. 6E). The
subsequent ccmA-lux assay further demonstrated the direct regulation of ccmA by RhpR
via binding to the IR element in KB, but this result was not found in MM (Fig. 6F to I and
Fig. S6I and J). To determine whether RhpR controlled the production of apocytochrome c550, we performed a spectroscopic analysis of bacterial total soluble fractions
prepared from these strains, with the absorption of cell lysate at 550 nm indicating the
accumulation of cytochrome c550 (43). As shown in Fig. 6J, the ΔrhpS strain accumulated ⬃1.5-fold more c-type cytochromes than the other two strains in KB. As expected,
expression of RhpR enhanced the production of c-type cytochromes by ⬃1.5-fold in the
ΔrhpRS strain in KB but not in MM (Fig. 6K). Collectively, our results show that RhpR
positively modulated the c-type cytochrome level via directly regulating ccmA when
the strain was grown in KB.
RhpR bound to the promoter region of adhB, which was conﬁrmed in vitro by EMSA
(Fig. 7A and B). The product of adhB belongs to the alcohol dehydrogenase (ADH)
family. ADH catalyzes the reversible reaction between ethanol and acetaldehyde (44).
RhpR did not bind to the adhB promoter when the IR sequence was deleted (Fig. 7C
and Table S1). In KB, using RT-qPCR and the corresponding lux assays, the transcription
of adhB was activated ⬃2-fold by RhpR (Fig. 7D to I and Fig. S6K and L). This result was
not found in MM. To determine whether RhpR controlled the activity of alcohol
dehydrogenase via adhB, we tested the enzymatic activity of the total soluble fractions
prepared from these three strains. As shown in Fig. 7J and K, the ΔrhpS strain had a
higher ADH activity (⬃1.7-fold) than the other two strains in KB but not in MM. In the
ΔrhpRS strain, the expression of RhpR enhanced the induction of ADH activity by
⬃2-fold in KB but had no effect when the strains were transferred to MM. Our results
show that RhpR directly activated the expression of adhB and positively regulated ADH
activity in a KB-dependent manner.
Anthranilate synthase activity and protease production were negatively regulated by RhpR via suppressing trpG and inducing hemB, respectively, in KB. RhpR
bound to the promoter region of trpG in KB (see Fig. S4A in the supplemental material),
which was conﬁrmed by an EMSA in vitro (Fig. S4B). The product of trpG is part of a
heterotetrameric complex that catalyzes the two-step biosynthesis of anthranilate from
chorismate (45). As shown in Fig. S4C to H, the mRNA level of trpG was repressed by
RhpR in KB, but not in MM. We then measured the anthranilate synthase activity of
these strains grown in KB and MM. As shown in Fig. S4I, the ΔrhpS strain had lower
anthranilate synthase activity by ⬃2.5-fold than the wild type in KB. The expression of
RhpR in the ΔrhpRS strain also suppressed the anthranilate synthase activity by ⬃1.5fold in a KB-dependent manner, which was abolished when the bacteria were cultured
in MM (Fig. S4J). Taken together, these results demonstrate that RhpR negatively
modulated anthranilate synthase activity by suppressing trpG in KB.
As shown in Fig. S4K and L, RhpR also bound to the promoter region of hemB, which
encodes a ␦-aminolevulinic acid dehydratase in the biosynthesis of tetrapyrroles (46).
The transcript level of hemB was induced ⬃3-fold by RhpR in KB medium (Fig. S4M to
R). Because the deletion of hemB leads to higher protease production in vitro than in
the parental strain (47), we measured the protease activity of the wild-type and deletion
strains. As shown in Fig. S4S, the ΔrhpS strain had ⬃1.7-fold-lower in vitro protease
activity than the parental strain when grown in KB. The expression of RhpR suppressed
the protease activity by ⬃2-fold in the ΔrhpRS background. In contrast, RhpR had no
effect on the protease production once the bacteria were cultured in MM (Fig. S4T).
Collectively, our results show that RhpR suppressed the protease activity via inducing
hemB in a KB-dependent manner.
RhpR positively regulated the expression of rpoD in KB but had no effect on
thermotolerance. RhpR bound to the promoter region of rpoD in KB (see Fig. S5A in
the supplemental material), which was conﬁrmed by an EMSA in vitro (Fig. S5B). The
RpoD protein is the primary sigma factor during exponential growth and preferentially
transcribes genes associated with fast growth (48). Inactivation of rpoD affects the heat
shock response of bacteria (49). As shown in Fig. S5C and D, the transcription level of
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FIG 7 RhpR directly positively regulates alcohol dehydrogenase activity in KB. RhpR binds and positively regulates adhB. (A) RhpR binds to the promoter regions
of adhB in KB but not in MM according to the ChIP-seq results. (B) RhpR binds with promoter regions of adhB. PCR products containing the adhB promoter
sequence were added to the EMSA reaction mixtures at 50 nM each. RhpR protein was added to reaction buffer in lanes. (C) Validation of binding of RhpR to
adhB-ΔIR promoter regions by EMSA. The adhB promoter without the putative IR element was subjected to EMSA with RhpR. (D) RT-qPCR reveals that RhpR
suppresses adhB. The wild-type strain, ΔrhpS strain, and ΔrhpS strain carrying the pHM1-rhpS plasmid were grown in KB and induced in MM for 6 h. RT-qPCR
was performed to measure the transcription level of adhB in all three strains. (E) RT-qPCR shows that RhpR suppresses the expression of adhB. pHM1-RhpR or
pHM1 empty vector was transformed into the ΔrhpRS strain. RT-qPCR was performed to measure the transcription level of adhB. (F and G) RhpR directly
suppresses the expression of adhB in KB. The adhB-lux reporter plasmid was transformed into the wild-type strain, ΔrhpS strain, and complemented strain. A
single colony was cultured in KB until it reached an OD600 of 0.6 and then transferred into MM, and luciferase gene (lux) activities were measured separately.
(H and I) Regulation of adhB promoters by RhpR in the ΔrhpRS strain. Activities of adhB-lux were introduced into the ΔrhpRS strain and ΔrhpRS strain carrying
the pHM1-rhpR plasmid. (J and K) The activity of alcohol dehydrogenase was enhanced in the ΔrhpS strain in KB. The wild-type strain, ΔrhpS strain,
complemented strain, ΔrhpRS strain, and ΔrhpRS strain carrying the pHM1-rhpR plasmid were grown in KB and then transferred to MM. The activity of alcohol
dehydrogenase was determined. *, P ⬍ 0.05, **, P ⬍ 0.01, and ***, P ⬍ 0.001, compared to the ΔrhpS or ΔrhpRS/p-rhpRD70A strain by Student’s t test. Each
experiment was performed three times.
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rpoD was induced by ⬃3-fold from the expression of RhpR when cultured in KB but not
in MM. These results were conﬁrmed by corresponding lux-reporter assays (Fig. S5E to
H). We then tested the thermotolerance in these strains and found no signiﬁcant
difference (data not shown). In sum, these results suggest that RhpR positively regulated the expression of rpoD in a KB-dependent manner but had no effect on thermotolerance.
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DISCUSSION
Two-component systems sense signals and rely on the phosphorylation of response
regulators to regulate downstream gene expression. Our previous studies have shown
that RhpRS is a switch in regulating the T3SS in P. syringae (22, 26). RhpS senses
unknown external signal(s) and phosphorylates RhpR, thus activating its own expression and inhibiting hrpR expression by binding to the IR element (25, 26). Compared to
MM, RhpR regulates 825 more genes in KB, indicating a more important role of RhpR
in KB (25). However, the speciﬁc effects of environmental conditions and phosphorylation on function of RhpR remain elusive.
Environmental signals are very important for bacteria to survive in changing environments. In the absence of RhpS, we found that the expressions of ccmA, adhB, hemB,
rpoD, and trpG were regulated by RhpR in KB but not in MM, indicating that the
functions of RhpR were regulated by the external environment independent of RhpS.
This result suggested that RhpR can be phosphorylated by another noncognate sensor
kinase in KB when rhpS is deleted. Alternatively, unphosphorylated RhpR may bind to
the promoter regions of these genes. A well-studied example of robust cross talk
between noncognate partners is the cross talk between QseBC and PmrAB in Escherichia coli. Similar to RhpRS, the sensor protein QseC is bifunctional, catalyzing both the
phosphorylation and dephosphorylation of QseB (50). In the wild-type strain, QseC
dephosphorylates QseB, while the addition of ferric iron in the medium leads to the
phosphorylation of QseB by phosphorylated PmrB (51). In the absence of QseC, PmrB
cannot dephosphorylate QseB, leading to increased levels of active QseB and compromised virulence (51). However, the presence of other noncognate kinases that phosphorylate RhpR needs to be explored.
The link between metabolism and virulence has been reported in a group of
bacteria. In Vibrio cholerae, the NADH:ubiquinone oxidoreductase complex affects the
expression of the virulence regulatory protein ToxT via respiration activity (52). A study
on Yersinia pseudotuberculosis has shown that deletion of the pyruvate kinase gene
(pykF) signiﬁcantly reduces the bacterial virulence in an oral mouse infection model
(53). We found that some KB-dependent RhpR-regulated genes not only were involved
in metabolic pathways but also had certain effects on virulence. In Xanthomonas
campestris, the c-type cytochromes contribute to the EPS production and extracellular
enzyme activities to enhance virulence (54). In Staphylococcus aureus, HemB leads to
the production of ␣-hemolysin, protein A, and thermonuclease to maintain virulence
(55, 56). Therefore, RhpR might indirectly regulate bacterial virulence via tuning hemB
and ccmA.
RhpR-P efﬁciently bound to the promoter regions of hrpR, hopR1, algD, ﬂhA, ﬁmA,
PSPPH_2590, and PSPPH_2653. It also directly controlled a series of pathogenic phenotypes, including the T3SS, swimming mobility, and EPS and bioﬁlm production. At
the same time, RhpR-P contributed to virulence by enhancing twitching, repressing the
c-di-GMP concentration, and promoting LPS production (31, 57, 58). The crystal structure of the unphosphorylated response regulator StyR in Pseudomonas ﬂuorescens
indicates that phosphorylation acts as an allosteric switch, shifting a preexisting StyR
equilibrium toward the active, dimeric, DNA binding form (59). RhpR might therefore
enhance its binding afﬁnity with IR elements by using a similar allosteric switch, thus
regulating downstream genes.
The RNA-seq analysis identiﬁed 474 and 840 new genes regulated by RhpS in KB and
MM, respectively. These newly identiﬁed genes are known to be involved in transmembrane transportation, oxidative phosphorylation, sensing metal ions, general secretion
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pathways, and gene transcription, indicating that RhpR has a wider range of functions
than have been previously discovered. A number of genes involved in the cell envelope
and virulence were also identiﬁed in the RhpR regulon, such as for ﬂagellar biosynthesis
(ﬂiO, ﬂiL, ﬂiE, ﬂiS, and ﬂiG), alginate biosynthesis (algA, algF, algC, algK, and algD), and
type IV pilus biogenesis (pilF, pilG, and pilH). These identiﬁed genes emphasize the
direct link between RhpR and pathogenicity. Meanwhile, 287 and 109 differentially
expressed genes were identiﬁed as part of the RhpRS regulon in KB and MM, respectively, and included genes involved in chemotaxis (cheR, cheW, cheZ, and cheA), drug
resistance (PSPPH_2378, PSPPH_3554, and PSPPH_3553), DNA stability (baeS1, topB1,
and radA), and c-di-GMP production (PSPPH_0499). In sum, our RNA-seq results indicate
that RhpR is central to the signaling network of P. savastanoi.
Taken together, our results suggest a model for KB-dependent or phosphorylationdependent regulation of RhpR (Fig. 8). The function of RhpR was regulated by external
signals and phosphorylation state, which enabled switching of the regulatory
functions of RhpR. Under nutrient-rich conditions, RhpR directly regulated multiple
metabolic pathways, including cytochrome c550, alcohol dehydrogenase, anthranilate synthase, and protease. Meanwhile, the phosphorylation of RhpR determined
its ability to bind to IR motifs and then exert its regulatory effects. RhpR depended
on the phosphorylation of Asp70 to bind to the promoter regions of hrpR, hopR1,
ﬂhA, ﬁmA, and algD, and thus it directly regulated the virulence-related phenotype
associated with the cell envelope, such as the T3SS, swimming, twitching, bioﬁlm,
and EPS and LPS production. The RhpRS orthologues were widely present in various
bacterial species, suggesting that the molecular regulatory mechanisms are conserved in the bacterial kingdom.
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FIG 8 Schematic model of KB and phosphorylation-dependent RhpR regulation. Shown is a schematic diagram of RhpR involved in virulence factor and
metabolism regulation of P. savastanoi. As a key TCS for regulating T3SS, histidine kinase RhpS phosphorylates RhpR by receiving an unknown signal. The
transcription of the rhpRS operon is activated by phosphorylated RhpR. RhpR-P directly suppresses the hrpRS-hrpL-T3SS cascade, effector gene hopR1,
swimming, and bioﬁlm, EPS, and c-di-GMP production, but improves twitching motility and LPS production, thus regulating the pathogenicity of P. savastanoi.
When cultured in KB, RhpR enhances the production of cytochrome c550 and alcohol dehydrogenase activity, while it negatively regulates protease activity and
anthranilate synthase activity. Strikingly, the regulatory functions of RhpR found in KB are all signiﬁcantly reduced or even disappear in MM, indicating the
presence of other kinase(s) or regulator(s) that regulate RhpR under the KB condition.
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Bacterial strains, plasmids, primers, and growth conditions. The bacterial strains, primers, and
plasmids used in this study are listed in Table S2 in the supplemental material. The P. savastanoi pv.
phaseolicola 1448A strains used in this study were the wild type and the ΔrhpS, ΔhrpS, and ΔrhpRS strains.
The P. savastanoi pv. phaseolicola 1448A strain was grown in KB medium (60) at 28°C until it reached an
optical density at 600 nm (OD600) of 2.0 to 2.5. Then the bacteria were centrifuged and washed twice with
MM [50 mM KH2PO4, 7.6 mM (NH4)2SO4, 1.7 mM MgCl2, 1.7 mM NaCl, and 10 mM fructose, pH 6.0] (5, 61)
and cultured at OD600 of 0.2 in MM for 6 h before measurement of lux activity or extraction of RNA. The
following antibiotic concentrations were used: rifampin, 25 g/ml; kanamycin, 100 g/ml; and spectinomycin, 100 g/ml. The E. coli BL21(DE3) strain was grown in LB medium at 37°C. The antibiotic
kanamycin was used at a concentration of 50 g/ml.
Construction of the ⌬rhpS and ⌬rhpRS deletion mutants in P. savastanoi pv. phaseolicola
1448A. rhpS-Up-F/R and rhpRS-Up-F/R were used to amplify 1-kb fragments upstream of rhpS and the
rhpRS operon, while rhpS-Down-F/R and rhpRS-Down-F/R (Table S2) were used to amplify 1.4-kb
fragments downstream of rhpS and rhpRS, respectively. The PCR products were puriﬁed and digested
with BamHI and then linked by T4 ligase. The linked fragments were cloned into a pK18 suicide plasmid
to construct the ΔrhpS and ΔrhpRS strains (62). Next, the constructed vectors were transformed into the
P. savastanoi pv. phaseolicola 1448A wild-type strain in the KB plate with 25 g/ml rifampin and
100 g/ml kanamycin. The single colonies were picked to a sucrose plate and then cultured in both KB
with kanamycin and rifampin and KB with rifampin alone. Loss of kanamycin resistance indicated a
double crossover. Finally, the ΔrhpS and ΔrhpRS mutants were veriﬁed by PCR using primers rhpS-ORFF/R and rhpRS-ORF-F/R (Table S2).
ChIP-seq. The ChIP assay was performed as previously described (63). An empty pHM2, pHM2rhpRpsph-HA, or pHM2-rhpRpsph(D70A)-HA plasmid was transformed into the wild-type or ΔrhpS strain and
then cultured in KB medium until it reached an OD600 of 0.6 before transfer to MM liquid medium for 6
h. The strains were treated with 1% formaldehyde for 10 min at 37°C. Cross-linking was stopped by the
addition of 125 mM glycine. The bacteria were centrifuged, and the pellets were washed twice with
Tris-buffer (20 mM Tris-HCl [pH 7.5], 150 mM NaCl) and then resuspended in 500 l immunoprecipitation
(IP) buffer (50 mM HEPES-KOH [pH 7.5], 1 mM EDTA, 150 mM NaCl, 1% Triton X-100, 0.1% sodium
deoxycholate, 0.1% SDS, mini-protease inhibitor cocktail). Next, the DNA was subjected to sonication to
produce 100- to 300-bp DNA fragments. The insoluble cellular debris was removed by centrifugation at
4°C, and the supernatant was saved as the input sample in the IP experiments. Both the control and IP
samples were washed with protein A beads (General Electric) and mixed with 50 l agarose-conjugated
anti-hemagglutinin (anti-HA) antibodies (Sigma) in IP buffer. The following washing, cross-link reversal,
and puriﬁcation of ChIP-DNA steps were conducted as previously described (63). DNA fragments (150 to
250 bp) were selected for library construction, and libraries were constructed by using the NEXTﬂex
ChIP-seq kit (Bioo Scientiﬁc). The libraries were sequenced using the HiSeq 2000 system (Illumina).
ChIP-seq results were mapped to the Pseudomonas savastanoi pv. phaseolicola 1448A genome
(NC_005773.3) by using Bowtie (version 1.2.1.1). Only the uniquely mapped reads were kept for the
subsequent analyses. Binding peaks (P ⬍ 1e⫺5) were identiﬁed using MACS software (version 2.1.0). All
experiments had two repeats, and the reported peaks were found in both experiments.
RNA-seq analysis. The wild-type, ΔrhpS, and ΔrhpRS strains were cultured in KB medium until they
reached an OD600 of 0.6 before being transferred to liquid MM for 6 h. Then, 2 ml of bacterial cultures
was collected by centrifugation (12,000 rpm at 4°C). RNA puriﬁcation was conducted with an RNeasy
minikit (Qiagen). After removal of rRNA by using the MICROBExpress kit (Ambion), mRNA was used to
generate the cDNA library according to the NEBNext UltraTM II RNA Library Prep kit protocol (NEB), which
was then sequenced using the HiSeq 2000 system (Illumina). Bacterial RNA-seq reads were mapped to
the Pseudomonas savastanoi pv. phaseolicola 1448A genome (NC_005773.3) by using STAR. Only the
uniquely mapped reads were kept for the subsequent analyses. The gene differential expression analysis
was performed using Cuffdiff software (version 2.0.0) (64). GO enrichment analyses were conducted on
all differentially transcribed genes using DAVID (65). Each sample analysis was repeated twice.
Protein expression and puriﬁcation. The open reading frame (ORF) that encodes RhpR protein was
ampliﬁed by PCR from Pseudomonas savastanoi pv. phaseolicola 1448A genomic DNA. The RhpRD70A and
RhpRD70E protein ORFs were generated by overlap PCR. The PCR products were digested and ligated to
pET28a (BamHI/XhoI), which has a His6 tag at its N terminus. pET28a-rhpR, pET28a-rhpRD70A, and
pET28a-rhpRD70E were then transformed into the E. coli strain BL21 Star(DE3). Brieﬂy, a selected single
colony was cultured in LB medium overnight, the culture was transferred into 1 liter LB medium, and the
cells were grown at 37°C at 220 rpm to an OD600 of 0.6. Then 0.5 mM IPTG (isopropyl ␤-D-1thiogalactopyranoside) was added to the culture to induce protein expression at 16°C for 16 h. The
culture was centrifuged at 4°C at 5,000 rpm for 5 min to harvest the bacteria. The pellet was suspended
in 20 ml buffer A (500 mM NaCl, 25 mM Tris-HCl [pH 7.4], 5% glycerol, 1 mM dithiothreitol, 1 mM
phenylmethylsulfonyl ﬂuoride [PMSF]). The cells were lysed with sonication and centrifuged at 4°C
(12,000 rpm for 30 min). The supernatant was ﬁltered with a 0.45-m-pore ﬁlter, and the ﬁltrate was
added into a Ni-nitrilotriacetic acid (NTA) column (Bio-Rad) that had been equilibrated with buffer A
before use. After the Ni-NTA column was washed ﬁve times with buffer A, the column was eluted with
a 30-ml gradient of 100 to 500 mM imidazole prepared in buffer A, respectively. Fractions were collected,
and sodium dodecyl sulfate-polyacrylamide gel electrophoresis (SDS-PAGE) was used to verify the
molecular weight of target protein. Proteins were concentrated by centrifugation (Millipore) at 4°C and
then supplemented with 20% glycerol and stored at ⫺80°C.
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EMSAs. DNA probes were PCR ampliﬁed using primers listed in Table S2. The IR deletion probes
were prepared by using overlap PCR. The probe (40 ng) was mixed with various amounts of proteins
in 20 l of gel shift buffer (10 mM Tris-HCl [pH 7.4], 50 mM KCl, 5 mM MgCl2, 10% glycerol). After
incubation at room temperature for 20 min, the samples were analyzed by 6% polyacrylamide gel
electrophoresis (90 V for 45 min for sample separation). The gels were subjected to DNA dye for
5 min and photographed by using a gel imaging system (Bio-Rad). The assay was repeated at least
three times with similar results.
RT-qPCR. For real-time quantitative PCR (RT-qPCR) analysis, all P. savastanoi strains were grown at
28°C with shaking at 220 rpm until they reached an OD600 of 0.6. To harvest the bacteria, the cultures
were centrifuged as pellets at 8,000 rpm for 1 min. RNA puriﬁcation was performed by using the RNeasy
minikit (Qiagen). RNA concentration was measured by Nanodrop 2000 spectrophotometer (Thermo
Fisher). The cDNA synthesis was performed by using a FastKing RT kit (Tiangen Biotech). RT-qPCR was
performed by SuperReal Premix Plus (SYBR green) kit (Tiangen Biotech) and prepared according to the
instructions of the manufacturer. Each reaction was performed in triplicate in 25-l reaction volumes
with 800 ng cDNA and 16S rRNA as the internal control. For each reaction, 200 nM concentrations of
primers (Table S2) were used for RT-qPCR. The reactions were run at 42°C for 15 min and 95°C for 3 min
and then kept at 4°C until used. The fold change represents the relative expression level of mRNA, which
can be estimated by the threshold cycle (CT) values of 2⫺ΔΔCT. All reactions were conducted with three
repeats.
Luminescence screening assays. Expression of lux-based reporters from bacteria grown in liquid
culture was measured as counts per second (cps) of light production. The lux reporters were transformed
into Pseudomonas savastanoi pv. phaseolicola strains. The resulting strains were cultured to an OD600 of
0.6 in KB at ﬁrst. Then the cultures were washed twice with MM and incubated in MM with shaking for
measurement of Lux activities. Promoter activities were measured every 2 h for 12 h. Bacterial growth
was monitored at the same time by measuring the OD600 in a Synergy 2 plate reader (BioTek).
Motility assays. Motilities were assayed using various media (66, 67). For swimming motility, a single
colony was grown in KB liquid overnight, transferred at 1:100 to 2 ml fresh KB medium, and then grown
at 28°C until it reached an OD600 of 0.6. Two microliters of the cultures was spotted onto soft KB plates
(0.3% agar). The plates were incubated at 28°C for 48 h. For twitching ability, the 2-l aliquots were
inoculated in the center of KB plates (1% agar) and incubated at 25°C. The surface motility was observed
after 48 h.
Congo red assay and bioﬁlm formation assay. The Congo red assay was performed as previously
described (68), with minor modiﬁcations to measure the production of exopolysaccharide. The overnight
culture was diluted to an OD600 of 0.001 in KB, and 2 l of the diluted culture was spotted onto the
surface of the Congo red plates and grown at 28°C. The colony morphology and staining were recorded
after 3 days.
Bioﬁlm formation was detected in a modiﬁed static system as previously described (69). Visualization
of bioﬁlm formation was performed in 15-ml borosilicate tubes. Brieﬂy, bacteria from overnight cultures
were inoculated at 1:100 dilutions into KB medium supplemented with corresponding antibiotics and
grown at 30°C for 96 h. Crystal violet (CV [0.1%]) was used to stain bioﬁlm adhered to the tubes, and
unbound dye was washed with distilled water. Quantiﬁcation of bioﬁlm formation was carried out in
transparent 24-well polystyrene plates. Medium and corresponding antibiotics were inoculated to a ﬁnal
OD600 of 0.01. The plates were incubated for 16 h at 30°C, and the OD600 was measured. CV was added
to each well, and cells were stained for 15 min. Wells were rinsed three times in distilled water, and the
remaining CV was dissolved in 1 ml of 95% ethanol with shaking. A 100-l concentration of this solution
was transferred to a new transparent polystyrene 96-well plate, and the absorbance was detected at
590 nm. OD590/OD600 was used to represent the ﬁnal bioﬁlm production.
Lipopolysaccharide extraction and quantiﬁcation. The bacteria were grown overnight in KB at
28°C, and a 5-ml aliquot of a suspension of bacteria was used to isolate LPS according to the instructions
of the the manufacturer of the LPS extraction kit (iNtRON Biotechnology). For quantitative analysis of
extracted LPS, 2 g of anthrone was freshly dissolved in 1 liter of 80% sulfuric acid. The extracted LPS was
added to the anthrone-sulfuric acid solution and then boiled for 15 min and cooled in ice water. The
absorbance of the mixture was measured at 620 nm with 10 mM Tris-HCl as a blank control. The fructose
solution served as a positive control.
Assay of cytochrome c550 concentrations. Cytochrome c550 production was determined as previously described (41) with minor modiﬁcations. P. savastanoi pv. phaseolicola 1448A strains were cultured
overnight to an OD of 0.6 on medium with choline (a gratuitous inducer of c-type cytochromes
associated with methylotrophic growth) as a carbon source to maximize the expression of c-type
cytochrome proteins and then transferred to MM for 6 h. Cells were collected by centrifugation
(5,000 rpm for 5 min at 4°C) and washed twice with phosphate-buffered saline (PBS). Next, the cells were
resuspended in PBS and sonicated, and the total soluble extracts were adjusted to 15 mg protein per ml.
All samples were reduced with sodium dithionite, and the OD550 was measured.
Assay of alcohol dehydrogenase activity. P. savastanoi pv. phaseolicola 1448A strains were grown
in KB overnight, adjusted to an OD of 0.6 with KB, and then transferred to MM for 6 h. Then the bacteria
were collected by centrifugation. The alcohol dehydrogenase activity was measured according to the
instructions of the manufacturer of the Micro alcohol dehydrogenase assay kit (Solarbio).
Assay for protease activity in P. savastanoi pv. phaseolicola 1448A supernatant. Proteolytic
activities were determined using the insoluble proteolytic substrate Azocoll (Calbiochem) as previously
described (70, 71) with minor modiﬁcations. P. savastanoi pv. phaseolicola 1448A strains were grown in
KB overnight, adjusted to an OD of 1.0 with KB, and then transferred to MM for 6 h, and then the bacteria
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were removed by centrifugation (5,000 rpm for 5 min at 4°C). Azocoll (4 mg/ml) was suspended in
100 mM phosphate buffer (pH 7.0) and added in an equal volume to culture supernatant. The mixture
was incubated for 2 h at 37°C, and the reaction was stopped by removing the substrate by centrifugation
(5,000 rpm for 5 min at 4°C). The absorbance of reaction mixtures was measured at 520 nm. One unit of
protease activity was deﬁned as an increase in optical density of 0.001.
Assay of anthranilate synthase activity. Anthranilate synthase activity was determined as previously described (72) with minor modiﬁcations. P. savastanoi pv. phaseolicola 1448A strains were grown
in KB overnight until they reached an OD600 of 0.6 before being transferred to liquid MM for 6 h. The
bacteria were removed by centrifugation (5,000 rpm for 5 min at 4°C) and sonicated to obtain soluble cell
lysate. The reaction mixture (total volume of 0.5 ml) contained 0.1 M Tris-HCl (pH 7.5), 1 mM barium
chorismate, 20 mM L-glutamine, 10 mM MgCl2, and 250 1 of desalted supernatant of soluble cell lysate.
The incubation was started by addition of chorismate. After incubation for 1 h at 30°C, the reaction was
stopped by the addition of 125 1 of 1 M phosphoric acid. After centrifugation, the samples were
analyzed by ﬂuorospectrophotometer. The excitation wavelength of the product is 340 nm, and the
emission wavelength is 400 nm.
Statistical analysis. Two-tailed Student’s t tests were performed using Microsoft Ofﬁce Excel 2016.
Asterisks indicate P values (*, P ⬍ 0.5; **, P ⬍ 0.01; and ***, P ⬍ 0.001), and results represent means ⫾
standard deviation (SD). All experiments were repeated at least three times.
Data availability. The ChIP-seq data ﬁles have been submitted to Gene Expression Omnibus (GEO)
and can be accessed through GEO Series accession no. GSE122629. The RNA-seq data sets have been
submitted to National Center for Biotechnology Information (NCBI) under accession no. GSE122629.

SUPPLEMENTAL MATERIAL
Supplemental material for this article may be found at https://doi.org/10.1128/mBio
.02838-18.
FIG S1, TIF ﬁle, 2.1 MB.
FIG S2, TIF ﬁle, 2.4 MB.
FIG S3, TIF ﬁle, 2.3 MB.
FIG S4, TIF ﬁle, 2.2 MB.
FIG S5, TIF ﬁle, 0.8 MB.
FIG S6, TIF ﬁle, 1.7 MB.
TABLE S1, DOCX ﬁle, 0.1 MB.
TABLE S2, DOCX ﬁle, 0.1 MB.
TABLE S3, DOCX ﬁle, 0.3 MB.
TABLE S4, DOCX ﬁle, 1.1 MB.
ACKNOWLEDGMENTS
This work was partly supported by General Research Fund of Hong Kong
(21103018), National Natural Science Foundation of China (31670127 and
31870116), and the Shenzhen Science and Technology Innovation Commission
Grant (JCYJ201708118103038049).
The authors declare that no competing interests exist.
X.D. and Y.X. designed the study and wrote the paper. Y.X. performed experiments,
analyzed data, and generated ﬁgures. X.S. and J.L. constructed the ΔrhpS and ΔrhpRS
strains and complemented vector. W.Z. performed bioinformatics analysis on ChIP-seq
and RNA-seq. X.S., T.W., Y.Z., and C.H. helped to edit the paper and provided input into
the experiments. All authors reviewed the results and approved the ﬁnal version of the
manuscript.

REFERENCES
1. Hirano SS, Upper CD. 2000. Bacteria in the leaf ecosystem with emphasis
on Pseudomonas syringae—a pathogen, Ice nucleus, and epiphyte. Microbiol Mol Biol Rev 64:624 – 653. https://doi.org/10.1128/MMBR.64.3
.624-653.2000.
2. Jin Q, Thilmony R, Zwiesler-Vollick J, He SY. 2003. Type III protein
secretion in Pseudomonas syringae. Microbes Infect 5:301–310. https://
doi.org/10.1016/S1286-4579(03)00032-7.
3. Collmer A, Badel JL, Charkowski AO, Deng WL, Fouts DE, Ramos AR,
Rehm AH, Anderson DM, Schneewind O, van Dijk K, Alfano JR. 2000.
Pseudomonas syringae Hrp type III secretion system and effector proteins. Proc Natl Acad Sci U S A 97:8770 – 8777. https://doi.org/10.1073/
pnas.97.16.8770.
March/April 2019 Volume 10 Issue 2 e02838-18

4. Tang X, Xiao Y, Zhou JM. 2006. Regulation of the type III secretion system
in phytopathogenic bacteria. Mol Plant Microbe Interact 19:1159 –1166.
https://doi.org/10.1094/MPMI-19-1159.
5. Huynh TV, Dahlbeck D, Staskawicz BJ. 1989. Bacterial blight of soybean:
regulation of a pathogen gene determining host cultivar speciﬁcity.
Science 245:1374 –1377. https://doi.org/10.1126/science.2781284.
6. Haapalainen M, van Gestel K, Pirhonen M, Taira S. 2009. Soluble plant cell
signals induce the expression of the type III secretion system of Pseudomonas syringae and upregulate the production of pilus protein HrpA.
Mol Plant Microbe Interact 22:282–290. https://doi.org/10.1094/MPMI-22
-3-0282.
7. Rahme LG, Mindrinos MN, Panopoulos NJ. 1992. Plant and environmenmbio.asm.org 20

®

TCS Switches between Virulence and Metabolism

8.

9.

10.

11.

13.

14.

15.

16.

17.

18.
19.

20.

21.

22.

23.

24.

March/April 2019 Volume 10 Issue 2 e02838-18

25. Deng X, Liang H, Chen K, He C, Lan L, Tang X. 2014. Molecular mechanisms of two-component system RhpRS regulating type III secretion
system in Pseudomonas syringae. Nucleic Acids Res 42:11472–11486.
https://doi.org/10.1093/nar/gku865.
26. Deng X, Lan L, Xiao Y, Kennelly M, Zhou JM, Tang X. 2010. Pseudomonas
syringae two-component response regulator RhpR regulates promoters
carrying an inverted repeat element. Mol Plant Microbe Interact 23:
927–939. https://doi.org/10.1094/MPMI-23-7-0927.
27. Fortier LC, Sekulovic O. 2013. Importance of prophages to evolution and
virulence of bacterial pathogens. Virulence 4:354 –365. https://doi.org/
10.4161/viru.24498.
28. Ferreira AO, Myers CR, Gordon JS, Martin GB, Vencato M, Collmer A,
Wehling MD, Alfano JR, Moreno-Hagelsieb G, Lamboy WF, DeClerck G,
Schneider DJ, Cartinhour SW. 2006. Whole-genome expression proﬁling
deﬁnes the HrpL regulon of Pseudomonas syringae pv. tomato DC3000,
allows de novo reconstruction of the Hrp cis clement, and identiﬁes
novel coregulated genes. Mol Plant Microbe Interact 19:1167–1179.
https://doi.org/10.1094/MPMI-19-1167.
29. Anderson JK, Smith TG, Hoover TR. 2010. Sense and sensibility:
ﬂagellum-mediated gene regulation. Trends Microbiol 18:30 –37. https://
doi.org/10.1016/j.tim.2009.11.001.
30. Nogales J, Vargas P, Farias GA, Olmedilla A, Sanjuan J, Gallegos MT. 2015.
FleQ coordinates ﬂagellum-dependent and -independent motilities in
Pseudomonas syringae pv. tomato DC3000. Appl Environ Microbiol 81:
7533–7545. https://doi.org/10.1128/AEM.01798-15.
31. Han X, Kennan RM, Davies JK, Reddacliff LA, Dhungyel OP, Whittington
RJ, Turnbull L, Whitchurch CB, Rood JI. 2008. Twitching motility is
essential for virulence in Dichelobacter nodosus. J Bacteriol 190:
3323–3335. https://doi.org/10.1128/JB.01807-07.
32. Li Y, Hao G, Galvani CD, Meng Y, De La Fuente L, Hoch HC, Burr TJ. 2007.
Type I and type IV pili of Xylella fastidiosa affect twitching motility,
bioﬁlm formation and cell-cell aggregation. Microbiology 153:719 –726.
https://doi.org/10.1099/mic.0.2006/002311-0.
33. Klemm P. 1984. The ﬁmA gene encoding the type-1 ﬁmbrial subunit of
Escherichia coli. Nucleotide sequence and primary structure of the protein. Eur J Biochem 143:395–399. https://doi.org/10.1111/j.1432-1033
.1984.tb08386.x.
34. Deretic V, Gill JF, Chakrabarty AM. 1987. Gene algD coding for GDP
mannose dehydrogenase is transcriptionally activated in mucoid Pseudomonas aeruginosa. J Bacteriol 169:351–358. https://doi.org/10.1128/jb
.169.1.351-358.1987.
35. Muhammadi, Ahmed N. 2007. Genetics of bacterial alginate: alginate
genes distribution, organization and biosynthesis in bacteria. Curr
Genomics 8:191–202. https://doi.org/10.2174/138920207780833810.
36. Govan JR, Deretic V. 1996. Microbial pathogenesis in cystic ﬁbrosis:
mucoid Pseudomonas aeruginosa and Burkholderia cepacia. Microbiol
Rev 60:539 –574.
37. Jenal U, Malone J. 2006. Mechanisms of cyclic-di-GMP signaling in
bacteria. Annu Rev Genet 40:385– 407. https://doi.org/10.1146/annurev
.genet.40.110405.090423.
38. Hengge R. 2009. Principles of c-di-GMP signalling in bacteria. Nat Rev
Microbiol 7:263–273. https://doi.org/10.1038/nrmicro2109.
39. Povolotsky TL, Hengge R. 2012. ’Life-style’ control networks in Escherichia coli: signaling by the second messenger c-di-GMP. J Biotechnol
160:10 –16. https://doi.org/10.1016/j.jbiotec.2011.12.024.
40. Buell CR, Joardar V, Lindeberg M, Selengut J, Paulsen IT, Gwinn ML,
Dodson RJ, Deboy RT, Durkin AS, Kolonay JF, Madupu R, Daugherty S,
Brinkac L, Beanan MJ, Haft DH, Nelson WC, Davidsen T, Zafar N, Zhou L,
Liu J, Yuan Q, Khouri H, Fedorova N, Tran B, Russell D, Berry K, Utterback
T, Van Aken SE, Feldblyum TV, D’Ascenzo M, Deng WL, Ramos AR, Alfano
JR, Cartinhour S, Chatterjee AK, Delaney TP, Lazarowitz SG, Martin GB,
Schneider DJ, Tang X, Bender CL, White O, Fraser CM, Collmer A. 2003.
The complete genome sequence of the Arabidopsis and tomato pathogen Pseudomonas syringae pv. tomato DC3000. Proc Natl Acad Sci U S A
100:10181–10186. https://doi.org/10.1073/pnas.1731982100.
41. Page MD, Pearce DA, Norris HA, Ferguson SJ. 1997. The Paracoccus
denitriﬁcans ccmA, B and C genes: cloning and sequencing, and analysis
of the potential of their products to form a haem or apo- c-type
cytochrome transporter. Microbiology 143:563–576. https://doi.org/10
.1099/00221287-143-2-563.
42. Goldman BS, Kranz RG. 2001. ABC transporters associated with cytochrome c biogenesis. Res Microbiol 152:323–329. https://doi.org/10
.1016/S0923-2508(01)01203-7.
43. Harms N, van Spanning RJ. 1991. C1 metabolism in Paracoccus
mbio.asm.org 21

Downloaded from http://mbio.asm.org/ on May 30, 2019 by guest

12.

tal sensory signals control the expression of hrp genes in Pseudomonas
syringae pv. phaseolicola. J Bacteriol 174:3499 –3507. https://doi.org/10
.1128/jb.174.11.3499-3507.1992.
Xiao Y, Lu Y, Heu S, Hutcheson SW. 1992. Organization and environmental regulation of the Pseudomonas syringae pv. syringae 61 hrp
cluster. J Bacteriol 174:1734 –1741. https://doi.org/10.1128/jb.174.6
.1734-1741.1992.
Hutcheson SW, Bretz J, Sussan T, Jin S, Pak K. 2001. Enhancer-binding
proteins HrpR and HrpS interact to regulate hrp-encoded type III protein
secretion in Pseudomonas syringae strains. J Bacteriol 183:5589 –5598.
https://doi.org/10.1128/JB.183.19.5589-5598.2001.
Francis MS, Wolf-Watz H, Forsberg A. 2002. Regulation of type III secretion systems. Curr Opin Microbiol 5:166 –172. https://doi.org/10.1016/
S1369-5274(02)00301-6.
Xiao Y, Hutcheson SW. 1994. A single promoter sequence recognized by
a newly identiﬁed alternate sigma factor directs expression of pathogenicity and host range determinants in Pseudomonas syringae. J Bacteriol
176:3089 –3091. https://doi.org/10.1128/jb.176.10.3089-3091.1994.
Lobel L, Herskovits AA. 2016. Systems level analyses reveal multiple
regulatory activities of CodY controlling metabolism, motility and virulence in Listeria monocytogenes. PLoS Genet 12:e1005870. https://doi
.org/10.1371/journal.pgen.1005870.
Waite C, Schumacher J, Jovanovic M, Bennett M, Buck M. 2017. Negative
autogenous control of the master type III secretion system regulator
HrpL in Pseudomonas syringae. mBio 8:e02273-16. https://doi.org/10
.1128/mBio.02273-16.
Wang J, Shao X, Zhang Y, Zhu Y, Yang P, Yuan J, Wang T, Yin C, Wang
W, Chen S, Liang H, Deng X. 2018. HrpS is a global regulator on type III
secretion system (T3SS) and non-T3SS genes in Pseudomonas savastanoi
pv. phaseolicola. Mol Plant Microbe Interact 31:1232–1243. https://doi
.org/10.1094/MPMI-02-18-0035-R.
Zhou T, Yin C, Zhang Y, Shi H, Wang J, Sun L, Shao X, Gao R, Wang W,
Deng X. 2016. Lon protease is involved in RhpRS-mediated regulation of
type III secretion in Pseudomonas syringae. Mol Plant Microbe Interact
29:807– 814. https://doi.org/10.1094/MPMI-06-16-0114-R.
Bretz J, Losada L, Lisboa K, Hutcheson SW. 2002. Lon protease functions
as a negative regulator of type III protein secretion in Pseudomonas
syringae. Mol Microbiol 45:397– 409. https://doi.org/10.1046/j.1365-2958
.2002.03008.x.
Wei CF, Deng WL, Huang HC. 2005. A chaperone-like HrpG protein acts
as a suppressor of HrpV in regulation of the Pseudomonas syringae pv.
syringae type III secretion system. Mol Microbiol 57:520 –536. https://doi
.org/10.1111/j.1365-2958.2005.04704.x.
Preston G, Deng WL, Huang HC, Collmer A. 1998. Negative regulation of
hrp genes in Pseudomonas syringae by HrpV. J Bacteriol 180:4532– 4537.
Deng X, Xiao Y, Lan L, Zhou JM, Tang X. 2009. Pseudomonas syringae pv.
phaseolicola mutants compromised for type III secretion system gene
induction. Mol Plant Microbe Interact 22:964 –976. https://doi.org/10
.1094/MPMI-22-8-0964.
Quinones B, Pujol CJ, Lindow SE. 2004. Regulation of AHL production
and its contribution to epiphytic ﬁtness in Pseudomonas syringae. Mol
Plant Microbe Interact 17:521–531. https://doi.org/10.1094/MPMI.2004
.17.5.521.
Wei W, Plovanich-Jones A, Deng WL, Jin QL, Collmer A, Huang HC, He SY.
2000. The gene coding for the Hrp pilus structural protein is required for
type III secretion of Hrp and Avr proteins in Pseudomonas syringae pv.
tomato. Proc Natl Acad Sci U S A 97:2247–2252. https://doi.org/10.1073/
pnas.040570097.
Xiao Y, Lan L, Yin C, Deng X, Baker D, Zhou JM, Tang X. 2007. Twocomponent sensor RhpS promotes induction of Pseudomonas syringae
type III secretion system by repressing negative regulator RhpR. Mol
Plant Microbe Interact 20:223–234. https://doi.org/10.1094/MPMI-20-3
-0223.
Lebeau A, Reverchon S, Gaubert S, Kraepiel Y, Simond-Cote E, Nasser W,
Van Gijsegem F. 2008. The GacA global regulator is required for the
appropriate expression of Erwinia chrysanthemi 3937 pathogenicity
genes during plant infection. Environ Microbiol 10:545–559. https://doi
.org/10.1111/j.1462-2920.2007.01473.x.
Chatterjee A, Cui Y, Yang H, Collmer A, Alfano JR, Chatterjee AK. 2003.
GacA, the response regulator of a two-component system, acts as a
master regulator in Pseudomonas syringae pv. tomato DC3000 by controlling regulatory RNA, transcriptional activators, and alternate sigma
factors. Mol Plant Microbe Interact 16:1106 –1117. https://doi.org/10
.1094/MPMI.2003.16.12.1106.

®

Xie et al.

44.

45.

46.

47.

49.

50.

51.

52.

53.

54.

55.

56.

57.

March/April 2019 Volume 10 Issue 2 e02838-18

58. Pfeilmeier S, Saur IM, Rathjen JP, Zipfel C, Malone JG. 2016. High levels
of cyclic-di-GMP in plant-associated Pseudomonas correlate with evasion
of plant immunity. Mol Plant Pathol 17:521–531. https://doi.org/10.1111/
mpp.12297.
59. Milani M, Leoni L, Rampioni G, Zennaro E, Ascenzi P, Bolognesi M. 2005.
An active-like structure in the unphosphorylated StyR response regulator suggests a phosphorylation-dependent allosteric activation mechanism. Structure 13:1289 –1297. https://doi.org/10.1016/j.str.2005.05.014.
60. King EO, Ward MK, Raney DE. 1954. Two simple media for the demonstration of pyocyanin and ﬂuorescin. J Lab Clin Med 44:301–307.
61. Schumacher J, Waite CJ, Bennett MH, Perez MF, Shethi K, Buck M. 2014.
Differential secretome analysis of Pseudomonas syringae pv tomato using gel-free MS proteomics. Front Plant Sci 5:242. https://doi.org/10
.3389/fpls.2014.00242.
62. Kvitko BH, Collmer A. 2011. Construction of Pseudomonas syringae pv.
tomato DC3000 mutant and polymutant strains. Methods Mol Biol 712:
109 –128. https://doi.org/10.1007/978-1-61737-998-7_10.
63. Blasco B, Chen JM, Hartkoorn R, Sala C, Uplekar S, Rougemont J, Pojer F,
Cole ST. 2012. Virulence regulator EspR of Mycobacterium tuberculosis is
a nucleoid-associated protein. PLoS Pathog 8:e1002621. https://doi.org/
10.1371/journal.ppat.1002621.
64. Trapnell C, Williams BA, Pertea G, Mortazavi A, Kwan G, van Baren MJ,
Salzberg SL, Wold BJ, Pachter L. 2010. Transcript assembly and quantiﬁcation by RNA-Seq reveals unannotated transcripts and isoform switching during cell differentiation. Nat Biotechnol 28:511–515. https://doi
.org/10.1038/nbt.1621.
65. Huang Da W, Sherman BT, Lempicki RA. 2009. Systematic and integrative
analysis of large gene lists using DAVID bioinformatics resources. Nat
Protoc 4:44 –57. https://doi.org/10.1038/nprot.2008.211.
66. O’May C, Tufenkji N. 2011. The swarming motility of Pseudomonas
aeruginosa is blocked by cranberry proanthocyanidins and other tannincontaining materials. Appl Environ Microbiol 77:3061–3067. https://doi
.org/10.1128/AEM.02677-10.
67. Rashid MH, Kornberg A. 2000. Inorganic polyphosphate is needed for
swimming, swarming, and twitching motilities of Pseudomonas aeruginosa. Proc Natl Acad Sci U S A 97:4885– 4890. https://doi.org/10.1073/
pnas.060030097.
68. Bordi C, Lamy MC, Ventre I, Termine E, Hachani A, Fillet S, Roche B, Bleves
S, Mejean V, Lazdunski A, Filloux A. 2010. Regulatory RNAs and the
HptB/RetS signalling pathways ﬁne-tune Pseudomonas aeruginosa
pathogenesis. Mol Microbiol 76:1427–1443. https://doi.org/10.1111/j
.1365-2958.2010.07146.x.
69. O’Toole G, Kolter R. 1998. Flagellar and twitching motility are necessary
for Pseudomonas aeruginosa bioﬁlm development. Mol Microbiol 30:
295–304. https://doi.org/10.1046/j.1365-2958.1998.01062.x.
70. Robinson JM, Keating MS, Sloan GL. 1980. The characteristics of extracellular protein secretion by Staphylococcus staphylolyticus. J Gen Microbiol 118:529 –533. https://doi.org/10.1099/00221287-118-2-529.
71. Jolliffe LK, Doyle RJ, Streips UN. 1980. Extracellular proteases modify cell
wall turnover in Bacillus subtilis. J Bacteriol 141:1199 –1208.
72. Poulsen C, Bongaerts RJ, Verpoorte R. 1993. Puriﬁcation and characterization of anthranilate synthase from Catharanthus roseus. Eur J Biochem
212:431– 440. https://doi.org/10.1111/j.1432-1033.1993.tb17679.x.

mbio.asm.org 22

Downloaded from http://mbio.asm.org/ on May 30, 2019 by guest

48.

denitriﬁcans: genetics of Paracoccus denitriﬁcans. J Bioenerg Biomembr
23:187–210. https://doi.org/10.1007/BF00762217.
Morton BR, Gaut BS, Clegg MT. 1996. Evolution of alcohol dehydrogenase genes in the palm and grass families. Proc Natl Acad Sci U S A
93:11735–11739. https://doi.org/10.1073/pnas.93.21.11735.
Brotherton JE, Hauptmann RM, Widholm JM. 1986. Anthranilate synthase forms in plants and cultured cells of Nicotiana tabacum L. Planta
168:214 –221. https://doi.org/10.1007/BF00402966.
Frankenberg N, Kittel T, Hungerer C, Romling U, Jahn D. 1998. Cloning,
mapping and functional characterization of the hemB gene of Pseudomonas aeruginosa, which encodes a magnesium-dependent
5-aminolevulinic acid dehydratase. Mol Gen Genet 257:485– 489. https://
doi.org/10.1007/s004380050673.
Jonsson IM, von Eiff C, Proctor RA, Peters G, Ryden C, Tarkowski A. 2003.
Virulence of a hemB mutant displaying the phenotype of a Staphylococcus aureus small colony variant in a murine model of septic arthritis.
Microb Pathog 34:73–79. https://doi.org/10.1016/S0882-4010(02)
00208-5.
Fujita N, Nomura T, Ishihama A. 1987. Promoter selectivity of Escherichia
coli RNA polymerase. Puriﬁcation and properties of holoenzyme containing the heat-shock sigma subunit. J Biol Chem 262:1855–1859.
Grossman AD, Erickson JW, Gross CA. 1984. The htpR gene product of E.
coli is a sigma factor for heat-shock promoters. Cell 38:383–390. https://
doi.org/10.1016/0092-8674(84)90493-8.
Clarke MB, Hughes DT, Zhu C, Boedeker EC, Sperandio V. 2006. The QseC
sensor kinase: a bacterial adrenergic receptor. Proc Natl Acad Sci U S A
103:10420 –10425. https://doi.org/10.1073/pnas.0604343103.
Guckes KR, Kostakioti M, Breland EJ, Gu AP, Shaffer CL, Martinez CR, III,
Hultgren SJ, Hadjifrangiskou M. 2013. Strong cross-system interactions
drive the activation of the QseB response regulator in the absence of its
cognate sensor. Proc Natl Acad Sci U S A 110:16592–16597. https://doi
.org/10.1073/pnas.1315320110.
Minato Y, Fassio SR, Wolfe AJ, Hase CC. 2013. Central metabolism
controls transcription of a virulence gene regulator in Vibrio cholerae.
Microbiology 159:792– 802. https://doi.org/10.1099/mic.0.064865-0.
Bucker R, Heroven AK, Becker J, Dersch P, Wittmann C. 2014. The
pyruvate-tricarboxylic acid cycle node: a focal point of virulence control
in the enteric pathogen Yersinia pseudotuberculosis. J Biol Chem 289:
30114 –30132. https://doi.org/10.1074/jbc.M114.581348.
Chen L, Wang M, Huang L, Zhang Z, Liu F, Lu G. 2017. XC_0531 encodes
a c-type cytochrome biogenesis protein and is required for pathogenesis
in Xanthomonas campestris pv. campestris. BMC Microbiol 17:142.
https://doi.org/10.1186/s12866-017-1056-9.
von Eiff C, Heilmann C, Proctor RA, Woltz C, Peters G, Götz F. 1997. A
site-directed Staphylococcus aureus hemB mutant is a small-colony variant which persists intracellularly. J Bacteriol 179:4706 – 4712. https://doi
.org/10.1128/jb.179.15.4706-4712.1997.
Kohler C, von Eiff C, Peters G, Proctor RA, Hecker M, Engelmann S. 2003.
Physiological characterization of a heme-deﬁcient mutant of Staphylococcus aureus by a proteomic approach. J Bacteriol 185:6928 – 6937.
https://doi.org/10.1128/JB.185.23.6928-6937.2003.
Bender JK, Wille T, Blank K, Lange A, Gerlach RG. 2013. LPS structure and
PhoQ activity are important for Salmonella Typhimurium virulence in the
Galleria mellonella infection model [corrected]. PLoS One 8:e73287.
https://doi.org/10.1371/journal.pone.0073287.

