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1. ABSTRACT  

 
Spatial and temporal control of cell 

differentiation and morphogenesis plays a key role in 
prokaryotes as well as eukaryotes. This is particularly 
important for bacteria that divide asymmetrically, as they 
generate two morphologically and functionally distinct 
daughter cells. Several alpha-proteobacteria, including the 
aquatic, free-living Caulobacter crescentus, the symbiotic 
rhizobia and the plant and animal pathogens Agrobacterium 
and Brucella, have been shown to undergo asymmetrical 
division. C. crescentus has become a model system for the 
study of the regulatory networks, in particular the control of 
the cell cycle, the cytokinetic machinery, the cytoskeleton 
and the functions required for duplication and 
differentiation in general. As the bulk of these regulatory 
networks and functions is conserved in most alpha-
proteobacteria, we recapitulate the recent advances in 
understanding these spatially and temporally controlled 
processes, focusing on cell cycle progression, DNA 
replication and partitioning, cell division and regulation of 
specific phenotypes that vary during the cell cycle or in the 
case of different lifestyles (like extracellular polysaccharide 
production) in C. crescentus and other alpha-
proteobacteria. 

 
 
 
 
 
 
 
 
 
 
 
2. INTRODUCTION 
 

Bacteria have not been viewed as spatially 
organized entities for a long time, but this view has been 
overhauled as recent research uncovered a myriad of 
temporally and spatially regulated processes, particularly 
those controlling the prokaryotic cell cycle, such as 
chromosome replication and partitioning and cell division. 
The Gram-negative aquatic alpha-proteobacterium 
Caulobacter crescentus has emerged as the preeminent 
model system for the study of cell cycle processes and 
asymmetric division. C. crescentus divides into a 
replication-competent stalked cell and a motile non-
replicative swarmer cell at each cell division (Figure 1) (1, 
2). Importantly, since recent evidence supports the notion 
that many (perhaps all) alpha-proteobacterial lineages 
divide asymmetrically, the principal regulatory mechanisms 
that determine an asymmetric cell division cycle, such as 
the tight coordination of DNA replication and segregation, 
polarity, morphogenesis and cytokinesis should also be 
conserved in this group (3, 4). The majority of these 
regulatory pathways were uncovered in C. crescentus, 
owing to its facile genetics and discernible differentiation 
cycle. Chromosome replication is initiated only once per 
cell cycle and confined to the stalked (replicative) cell. The 
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Figure 1. Schematic representation of the cell cycle in C. crescentus and S. meliloti. In C. crescentus, the motile swarmer cell 
(SW) harbors several pili and a rotating flagellum (thick wavy line). When entering the S phase, the swarmer cell differentiates 
into a sessile stalked cell (ST): the flagellum is shed, the pili lost and a stalk (capped with an adhesive polysaccharide, the 
holdfast) is synthesized at the pole previously occupied by the flagellum. The stalked cell then matures into a pre-divisional cell 
that assembles a flagellum at the pole opposite the stalk. The pre-divisional cell divides asymmetrically into a swarmer cell and 
stalked cell. CtrA~P is present in the swarmer cell and the incipient swarmer cell compartment of the pre-divisional cell. The 
localization of DivK during the progression of the cell cycle is determined by its phosphorylation state: unphosphorylated DivK 
is dispersed in the cytoplasm, whereas DivK~P is localized to the cell poles (55). Recently, S. meliloti has also been shown to 
divide asymmetrically, generating a “small” and a “large” cell. The localization of the S. meliloti DivK homolog indicates that the 
“small” and “large” cells correspond to the C. crescentus swarmer and stalked cells, respectively (55). During symbiosis, S. 
meliloti differentiate into nitrogen-fixing bacteroids. This process involves endoreduplication and subsequently a terminally 
differentiated state (G0), in which the cells are no longer capable of growth or DNA replication (Figure adapted from (90, 152)). 

 
swarmer (dispersal) cell represents instead the non-
replicative G1-like phase. To facilitate its dissemination 
and the subsequent colonization of a new surrounding, the 
swarmer cell is equipped with a single flagellum and 
multiple adhesive pili located at the same cell pole. The 

swarmer also goes through an obligate differentiation into a 
stalked cell, during which it ejects the flagellum, rids itself 
of pili and commences with the synthesis of an adhesive 
holdfast at the tip of a tubular cell envelope structure (the 
stalk) that is elaborated from the vacated pole (Figure 1). 
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Concomitantly, the nascent stalked cell also acquires DNA 
replication competence and assembles the initiation 
complex at the single origin of replication of its circular 
chromosome (ori). Linked to the progression of DNA 
replication is the synthesis of a flagellum, a chemosensory 
apparatus and the pilus secretion machinery at the pole 
opposite the stalk prior to cell separation (5). The 
availability of these diagnostic features for polarity and cell 
cycle stages has allowed the identification of global 
regulators involved in the control of cell cycle progression 
in C. crescentus. Most of the genes encoding orthologous 
regulatory pathways are not only conserved in the genomes 
of other alpha-proteobacteria but, more importantly, they 
are also functional, as detailed below. 

 
Here, we review some of the recent advances in 

the understanding of spatially and temporally controlled 
processes – cell cycle progression, DNA replication and 
partitioning, cell division and other phenotypes that vary 
during the cell cycle or in the case of different lifestyles - in 
C. crescentus and other alpha-proteobacteria. Interestingly, 
the alpha subdivision defines a heterogeneous and 
functionally diversified group of bacteria, including plant 
pathogens (e.g Agrobacterium), animal pathogens (e.g. 
Brucella and Rickettsia) and plant symbionts (rhizobia). 
The fact that several members of this group, such as 
pathogens or symbionts, also divide asymmetrically 
suggests the intriguing possibility that asymmetric division 
is exploited by these bacteria to generate specialized 
daughter cells that play distinguished roles in host-microbe 
interactions. 
 
3. CONTROL OF CELL CYCLE 
 
3.1. CtrA and cell cycle regulators 

In C. crescentus: CtrA, an essential response 
regulator with a DNA-binding output domain, synchronizes 
cell cycle progression with polar morphogenesis. CtrA is 
also encoded in the genomes of most other alpha-
proteobacteria, but not in other proteobacterial subdivisions 
(3, 4). In C. crescentus CtrA directly controls the 
transcription of at least 95 genes and inhibits the initiation 
of DNA replication by binding to five sites at the origin of 
replication (ori) (6). As with other response regulators, 
DNA-binding of CtrA is stimulated by phosphorylation on 
a conserved aspartate (D51), but unlike most others, CtrA 
activity must be removed either by regulated proteolysis or 
by dephosphorylation to allow the initiation of DNA 
replication (7, 8). A failure to eliminate CtrA activity 
maintains the G1-state and the swarmer cell developmental 
program, resulting in cell death owing to a replication block 
(8). Phosphorylation is indispensable for CtrA activity and 
is governed by the hybrid histidine kinase/phosphatase 
CckA by way of the phosphotransfer protein ChpT (Figure 
2) (9, 10). By contrast, the proteolytic regulatory pathway 
is dispensable, provided that the phosphorylation control 
for CtrA is intact (11, 12). In addition to the dispensable 
proteolytic pathway that clears CtrA during the swarmer-
to-stalked transition, a complex regulatory circuit precisely 
determines the timing of transcription of the ctrA gene 
during the cell cycle (13). This circuit is composed of at 
least four essential and sequential nodes defined by the 

transcriptional regulators CtrA, DnaA, GcrA and CcrM. 
DnaA, a bifunctional replication initiator transcription 
factor, activates transcription of gcrA, whose gene product 
in turn activates transcription of the ctrA gene (14). CtrA 
then feeds back on this circuit by activating the 
transcription of ccrM, which encodes an adenine 
methyltransferase that regulates methylation-sensitive 
promoters (15-17). The activation of the dnaA promoter by 
CcrM through methylation closes the regulatory 
transcriptional loop. Despite the exquisite regulation acting 
on ctrA at the transcriptional level, which includes a direct 
auto-regulatory amplification loop on one of its two own 
promoters (13), constitutive expression of ctrA is not lethal 
in C. crescentus.  

 
In other alpha-proteobacteria: Many alpha-

proteobacterial genomes encode homologs of the four C. 
crescentus master transcriptional regulators; however, it 
remains to be determined whether they are also organized 
into a transcriptional circuit with comparable topology and 
whether constitutive expression of active CtrA 
compromises growth in these bacteria (4). The role of these 
regulators in cell cycle control remains largely unexplored 
in alpha-proteobacteria other than C. crescentus. 
Furthermore, whereas the CtrA protein is widely conserved 
and essential in many alpha-proteobacteria (including 
rhizobia, Agrobacterium and Brucella species), recent 
evidence indicates that there is some diversification in the 
targets and the functions it regulates. Some of the 
conserved functions controlled by CtrA are transcriptional 
auto-regulation, control of flagellar motility and 
chemotaxis, as well as the expression of a number of 
sensory proteins that interact with other proteins, small 
nucleotides or other small molecules (e.g. two-component 
systems, PAS, EAL and/or GGDEF domains) and 
transcriptional regulators (3, 4, 18). For example, the direct 
control of ccrM expression by CtrA has been shown in C. 
crescentus, Sinorhizobium meliloti, Agrobacterium 
tumefaciens and Brucella abortus (15, 19-21). In these 
species, CcrM is essential for viability, and its levels are 
cell cycle regulated; altering these levels results in aberrant 
cell division (19-23). The use of synchronized populations 
of A. tumefaciens has shown that methylation of the 
chromosome by CcrM occurs at a specific stage during the 
cell cycle, as is the case with C. crescentus. Moreover, 
several other processes appear to be cell cycle regulated in 
A. tumefaciens: DNA replication and cell division take 
place in a periodic manner as well, indicating that DNA is 
likely to be replicated just once per cell cycle, and motility 
varies during the cell cycle, in correlation with flagellin 
expression (19).  On the other hand, it is also evident that in 
different species CtrA can regulate the same processes but 
through different target genes: for example, CtrA controls 
cell division through structural genes for cytokinesis (ftsZ, 
ftsA, ftsQ and ftsW) in C. crescentus and through the 
minCD regulatory operon and the ftsE structural gene in B. 
abortus (24-26). The variations in the regulation network of 
CtrA in different alpha-proteobacteria are almost certainly 
related to their different lifestyles; the increase in the 
sequenced genomes and the transcriptional data available 
for several members of this class – and especially for those 
belonging to orders other than Caulobacterales and 
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Figure 2. Control of CtrA phosphorylation, localization and proteolysis in C. crescentus. Direct interaction has been shown for 
CpdR/ClpX and PopA/RcdA. Dashed lines indicate proteolytic degradation of CtrA and CpdR by the ClpXP complex (see text 
for details). Note that it remains to be determined whether PopA and PleC physically associate with PodJ. By contrast, it is 
known that SpmX and DivJ reside in the same complex (52). 

 
Rhizobiales - is helping to draw a more complete picture of 
the cell functions (and the specific target genes) controlled 
by the transcriptional regulators, and particularly by CtrA. 

 
One example of diversification in CtrA functions 

is the recently characterized CtrA from Rhodobacter 
capsulatus, a purple nonsulfur photosynthetic bacterium 
(18). Despite its high degree of conservation (CtrA from C. 
crescentus and R. capsulatus share 71% sequence identity), 
CtrA from R. capsulatus is not essential and does not 
appear to regulate essential cell cycle genes as in other 
alpha-proteobacteria. Nevertheless, R. capsulatus CtrA 
positively regulates about 6% of the genes and ctrA mutant 
cells have a pleiotropic phenotype (18). Since the cell cycle 
control by CtrA has been lost in alpha-proteobacteria that 
do not divide asymmetrically (Rhodobacterales like 
Rhodobacter and Ruegeria species), it is possible that there 
is a causal relationship between the ability of CtrA to 
activate cell cycle genes (most notably the fts cell division 
genes) and the cellular capacity to divide asymmetrically 
(18). 
 
3.2. Regulation of CtrA proteolysis by the ClpXP 
complex: RcdA, CpdR and PopA  

In C. crescentus: The degradation of CtrA during 
the swarmer-to-stalked cell transition and in the stalked 
chamber of the compartmentalized pre-divisional cell is not 
only restricted in time, but also in space (11) (Figure 2 and 
3). Fluorescently-labelled variants of CtrA that are 
degraded like wild type CtrA co-localize with its protease 
at the stalked pole, and at least three regulatory proteins – 
RcdA, CpdR and PopA (11, 12, 27) – are required for CtrA 
proteolysis and localization in vivo. However, it is not clear 
whether they also can influence the proteolysis in vitro. The 
AAA+ protease ClpXP, a complex formed by ClpP, the 
actual protease, and ClpX, responsible for substrate 
recognition and unfolding, is sufficient to degrade CtrA in 

vitro (28). RcdA, CpdR and PopA are all required for CtrA 
proteolysis and all co-localize with CtrA at the future 
stalked pole at the swarmer-to-stalked cell transition and in 
late pre-divisional cells, at the time when CtrA is 
proteolyzed (11, 12, 27). RcdA was first identified in a 
bioinformatic screen for uncharacterized proteins that are 
highly conserved in alpha-proteobacteria and under the 
direct transcriptional control of CtrA (11). Indeed, RcdA 
protein levels oscillate during the cell cycle in an anti-
cyclical manner to CtrA levels, peaking at the swarmer-to-
stalked cell transition. ClpX, PopA and and CpdR are all 
required for the polar localization of RcdA (11, 27). 
Moreover, RcdA interacts directly with PopA, a GGDEF 
domain protein that recruits RcdA to the pole to promote 
the degradation of CtrA at that site. This function of PopA 
depends on its ability to bind c-di-GMP (27), indicating 
that this nucleotide derivative plays a role in regulating cell 
cycle progression in C. crescentus via the degradation of 
CtrA. C-di-GMP binding of PopA is also required for its 
localization to the same cell pole as RcdA. Interestingly, 
PopA also localizes to the other cell pole, independently of 
c-diGMP but in a manner that depends on the presence of 
the PodJ polarity determinant (27). 

 
Moreover, the function of RcdA is still not 

completely clear, as RcdA is not required for CtrA 
degradation by ClpXP in vitro (28), and the localization of 
RcdA can be decoupled from its effect on CtrA degradation 
(29). In fact, whereas the deletion of the last 19 residues of 
RcdA impairs both RcdA polar localization and CtrA 
proteolysis, other mutations (in two groups of highly 
conserved, charged surface residues) do not affect CtrA 
proteolysis but prevent RcdA polar localization (29). It was 
therefore suggested that the effect of RcdA on CtrA might 
be indirect and mediated by protein-protein interactions, as 
RcdA might inhibit a protein that blocks CtrA degradation 
or promote the activity of an adaptor (29). However, the 
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Figure 3. CpdR functions in C. crescentus (A) and S. meliloti (B). In C. crescentus, the absence of CpdR and the consequent 
stabilization of CtrA lead to a block in DNA replication, due to direct binding of CtrA next to ori. In S. meliloti, the absence of 
CpdR causes a loss of coordination between DNA replication and cell division. This results in polyploid cells and is presumed to 
be due to the lack of CtrA-binding sites near the origin of replication. In S. meliloti the loss of CpdR regulation by 
phosphorylation (in cpdRD53A) also results in aberrant cell morphology, at least partially because of unregulated expression of 
the minCDE operon that bears a CtrA-binding motif in the putative promoter (33). 

 
interacting protein(s) have not been identified yet, as the 
only protein known to interact directly with RcdA is PopA, 
but none of the mutations that affect RcdA localization 
affects the interaction between RcdA and PopA (27, 29). 
Other scenarios are still possible: as some RcdA mutants 
are impaired in localization, but they promote all the same 
CtrA degradation (although CtrA localization itself is 
decreased or abolished), one hypothesis would be that CtrA 
localization is not actually essential for degradation, but as 
long as RcdA is present and able to form a complex with 
ClpXP, CtrA and any other required component, 
degradation occurs. This predicts that the proteolytic 
complexes can form in the cytoplasm as well, albeit at a 
lower rate than with all the components co-localized at the 
cell pole. Another possibility is that RcdA and CtrA 
localization in the rcdA site-specific mutants is only 
reduced but not completely abolished, and that partial 
localization is sufficient to cause a decrease in CtrA protein 
levels. 

 
The single domain response regulator CpdR acts 

upstream of RcdA in the regulatory pathway for CtrA 
proteolysis, being required for the polar localization of 
ClpX (Figure 2) and directly interacting with ClpX in a 
bacterial two-hybrid assay (10, 12). In a cdpR mutant the 
polar localization of RcdA and CtrA is lost as well, 
probably as a consequence of the loss of ClpXP 
localization (12). The polar localization of CpdR is 
regulated by phosphorylation: unphosphorylated CpdR 
localizes to the pole, whereas phosphorylated CpdR is not 
sequestered at the pole. Furthermore, unphosphorylated 
CpdR localized at the stalked cell pole is itself a substrate 
for degradation by ClpXP, which releases ClpXP from the 
cell pole (12). Phosphorylation of CpdR depends on the 
same phosphorelay (CckA-ChpT) that phosphorylates 

CtrA, so the activation of CtrA and the block of its 
degradation occur at the same time (10). The single domain 
response regulator DivK is also involved in this regulation: 
by inhibiting the CckA-ChpT pathway, DivK promotes the 
accumulation of unphosphorylated CpdR and, as a 
consequence, its degradation by ClpXP (30). The same 
work has also shown that the essential function of DivK for 
C. crescentus viability is to allow CtrA degradation, as in 
the presence of an unphosphorylatable allele of CpdR 
(D51A), which does not require DivK for localization, 
DivK is not essential for viability (30). This indicates that 
cells depleted of DivK are arrested in G1 because CtrA 
cannot be degraded. Recent work showed that DivK 
regulates the activity of the essential CckA histidine 
kinase/phosphatase by directly interacting with the essential 
DivL protein, a histidine kinase homolog. When DivK is 
phosphorylated, it interacts with DivL and promotes CckA 
phosphatase activity, favouring the accumulation of 
dephosphorylated CpdR that then signals CtrA degradation 
(31, 32). Dephosphorylated DivK does not interact with 
DivL, so CckA functions as a kinase that phosphorylates 
CpdR to inhibit CtrA proteolysis. 
  

In other alpha-proteobacteria: CpdR and RcdA 
are conserved in a cluster of alpha-proteobacteria 
(Rhizobiales, Caulobacterales and some Rhodobacterales), 
but not in all (4). In S. meliloti there are two homologs of 
cpdR (33) (Figure 3). While the function of CpdR2 is still 
unknown, as a cpdR2 mutant had no phenotypes in the 
conditions tested, CpdR1 has a polar localization pattern 
and is involved in polar localization of ClpX, suggesting 
that CpdR1 is the CpdR ortholog of S. meliloti (33). 
Moreover, the cpdR1 mutant is impaired in symbiosis with 
Medicago sativa, as cpdR1 cells invade nodules but cannot 
differentiate into functional nitrogen-fixing bacteroids (33). 
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Mutant cpdR1 cells also show an aberrant coccoid or 
swollen morphology, compared to the rod shaped wild type 
cells, and have a growth defect (33). Although CpdR 
functions are partially conserved in C. crescentus and S. 
meliloti, as in both cases the stabilization of CtrA in the 
absence of CpdR leads to a misregulation of genes involved 
in cell cycle control and as a consequence to the 
morphological defects observed in these mutants, there are 
also important differences. In fact, in S. meliloti the 
introduction of an unphosphorylatable variant (CpdRD53A) 
in the cpdR1 mutant does not rescue the morphological 
defects of this strain, and in the wild-type background 
CpdRD53A determines the appearance of highly branched 
cells with more than three poles (33). In S. meliloti, a 
branched phenotype is usually attributable to impaired 
division control that, in the case of the cpdR1 mutant, 
partially stems from overexpression of the minCDE-like 
operon (which encode homologs of the E. coli division 
proteins that topologically regulate the assembly of the 
cytokinetic FtsZ-ring) (33, 34). Consistent with this model, 
no highly branched S. meliloti cells were observed when 
minCDE was disrupted in a cpdRD53A background (33). 
Also, consistent with a cell division defect, an S. meliloti 
cpdR1 mutant shows an increase in DNA content to 2-5N 
(33). Not surprisingly such an effect is not observed in the 
case of C. crescentus cpdR mutant, as there are no minC/E-
like genes in C. crescentus (27). As there are no CtrA 
binding sites at the replication origin of S. meliloti, a loss in 
CtrA degradation by the cpdR1 mutant should not result in 
a block of DNA replication initiation. Instead, this mutation 
results in unregulated DNA replication that yields 
polyploid cells, indicating that S. meliloti CpdR1 co-
ordinately regulates DNA replication and cell division 
(Figure 3) (33). This mechanism might be particularly 
relevant in the context of S. meliloti differentiation into 
nitrogen-fixing bacteroids, a developmental process that is 
accompanied by polyploidy, modification of cell shape and 
increased cell size, required to establish an efficient 
symbiotic interaction with plants. Several transcriptomic 
analyses have shown that during symbiosis many genes 
encoding proteins essential for cell cycle progression and 
cell division, like CtrA and FtsZ, are down-regulated (35-
37). 

 
3.3. CtrA phosphorylation 

In C. crescentus: The phosphotransfer to CtrA 
described above is mediated by the membrane-integral 
hybrid histidine kinase CckA and the phosphotransfer 
protein ChpT, both highly conserved and found in most 
alpha-proteobacteria. CckA and ChpT levels do not 
oscillate during the cell cycle, but their activity is regulated 
through the (direct or indirect) interaction with the histidine 
kinase homolog DivL (38) (Figure 2). The CckA-DivL 
interaction is controlled by another two-component system 
comprising the histidine kinase/phosphatases PleC and 
DivJ, as well as the single domain response regulator DivK 
(10, 30, 32, 39). In C. crescentus swarmer cells there is a 
bias towards dephosphorylated DivK due to the presence of 
the PleC phosphatase, which is sequestered to the swarmer 
(flagellated) cell pole, and low levels of the DivJ kinase 
(Figure 1 and 2) (40). This imbalance ensures that the 
CckA-ChpT phosphorelay is active, leading to CtrA 

phosphorylation and activation, preventing ori from firing 
(10, 32). In the stalked cell, the imbalance is tilted towards 
phosphorylated DivK, owing to a low abundance of PleC 
and elevated levels of the DivJ kinase, localized to the 
stalked pole (41). DivK is phosphorylated by DivJ, 
interacts directly with DivL and this interaction reverses the 
phosphate flow through CckA-ChpT at or near the pole to 
inactivate and destabilize CtrA (via CpdR, see above) (42, 
43). Several lines of evidence support this model. 
Inactivation of the divJ gene results in a decrease in the 
levels of phoshorylated DivK and an increase in CtrA 
phosphorylation and activity (44). Selecting for suppressors 
of the divJ mutation has yielded mutations in the cckA gene 
(44). Moreover, CckA is dispersed in swarmer cells, 
whereas it accumulates at the new pole in stalked and early 
pre-divisional cells (9, 38). This localization is then lost 
after cytoplasmic compartmentalization but before the two 
daughter cells separate (45). The CckA localization pattern 
is independent of CckA phosphorylation and kinase 
activity, as mutants in the two phosphorylatable residues of 
CckA (His322 in the His phosphotransfer domain and 
Asp623 in the receiver domain) can still localize at the new 
cell pole, although they cannot functionally substitute for 
wild type CckA to support viability (45). Instead, two other 
regions have been shown to be important for CckA 
localization, the putative PAS-(small molecule binding or 
protein-interaction) motif in the sensor domain and a linker 
region between beta-sheets in the ATP-binding domain 
(45). Mutations in these regions cause a striking increase in 
the cell-to-cell variability of CpdR levels and the disruption 
of the oscillation of CtrA levels, suggesting that CckA 
localization plays a role in its function, and therefore in cell 
cycle progression (45). As CckA and DivL co-
immunoprecipitate and DivL also activates CckA auto-
phosphorylation, it was proposed that DivL recruits CckA 
at the new pole, where it promotes its auto-phosphorylation 
and activity (31, 32). The fact that phosphorylated DivK 
directly binds to DivL and prevents CckA activation can 
also explain why divL mutants were identified as 
suppressors of the divJ mutation in the same screen that 
identified cckA mutations (44). Moreover, it is only 
possible to delete the divL or the cckA gene in a strain 
overproducing the phosphomimetic CtrAD51E (to overcome 
the impairment in CckA activity) (46).  

 
It has recently been shown that also DNA 

replication initiation, but not chromosome segregation, is 
required for DivL and CckA localization to the new pole 
(47). Presumably a hitherto uncharacterized polar 
localization factor for DivL (and CckA) exists whose 
activity and/or accumulation is dependent on the 
assemblage or progression of the DNA replication 
machinery. In this context it is interesting to note that 
progression of the replication fork can influence gene 
expression from methylation-sensitive promoters (48). 
Moreover, the essential intiator protein DnaA, whose 
activity is stimulated at the onset of replication (49), is also 
known to activate transcription of genes in C. crescentus 
(50). It has also been reported that localization of DivL is 
dependent on the presence of the DivJ histidine kinase (51). 
As CtrA activity is high in divJ mutant cells, it is 
conceivable that the gene for the aforementioned 
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localization factor is repressed by CtrA or another 
transcriptional regulator that is DivJ-dependent, such as the 
TacA σ54-dependent transcriptional activator (52). 
Furthermore, it is important to point out that, while the 
DivJ pathway controls the levels of phosphorylated DivK 
and thus CtrA activity, the GGDEF-domain containing 
response regulator PleD is also dependent on 
phosphorylation by (PleC and) DivJ for activation (53). 
Phosphorylation of PleD stimulates the di-guanylate 
cyclase activity in the GGDEF output domain, contributing 
to a burst in the cellular levels of c-di-GMP (53). Thus, the 
activity or accumulation of the localization factor could 
also be regulated by c-di-GMP-dependent receptor proteins 
acting at the level of gene expression or at the post-
translational level (54). 
 

In other alpha-proteobacteria: CckA and ChpT 
are conserved in most alpha-proteobacteria, and 
components of the DivK regulatory network – DivJ, PleC 
and DivK itself - are also well conserved (4). In S. meliloti, 
DivK features a dynamic cyclical localization, with two 
subsequent rounds of dispersed distribution and 
accumulation at the old pole per cell cycle (Figure 1) (55). 
However, there are also some differences in the localization 
and function of these proteins: for example, in B. abortus 
the localization pattern of PleC is different from the one 
observed in C. crescentus, and the main kinase responsible 
for DivK phosphorylation and positioning is PdhS, which is 
not present in C. crescentus (56). Brucella PdhS shares 
homology with DivJ and PleC, but in contrast to them it is 
essential for Brucella viability. PdhS is localized to the old 
pole of the large cell after Brucella asymmetric division 
and it co-localizes with DivK (56). B. abortus PdhS is also 
able to localize to the old pole of the large cell when 
expressed in S. meliloti or C. crescentus, suggesting that the 
polar features required for PdhS localization are conserved 
in several alpha-proteobacteria, including those that lack a 
PdhS homolog like C. crescentus (56). Some other alpha-
proteobacteria like S. meliloti, Mesorhizobium loti and A. 
tumefaciens possess two homologs of PdhS, one long 
(PdhS1) and one short (PdhS2), which could have 
redundant functions, as in S. meliloti PdhS1 is not essential 
(56, 57). 
 
3.4. Additional regulators of the CtrA pathway 

In C. crescentus: PleC localization at the 
flagellated cell pole requires the polar localization factor 
PodJ, a coiled coil-rich bitopic membrane protein whose 
expression is repressed by CtrA (58). PodJ is synthesized 
and localized at the future flagellated pole during the 
swarmer-to-stalked cell transition and, upon cytokinesis, is 
processed to a shorter form (PodJS) by the periplasmic 
protease PerP, whose expression is activated by CtrA (59). 
PodJL and PodJS play at least partially different roles, with 
PodJL being required for PleC recruitment and pili 
formation, presumably via the recruitment of the CpaE 
pilus assembly factor to the flagellated pole (60). By 
contrast, PodJS is required for chemotaxis and holdfast 
formation (60, 61). PodJS is then released from the 
membrane by the metalloprotease MmpA and degraded at 
the swarmer-to-stalked cell transition (59). In the absence 
of PleC, cells have an excess of phosphorylated DivK and 

as a result diminished levels of CtrA phosphorylation and 
activity. While the effect of a podJ deletion on the activity 
of the PleC kinase/phosphatase has not been measured 
directly, cells lacking PodJ also show reduced expression 
of many (but not all) CtrA-activated genes, such as the pilA 
gene (59, 62). These results suggest that there are at least 
two categories of CtrA-activated genes: those that require a 
high level of phosphorylated CtrA for activation and those 
that have a lower threshold. 

 
Whereas PleC depends on PodJ for polar 

localization to the flagellated pole, the SpmX muramidase 
homolog recruits the DivJ kinase to the stalked pole (52). 
SpmX is a polytopic membrane protein whose production 
is triggered in swarmer cells by unphosphorylated DivK 
through a two-tiered transcriptional cascade involving CtrA 
> TacA > spmX. The SpmX translation product then 
accumulates and localizes to the developing stalked pole 
during the swarmer-to-stalked cell transition. SpmX then 
recruits and activates DivJ, therby promoting the 
phosphorylation of DivK and presumably aiding in the 
implementation of the stalked cell developmental program 
via CtrA (52). The muramidase domain of SpmX is 
required for its localization to the stalked pole, but does not 
require the presence of the stalk per se. SpmX can be co-
immunoprecipitated with DivJ, indicating that both proteins 
reside in the same protein complex (52). Based on the 
finding that in a pleC mutant (that does not express spmX) 
the levels of phosphorylated DivK are elevated, a SpmX-
independent pathway was predicted to activate DivJ as well 
(63). A screen for mutants with reduced DivJ activity in a 
pleC mutant background identified KidO, an 
oxidoreductase homolog that is required for optimal DivJ 
kinase activity and also regulates cell division through the 
cytokinetic tubulin homolog FtsZ (see below) (63). KidO 
and SpmX cooperate to control DivJ activity, and cells 
deprived of both KidO and SpmX are very filamentous and 
genetically unstable, indicating a severe defect in cell cycle 
progression and/or cell division (63). 

 
In a recent brute force and unbiased approach, 

Christen et al. conducted a genome-wide and largely 
automated microscopic screen of transposon mutagenized 
cells to identify polar localization factors for DivJ, PleC 
and/or the polar pilus assembly regulator CpaE (64). In this 
screen transposon mutagenesis was carried out in cells 
expressing PleC-YFP, DivJ-mCherry and CFP-CpaE, and 
cells were imaged in 96- or 384-well format in order to 
identify, with a suitable computer algorithm, mutants with 
aberrant localization patterns (64). Satisfyingly, screening 
recovered PodJ as the main responsible for PleC and CpaE 
localization, and also confirmed that SpmX is required for 
DivJ localization. Moreover, this study implicated SpmX in 
the release of PleC and CpaE from the incipient stalked 
pole (64). However, this might also be attributable to an 
indirect effect, as the cells lacking SpmX are impaired in 
division control and seem to have a defect in the checkpoint 
that coordinates polar differentiation with division (52). 

 
New regulatory insight on CtrA-activated genes 

in C. crescentus has recently emerged from two important 
studies uncovering the small and highly conserved 
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regulator SciP (65, 66). CtrA directly regulates the 
expression of at least 95 genes differentially during the cell 
cycle (67, 68). The expression of CtrA-repressed genes is 
usually restricted to a narrow window in cell cycle, 
corresponding to the initiation of DNA replication, whereas 
CtrA-activated genes are turned on later at the pre- and/or 
post-divisional stage (in the swarmer cell compartment) 
(65, 66). Expression of the sciP gene is activated by CtrA, 
so sciP mRNA and protein accumulate at the time of 
division (65). Upon cell division SciP is loaded into 
swarmer cells, where it interferes with CtrA-mediated 
transcriptional activation, while not affecting the repression 
of promoters by CtrA (65, 66). SciP then disappears during 
the swarmer-to-stalked cell transition (65, 66). Depletion of 
SciP results in the ectopic induction of CtrA-activated 
genes and, as a consequence, the disruption of the cell 
cycle. On the other hand, overexpression of SciP from a 
high copy plasmid is sufficient to inhibit CtrA-dependent 
transcription and also disrupts the cell cycle (66). Two 
models have been proposed to explain the mechanism by 
which SciP inhibits CtrA-activated genes: Gora et al. 
provided evidence that SciP does not bind DNA directly, 
and instead requires CtrA to bind DNA (66). SciP interacts 
directly with CtrA without affecting its stability or 
phosphorylation, suggesting that the interaction of SciP 
with CtrA competes with RNA polymerase. EMSA assays 
confirmed that the addition of SciP in the presence of CtrA 
disrupts the binding of RNA polymerase to the fliF 
promoter, indicating that CtrA is regulated by a protein-
protein interaction critical for cell cycle progression (66). 
On the other hand Tan et al. proposed a model in which 
SciP can weakly bind to a DNA consensus motif [(A/C)-
(N)3-GTCG(G/A)] on its own, presumably acting as a 
transcriptional repressor that competes with CtrA-mediated 
activation of promoters when SciP-binding sequences are 
near the TTAA-(N)7-TTAA consensus motif for CtrA (65, 
67). Based on ChIP-chip experiments these authors 
proposed that at least 58 genes, including many flagellar 
and chemotaxis genes, are directly activated and repressed 
by CtrA and SciP, respectively. The presence of a putative 
SciP consensus motif within the promoter of the ctrA gene 
itself has led Tan et al. to propose that SciP overexpression 
causes a self-reinforcing shut-down of expression of the 
genes that are direct targets of CtrA and SciP, which 
ultimately causes cells to filament and die, akin to cells 
with a loss of function CtrA (7, 65). 

 
In other alpha-proteobacteria: Whereas PodJ is 

conserved in alpha-proteobacteria, no obvious homologs of 
SpmX are discernible in rhizobia, Agrobacterium or 
Brucella species. In B. abortus PleC is localized to midcell, 
but experiments aimed at demonstrating that DivJ is 
localized have been unsuccessful (56). It would be very 
interesting to explore whether PodJ co-localizes with PleC 
at the division plane in B. abortus. Interestingly, when 
fluorescently labelled PodJ (YFP-PodJ) is constitutively 
expressed throughout the cell cycle in C. crescentus, 
midcell localization was observed at the time of 
constriction, indicating that C. crescentus PodJ also has the 
capacity to recognize the division septum (Viollier, 
unpublished). However, under normal conditions PodJ is 
only synthesized during a narrow window early in stalked 

cells and subsides as soon as CtrA accumulates. Thus, PodJ 
is synthesized in cells that have not yet begun constriction, 
perhaps explaining the absence of PodJ from the division 
plane and its preferred localization at the new (future 
flagellated) pole in C. crescentus. In light of the fact that 
the new poles are formed at the constriction site, the 
localization of PleC (and perhaps PodJ) in C. crescentus 
and B. abortus has much more in common than one might 
think. By contrast, the absence of a SpmX homolog in B. 
abortus might be related to the apparent absence of polar 
localization of DivJ. Intriguingly, however, another PleC-
DivJ-like histidine kinase, PdhS, is encoded in the genome 
of B. abortus and many other alpha-proteobacteria (3). 
PdhS co-localizes with the DivK homolog at the old cell 
pole. Moreover, DivK interacts better with PdhS than with 
PleC and DivJ, suggesting that in B. abortus PdhS has 
taken over the function that DivJ performs in C. crescentus. 
If so, then PdhS might have a specialized localization that 
has co-evolved with it, rendering a putative SpmX homolog 
dispensable and resulting in the loss of its gene from the 
genome. 

 
4. PHYR, AN ANTI-ANTI-SIGMA FACTOR 
 

While the phospho-fluxes described above 
exhibit regular and predictive oscillations during each cell 
cycle, the regulatory fluxes of other systems are strongly 
modulated in response to environmental inputs and stresses 
that are generally stochastic. Recently, progress has been 
made in understanding how one such input feeds into a 
regulatory system comprising the EcfG-like sigma factor, 
the NepR anti-sigma factor and the PhyR response 
regulator that functions as anti-anti-sigma factor and can 
sequester NepR from EcfG (69-71). PhyR features a 
classical C-terminal receiver domain and an N-terminal 
output domain that resembles the N-terminal domain of 
EcfG (71). Phosphorylation of the N-terminal receiver 
domain stimulates the anti-anti-sigma factor activity of 
PhyR, ultimately causing the release of the sigma factor 
and allowing its association with RNA polymerase core 
enzyme to activate transcription of target genes (72). This 
model is supported by the work recently done on 
Bradyrhizobium japonicum USDA110, S. meliloti and C. 
crescentus systems (69-71) (Figure 4). The first alpha-
proteobacterial PhyR was identified in Methylobacterium 
extorquens, and PhyR homologs were subsequently 
characterized also in rhizobial species and C. crescentus 
(70, 72-77). EcfG sigma factors, NepR and PhyR are 
conserved in all free-living alpha-proteobacteria, as the 
only species that do not possess this system are obligate 
symbionts (78, 79). 

 
In C. crescentus: The model proposed for the 

PhyR/NepR/EcfG-like sigma factor pathway is supported 
by the work of Herrou et al., who recently determined the 
X-ray crystal structure of PhyR from C. crescentus. C. 
crescentus PhyR is an anti-anti-sigma factor belonging to 
the signalling pathway of the ECF sigma factor homolog 
SigT, which is involved in acute osmotic and oxidative 
stress (73). In fact, in C. crescentus the effects of the phyR 
and sigT mutations are not additive, providing evidence 
that PhyR and SigT function in the same genetic pathway 
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Figure 4. PhyR/NepR/EcfG-like sigma factor regulatory pathway in C. crescentus (A) and S. meliloti (B). In C. crescentus, in 
non-stress condition the anti-sigma factor NepR binds to sigmaT, preventing its association with RNA polymerase. In stress 
conditions the anti-anti-sigma factor PhyR, upon phosphorylation by the histidine kinase PhyK, binds to NepR, so that sigmaT is 
released and can recruit the RNA polymerase complex for the expression of target genes. In S. meliloti the activity of the EcfG-
like sigma factor RpoE2 is regulated by two paralogous anti-sigma factors, RsiA1 and RsiA2, and two paralogous anti-anti-sigma 
factors, RsiB1 and RsiB2. 

 
(71). The structure of PhyR in its unphosphorylated state 
revealed an N-terminal ECF sigma-like domain of seven 
alpha-helices and a C-terminal receiver domain with a 
central hydrophobic beta-sheet surrounded by five alpha-
helices (71). The two domains are stacked against each 
other, but the interaction does not involve the area 
important for PhyR phosphorylation, suggesting that PhyR 
phosphorylation is required to open the inter-domain 
packing, making the N-terminal domain available to bind 
NepR (71). Based on homology to other regulators, the 
residues involved in propagating the conformational 
changes upon PhyR phosphorylation are highly conserved 

in C. crescentus PhyR, and the area that would undergo the 
largest modifications upon phosphorylation is located 
exactly at the surface that interacts with the N-terminal 
domain, supporting the hypothesis that phosphorylation 
would perturb this interaction (71). Also, a recent work by 
Lourenço et al. confirmed that PhyR and NepR act 
respectively as positive and negative regulators of SigT 
expression and function, and described the essential role of 
the His kinase PhyK in the regulation of the pathway (80). 

 
In other alpha-proteobacteria: In B. japonicum 

USDA110, PhyR and EcfG (SigT homolog) are involved in 
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heat shock and desiccation resistance upon carbon 
starvation, but are also required for the establishment of an 
efficient nitrogen-fixing symbiosis (70). In fact, both phyR 
and ecfG mutants have symbiotic defects on Glycine max 
(soybean) and Vigna radiata (mungbean), two B. 
japonicum host plants. The nitrogenase activity measured 
in nodules of G. max or V. radiata two-three weeks after 
inoculation with phyR or ecfG mutants was significantly 
reduced compared to that found in nodules elicited by wild 
type B. japonicum. Four weeks after inoculation, however, 
soybean nodule development catches up to a large extent, 
showing a nitrogenase activity similar to that measured in 
nodules formed by the wild-type (70). This is not the case 
with V. radiata, where the nitrogenase activity remains low 
even five weeks after inoculation. Also, B. japonicum phyR 
and ecfG mutants give rise to the formation of aberrant 
nodules on both host plants, with ectopically emerging 
roots (70). PhyR and EcfG are part of the same signalling 
cascade, as phosphorylated PhyR and EcfG both interact 
with the anti-sigma factor NepR and transcriptome analysis 
using DNA microarray showed that the PhyR and EcfG 
regulons are congruent (70). Strikingly, a large fraction of 
genes of this regulon is of unknown function, indicating 
that still much remains to be uncovered about the 
mechanisms by which the PhyR/NepR/EcfG system 
promotes symbiosis (70). 

 
In S. meliloti, the EcfG-like sigma factor RpoE2 

is activated under different stress conditions, including heat 
shock, salt stress and entry into stationary phase upon 
carbon or nitrogen starvation (77). An S. meliloti rpoE2 
mutant is also more sensitive to desiccation and oxidative 
stress, which suggests that RpoE2 is involved in general 
stress response in S. meliloti (81, 82). However, this system 
presents an additional level of complexity, as RpoE2 
activity is negatively controlled by two paralogous anti-
sigma factors, RsiA1 (SMc01505, essential for S. meliloti 
viability) and RsiA2 (SMc04884, not essential for 
viability), and RpoE2 activation by stress is mediated by 
two redundant paralogous PhyR-type response regulators, 
RsiB1 (SMc01504) and RsiB2 (SMc00794) (69). RsiB1 
and RsiB2 both interact with the anti-sigma factors RsiA1 
and RsiA2, so it is likely that they relieve RpoE2 inhibition 
in response to stress by acting as anti-anti-sigma factors 
(69) (Figure 4). The function of RsiB1 as anti-anti-sigma 
factor is supported by the fact that the expression of the 
EcfG-like N-terminal domain of RsiB1 alone causes a 
strong increase in RpoE2 activity even in the absence of 
stress, whereas the mutation of the conserved 
phosphorylated Asp in the RsiB1 C-terminal 
phosphoreceiver domain determines the production of a 
non-functional protein that cannot complement an 
rsiB1/rsiB2 double mutant (69). Therefore the model 
proposed for S. meliloti is similar to that suggested for M. 
extorquens and B. japonicum, but the presence of two pairs 
of anti- and anti-anti-sigma factors in this species provides 
an additional level of complexity, which probably allows 
the regulatory system to integrate multiple stimuli (69). At 
least two other sequenced alpha-proteobacterial genomes 
(Sinorhizobium medicae and Sinorhizobium fredii 
NGR234) seem to encode two pairs of anti- and anti-anti-
RpoE2 sigma factors, suggesting that the complexity of this 

regulatory system is conserved and therefore important for 
symbiotic bacteria. 
 
5. REGULATION OF DIVISION AND 
CHROMOSOME PARTITIONING  
 

The localization and assembly of the tubulin 
homolog FtsZ into the cytokinetic FtsZ (Z-) ring lines the 
cytoplasmic membrane and determines the site where cell 
constriction occurs. The Z-ring plays an essential role in 
organizing the division machinery and in contributing force 
to drive the constriction process (34). While our knowledge 
of the spatial and temporally regulated mechanisms 
underlying Z-ring formation had been scarce in the past, 
tremendous progress has been made in the last five years in 
elucidating the fundamental processes of cell division. The 
identification of new players controlling cytokinesis in C. 
crescentus – particularly MipZ, DipM, KidO and FzlA – is 
unearthing the mechanisms that (alpha-proteo)bacteria use 
for the proper timing and positioning of the cytokinetic 
machinery (63, 83-85). Importantly, recent work has also 
illuminated how chromosome segregation occurs in C. 
crescentus, and how this process plays a central role in 
division control. A particularly exciting finding was the 
visualization of the ParA cytoskeletal filaments, a highly 
dynamic structure that is thought to drive the duplicated ori 
regions to the pole(s), in live cells. Moreover, Ingerson-
Mahar et al. uncovered another filamentous cytoskeleton-
like structure, composed of CTP synthase to regulate the 
curvature of the crescent-shaped C. crescentus cell (86, 87). 
 
5.1. FtsZ targeting factors  

In C. crescentus: MipZ, an essential protein of 
the ParA/MinD superfamily of ATPases, plays a major role 
in controlling the localization and activity of FtsZ (83). 
MipZ is cell cycle regulated at the level of transcription and 
it is conserved in all alpha-proteobacteria lacking MinC/E 
orthologs (68, 83, 88, 89). It allows the formation of medial 
Z-ring to be coordinated with the movement of the 
duplicated origin regions to opposite cell poles (83). MipZ 
forms a complex with ParB, the chromosome partitioning 
protein that binds the parS sequences clustered near ori. It 
is bound to the origin region via ParB and moves with ori 
during the segregation process. After the completion of 
segregation of origin regions to opposite poles, there is a 
bipolar disposition of MipZ. Interestingly, MipZ 
localization studies revealed an intracellular gradient of 
MipZ, peaking at the poles and decreasing towards midcell, 
that could be explained by MipZ shuttling between ParB-
binding and unspecific DNA-binding states driven by the 
ATPase cycle (83). ATP binding by MipZ, but not ATP 
hydrolysis, also stimulates the GTPase activity of the FtsZ 
tubulin homolog. Since FtsZ polymerization requires a 
bound GTP, MipZ prevents FtsZ polymerisation in vitro 
and in vivo (83). Owing to the MipZ gradient, there is 
minimal interference of MipZ with FtsZ polymerization at 
midcell. Thus, the bipolar positioning of MipZ selects 
midcell as the future division site. The conservation of 
MipZ in alpha-proteobacteria suggests that the coordination 
of chromosome segregation and cell division is an essential 
function, especially important for bacteria like rhizobia, 
Agrobacterium and Brucella species that, like C. 
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crescentus, divide asymmetrically and replicate their 
chromosome only once per cell cycle (3, 19, 90). 

 
Another recently identified protein that acts 

directly on FtsZ is KidO. KidO, a bifunctional regulator 
that controls both DivJ (see above) and FtsZ activity (63), 
is an oxidoreductase homolog that can bind NAD(H), but 
appears to have lost its enzymatic activity due to the 
mutation of a conserved and putative catalytic Tyr residue 
(63). CtrA activates the transcription of the kidO gene 
during the pre-divisional cell stage. Because KidO is 
degraded during the swarmer-to-stalked cell transition by 
the same ClpXP/CpdR/RcdA/PopA-dependent proteolytic 
pathway that degrades CtrA (63), KidO levels oscillate 
throughout the cell cycle with approximately the same 
phase as CtrA levels. Several experiments have shown that 
KidO directly interacts with and affects the polymerization 
of FtsZ: for example, whereas overexpression of KidO 
causes the disintegration of Z-rings, FtsZ mutants impaired 
in GTPase activity or potentially KidO-binding can divide 
despite high KidO levels (63). KidO localizes to cell 
constrictions in an FtsZ-dependent manner and NAD(H) 
binding is critical for KidO localization and regulation of 
FtsZ, but not for activation of DivJ (63). Therefore KidO is 
another key player that coordinates cytokinesis with the cell 
cycle, by influencing the timing of Z-ring formation and 
disassembly (63). 

 
  A microscopy-based localization screen to search 
for FtsZ-interacting proteins unearthed FzlA (and FzlC) as 
unknown regulator(s) of FtsZ (85). FzlA is a glutathione S-
transferase (GST) family member, but binding to 
glutathione was not observed in vitro, suggesting that FzlA 
function does not involve glutathione. FzlC is a 
hypothetical protein with limited homology to known 
heparinases (85). Both FzlA and FzlC are widely conserved 
in alpha-proteobacteria. Also, both proteins co-localize 
with FtsZ at midcell in C. crescentus; this localization 
pattern is dependent on the presence of FtsZ, and both FzlA 
and FzlC interact with FtsZ in vitro (85). Whereas the 
mutation of fzlC does not cause any growth defect, FzlA is 
essential for C. crescentus viability, and depletion of FzlA 
results in long smooth filaments, in which Z-rings form but 
the inner membrane invagination fails to occur (85). In 
vitro FzlA inhibits FtsZ GTPase activity and promotes the 
formation of stable higher order structures of FtsZ, arcs and 
helical bundles that are not usually observed in the absence 
of FzlA; these structures are also more resistant to 
depolymerization by MipZ in vitro and less dynamic in 
vivo (85)). As the levels of FzlA vary during the cell cycle, 
the ratios between FtsZ, FzlA and MipZ (as well as other 
components of the division machinery) also significantly 
change during cell cycle progression; it is therefore likely 
that changes in the ratio or composition of FtsZ complexes 
dictate the dynamics of FtsZ polymerization and the 
function of the Z-ring. In fact, Z-rings first promote cell 
elongation through zonal growth of the peptidoglycan at 
midcell and only later drive cell envelope invagination as it 
switches to a mode of lateral (septal) peptidoglycan 
synthesis (85, 91). As FzlA levels actually decrease at the 
time when Z-rings switch function, it is possible that this 
switch in FtsZ activity occurs as a result of the fluctuations 

in FzlA abundance (85). The work on FzlA therefore 
suggests that modifications in FtsZ structure and function 
during cell cycle progression can be determined by changes 
in the ratio between the different components of the cell 
division machinery (85). 
 

In other alpha-proteobacteria: The elucidation of 
the mechanisms by which FtsZ is regulated is particularly 
important because the functions of FtsZ, as well as those of 
other components of the cell division apparatus like FtsA, 
are generally conserved. For example, S. meliloti or A. 
tumefaciens FtsZ localize at the Z-ring even when 
expressed in E. coli, indicating that they can probably co-
assemble with E. coli FtsZ (92). On the other hand, FtsA 
from S. meliloti or A. tumefaciens does not localize at Z-
rings in E. coli, unless ftsZ from S. meliloti is co-expressed; 
the fact that FtsA from S. meliloti or A. tumefaciens can 
interact with FtsZ from either species, but not with FtsZ 
from E. coli, indicates that FtsZ-FtsA interactions co-
evolve (92). It has also to be noted that in rhizobia and 
Agrobacterium species, in contrast to C. crescentus and 
Brucella species, there are two copies of FtsZ: a longer one 
(FtsZ1), that contains a C-terminal extension compared to 
FtsZ from E. coli and Bacillus subtilis, and a shorter one 
(FtsZ2), which lacks this C-terminal domain. C. crescentus 
possesses a single FtsZ, similar in length to FtsZ1 from 
rhizobia. FtsZ1 and FtsZ2 could have functions at least 
partially redundant, although this has not been deeply 
investigated. Depletion and overexpression of ftsZ2 in S. 
meliloti seem to give phenotypes less severe than those due 
to ftsZ1, but the results are dependent on the conditions 
tested (93). 
 
5.2. Fission of the cell envelope 

In Gram-negative bacteria cell division requires 
the coordination of Z-ring constriction with the 
invagination and splitting of the three cell envelope layers 
(the inner membrane, the peptidoglycan wall and the outer 
membrane). The Z-ring not only generates constrictive 
force to drive inner membrane invagination, but it is also 
the scaffold structure that recruits downstream components 
of the division machinery (94-97). These factors are 
involved in the stabilization of the Z-ring, the synthesis and 
remodelling of peptidoglycan, the coordination of 
cytokinesis with chromosome segregation and the 
invagination of the outer membrane, but the precise role(s) 
of each have not been completely elucidated. For example, 
in C. crescentus FtsZ is required for the localization of 
DipM and the Tol-Pal complex (84, 98-101). DipM (for 
Division Involved Peptidase with LysM domains) is a 
recently characterized protein, essential for C. crescentus 
cell division as it seems to be involved in peptidoglycan 
remodelling (84, 99, 100). Tol-Pal is a protein complex 
highly conserved in Gram-negative bacteria, where it plays 
multiple roles such as keeping the three layers of the cell 
envelope in contact (98, 101). However, whereas the C. 
crescentus Tol-Pal complex is essential for viability, in E. 
coli this is not the case (102-107). 

 
In C. crescentus DipM and the Tol-Pal complex 

are positioned mainly at the division plane and then remain 
at the new pole of the two daughter cells upon cytokinesis 
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(84, 98-101). Whereas DipM seems to be required for 
splitting the septal peptidoglycan, the envelope-spanning 
Tol-Pal complex is required to maintain the integrity and 
the coordinated invagination of the three envelope layers 
during cytokinesis. C. crescentus cells depleted of Pal or 
TolA form chains, because of incomplete cell separation, 
and show blebs at the division site and cell poles. Cryo-EM 
images have shown that the outer membrane looks 
separated from the inner membrane in Pal depleted cells, 
and the peptidoglycan layer seems to adhere to the inner 
membrane (98, 101). In TolA-depleted cells, the 
peptidoglycan seems to adhere to the outer rather than the 
inner membrane, and the outer membrane blebs are more 
extended, even along the lateral surface of the cells (101). 
Cell envelope defects also arise from overexpression or 
depletion of DipM. DipM overexpression causes cells to 
first elongate, then become round and finally lyse, probably 
because of an excess of peptidoglycan lysis (84, 99, 100). 
By contrast depletion of DipM results in an increase in the 
average distance between the inner and outer membrane, 
probably due to a loss of coordination in peptidoglycan 
remodelling. In fact, the peptidoglycan layer in sacculi 
isolated from DipM depleted cells is thicker than in sacculi 
isolated from wild type cells, especially at the division site, 
where the peptidoglycan appears disordered and 
multilayered (84, 100). Because of this increased distance 
between the inner and outer membrane the interactions 
between the members of the Tol-Pal complex, which are 
required for the trans-envelope connections, might be lost. 
As the Tol-Pal complex is also required for the localization 
of polarity factors such as TipN and the histidine 
kinase/phosphatase PleC the role of DipM and the Tol-Pal 
complex goes beyond their functions in cytokinesis in the 
current cell cycle, influencing polarity-dependent processes 
in the ensuing one (101). 
 
5.3. Segregation and anchoring of the ori-region at the 
cell pole 

In C. crescentus: Chromosome segregation in C. 
crescentus is a multistep process that occurs concurrently 
with replication (108-110). An essential function is 
provided by the ParA-ParB proteins and the cis acting parS 
sequence, the target of ParB, located near ori. The first step 
is the initial release of the ori-region from the old cell pole, 
followed by its duplication, including the parS site. The 
two duplicated parS sites are bound by ParB and have 
different fates: while one retracts to the nearby pole again, 
the other is ultimately driven to the new pole. This latter 
event involves a ParA-mediated translocation mechanism 
of the ori-proximal ParB/parS complex (109). Shebelut et 
al. observed that ParA forms a polar gradient with its 
maximum at the distal pole; when ParB arrives at the edge 
of the ParA gradient, the association between ParA and 
ParB induces ParA retraction and pulls ParB - with the 
associated chromosome - to the distal pole (109). This 
conclusion is further supported by the fact that ParA can 
form linear polymers in vitro and narrow linear structures 
in vivo, as visualized by single-molecule fluorescence 
imaging (111). In vitro and in vivo experiments with ParA 
site-specific mutants suggest a model in which Apo-ParA 
binds ATP and dimerizes, then ParA homodimers can 
polymerize, bind to DNA or interact with ParB; finally the 

interaction with ParB stimulates ParA ATPase activity or 
nucleotide exchange, which release ParA monomers (111-
114). 

 
The movement and anchoring of the ori-region 

also involve two polarity factors: the proline-rich polymeric 
PopZ anchoring protein and the coiled-coil rich bitopic 
membrane protein TipN (112, 115, 116). Whereas TipN is 
localized to the new pole, PopZ is bipolar throughout most 
of the cell cycle. Both localization patterns reflect their 
respective effects on the ori-region. Polar PopZ captures 
and fastens the ori-region at the poles by directly 
associating with ParB, while TipN influences the 
localization of ParA and the uninterrupted directional 
movement of ParB/parS translocation complex to the new 
pole. Based on the observation that TipN and ParA interact 
directly in vitro and in vivo, the current model posits that in 
the absence of TipN ParA structures reform behind the 
ParB/parS complex, which therefore stops moving and 
even reverses direction, resulting in erratic and incomplete 
ori translocation (111, 112). Like TipN, PopZ also has 
affinity for forms of ParA that do not bind DNA and thus 
may contribute to regulation of the ParA-mediated 
directionality (112). In support of this idea, PopZ and TipN 
act synergistically, and deletion of both genes is lethal due 
to a severe defect in chromosome segregation (111, 112). 
In addition to its role in anchoring the ori-region, a function 
of PopZ in stalked pole maturation has been proposed, 
based on the observation that popZ mutant cells do not 
form stalks, and often do not release TipN from the new 
pole (116). Moreover, at least seven proteins show 
localization defects in a popZ mutant strain: SpmX, DivJ, 
DivK, CckA, RcdA, CpdR and ClpX (108, 116). Since 
DivJ and CckA also co-immunoprecipitate with PopZ, it 
seems that PopZ is at the top of a hierarchical recruitment 
process, or that PopZ forms a matrix that captures other 
proteins once they have been attracted to the pole by other 
mechanisms (108, 116). Furthermore, although PopZ is a 
cytoplasmic protein, its influence on polar assembly seems 
to extend to the periplasm, as a truncated form of SpmX, 
possessing only the periplasmic muramidase domain, is 
also delocalized in a popZ mutant, suggesting that PopZ 
could affect the synthesis or modification of peptidoglycan 
as well (108). 

 
In other alpha-proteobacteria: While the 

distribution of PopZ and TipN homologs in other alpha-
proteobacteria is relatively narrow, the parS/ParB/ParA 
system is broadly conserved throughout most 
proteobacterial subdivisions (117, 118). Not surprisingly, 
ParA/MinD ATPases are known to be widely used for 
plasmid and chromosome partitioning, but are also 
implicated in other processes including virulence regulation 
in A. tumefaciens. VirC1, a factor required for efficient 
DNA transfer in A. tumefaciens, has sequence motifs 
characteristic of ParA/MinD-like ATPases (119). VirC1 
stimulates the generation of multiple copies per cell of the 
T-complex (VirD2-T-strand particles), probably through its 
interaction with other Vir proteins (119). VirC1, like MinD 
and in contrast to ParA, possesses a C-terminal amphipatic 
helix and is associated with the polar membrane. It recruits 
T-complexes to the cell poles, where the VirB/D4 type IV 
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secretion system (T4SS) assembles (119, 120). VirC1 can 
also bind to the Ti plasmid, and this binding seems to be 
stimulated by VirC2; this suggests that the 
VirC1/VirC2/Ti-DNA complex could function in an 
analogous way to the ParA/ParB/parS complex (119). The 
mechanism by which this complex would be recruited to 
the cell pole is not known, as pole-to-pole oscillations or 
formation of filaments have not been detected for VirC1 in 
the experimental conditions tested, but they remain an 
interesting possibility (119). 

 
In contrast to C. crescentus, which only possesses 

a single circular chromosome, multiple replicons are 
present in rhizobia and agrobacterial species, making it 
much more challenging to dissect the underlying 
positioning and segregation mechanisms. A. tumefaciens 
has a circular chromosome, a linear chromosome, a cryptic 
plasmid (pAtC58) and the tumor-producing Ti plasmid 
(121). S. meliloti possesses a circular chromosome and two 
megaplasmids (122). In both cases, the circular 
chromosome has an origin of replication resembling that of 
C. crescentus, whereas the linear chromosome of A. 
tumefaciens and the (mega)plasmids carry a plasmid-like 
replication system of the repABC family – in which RepA 
and RepB are responsible for partitioning and RepC is 
required for the initiation of replication (121-123). In A. 
tumefaciens, all replicons are duplicated at the same time 
during the cell cycle and preferentially localize at, or near, 
the cell pole, although their positions do not overlap (19, 
121, 124, 125). Similarly, in S. meliloti the replication 
origins of all three replicons preferentially localize at the 
cell pole, with a higher polar bias for the chromosome 
origin (124). The polar localization of the replicons origins 
seems to be conserved in alpha-proteobacteria and might 
contribute to their stability and inheritance. However, the 
pole is not just a general site for origin localization, as an 
RK2-based broad host range multicopy plasmid is 
positioned predominantly at mid- and quarter-cell sites in 
C. crescentus, A. tumefaciens and S. meliloti cells, as is the 
case for E. coli cells (124, 126). 
 
6. REGULATION OF MUCOIDY AND CELL 
DENSITY 
 

In C. crescentus: Determining the complete 
genome sequence of a C. crescentus wild isolate (CB15) 
and a derived laboratory strain (NA1000) unearthed a 26-
kb prophage-like insertion, probably a mobile element, that 
confers several distinct properties to NA1000 compared to 
CB15. These NA1000 distinctive phenotypes include the 
mucoidy on high-sugar medium, a reduced sensitivity to 
phage ΦCr30 and the sedimentation properties which are 
exploited to physically separate swarmer and stalked cells 
by cell density centrifugation (127). The 26-kb prophage 
region encodes a number of putative ORFs predicted to be 
involved in polysaccharide synthesis and export (127). The 
presence of these genes could alter the capsular properties 
of C. crescentus, and as a consequence interfere with phage 
ΦCr30 attachment to the S-layer. Moreover, the presence 
of a modified capsule on the cell surface might affect the 
cell density and hydrodynamic properties, which in turn 

would be responsible for the change in the sedimentation 
properties (127).  

 
In other alpha-proteobacteria: While little is 

known about the regulation of capsular polysaccharides 
production in C. crescentus, this is a particularly important 
topic in the realm of understanding the symbiotic 
relationship of rhizobia with their hosts. In rhizobia, the 
mucoid phenotype is often related to the production of 
exopolysaccharides (EPS). In the case of S. meliloti, two 
types of EPS are produced: succinoglycan (EPS I) and 
galactoglucan (EPS II) (128, 129). Their production is 
under control of a number of environmental signals, 
including phosphate concentrations and quorum sensing, 
and EPS play an important role in the establishment of an 
efficient symbiotic interaction with host plants as well (90, 
130-132). A small transcriptional regulator with a C2H2 
zinc finger domain, MucR, has also been implicated in the 
regulation of both types of EPS in S. meliloti: MucR has a 
positive effect on the production of succinoglycan, by 
binding to a short DNA region upstream of exoH and exoY 
(involved in EPS I biosynthesis), whereas it represses EPS 
II production (133-135). The EPS II gene cluster contains 
four operons, wge, wga, wgd and wggR-wgcA (135, 136). 
The proteins encoded by the wge, wga and wgd 
transcriptional units have biosynthetic functions, whereas 
WggR is a transcriptional regulator that promotes EPS II 
synthesis and WgcA is a glycosyl transferase involved in 
the production of low molecular weight EPS II (135-137). 
Upstream of each of these operons there are two promoters, 
controlled by PhoB, WggR and MucR: the proximal 
promoters are cooperatively induced by PhoB and WggR, 
driving EPS II production under phosphate-limiting 
conditions (136). On the other hand MucR can strongly 
inhibit the distal promoters and binds to a DNA sequence 
next to the distal transcription start sites, inhibiting 
galactoglucan synthesis in phosphate-sufficient conditions 
(136).  

 
In S. meliloti MucR is also involved in the control 

of motility, which is required for the interaction with host 
plants (138). MucR represses the expression of rem, which 
encodes an activator of motility gene expression with 
targets such as flaF (a flagellar biosynthesis regulatory 
protein) and flgG (a component of the basal body rod) 
(138-140). Bahlawane et al. have shown the direct binding 
of MucR to the rem promoter, and that the MucR and Rem 
consensus sequences overlap, so that the competition 
between MucR and Rem for binding would lower Rem 
auto-induction and thus motility (138). Coordinated 
regulation of EPS production and motility has been 
demonstrated in other bacteria such as Ralstonia 
solanacearum, Vibrio cholerae and Salmonella enterica, 
and is considered to play an important role in promoting 
bacteria-host interactions (141-144). It has also to be noted 
that S. meliloti is motile mainly in exponential phase, and 
its motility progressively decreases in stationary phase, in 
response to cell density (145). Actually, the ExpR/Sin and 
ExoR/ExoS/ChvI quorum sensing systems regulate both 
motility and EPS production as a well as a number of other 
functions according to the growth phase (146-151). 
However, it is important to highlight that ExpR/Sin 
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abolishes the repression of MucR on galactoglucan 
biosynthesis but does not affect the role of MucR on a 
number of other functions that promote symbiosis, such as 
repression of motility and increase in EPS I and Nod 
factors production (137). Therefore, S. meliloti MucR is a 
key player in the coordination of bacterial functions, as it 
represses genes specifically intended for expression during 
symbiosis and promotes root nodule formation. While there 
are no typical quorum-sensing systems encoded in the C. 
crescentus genome, there are three mucR-like genes 
(CC_0933, CC_0949 and CC_1356), raising the possibility 
that an intricate MucR-regulated relationship also exists for 
polysaccharides production and motility in C. crescentus. 
 
7. CONCLUSION 
 

Spatial and temporal regulation of developmental 
and differentiation processes has acquired an outstanding 
importance in bacteria. C. crescentus is a model system for 
cell cycle control and cell division, and its study is helping 
to elucidate the same processes in other alpha-
proteobacterial species, as the fundamental components of 
regulatory networks and cell division machinery are highly 
conserved. Conversely, identifying the genetic basis for 
specialized properties such as virulence, symbiosis, DNA 
transfer by a type IV secretion system and EPS production 
in other alpha-proteobacteria will also be very helpful in 
illuminating the regulation of mucoidy, cell density and 
type IV secretion in C. crescentus for which little is known 
currently. 
 
8. ACKNOWLEDGMENTS 
 

We acknowledge the Swiss National Science 
Foundation (Grant # 31003A_127287), the Human 
Frontiers Science Program (Program Grant # 
RGP0051/2010) and the Fondation Leenards for funding 
support. 
 
9. REFERENCES 
 
1. Skerker, J. M. & M. T. Laub: Cell-cycle progression and 
the generation of asymmetry in Caulobacter crescentus. 
Nat Rev Microbiol, 2, 325-37 (2004) 
 
2. McAdams, H. H. & L. Shapiro: The Architecture and 
Conservation Pattern of Whole-Cell Control Circuitry. J 
Mol Biol (2011) 
 
3. Hallez, R., A. F. Bellefontaine, J. J. Letesson & X. De 
Bolle: Morphological and functional asymmetry in 
alpha-proteobacteria. Trends Microbiol, 12, 361-5 (2004) 
 
4. Brilli, M., M. Fondi, R. Fani, A. Mengoni, L. Ferri, M. 
Bazzicalupo & E. G. Biondi: The diversity and evolution 
of cell cycle regulation in alpha-proteobacteria: a 
comparative genomic analysis. BMC Syst Biol, 4, 52 
(2010) 
 
5. Kirkpatrick, C. L. & P. H. Viollier: Poles apart: 
prokaryotic polar organelles and their spatial regulation. 
Cold Spring Harb Perspect Biol, 3,  (2011) 

6. Quon, K. C., B. Yang, I. J. Domian, L. Shapiro & G. T. 
Marczynski: Negative control of bacterial DNA replication 
by a cell cycle regulatory protein that binds at the 
chromosome origin. Proc. Natl. Acad. Sci. USA, 95, 120-5 
(1998) 
 
7. Quon, K. C., G. T. Marczynski & L. Shapiro: Cell cycle 
control by an essential bacterial two-component signal 
transduction protein. Cell, 84, 83-93 (1996) 
 
8. Domian, I. J., K. C. Quon & L. Shapiro: Cell type-
specific phosphorylation and proteolysis of a transcriptional 
regulator controls the G1-to-S transition in a bacterial cell 
cycle. Cell, 90, 415-24 (1997) 
 
9. Jacobs, C., I. J. Domian, J. R. Maddock & L. Shapiro: 
Cell cycle-dependent polar localization of an essential 
bacterial histidine kinase that controls DNA replication and 
cell division. Cell, 97, 111-20 (1999) 
 
10. Biondi, E. G., S. J. Reisinger, J. M. Skerker, M. Arif, B. 
S. Perchuk, K. R. Ryan & M. T. Laub: Regulation of the 
bacterial cell cycle by an integrated genetic circuit. Nature, 
444, 899-904 (2006) 
 
11. McGrath, P. T., A. A. Iniesta, K. R. Ryan, L. Shapiro & 
H. H. McAdams: A dynamically localized protease 
complex and a polar specificity factor control a cell cycle 
master regulator. Cell, 124, 535-47 (2006) 
 
12. Iniesta, A. A., P. T. McGrath, A. Reisenauer, H. H. 
McAdams & L. Shapiro: A phospho-signaling pathway 
controls the localization and activity of a protease complex 
critical for bacterial cell cycle progression. Proc Natl Acad 
Sci U S A, 103, 10935-40 (2006) 
 
13. Domian, I. J., A. Reisenauer & L. Shapiro: Feedback 
control of a master bacterial cell-cycle regulator. Proc. 
Natl. Acad.. Sci. USA, 96, 6648-53 (1999) 
 
14. McAdams, H. H. & L. Shapiro: System-level design of 
bacterial cell cycle control. FEBS Lett, 583, 3984-91 (2009) 
 
15. Collier, J., H. H. McAdams & L. Shapiro: A DNA 
methylation ratchet governs progression through a bacterial 
cell cycle. Proc Natl Acad Sci U S A, 104, 17111-6 (2007) 
 
16. Collier, J., S. R. Murray & L. Shapiro: DnaA couples 
DNA replication and the expression of two cell cycle 
master regulators. Embo J, 25, 346-56 (2006) 
 
17. Holtzendorff, J., D. Hung, P. Brende, A. Reisenauer, 
P. H. Viollier, H. H. McAdams & L. Shapiro: Oscillating 
global regulators control the genetic circuit driving a 
bacterial cell cycle. Science, 304, 983-7 (2004) 
 
18. Mercer, R. G., S. J. Callister, M. S. Lipton, L. Pasa-
Tolic, H. Strnad, V. Paces, J. T. Beatty & A. S. Lang: 
Loss of the response regulator CtrA causes pleiotropic 
effects on gene expression but does not affect growth 
phase regulation in Rhodobacter capsulatus. J Bacteriol, 
192, 2701-10 (2010) 



Conserved regulatory pathways of alpha-proteobacteria 

1709 

19. Kahng, L. S. & L. Shapiro: The CcrM DNA 
methyltransferase of Agrobacterium tumefaciens is 
essential, and its activity is cell cycle regulated. J Bacteriol, 
183, 3065-75 (2001) 
 
20. Robertson, G. T., A. Reisenauer, R. Wright, R. B. 
Jensen, A. Jensen, L. Shapiro & R. M. Roop, 2nd: The 
Brucella abortus CcrM DNA methyltransferase is essential 
for viability, and its overexpression attenuates intracellular 
replication in murine macrophages. J Bacteriol, 182, 3482-
9 (2000) 
 
21. Wright, R., C. Stephens & L. Shapiro: The CcrM DNA 
methyltransferase is widespread in the alpha subdivision of 
proteobacteria, and its essential functions are conserved in 
Rhizobium meliloti and Caulobacter crescentus. J 
Bacteriol, 179, 5869-77 (1997) 
 
22. Stephens, C., A. Reisenauer, R. Wright & L. Shapiro: A 
cell cycle-regulated bacterial DNA methyltransferase is 
essential for viability. Proc. Natl. Acad. Sci. USA, 93, 
1210-4 (1996) 
 
23. Zweiger, G., G. Marczynski & L. Shapiro: A 
Caulobacter DNA methyltransferase that functions only in 
the predivisional cell. J Mol Biol, 235, 472-85. (1994) 
 
24. Bellefontaine, A. F., C. E. Pierreux, P. Mertens, J. 
Vandenhaute, J. J. Letesson & X. De Bolle: Plasticity of a 
transcriptional regulation network among alpha-
proteobacteria is supported by the identification of CtrA 
targets in Brucella abortus. Mol Microbiol, 43, 945-60 
(2002) 
 
25. Martin, M. E., M. J. Trimble & Y. V. Brun: Cell cycle-
dependent abundance, stability and localization of FtsA and 
FtsQ in Caulobacter crescentus. Mol Microbiol, 54, 60-74 
(2004) 
 
26. Wortinger, M., M. J. Sackett & Y. V. Brun: CtrA 
mediates a DNA replication checkpoint that prevents cell 
division in Caulobacter crescentus. Embo J, 19, 4503-12. 
(2000) 
 
27. Duerig, A., S. Abel, M. Folcher, M. Nicollier, T. 
Schwede, N. Amiot, B. Giese & U. Jenal: Second 
messenger-mediated spatiotemporal control of protein 
degradation regulates bacterial cell cycle progression. 
Genes Dev, 23, 93-104 (2009) 
 
28. Chien, P., B. S. Perchuk, M. T. Laub, R. T. Sauer & T. 
A. Baker: Direct and adaptor-mediated substrate 
recognition by an essential AAA+ protease. Proc Natl Acad 
Sci U S A, 104, 6590-5 (2007) 
 
29. Taylor, J. A., J. D. Wilbur, S. C. Smith & K. R. Ryan: 
Mutations that alter RcdA surface residues decouple 
protein localization and CtrA proteolysis in Caulobacter 
crescentus. J Mol Biol, 394, 46-60 (2009) 
 
30. Iniesta, A. A. & L. Shapiro: A bacterial control circuit 
integrates polar localization and proteolysis of key 

regulatory proteins with a phospho-signaling cascade. Proc 
Natl Acad Sci U S A, 105, 16602-7 (2008) 
 
31. Iniesta, A. A., N. J. Hillson & L. Shapiro: Cell pole-
specific activation of a critical bacterial cell cycle kinase. 
Proc Natl Acad Sci U S A, 107, 7012-7 (2010) 
 
32. Tsokos, C. G., B. S. Perchuk & M. T. Laub: A 
Dynamic Complex of Signaling Proteins Uses Polar 
Localization to Regulate Cell-Fate Asymmetry in 
Caulobacter crescentus. Dev Cell, 20, 329-41 (2011) 
 
33. Kobayashi, H., N. J. De Nisco, P. Chien, L. A. 
Simmons & G. C. Walker: Sinorhizobium meliloti CpdR1 
is critical for co-ordinating cell cycle progression and the 
symbiotic chronic infection. Mol Microbiol, 73, 586-600 
(2009) 
 
34. de Boer, P. A.: Advances in understanding E. coli cell 
fission. Curr Opin Microbiol, 13, 730-7 (2010) 
 
35. Barnett, M. J., C. J. Toman, R. F. Fisher & S. R. Long: 
A dual-genome Symbiosis Chip for coordinate study of 
signal exchange and development in a prokaryote-host 
interaction. Proc Natl Acad Sci U S A, 101, 16636-41 
(2004) 
 
36. Becker, A., H. Berges, E. Krol, C. Bruand, S. Ruberg, 
D. Capela, E. Lauber, E. Meilhoc, F. Ampe, F. J. de Bruijn, 
J. Fourment, A. Francez-Charlot, D. Kahn, H. Kuster, C. 
Liebe, A. Puhler, S. Weidner & J. Batut: Global changes in 
gene expression in Sinorhizobium meliloti 1021 under 
microoxic and symbiotic conditions. Mol Plant Microbe 
Interact, 17, 292-303 (2004) 
 
37. Pessi, G., C. H. Ahrens, H. Rehrauer, A. Lindemann, F. 
Hauser, H. M. Fischer & H. Hennecke: Genome-wide 
transcript analysis of Bradyrhizobium japonicum bacteroids 
in soybean root nodules. Mol Plant Microbe Interact, 20, 
1353-63 (2007) 
 
38. Chen, Y. E., C. G. Tsokos, E. G. Biondi, B. S. Perchuk 
& M. T. Laub: Dynamics of two Phosphorelays controlling 
cell cycle progression in Caulobacter crescentus. J 
Bacteriol, 191, 7417-29 (2009) 
 
39. Wu, J., N. Ohta & A. Newton: An essential, 
multicomponent signal transduction pathway required for 
cell cycle regulation in Caulobacter. Proc Natl Acad Sci U 
S A, 95, 1443-8 (1998) 
 
40. Wheeler, R. T. & L. Shapiro: Differential localization 
of two histidine kinases controlling bacterial cell 
differentiation. Mol Cell, 4, 683-94 (1999) 
 
41. Wheeler, R. T., J. W. Gober & L. Shapiro: Protein 
localization during the Caulobacter crescentus cell cycle. 
Curr Opin Microbiol, 1, 636-42 (1998) 
 
42. Ohta, N. & A. Newton: The core dimerization domains 
of histidine kinases contain recognition specificity for the 



Conserved regulatory pathways of alpha-proteobacteria 

1710 

cognate response regulator. J Bacteriol, 185, 4424-31 
(2003) 
 
43. Chen, Y. E., C. Tropini, K. Jonas, C. G. Tsokos, K. C. 
Huang & M. T. Laub: Spatial gradient of protein 
phosphorylation underlies replicative asymmetry in a 
bacterium. Proc Natl Acad Sci U S A, 108, 1052-7 (2011) 
 
44. Pierce, D. L., D. S. O'Donnol, R. C. Allen, J. W. 
Javens, E. M. Quardokus & Y. V. Brun: Mutations in DivL 
and CckA rescue a divJ null mutant of Caulobacter 
crescentus by reducing the activity of CtrA. J Bacteriol, 
188, 2473-82 (2006) 
 
45. Angelastro, P. S., O. Sliusarenko & C. Jacobs-Wagner: 
Polar localization of the CckA histidine kinase and cell 
cycle periodicity of the essential master regulator CtrA in 
Caulobacter crescentus. J Bacteriol, 192, 539-52 (2010) 
 
46. Reisinger, S. J., S. Huntwork, P. H. Viollier & K. R. 
Ryan: DivL performs critical cell cycle functions in 
Caulobacter crescentus independent of kinase activity. J 
Bacteriol, 189, 8308-20 (2007) 
 
47. Iniesta, A. A., N. J. Hillson & L. Shapiro: Polar 
remodeling and histidine kinase activation, which is 
essential for Caulobacter cell cycle progression, are 
dependent on DNA replication initiation. J Bacteriol, 192, 
3893-902 (2010) 
 
48. Collier, J.: Epigenetic regulation of the bacterial cell 
cycle. Curr Opin Microbiol, 12, 722-9 (2009) 
 
49. Jonas, K., Y. E. Chen & M. T. Laub: Modularity of the 
Bacterial Cell Cycle Enables Independent Spatial and 
Temporal Control of DNA Replication. Curr Biol (2011) 
 
50. Hottes, A. K., L. Shapiro & H. H. McAdams: DnaA 
coordinates replication initiation and cell cycle 
transcription in Caulobacter crescentus. Mol Microbiol, 58, 
1340-53 (2005) 
 
51. Sciochetti, S. A., N. Ohta & A. Newton: The role of 
polar localization in the function of an essential 
Caulobacter crescentus tyrosine kinase. Mol Microbiol, 56, 
1467-80 (2005) 
 
52. Radhakrishnan, S. K., M. Thanbichler & P. H. Viollier: 
The dynamic interplay between a cell fate determinant and 
a lysozyme homolog drives the asymmetric division cycle 
of Caulobacter crescentus. Genes Dev, 22, 212-25 (2008) 
 
53. Paul, R., S. Weiser, N. C. Amiot, C. Chan, T. Schirmer, 
B. Giese & U. Jenal: Cell cycle-dependent dynamic 
localization of a bacterial response regulator with a novel 
di-guanylate cyclase output domain. Genes Dev, 18, 715-27 
(2004) 
 
54. Jenal, U. & J. Malone: Mechanisms of Cyclic-di-GMP 
Signaling in Bacteria. Annu Rev Genet (2006) 
 

55. Lam, H., J. Y. Matroule & C. Jacobs-Wagner: The 
asymmetric spatial distribution of bacterial signal 
transduction proteins coordinates cell cycle events. Dev 
Cell, 5, 149-59 (2003) 
 
56. Hallez, R., J. Mignolet, V. Van Mullem, M. Wery, J. 
Vandenhaute, J. J. Letesson, C. Jacobs-Wagner & X. De 
Bolle: The asymmetric distribution of the essential histidine 
kinase PdhS indicates a differentiation event in Brucella 
abortus. EMBO J, 26, 1444-55 (2007) 
 
57. Gibson, K. E., G. R. Campbell, J. Lloret & G. C. 
Walker: CbrA is a stationary-phase regulator of cell surface 
physiology and legume symbiosis in Sinorhizobium 
meliloti. J Bacteriol, 188, 4508-21 (2006) 
 
58. Crymes, W. B., Jr., D. Zhang & B. Ely: Regulation of 
podJ expression during the Caulobacter crescentus cell 
cycle. J. Bacteriol., 181, 3967-73 (1999) 
 
59. Chen, J. C., A. K. Hottes, H. H. McAdams, P. T. 
McGrath, P. H. Viollier & L. Shapiro: Cytokinesis signals 
truncation of the PodJ polarity factor by a cell cycle-
regulated protease. Embo J, 25, 377-86 (2006) 
 
60. Viollier, P. H., N. Sternheim & L. Shapiro: 
Identification of a localization factor for the polar 
positioning of bacterial structural and regulatory proteins. 
Proc Natl Acad Sci U S A, 99, 13831-6 (2002) 
 
61. Lawler, M. L., D. E. Larson, A. J. Hinz, D. Klein & Y. 
V. Brun: Dissection of functional domains of the polar 
localization factor PodJ in Caulobacter crescentus. Mol 
Microbiol, 59, 301-16 (2006) 
 
62. Viollier, P. H. & L. Shapiro: A lytic transglycosylase 
homologue, PleA, is required for the assembly of pili and 
the flagellum at the Caulobacter crescentus cell pole. Mol 
Microbiol, 49, 331-45 (2003) 
 
63. Radhakrishnan, S. K., S. Pritchard & P. H. Viollier: 
Coupling prokaryotic cell fate and division control with a 
bifunctional and oscillating oxidoreductase homolog. Dev 
Cell, 18, 90-101 (2010) 
 
64. Christen, B., M. J. Fero, N. J. Hillson, G. Bowman, S. 
H. Hong, L. Shapiro & H. H. McAdams: High-throughput 
identification of protein localization dependency networks. 
Proc Natl Acad Sci U S A, 107, 4681-6 (2010) 
 
65. Tan, M. H., J. B. Kozdon, X. Shen, L. Shapiro & H. H. 
McAdams: An essential transcription factor, SciP, enhances 
robustness of Caulobacter cell cycle regulation. Proc Natl 
Acad Sci U S A, 107, 18985-90 (2010) 
 
66. Gora, K. G., C. G. Tsokos, Y. E. Chen, B. S. 
Srinivasan, B. S. Perchuk & M. T. Laub: A cell-type-
specific protein-protein interaction modulates 
transcriptional activity of a master regulator in Caulobacter 
crescentus. Mol Cell, 39, 455-67 (2010) 
 



Conserved regulatory pathways of alpha-proteobacteria 

1711 

67. Laub, M. T., S. L. Chen, L. Shapiro & H. H. McAdams: 
Genes directly controlled by CtrA, a master regulator of the 
Caulobacter cell cycle. Proc Natl Acad Sci U S A, 99, 
4632-7 (2002) 
 
68. Laub, M. T., H. H. McAdams, T. Feldblyum, C. M. 
Fraser & L. Shapiro: Global analysis of the genetic network 
controlling a bacterial cell cycle. Science, 290, 2144-8. 
(2000) 
 
69. Bastiat, B., L. Sauviac & C. Bruand: Dual control of 
Sinorhizobium meliloti RpoE2 sigma factor activity by two 
PhyR-type two-component response regulators. J Bacteriol, 
192, 2255-65 (2010) 
 
70. Gourion, B., S. Sulser, J. Frunzke, A. Francez-Charlot, 
P. Stiefel, G. Pessi, J. A. Vorholt & H. M. Fischer: The 
PhyR-sigma(EcfG) signalling cascade is involved in stress 
response and symbiotic efficiency in Bradyrhizobium 
japonicum. Mol Microbiol, 73, 291-305 (2009) 
 
71. Herrou, J., R. Foreman, A. Fiebig & S. Crosson: A 
structural model of anti-anti-sigma inhibition by a two-
component receiver domain: the PhyR stress response 
regulator. Mol Microbiol, 78, 290-304 (2010) 
 
72. Francez-Charlot, A., J. Frunzke, C. Reichen, J. Z. 
Ebneter, B. Gourion & J. A. Vorholt: Sigma factor mimicry 
involved in regulation of general stress response. Proc Natl 
Acad Sci U S A, 106, 3467-72 (2009) 
 
73. Alvarez-Martinez, C. E., R. F. Lourenco, R. L. Baldini, 
M. T. Laub & S. L. Gomes: The ECF sigma factor 
sigma(T) is involved in osmotic and oxidative stress 
responses in Caulobacter crescentus. Mol Microbiol, 66, 
1240-55 (2007) 
 
74. Gourion, B., A. Francez-Charlot & J. A. Vorholt: PhyR 
is involved in the general stress response of 
Methylobacterium extorquens AM1. J Bacteriol, 190, 
1027-35 (2008) 
 
75. Gourion, B., M. Rossignol & J. A. Vorholt: A 
proteomic study of Methylobacterium extorquens reveals a 
response regulator essential for epiphytic growth. Proc Natl 
Acad Sci U S A, 103, 13186-91 (2006) 
 
76. Martinez-Salazar, J. M., E. Salazar, S. Encarnacion, M. 
A. Ramirez-Romero & J. Rivera: Role of the 
extracytoplasmic function sigma factor RpoE4 in oxidative 
and osmotic stress responses in Rhizobium etli. J Bacteriol, 
191, 4122-32 (2009) 
 
77. Sauviac, L., H. Philippe, K. Phok & C. Bruand: An 
extracytoplasmic function sigma factor acts as a general 
stress response regulator in Sinorhizobium meliloti. J 
Bacteriol, 189, 4204-16 (2007) 
 
78. Staroń, A. & T. Mascher: General stress response in 
alpha-proteobacteria: PhyR and beyond. Mol Microbiol, 78, 
271-7 (2010) 

79. Staroń, A., H. J. Sofia, S. Dietrich, L. E. Ulrich, H. 
Liesegang & T. Mascher: The third pillar of bacterial signal 
transduction: classification of the extracytoplasmic function 
(ECF) sigma factor protein family. Mol Microbiol, 74, 557-
81 (2009) 
 
80. Lourenço, R. F., C. Kohler & S. L. Gomes: A two-
component system, an anti-sigma factor and two 
paralogous ECF sigma factors are involved in the control of 
general stress response in Caulobacter crescentus. Mol 
Microbiol, 80, 1598-612 (2011) 
 
81. Humann, J. L., H. T. Ziemkiewicz, S. N. Yurgel & M. 
L. Kahn: Regulatory and DNA repair genes contribute to 
the desiccation resistance of Sinorhizobium meliloti 
Rm1021. Appl Environ Microbiol, 75, 446-53 (2009) 
 
82. Flechard, M., C. Fontenelle, A. Trautwetter, G. Ermel 
& C. Blanco: Sinorhizobium meliloti rpoE2 is necessary for 
H(2)O(2) stress resistance during the stationary growth 
phase. FEMS Microbiol Lett, 290, 25-31 (2009) 
 
83. Thanbichler, M. & L. Shapiro: MipZ, a spatial regulator 
coordinating chromosome segregation with cell division in 
Caulobacter. Cell, 126, 147-62 (2006) 
 
84. Goley, E. D., L. R. Comolli, K. E. Fero, K. H. Downing 
& L. Shapiro: DipM links peptidoglycan remodelling to 
outer membrane organization in Caulobacter. Mol 
Microbiol, 77, 56-73 (2010) 
 
85. Goley, E. D., N. A. Dye, J. N. Werner, Z. Gitai & L. 
Shapiro: Imaging-based identification of a critical regulator 
of FtsZ protofilament curvature in Caulobacter. Mol Cell, 
39, 975-87 (2010) 
 
86. Ingerson-Mahar, M., A. Briegel, J. N. Werner, G. J. 
Jensen & Z. Gitai: The metabolic enzyme CTP synthase 
forms cytoskeletal filaments. Nat Cell Biol, 12, 739-46 
(2010) 
 
87. Ausmees, N., J. R. Kuhn & C. Jacobs-Wagner: The 
bacterial cytoskeleton: an intermediate filament-like 
function in cell shape. Cell, 115, 705-13 (2003) 
 
88. McGrath, P. T., H. Lee, L. Zhang, A. A. Iniesta, A. K. 
Hottes, M. H. Tan, N. J. Hillson, P. Hu, L. Shapiro & H. H. 
McAdams: High-throughput identification of transcription 
start sites, conserved promoter motifs and predicted 
regulons. Nat Biotechnol, 25, 584-92 (2007) 
 
89. Nierman, W. C., T. V. Feldblyum, M. T. Laub, I. T. 
Paulsen, K. E. Nelson, J. Eisen, J. F. Heidelberg, M. R. 
Alley, N. Ohta, J. R. Maddock, I. Potocka, W. C. Nelson, 
A. Newton, C. Stephens, N. D. Phadke, B. Ely, R. T. 
DeBoy, R. J. Dodson, A. S. Durkin, M. L. Gwinn, D. H. 
Haft, J. F. Kolonay, J. Smit, M. B. Craven, H. Khouri, J. 
Shetty, K. Berry, T. Utterback, K. Tran, A. Wolf, J. 
Vamathevan, M. Ermolaeva, O. White, S. L. Salzberg, J. C. 
Venter, L. Shapiro & C. M. Fraser: Complete genome 
sequence of Caulobacter crescentus. Proc Natl Acad Sci U 
S A, 98, 4136-41. (2001) 



Conserved regulatory pathways of alpha-proteobacteria 

1712 

90. Gibson, K. E., H. Kobayashi & G. C. Walker: 
Molecular determinants of a symbiotic chronic infection. 
Annu Rev Genet, 42, 413-41 (2008) 
 
91. Aaron, M., G. Charbon, H. Lam, H. Schwarz, W. 
Vollmer & C. Jacobs-Wagner: The tubulin homologue FtsZ 
contributes to cell elongation by guiding cell wall precursor 
synthesis in Caulobacter crescentus. Mol Microbiol, 64, 
938-52 (2007) 
 
92. Ma, X., Q. Sun, R. Wang, G. Singh, E. L. Jonietz & W. 
Margolin: Interactions between heterologous FtsA and FtsZ 
proteins at the FtsZ ring. J Bacteriol, 179, 6788-97 (1997) 
 
93. Margolin, W. & S. R. Long: Rhizobium meliloti 
contains a novel second homolog of the cell division gene 
ftsZ. J Bacteriol, 176, 2033-43 (1994) 
 
94. Goehring, N. W. & J. Beckwith: Diverse paths to 
midcell: assembly of the bacterial cell division machinery. 
Curr Biol, 15, R514-26 (2005) 
 
95. Margolin, W.: FtsZ and the division of prokaryotic cells 
and organelles. Nat Rev Mol Cell Biol, 6, 862-71 (2005) 
 
96. Osawa, M., D. E. Anderson & H. P. Erickson: 
Reconstitution of contractile FtsZ rings in liposomes. 
Science, 320, 792-4 (2008) 
 
97. Osawa, M., D. E. Anderson & H. P. Erickson: Curved 
FtsZ protofilaments generate bending forces on liposome 
membranes. EMBO J, 28, 3476-84 (2009) 
 
98. Gerding, M. A., Y. Ogata, N. D. Pecora, H. Niki & P. 
A. de Boer: The trans-envelope Tol-Pal complex is part of 
the cell division machinery and required for proper outer-
membrane invagination during cell constriction in E. coli. 
Mol Microbiol, 63, 1008-25 (2007) 
 
99. Moll, A., S. Schlimpert, A. Briegel, G. J. Jensen & M. 
Thanbichler: DipM, a new factor required for 
peptidoglycan remodelling during cell division in 
Caulobacter crescentus. Mol Microbiol, 77, 90-107 (2010) 
 
100. Poggio, S., C. N. Takacs, W. Vollmer & C. Jacobs-
Wagner: A protein critical for cell constriction in the Gram-
negative bacterium Caulobacter crescentus localizes at the 
division site through its peptidoglycan-binding LysM 
domains. Mol Microbiol, 77, 74-89 (2010) 
 
101. Yeh, Y. C., L. R. Comolli, K. H. Downing, L. Shapiro 
& H. H. McAdams: The Caulobacter Tol-Pal complex is 
essential for outer membrane integrity and the positioning 
of a polar localization factor. J Bacteriol, 192, 4847-58 
(2010) 
 
102. Anwari, K., S. Poggio, A. Perry, X. Gatsos, S. H. 
Ramarathinam, N. A. Williamson, N. Noinaj, S. Buchanan, 
K. Gabriel, A. W. Purcell, C. Jacobs-Wagner & T. 
Lithgow: A modular BAM complex in the outer membrane 
of the alpha-proteobacterium Caulobacter crescentus. PLoS 
One, 5, e8619 (2010) 

103. Bernadac, A., M. Gavioli, J. C. Lazzaroni, S. Raina & 
R. Lloubes: Escherichia coli tol-pal mutants form outer 
membrane vesicles. J Bacteriol, 180, 4872-8 (1998) 
 
104. Cascales, E., R. Lloubes & J. N. Sturgis: The TolQ-
TolR proteins energize TolA and share homologies with the 
flagellar motor proteins MotA-MotB. Mol Microbiol, 42, 
795-807 (2001) 
 
105. Dubuisson, J. F., A. Vianney & J. C. Lazzaroni: 
Mutational analysis of the TolA C-terminal domain of 
Escherichia coli and genetic evidence for an interaction 
between TolA and TolB. J Bacteriol, 184, 4620-5 (2002) 
 
106. Germon, P., M. C. Ray, A. Vianney & J. C. Lazzaroni: 
Energy-dependent conformational change in the TolA 
protein of Escherichia coli involves its N-terminal domain, 
TolQ, and TolR. J Bacteriol, 183, 4110-4 (2001) 
 
107. Walburger, A., C. Lazdunski & Y. Corda: The Tol/Pal 
system function requires an interaction between the C-
terminal domain of TolA and the N-terminal domain of 
TolB. Mol Microbiol, 44, 695-708 (2002) 
 
108. Bowman, G. R., L. R. Comolli, G. M. Gaietta, M. 
Fero, S. H. Hong, Y. Jones, J. H. Lee, K. H. Downing, M. 
H. Ellisman, H. H. McAdams & L. Shapiro: Caulobacter 
PopZ forms a polar subdomain dictating sequential changes 
in pole composition and function. Mol Microbiol, 76, 173-
89 (2010) 
 
109. Shebelut, C. W., J. M. Guberman, S. van Teeffelen, A. 
A. Yakhnina & Z. Gitai: Caulobacter chromosome 
segregation is an ordered multistep process. Proc Natl Acad 
Sci U S A (2010) 
 
110. Viollier, P. H., M. Thanbichler, P. T. McGrath, L. 
West, M. Meewan, H. H. McAdams & L. Shapiro: From 
The Cover: Rapid and sequential movement of individual 
chromosomal loci to specific subcellular locations during 
bacterial DNA replication. PNAS, 101, 9257-9262 (2004) 
 
111. Ptacin, J. L., S. F. Lee, E. C. Garner, E. Toro, M. 
Eckart, L. R. Comolli, W. E. Moerner & L. Shapiro: A 
spindle-like apparatus guides bacterial chromosome 
segregation. Nat Cell Biol (2010) 
 
112. Schofield, W. B., H. C. Lim & C. Jacobs-Wagner: 
Cell cycle coordination and regulation of bacterial 
chromosome segregation dynamics by polarly localized 
proteins. EMBO J, 29, 3068-81 (2010) 
 
113. Leonard, T. A., P. J. Butler & J. Lowe: Bacterial 
chromosome segregation: structure and DNA binding of 
the Soj dimer--a conserved biological switch. EMBO J, 24, 
270-82 (2005) 
 
114. Pratto, F., A. Cicek, W. A. Weihofen, R. Lurz, W. 
Saenger & J. C. Alonso: Streptococcus pyogenes 
pSM19035 requires dynamic assembly of ATP-bound ParA 
and ParB on parS DNA during plasmid segregation. 
Nucleic Acids Res, 36, 3676-89 (2008) 



Conserved regulatory pathways of alpha-proteobacteria 

1713 

115. Bowman, G. R., L. R. Comolli, J. Zhu, M. Eckart, M. 
Koenig, K. H. Downing, W. E. Moerner, T. Earnest & L. 
Shapiro: A polymeric protein anchors the chromosomal 
origin/ParB complex at a bacterial cell pole. Cell, 134, 945-
55 (2008) 
 
116. Ebersbach, G., A. Briegel, G. J. Jensen & C. Jacobs-
Wagner: A self-associating protein critical for chromosome 
attachment, division, and polar organization in 
Caulobacter. Cell, 134, 956-68 (2008) 
 
117. Gerdes, K., J. Moller-Jensen & R. Bugge Jensen: 
Plasmid and chromosome partitioning: surprises from 
phylogeny. Mol Microbiol, 37, 455-66 (2000) 
 
118. Livny, J., Y. Yamaichi & M. K. Waldor: Distribution 
of centromere-like parS sites in bacteria: insights from 
comparative genomics. J Bacteriol, 189, 8693-703 (2007) 
 
119. Atmakuri, K., E. Cascales, O. T. Burton, L. M. Banta 
& P. J. Christie: Agrobacterium ParA/MinD-like VirC1 
spatially coordinates early conjugative DNA transfer 
reactions. EMBO J, 26, 2540-51 (2007) 
 
120. Judd, P. K., R. B. Kumar & A. Das: Spatial location 
and requirements for the assembly of the Agrobacterium 
tumefaciens type IV secretion apparatus. Proc Natl Acad 
Sci U S A, 102, 11498-503 (2005) 
 
121. Goodner, B., G. Hinkle, S. Gattung, N. Miller, M. 
Blanchard, B. Qurollo, B. S. Goldman, Y. Cao, M. 
Askenazi, C. Halling, L. Mullin, K. Houmiel, J. Gordon, 
M. Vaudin, O. Iartchouk, A. Epp, F. Liu, C. Wollam, M. 
Allinger, D. Doughty, C. Scott, C. Lappas, B. Markelz, C. 
Flanagan, C. Crowell, J. Gurson, C. Lomo, C. Sear, G. 
Strub, C. Cielo & S. Slater: Genome sequence of the plant 
pathogen and biotechnology agent Agrobacterium 
tumefaciens C58. Science, 294, 2323-8 (2001) 
 
122. Galibert, F., T. M. Finan, S. R. Long, A. Puhler, P. 
Abola, F. Ampe, F. Barloy-Hubler, M. J. Barnett, A. 
Becker, P. Boistard, G. Bothe, M. Boutry, L. Bowser, J. 
Buhrmester, E. Cadieu, D. Capela, P. Chain, A. Cowie, R. 
W. Davis, S. Dreano, N. A. Federspiel, R. F. Fisher, S. 
Gloux, T. Godrie, A. Goffeau, B. Golding, J. Gouzy, M. 
Gurjal, I. Hernandez-Lucas, A. Hong, L. Huizar, R. W. 
Hyman, T. Jones, D. Kahn, M. L. Kahn, S. Kalman, D. H. 
Keating, E. Kiss, C. Komp, V. Lelaure, D. Masuy, C. Palm, 
M. C. Peck, T. M. Pohl, D. Portetelle, B. Purnelle, U. 
Ramsperger, R. Surzycki, P. Thebault, M. Vandenbol, F. J. 
Vorholter, S. Weidner, D. H. Wells, K. Wong, K. C. Yeh & 
J. Batut: The composite genome of the legume symbiont 
Sinorhizobium meliloti. Science, 293, 668-72 (2001) 
 
123. Ramirez-Romero, M. A., N. Soberon, A. Perez-
Oseguera, J. Tellez-Sosa & M. A. Cevallos: Structural 
elements required for replication and incompatibility of the 
Rhizobium etli symbiotic plasmid. J Bacteriol, 182, 3117-
24 (2000) 
 
124. Kahng, L. S. & L. Shapiro: Polar localization of 
replicon origins in the multipartite genomes of 

Agrobacterium tumefaciens and Sinorhizobium meliloti. J 
Bacteriol, 185, 3384-91 (2003) 
 
125. Suzuki, K., K. Iwata & K. Yoshida: Genome analysis 
of Agrobacterium tumefaciens: construction of physical 
maps for linear and circular chromosomal DNAs, 
determination of copy number ratio and mapping of 
chromosomal virulence genes. DNA Res, 8, 141-52 (2001) 
 
126. Ho, T. Q., Z. Zhong, S. Aung & J. Pogliano: 
Compatible bacterial plasmids are targeted to independent 
cellular locations in Escherichia coli. EMBO J, 21, 1864-72 
(2002) 
 
127. Marks, M. E., C. M. Castro-Rojas, C. Teiling, L. Du, 
V. Kapatral, T. L. Walunas & S. Crosson: The genetic basis 
of laboratory adaptation in Caulobacter crescentus. J 
Bacteriol, 192, 3678-88 (2010) 
 
128. Her, G. R., J. Glazebrook, G. C. Walker & V. N. 
Reinhold: Structural studies of a novel exopolysaccharide 
produced by a mutant of Rhizobium meliloti strain 
Rm1021. Carbohydr Res, 198, 305-12 (1990) 
 
129. Reinhold, B. B., S. Y. Chan, T. L. Reuber, A. Marra, 
G. C. Walker & V. N. Reinhold: Detailed structural 
characterization of succinoglycan, the major 
exopolysaccharide of Rhizobium meliloti Rm1021. J 
Bacteriol, 176, 1997-2002 (1994) 
 
130. Becker, A., S. Ruberg, B. Baumgarth, P. A. Bertram-
Drogatz, I. Quester & A. Puhler: Regulation of 
succinoglycan and galactoglucan biosynthesis in 
Sinorhizobium meliloti. J Mol Microbiol Biotechnol, 4, 
187-90 (2002) 
 
131. Jones, K. M., N. Sharopova, D. P. Lohar, J. Q. Zhang, 
K. A. VandenBosch & G. C. Walker: Differential response 
of the plant Medicago truncatula to its symbiont 
Sinorhizobium meliloti or an exopolysaccharide-deficient 
mutant. Proc Natl Acad Sci U S A, 105, 704-9 (2008) 
 
132. Skorupska, A., M. Janczarek, M. Marczak, A. Mazur 
& J. Krol: Rhizobial exopolysaccharides: genetic control 
and symbiotic functions. Microb Cell Fact, 5, 7 (2006) 
 
133. Bertram-Drogatz, P. A., S. Ruberg, A. Becker & A. 
Puhler: The regulatory protein MucR binds to a short DNA 
region located upstream of the mucR coding region in 
Rhizobium meliloti. Mol Gen Genet, 254, 529-38 (1997) 
 
134. Keller, M., A. Roxlau, W. M. Weng, M. Schmidt, J. 
Quandt, K. Niehaus, D. Jording, W. Arnold & A. Puhler: 
Molecular analysis of the Rhizobium meliloti mucR gene 
regulating the biosynthesis of the exopolysaccharides 
succinoglycan and galactoglucan. Mol Plant Microbe 
Interact, 8, 267-77 (1995) 
 
135. Rüberg, S., A. Puhler & A. Becker: Biosynthesis of 
the exopolysaccharide galactoglucan in Sinorhizobium 
meliloti is subject to a complex control by the phosphate-



Conserved regulatory pathways of alpha-proteobacteria 

1714 

dependent regulator PhoB and the proteins ExpG and 
MucR. Microbiology, 145 ( Pt 3), 603-11 (1999) 
 
136. Bahlawane, C., B. Baumgarth, J. Serrania, S. Ruberg 
& A. Becker: Fine-tuning of galactoglucan biosynthesis in 
Sinorhizobium meliloti by differential WggR (ExpG)-, 
PhoB-, and MucR-dependent regulation of two promoters. 
J Bacteriol, 190, 3456-66 (2008) 
 
137. Mueller, K. & J. E. Gonzalez: Complex regulation of 
symbiotic functions is coordinated by MucR and quorum 
sensing in Sinorhizobium meliloti. J Bacteriol, 193, 485-96 
(2010) 
 
138. Bahlawane, C., M. McIntosh, E. Krol & A. Becker: 
Sinorhizobium meliloti regulator MucR couples 
exopolysaccharide synthesis and motility. Mol Plant 
Microbe Interact, 21, 1498-509 (2008) 
 
139. Capela, D., F. Barloy-Hubler, J. Gouzy, G. Bothe, F. 
Ampe, J. Batut, P. Boistard, A. Becker, M. Boutry, E. 
Cadieu, S. Dreano, S. Gloux, T. Godrie, A. Goffeau, D. 
Kahn, E. Kiss, V. Lelaure, D. Masuy, T. Pohl, D. 
Portetelle, A. Puhler, B. Purnelle, U. Ramsperger, C. 
Renard, P. Thebault, M. Vandenbol, S. Weidner & F. 
Galibert: Analysis of the chromosome sequence of the 
legume symbiont Sinorhizobium meliloti strain 1021. Proc 
Natl Acad Sci U S A, 98, 9877-82 (2001) 
 
140. Platzer, J., W. Sterr, M. Hausmann & R. Schmitt: 
Three genes of a motility operon and their role in flagellar 
rotary speed variation in Rhizobium meliloti. J Bacteriol, 
179, 6391-9 (1997) 
 
141. Ali, A., J. A. Johnson, A. A. Franco, D. J. Metzger, T. 
D. Connell, J. G. Morris, Jr. & S. Sozhamannan: Mutations 
in the extracellular protein secretion pathway genes (eps) 
interfere with rugose polysaccharide production in and 
motility of Vibrio cholerae. Infect Immun, 68, 1967-74 
(2000) 
 
142. Brumbley, S. M. & T. P. Denny: Cloning of wild-type 
Pseudomonas solanacearum phcA, a gene that when 
mutated alters expression of multiple traits that contribute 
to virulence. J Bacteriol, 172, 5677-85 (1990) 
 
143. Cano, D. A., G. Dominguez-Bernal, A. Tierrez, F. 
Garcia-Del Portillo & J. Casadesus: Regulation of capsule 
synthesis and cell motility in Salmonella enterica by the 
essential gene igaA. Genetics, 162, 1513-23 (2002) 
 
144. Watnick, P. I. & R. Kolter: Steps in the development 
of a Vibrio cholerae El Tor biofilm. Mol Microbiol, 34, 
586-95 (1999) 
 
145. Rotter, C., S. Muhlbacher, D. Salamon, R. Schmitt & 
B. Scharf: Rem, a new transcriptional activator of motility 
and chemotaxis in Sinorhizobium meliloti. J Bacteriol, 188, 
6932-42 (2006) 
 
146. Gao, M., H. Chen, A. Eberhard, M. R. Gronquist, J. B. 
Robinson, B. G. Rolfe & W. D. Bauer: sinI- and expR-

dependent quorum sensing in Sinorhizobium meliloti. J 
Bacteriol, 187, 7931-44 (2005) 
 
147. Glenn, S. A., N. Gurich, M. A. Feeney & J. E. 
Gonzalez: The ExpR/Sin quorum-sensing system controls 
succinoglycan production in Sinorhizobium meliloti. J 
Bacteriol, 189, 7077-88 (2007) 
 
148. Hoang, H. H., A. Becker & J. E. Gonzalez: The LuxR 
homolog ExpR, in combination with the Sin quorum 
sensing system, plays a central role in Sinorhizobium 
meliloti gene expression. J Bacteriol, 186, 5460-72 (2004) 
 
149. Hoang, H. H., N. Gurich & J. E. Gonzalez: Regulation 
of motility by the ExpR/Sin quorum-sensing system in 
Sinorhizobium meliloti. J Bacteriol, 190, 861-71 (2008) 
 
150. Pellock, B. J., M. Teplitski, R. P. Boinay, W. D. Bauer 
& G. C. Walker: A LuxR homolog controls production of 
symbiotically active extracellular polysaccharide II by 
Sinorhizobium meliloti. J Bacteriol, 184, 5067-76 (2002) 
 
151. Yao, S. Y., L. Luo, K. J. Har, A. Becker, S. Ruberg, 
G. Q. Yu, J. B. Zhu & H. P. Cheng: Sinorhizobium meliloti 
ExoR and ExoS proteins regulate both succinoglycan and 
flagellum production. J Bacteriol, 186, 6042-9 (2004) 
 
152. Viollier, P. H. & L. Shapiro: Spatial complexity of 
mechanisms controlling a bacterial cell cycle. Curr Opin 
Microbiol, 7, 572-8 (2004) 
 
Key Words: Alpha-proteobacteria, Caulobacter, Cell-
cycle, Protein localization, Phosphorylation, Proteolysis, 
Transcriptional circuit, Cytokinesis, Histidine kinase, Anti-
sigma factor, Phosphatase, Exopolysacharide EPS, 
Mucoidy, Review 
 
Send correspondence to: Patrick H. Viollier, Department 
of Microbiology and Molecular Medicine, Faculty of 
Medicine/CMU, University of Geneva, rue Michel Servet 
1, CH-1211 Geneva 4, Switzerland, Tel: 41 22 379 4175, 
Fax: 41 22 379 5502, E-mail: Patrick.Viollier@unige.ch 
 
http://www.bioscience.org/current/vol17.htm 
 


