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ABSTRACT
The superfamily of small monomeric GTPases originated in a common ancestor of eukaryotic multicellular
organisms and, since then, it has evolved independently in each lineage to cope with the environmental
challenges imposed by their different life styles. Members of the small GTPase family function in the
control of vesicle trafficking, cytoskeleton rearrangements and signaling during crucial biological
processes, such as cell growth and responses to environmental cues. In this review, we discuss the
emerging roles of these small GTPases in the pathogenic and symbiotic interactions established by plants
with microorganisms present in their nearest environment, in whichmembrane trafficking is crucial along
the different steps of the interaction, from recognition and signal transduction to nutrient exchange.
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Introduction

Plants respond to the environment in a different way than
animals considering their sessile nature. This condition
has shaped the evolution of plant genomes to develop
genetic and epigenetic programs that integrate external
stimuli with endogenous cues in a more versatile manner,
leading to the occurrence of plant-specific processes. Thus,
it is common to observe gene families that have expanded
in plants as compared with other eukaryotic kingdoms,
giving origin to sub- or neo-functionalization associated to
plant-specific functions. The small GTPases superfamily is
one of the most important gene families associated to vesi-
cle trafficking, signaling, cytoskeleton rearrangements and
nuclear transport, constituting a remarkable example of
the evolution associated to kingdom-specific processes.
The composition of this gene family in humans, yeast and
plants has been previously covered.1-3 Here, we will review
the current knowledge of the functions that small GTPases
exert in trafficking and cytoskeleton rearrangement during
the interaction of plants with other organisms (Table 1).
Other recent reviews have covered the more comprehen-
sive topic of membrane trafficking associated to plant-
microbe interactions.4-5

Plant small GTPases

Small monomeric GTPases are present in all studied
eukaryotic organisms, from yeast to mammals and

higher plants, being one of the most important gene fam-
ilies exerting regulatory functions in a myriad of cellular
processes. First discovered by their role in cancer caused
by viral infection,6 they were subsequently characterized
as modulators of signaling pathways, membrane traffick-
ing, cytoskeleton rearrangements and nuclear transport.
The superfamily of small GTPases (also referred to as
the Ras superfamily) is divided into 5 families in yeast
and animals; Rab, Ras, Arf, Rho and Ran; however, the
Ras family has not been found in plants (Fig. 1A).
Comparison of the genomes of yeast (Saccharomyces
cerevisae) and more complex organisms suggests that the
expansion of the small GTPase superfamily is associated
to pluricellularity. Even though the number of Rab pro-
teins encoded in the human genome is similar to the pre-
dicted number of gene members in Arabidopsis thaliana,
phylogenetical analyses revealed asymmetric evolution of
certain clades, as for example the branch of Rab11/
Rab25 (referred to as RabA in plants), which has largely
expanded in plants1: whereas this subfamily represents a
small proportion of Rab proteins in human and yeast
(5 and 18%, respectively), it accounts for 45% of the total
of Rabs encoded in the genome of Arabidopsis, as well as
other plant species.3,7 The amino acid sequences of Rab
and Arf family members are extremely well conserved
across kingdoms, whereas members of the Rho/Rac fam-
ily are more divergent between plants and animals, with
members of the plant family (designated as ROPs for
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Rho of Plants) displaying higher sequence identity with
Rac proteins from animals.

Small GTPases act by switching between an active-
state bound to GTP and an inactive GDP-associated
form. In their active state, small GTPases interact with
effector proteins. In addition, their subcellular localiza-
tion is modified by covalent binding to lipid molecules
that regulate their transient and reversible association to
membranes (Fig. 1B). Rabs are modified by prenylation
(primarily by geranyl-gernanylation), whereas Arfs are
myristoylated,8 changing their localization from cytosol
to membranes. Rop proteins are also modified by preny-
lation, but in addition they can be constitutively or
reversibly modified by S-acylation (by palmitic or stearic
acids) as part of their regulatory mechanisms.9-12 Based
on the primary sequence of proteins, Rops have been
classified into 2 types: type I Rops contain a CaaL box in
the hypervariable C-terminal region and undergo gera-
nylgeranylation, whereas type II Rops contain a GC-CG
box that is S-acylated.12-13 Members of the Ran family,
which participate in the import/export across the nuclear
pore, are not subjected to post-translational modification
by lipids. Since they have not been associated to any of
the biologic processes considered in this review, this fam-
ily will not be further discussed.

Rab and Arf proteins in their active state -associated
to GTP- participate in all stages of membrane traffick-
ing: Arfs have been mainly associated to vesicle
budding, whereas Rabs are necessary for cytoskeleton-
guided transport and regulation of tethering and

fusion of vesicles with target membranes (Fig. 1C).
This vesicle movement connects cellular organelles
with the extracellular/surrounding cell microenviron-
ment through the different endocytic and exocytic
pathways (Fig. 1D). The function of small GTPases of
the Rab and Arf families as regulators of these mem-
brane trafficking pathways is well conserved in eukar-
yotes. On the other hand, Rop proteins exert their
function mainly by controlling cytoskeleton dynamics.
Rop proteins control assembly and disassembling of
F-actin modulating the action of proteins that shape
the actin networks (Fig. 1E) and changes in the
dynamic of cortical microtubules. In animal systems,
these changes are crucial for ligand-activation of
plasma membrane receptors and have been linked to
the production of reactive oxygen species (ROS).14–15

Plant-microbe interactions: Small GTPases
in a trans-kingdom world

Plants engage in different types of ecological relation-
ships with surrounding microorganisms, from interac-
tions that benefit both partners -symbiosis or
mutualism- to pathogenic interactions, where fungi or
bacteria infect and colonize their hosts. In both types of
interactions, the role of small GTPases was established
over 20 y ago16-17 and since then, significant advances
has been made to understand the mechanisms by which
the small GTPases modulate endomembrane trafficking
in processes such as changes in cell polarity or the

Table 1. List of small GTPases involved in plant interactions with microorganisms.

GTPase Type Organism Accession number References

Root nodule symbiosis
Rab7p RabG Glycine max Glyma.20G171600 16

Rab7p RabG Vigna aconitifolia L14928 16

Rab7A1 RabG Medicago truncatula Medtr4g012940 36

Rab7A2 RabG Medicago truncatula Medtr4g069850 36

RabA2 RabA Phaseolus vulgaris Phvul.011G061100 21,24

Rab1p RabD Glycine max Glyma.12G165300 16

ROP10 type-II ROP Medicago truncatula Medtr3g078260 22

ROP6 type-I ROP Lotus japonicus JF260911 23,34,35

ROP9 type-I ROP Medicago truncatula Medtr5g022600 19

Plant Defense against Pathogen
ARF1 ARFA Nicotiana benthamiana DQ531849 42

ARFA1b ARFA Hordeum vulgare AK252968 47

ARFA1c ARFA Hordeum vulgare AJ508228 47

ARA7/RabF2b RabF Arabidopsis thaliana At4g19640 37

RABA1b RabA Arabidopsis thaliana At1g16920 38

RABA4c RabA Arabidopsis thaliana At5g47960 38,45

RABA6a RabA Arabidopsis thaliana At1g73640 38

RabE1d RabE Arabidopsis thaliana At5g03520 40,41

RabG3b RabG Arabidopsis thaliana At1g22740 43

YPT1-like RabD Hordeum vulgare AK361131 46

Rac1 type-II ROP Oryza sativa LOC_Os01g12900 54,55

Rac4 type-II ROP Oryza sativa LOC_Os06g12790 54

Rac5 type-I ROP Oryza sativa LOC_Os02g58730 54

RACB type-I ROP Hordeum vulgare AJ344223 50,51,53

ROP6 type-I ROP Arabidopsis thaliana At4g35020 52

ROP9 type-I ROP Medicago truncatula Medtr5g022600 19
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activation of molecular mechanisms triggered by micro-
bial signals.

Symbiotic interactions between plants
and microorganisms

One way in which plants cope with the limitation of
macronutrients in the soil is by establishing endosymbi-
otic interactions with fungi and bacteria. The most
extended association of this kind, called arbuscular
mycorrhiza (AM), was the key for aquatic plants to

colonize terrestrial lands. AM is established with glomer-
omycota fungi by approximately 90% of the plant spe-
cies, facilitating solubilization and acquisition of
phosphorus and nitrogen from the soil. Chitooligosac-
charides produced by AM fungi are perceived by plasma
membrane receptors, activating a genetically defined sig-
naling pathway that results in the intracellular accommo-
dation of AM fungi. Tree-shaped hyphal structures
called arbuscules are formed, where a plant-derived
membrane surrounds fungal hyphae and plays important
functions in nutrient acquisition.18 MtROP9 has been

Figure 1. (A) Phylogenetic diagrams of the small GTPase superfamily from human (Homo sapiens) and Arabidopsis thaliana. The super-
family of small GTPases is divided into 5 and 4 families in animals and plants, respectively. Note that the Ras family is absent in plants.
(B) Regulatory cycle of small GTPases. Small GTPases cycle between a GTP-bound active state and a GDP-bound inactive state. This acti-
vation is regulated by guanine nucleotide exchange factors (GEFs) that catalyze the exchange of GDP to GTP, GTPase activating proteins
(GAPs) that increase the rate of GTP hydrolysis, and guanosine nucleotide dissociation inhibitors (GDIs) that inhibit the exchange of GDP
to GTP, keeping a pool of inactive GTPases in the cytosol. Small GTPases associate to membranes (whit the exception of Ran GTPases)
by lipid modifications. Membrane localization and binding to GTP are necessary for the interaction of small GTPases with specific effec-
tors that activate downstream signaling pathways. (C) Vesicle trafficking controlled by Rab/Arf GTPases. Arf and Rab GTPases regulate
distinct membrane trafficking steps: vesicle budding from donor membranes, vesicle transport facilitating vesicle motility along the
cytoskeleton and tethering and fusion of vesicles and target membranes. (D) GTPases are involved in the endocytic, secretory and recy-
cling pathways. GTPases are components of vesicle trafficking machinery that regulate traffic between intracellular compartments. (E)
Rop GTPases control cytoskeleton rearrangements. The scheme shows how actin dynamics is regulated by proteins that control the
association of actin fibers forming bundles or networks, branching and remodeling by severing proteins. These rearrangements are con-
trolled by Rop GTPases and the action of calcium.
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implicated in the colonization of Glomus intraradices in
Medicago truncatula plants; knock-down of MtROP9 by
using an RNA interference (RNAi) strategy stimulates
initial colonization of roots and progression of fungal
hyphae through epidermal cell layers, most likely by a
mechanism that reduces the generation of ROS.19 Inter-
estingly, knock-down of MtROP9 also stimulates the col-
onization by the pathogenic oomycete Aphanomyces
euteiches, suggesting a dual role for this small GTPase in
beneficial and detrimental biotic interactions.

Another ecologically and agronomically relevant
mutualistic interaction, the root nodule symbiosis
(RNS), is established between a limited number of plants
concentrated in the legume family (with the exception of
small trees from the genus Parasponia) and diazothro-
phic soil bacteria called rhizobia.20 This interaction
allows legume plants to obtain nitrogen in assimilable
forms from the bacteria in exchange to photosynthetic
products. The most expanded and sophisticated mode of
infection requires a coordinated series of changes at
molecular and morphological levels in the root hair to
form a tubular structure, the infection thread (IT). The
IT leads bacteria to the inner tissues of the root, where
they will be internalized to form nitrogen-fixing struc-
tures called symbiosomes. The genetic program that con-
trols the infection is exquisitely coordinated with an
organogenic program that leads to the development of a
root post-embryonic organ that will allocate the nitro-
gen-fixing bacteria, the nodule. Small GTPases are
required for the development of functional nitrogen-fix-
ing nodules at different stages of the symbiotic interac-
tion (Fig. 2). At pre-infection stages, establishment of the
interaction requires an actively growing root hair. This
polar growth ceases temporarily to restart in a different
direction, resulting in a curl at the root hair tip that
entraps the attached rhizobia in a new structure called
the infection pocket, from which the IT starts to form.
Since all these processes involve local degradation and
new synthesis of membrane and cell wall, it is not sur-
prising that a group of small GTPases that act in the root
hair polar growth are also required for the root hair
deformation produced by rhizobia, or by the bacterial
secreted molecule referred to as the Nod Factor, which
triggers the molecular and physiological changes that ini-
tiate the infection process.21-23 This signal molecule is
recognized by receptors exposed in the plant plasma
membrane and activates a signal transduction pathway
that will turn on the genetic programs associated to root
hair infection and nodule organogenesis. Evidences of
the involvement of small GTPases on the rhizobial infec-
tion process were obtained in common bean, where it
was shown that a Rab protein, PvRabA2, is required for
the reorientation of the root hair polar growth to curl

around the rhizobia microcolony and form the infection
pocket.21 Post-transcriptional silencing mediated by
RNAi affected both root hair initiation and elongation,
suggesting PvRabA2 is part of the vesicle trafficking at
the site where the cell wall and the plasma membrane are
degraded and newly synthesized to form root hairs and
sustain the tip polar growth. PvRabA2 belongs to the
RABA/Rab11 subgroup, which has been involved in the
trafficking from the Golgi apparatus to the plasma mem-
brane (the secretory pathway) or to the lytic central vac-
uole. A more recent report showed that a functional
RabA2 is required also for IT formation and mainte-
nance of IT integrity, since the constitutive expression of
GTP- or GDP-locked versions of this protein led to the
formation of abnormal ITs that burst in the root hair.24

The IT is formed in infected trichoblasts by transport of
membrane and cell wall material, which is mediated by
vesicles that move through the cytoskeleton filaments. It
has been suggested that phragmoplast-like material is
transported to the place of IT formation,20 which is con-
sistent with the subcellular localization of PvRabA2 at
Golgi stacks and the trans-Golgi network around the
IT.24 Supporting this hypothesis, it was shown that
RabA2 from Arabidopsis participates in the synthesis of

Figure 2. Functions of small GTPases in plant-symbiotic interac-
tions. Small GTPases involved in early events of root-nodule sym-
biosis, including root hair curling and formation of the infection
pocket, infection thread (IT) growth and formation of symbio-
somes in the dividing cortical cells (DCC). The inset shows the
direct interaction between the Nod Factor receptor (LjNFR5 or
MtNFP) and Rop proteins (LjRop6 or MtRop10).
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the cell plate before cytokinesis,25 suggesting that partic-
ular components of the machinery used to form the IT
would have been recruited from the secretory pathways
that sustain root hair expansion and the one that con-
nects Golgi with the cell plate.

Upon rhizobial infection, actin and microtubule orga-
nization is altered in root hairs, allowing IT formation
and elongation.26-28 Supporting the proposed roles of
changes in the arrangements of cytoskeleton filaments
during RNS, genetic evidences showed a link between
mutations affecting microtubule and actin dynamics and
the IT formation and bacterial release.29-31 Considering
the role of Rop proteins in cytoskeleton rearrangements,
it is not surprising that a group of ROPs fromM. trunca-
tula and L. japonicus were identified as required for root
hair polar growth and the morphological changes associ-
ated to the infection process. RNAi-mediated silencing
of the type I LjRop6 did not affect IT formation, but their
progression toward cortical cells.23 This effect on IT
elongation resulted in a reduction of the nodules formed
in Rop6-RNAi roots as compared with controls, posi-
tioning LjRop6 as a positive modulator of the genetic
programs associated to RNS. Another Rop that partici-
pates in both polar growth and early symbiotic responses
was identified in M. truncatula.22 MtRop10 is a type II
Rop that in its active state (bound to GTP and localized
at the plasma membrane) regulates root hair polar
growth. Moreover, overexpression of MtRop10 or a con-
stitutively active form (Rop10CA) interfered with root
hair curling around the rhizobial microcolony, reducing
the number of ITs and nodules formed. These evidences
reveal that Rops I and II participate at very early stages
of RNS, modulating physiological changes that allow
bacterial penetration.

Interestingly, the absence of physiological changes in
root hairs provoked by genetic alteration of small
GTPases during rhizobia infection affected the molecular
responses triggered by Nod Factor perception,21-23 sug-
gesting that vesicle trafficking and cytoskeleton rear-
rangements are necessary at very early stages for
activation of symbiotic genetic programs. Taken
together, all these studies that connect small GTPases
with rhizobial infection also revealed a link between vesi-
cle transport across the cytoskeleton and the construc-
tion of the IT, possibly by transporting enzymes, cell
wall and membrane components associated to the
reprogramming of root cells for symbiosis, such as a
nodule pectate lyase and ENOD11, a cell wall repetitive
proline-rich protein.32–33

In addition to the assigned role in cytoskeleton
dynamics, ROP proteins exert their biological functions
by participating in signal transduction pathways. Both
MtROP10 and LjROP6 interact with Nod Factor

receptors at the plasma membrane,22-23,34 suggesting that
they can act in the Nod Factor signaling pathway in a
similar way that receptor-associated Ras GTPases act in
animal systems, connecting the perception of rhizobia
with the cytoskeleton changes required to initiate the
infection process. LjROP6 also interacts with the heavy
chain of clathrin (CHC1) in moving vesicles near the
infection pocket and the growing IT.35 Expression of a
dominant negative version of CHC1 showed that the
endocytosis mediated by clathrin is necessary for expres-
sion of early noduline genes and IT formation, further
supporting the hypothesis that the Nod Factor receptor
NFR5 is recycled to the plasma membrane upon rhizo-
bial infection as part of the Nod Factor signaling
pathway.35

Another critical step of infection in which vesicle traf-
ficking plays a role is the release of bacteria from the IT,
where a membrane derived from the plant surrounds the
rhizobium to form the symbiosome. Even though this
internalization has been frequently described as an endo-
citosis-like process, a detail study based on molecular
markers have shown that the symbiosome membrane
does not contain the early endosome marker Rab5, but
acquires the late endosomal marker Rab7, which persists
up to the senescence stage. Knock-down of Rab7 (Rab7
correspond to RabG3 in the nomenclature used for
plants) using RNAi led to the arrest of symbiosome mat-
uration, suggesting that Rab7 is required for the transi-
tion to nitrogen-fixing symbiosomes.36 Similarly,
GmRab1p (corresponding to a Rab D) and GmRab7p
from soybean (Glycine max) and VaRab7p from Vigna
aconitifolia act during symbiosome membrane matura-
tion.16 Although evidences of the importance of small
GTPases at different stages of rhizobial infection have
been obtained in the last years, our knowledge is still
very fragmentary and much more research is needed to
fully understand how membrane trafficking and cyto-
skeleton rearrangements have been adapted in legume
plants to cope with the specific processes that allow the
symbiotic nitrogen fixation.

Plant defense against pathogens

Plant defense is based on several layers of responses, from
pre-formed physical and chemical barriers to inducible
changes triggered by pathogen perception. Recognition
of molecules derived from the pathogen (called patho-
gen-associated molecular patterns, or PAMPs) is medi-
ated by cell-surface receptors (known as pattern
recognition receptors, PRR), followed by signal transduc-
tion and activation of defense responses. The defense
response triggered by PAMP recognition is referred to as
PAMP-triggered immunity (PTI). Localization of PRRs
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and activation of some defense responses, such as the
secretion of antimicrobial proteins, are mediated by the
secretory pathway. This is the case of the FLAGELLIN
SENSING2 Receptor (FLS2) from Arabidopsis, which
recognizes flagellin 22, a peptide derived from the protein
component of the bacterial flagellum. This receptor is
internalized in a ligand-specific manner by an endocytic
pathway that requires ARA7, a Rab of the Rab5/RABF2
subgroup, constituting a different pathway than the con-
stitutive recycling of FLS2 (Fig. 3).37 A subset of proteins
of the Rab11/RABA group is involved in either the secre-
tory pathway that positions the de novo synthesized FLS2
in the plasma membrane (RABA1b) or the ligand-spe-
cific endocytosis (RABA6a and RABA4c).38 These studies
position members of the Rab11/RABA group, which has
expanded in the plant kingdom, as key regulators of the
secretory and endocytic pathways that operate during
symbiotic and pathogenic interactions. In this way,
RABA proteins would modulate the number of receptors
present in the plasma membrane and the fate of the
receptor-ligand complexes by regulating the recycling
and vacuolar routes.

Some particular pathogens have evolutionary acquired
the capacity to interfere with PTI by the action of secreted
molecules known as pathogen effectors or suppressors,

leading to the effector-triggered susceptibility (ETS). One
example is AvrPto, a protein produced by the tomato and
Arabidopsis pathogenic bacteria Pseudomonas syringae.
AvrPto is internalized into the plant cytoplasm by the
type III secretion system and targets FLS239 and RabE
GTPases.40-41 Expression of a GTP-locked version of
RABE1d (RABE1d-Q74L) resulted in an enhanced
response to P. syringae and the reduction of disease symp-
toms.41 Considering that RABE proteins are involved in
trafficking from Golgi to the plasma membrane, it would
be interesting to test the possible connection between the
RABE1d-Q74L mode of action and the localization of
plant receptors or secreted defense proteins.

Some plant varieties possess Resistance (R) proteins
that recognize pathogen effectors and trigger a second
layer of inducible defense, known as effector-triggered
immunity (ETI). ARFA1 from Nicotiana benthamiana
was implicated in an R-mediated interaction since virus-
induced silencing of ARFA1 produced an increase in the
lesion size caused by the tobacco mosaic virus in plants
that carry the N resistance gene.42 Interestingly,
NbARFA1 was identified by its capacity of triggering cell
death in paraquat-treated N. benthamiana leaves in its
GTP-associated active form, suggesting a link between the
hypersensitive response (a form of programmed cell death

Figure 3. Functions of small GTPases during plant pathogen interactions. Several members of the RabA family participate in re-cycling
of the flagellin receptor FLS2 in a ligand-dependent or -independent manner, thus promoting PAMP-triggered immunity (PTI). Bacterial
effectors, such as AvrPto, are internalized by the type 3-secretion system (T3SS) and interfere with the signaling and action of Rab
proteins. Perception of bacterial effectors by cytoplasmic receptors (such as Pto and Pit) leads to enhanced defense responses and the
hypersensitive response associated to the Effector-triggered immunity (ETI), where proteins of the Rab and Arf families are involved. Dif-
ferent Rop and Arf GTPases stimulate the activity of plasma membrane NADPH oxidases (NADPH OX) and the production of reactive
oxygen species (ROS). During fungal infection, Rop and Arf proteins alter microtubule (MT) dynamics around the infection site and
promote the formation of papillae to interfere with fungal penetration. OsRac1 can modulate ROS production in a PTI response after
chitin perception by the receptor complex CERK1-CEBiP or in an ETI response triggered by a cytoplasmic receptor, Pit, which recognizes
an effector produced by the pathogen. App: appressorium.
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frequently observed in ETI) and the vesicle trafficking
mediated by ARF GTPases. Another small GTPase of the
Rab family, RabG3b, was also associated to the pro-
grammed cell death during ETI.43 Expression of a GTP-
locked version of RabG3b caused cell death and accumu-
lation of autophagic structures following infection with a
P. syringae strain that triggers ETI in Arabidopsis. Taken
together, these reports revealed an interesting link between
small GTPases, autophagy and programmed cell death;
however, the molecular mechanisms subjacent to this con-
nection are poorly understood.

In addition to the role of RABA4c in FLS2 localiza-
tion, this GTPase interacts with PMR4, a callose synthase
involved in deposition of a (1,3)-b-glucan polymer that
accumulates at the site of fungal penetration.44-45

Enhanced accumulation of callose was correlated with
penetration resistance to the causal agent of powdery
mildew (Golovinomyces cichoracearum) in plants
expressing the GTP-locked version of RABA4c.45

Another Rab of the D group from barley (Hordeum
vulgare), named HvYPT1-like, locates at the Golgi and
concentrates around the site of non-successful penetra-
tion attempts by Blumeria graminis. Knock-down of
HvYPT1-like enhanced the susceptibility to B. graminis,
suggesting that Golgi transport mediated by this RabD is
also implicated in barley defense against haustoria colo-
nization.46 Similarly, HvARFA1b and HvARFA1c from
barley have been implicated in penetration resistance
since they contribute to the synthesis of papillae in
response to powdery mildew.47 Papillae is formed by
apposition of cell wall material (mainly callose, lignin
and cell wall structural proteins) at the site of haustoria
penetration and, in addition to ARFA1 proteins, it
requires the action of ROR2, a membrane-located syn-
taxin that seems to be involved in the same secretory
pathway. Besides some controversy, HvARFA1 appears
to be located at the Golgi and trans-Golgi network.24,48

Supporting the role of ARF proteins in callose deposition
after pathogen attack, treatment with brefeldin A, an
inhibitor of ARF-GEF proteins, prevents papillae forma-
tion and promotes penetration of the pathogen.49 Fur-
thermore, genetic studies showed that a mutation in one
of the ARF-GEFs called GNOM resulted in the same
phenotype observed in brefeldin A-treated plants.

Microtubule rearrangements are also critical to limit
fungal penetration at the site of powdery mildew infection.
A type I ROP from barley called HvRACB interacts with
MAGAP1, a ROP-GAP that associates to microtubules at
the sites of haustoria penetration to create a network that
confines fungal growth.50 Interestingly, HvRACB is also
required for root hair polar growth, constituting another
example of small GTPases that seems to have been
recruited from the polar growth molecular machinery to

participate in the interactions of plants with microorgan-
isms.50-51 In Arabidopsis, ROP6 is involved in powdery
mildew resistance, but also affects several developmental
processes as a consequence of its effect on cytoskeleton
organization, further supporting the partial specificity of
GTPases linked to pathogen-responses.52-53 All these evi-
dences illustrate the key roles played by small GTPases
from different families in cytoskeleton rearrangements
and vesicular trafficking that contributes to cell wall rein-
forcement activated in response to penetration attempts
by pathogenic fungi (Fig. 3).

Different reports highlighted the role of the 7 mem-
bers of the ROP family from rice in plant defense.
Whereas expression of a GTP-locked version of the type
II Rop OsRac1 resulted in cell death and enhanced resis-
tance against Magnaporthe grisea, other members of the
ROP family, namely OsRac4 and OsRac5, negatively reg-
ulate blast resistance.54-55 OsRac1 modulates production
of ROS,55 a similar function that animal Rho proteins
exert in pathogen defense. Several roles have been pro-
posed for ROS in the context of plant defenses: the direct
antimicrobial action against the pathogen at the infection
site, as a second messenger in signal transduction path-
ways or producing changes in the cell wall by modifying
the crosslinking among their components. OsRac1is acti-
vated by chitin (one of the best characterized PAMPs)
perception mediated by OsCERK1, a receptor-like kinase
that forms a complex with OsCEBiP, a chitin binding
protein without an intracellular domain56 (Fig. 3). In the
presence of chitin, OsCERK1 interacts, phosphorylates
and activates OsRacGEF.57 OsRacGEF, as other GEF
proteins, participates in the GDP by GTP exchange of
small GTPases, switching OsRac1 to its active state,
which in turns regulates ROS production by activation of
the NADPH oxidase rbohB (for respiratory burst oxi-
dase homolog).55,58-59 In addition, OsRac1 activation
results in the downregulation of OsMT2b, a ROS scaven-
ger with antioxidant activity against superoxide and
hydroxyl radicals, indicating that OsRac1 plays a dual
role inducing ROS production and suppressing ROS
scavenging during plant-pathogen interactions.60 Inter-
estingly, OsRac1 is also activated during ETI by recogni-
tion of an effector produced by the rice blast fungus
mediated by a receptor called Pit, showing that the same
Rop participates in both layers of defense.61

As above mentioned, the Rac1 GTPase MtROP9 is
required for ROS production and defense response
against Oomyces in M. truncatula.19 This production of
apoplastic ROS is mediated by the activation of a
plasma membrane RBOH NADPH oxidase. Silencing of
MtRop9 altered ROS production and MtRBOH gene
expression, affecting both pathogenic and symbiotic
interactions. Normal levels of ROS produced in
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response to microorganisms seem to be necessary to
sustain the infection process by rhizobia and to control
invasion by an oomycete pathogen.19 These evidences
support the idea that, besides their different nature,
both types of interactions share molecular components
of their signaling pathways. RBOH activation is a com-
mon response to the presence of PAMP in the apoplast.
Perception of pathogen molecules stimulates ROS pro-
duction through the activation of Rop-GEF proteins.62

Understanding molecular aspects of the link between
ROP proteins and ROS production will help to integrate
the role of these small GTPases in different biological
processes such as polar cell growth and interactions of
plants with microbes. Additionally, this connection con-
stitutes an interesting evolutionary link with animal sys-
tems, raising the possibility that this mechanism was
already present in the common ancestor of plant and
animals or, alternatively, the function of ROPs in the
regulation of ROS production is a consequence of con-
vergent evolution.

Taken together, clear roles for small GTPases in plant
immunity have emerged in the last 2 decades. These roles
are played in both layers of induced plant immunity, PTI
and ETI, involving transport of receptors and defense
components to the plasma membrane, recycling of
receptors, cytoskeleton rearrangements and modulation
of defense responses mediated by ROS and pathogen-
related proteins. It is also clear that plant pathogens
exploit membrane trafficking mediated by small GTPases
to either interfere with defense responses triggered by the
plant or directly favor their virulence strategy.

Our current vision and future challenges

The participation of plant monomeric GTPases in the
interactions of plants with microorganisms has been
largely documented in the past years. However, our cur-
rent knowledge of the function of each member of the dif-
ferent subfamilies of small GTPases, their mechanisms of
action and the downstream effectors is far from complete
and more research is needed to answer key biological
questions. To understand how this gene superfamily has
been shaped during evolution, comparison of the families
present in species of each lineage can help to understand
how different variations have acquired new functions to
solve biological problems associated to the ecological chal-
lenges imposed to different pluricellular organisms.

One particularly interesting aspect of plant small
GTPases is related to similarities and differences between
their mode of action during pathogenesis and symbiosis.
Although the information is still limited, some common
themes, such as the connection between ROP proteins
and ROS production, revealed an exciting link between

both types of interactions. Members of the Rop and Rab
families have been shown to play important functions at
different stages of the interaction between legumes and
rhizobia. Also, a member of the Rop family has been
implicated in AM symbiosis. Thus, the presence of com-
mon molecular components of signal transduction path-
ways (e.g. SYMRK, Symbiotic Receptor Kinase, and
CCaMK, Calcium Calmoduline-dependent protein kinase)
and transcription factors (e.g., NSP1 and NSP2) that act
in both root nodule and AM symbiosis, also raise interest-
ing question about the specificity of members of the small
GTPase families in different types of interaction and their
roles in signaling, the entrance of the symbiont and at the
interface between both symbionts for nutrient exchange.
Comparative genomics could help to establish if asymmet-
rical evolution has occurred in particular groups of plants
during evolution associated to a particular interaction.

Another interesting aspect of small GTPases in biotic
interactions is the integration of the different roles
played by these proteins during early infection events in
signal transduction, vesicle trafficking and regulation of
cytoskeleton dynamics. An interesting link between
2 different types of GTPases was established on root hair
polar growth. Plants co-expressing GDP- or GTP-locked
versions of ArfA1 and a GTP-locked version of Rop2
revealed that the activity of ArfA1 is required for the cor-
rect localization and functioning of Rop2, suggesting that
Rop proteins can be carried by vesicles whose traffic is
regulated by Arf proteins.63

Membranes are at the center of the interaction
between plants and microorganisms, participating in rec-
ognition, remobilization of cell components and nutrient
exchange. The knowledge generated in the small
GTPases field should be integrated in a broader context
of the role of vesicle transport, cytoskeleton rearrange-
ment and signaling in plant-specific biological processes.

Disclosure of potential conflicts of interest

No potential conflicts of interest were disclosed.

Funding

This work was supported by Agencia Nacional de Promoci�on
Cient�ıfica y Tecnol�ogica, Argentina under grants PICT 2013/
0384 and 2014/0321.

ORCID

Claudio Rivero http://orcid.org/0000-0002-0797-089X
Mar�ıa Eugenia Zanetti http://orcid.org/0000-0001-9565-
1743
Flavio Antonio Blanco http://orcid.org/0000-0002-8380-
8472

SMALL GTPASES 357

http://orcid.org/0000-0002-0797-089X
http://orcid.org/0000-0001-9565-1743
http://orcid.org/0000-0001-9565-1743
http://orcid.org/0000-0002-8380-8472
http://orcid.org/0000-0002-8380-8472


References

[1] Rutherford S, Moore I. The Arabidopsis Rab GTPase
family: another enigma variation. Curr Opin Plant Biol
2002; 5:518-28; PMID:12393015; https://doi.org/10.1016/
S1369-5266(02)00307-2

[2] Vernoud V, Horton AC, Yang Z, Nielsen E. Analysis of
the small GTPase gene superfamily of Arabidopsis. Plant
Physiol 2003; 131:1191-208; PMID:12644670; https://doi.
org/10.1104/pp.013052

[3] Pereira-Leal JB, Seabra MC. Evolution of the Rab
family of small GTP-binding proteins. J Mol Biol
2001; 313:889-901; PMID:11697911; https://doi.org/
10.1006/jmbi.2001.5072

[4] Inada N, Ueda T. Membrane trafficking pathways and
their roles in plant–microbe interactions. Plant Cell
Physiol 2014; 55:672-86; PMID:24616268; https://doi.
org/10.1093/pcp/pcu046

[5] Bapaume L, Reinhardt D. How membranes shape plant
symbioses: signaling and transport in nodulation and
arbuscular mycorrhiza. Front Plant Sci 2012; 3:223;
PMID:23060892; https://doi.org/10.3389/fpls.2012.00223

[6] Cooper G. Cellular transforming genes. Science 1982;
217:801-6; PMID:6285471; https://doi.org/10.1126/
science.6285471

[7] Zhang J, Hill DR, Sylvester AW. Diversification of the
RAB guanosine triphosphatase family in dicots and
monocots. J Integr Plant Biol 2007; 49:1129-41; https://
doi.org/10.1111/j.1672-9072.2007.00520.x

[8] Molendijk AJ, Ruperti B, Palme K. Small GTPases in vesi-
cle trafficking. Curr Opin Plant Biol 2004; 7:694-700;
PMID:15491918; https://doi.org/10.1016/j.pbi.2004.09.014

[9] Sorek N, Poraty L, Sternberg H, Bar E, Lewinsohn E,
Yalovsky S. Activation status-coupled transient S acyla-
tion determines membrane partitioning of a plant Rho-
related GTPase. Mol Cell Biol 2007; 27:2144-54;
PMID:17242203; https://doi.org/10.1128/MCB.02347-06

[10] Sorek N, Segev O, Gutman O, Bar E, Richter S, Poraty L,
Hirsch JA, Henis YI, Lewinsohn E, J€urgens G, et al. An
S-acylation switch of conserved G domain cysteines is
required for polarity signaling by ROP GTPases. Curr
Biol 2010; 20:914-20; PMID:20451389; https://doi.org/
10.1016/j.cub.2010.03.057

[11] Zhang YL, Li E, Feng QN, Zhao XY, Ge FR, Zhang Y, Li
S. Protein palmitoylation is critical for the polar growth
of root hairs in Arabidopsis. BMC Plant Biol 2015; 15:50;
PMID:25849075; https://doi.org/10.1186/s12870-015-
0441-5

[12] Yalovsky S. Protein lipid modifications and the regula-
tion of ROP GTPase function. J Exp Bot 2015; 66:1617-
24; PMID:25711710; https://doi.org/10.1093/jxb/erv057

[13] Christensen TM, Vejlupkova Z, Sharma YK, Arthur KM,
Spatafora JW, Albright CA, Meeley RB, Duvick JP, Qua-
trano RS, Fowler JE. Conserved subgroups and develop-
mental regulation in the monocot rop gene Family. Plant
Physiol 2003; 133:1791-808; PMID:14605221; https://doi.
org/10.1104/pp.103.029900

[14] Fu Y, Gu Y, Zheng Z, Wasteneys G, Yang Z. Arabidopsis
interdigitating cell growth requires two antagonistic
pathways with opposing action on cell morphogenesis.
Cell 2005; 120:687-700; PMID:15766531; https://doi.org/
10.1016/j.cell.2004.12.026

[15] Uhrig JF, H€ulskamp M. Plant GTPases: regulation of
morphogenesis by ROPs and ROS. Curr Biol 2006; 16:
R211-R3; PMID:16546075; https://doi.org/10.1016/j.
cub.2006.02.028

[16] Cheon CI, Lee NG, Siddique AB, Bal AK, Verma DP.
Roles of plant homologs of Rab1p and Rab7p in the bio-
genesis of the peribacteroid membrane, a subcellular
compartment formed de novo during root nodule symbi-
osis. EMBO J 1993; 12:4125-35; PMID:8223429

[17] Sano H, Seo S, Orudgev E, Youssefian S, Ishizuka K.
Expression of the gene for a small GTP binding pro-
tein in transgenic tobacco elevates endogenous cytoki-
nin levels, abnormally induces salicylic acid in
response to wounding, and increases resistance to
tobacco mosaic virus infection. Proc Natl Acad Sci
U S A 1994; 91:10556-60; PMID:11607497; https://
doi.org/10.1073/pnas.91.22.10556

[18] Gutjahr C, Parniske M. Cell and developmental biology
of arbuscular mycorrhiza symbiosis. Annu Rev Cell Dev
Biol 2013; 29:593-617; PMID:24099088; https://doi.org/
10.1146/annurev-cellbio-101512-122413

[19] Kiirika LM, Bergmann HF, Schikowsky C, Wimmer D,
Korte J, Schmitz U, Niehaus K, Colditz F. Silencing of the
Rac1 GTPase MtROP9 inMedicago truncatula stimulates
early mycorrhizal and oomycete root colonizations but
negatively affects rhizobial infection. Plant Physiol 2012;
159:501-16; PMID:22399646; https://doi.org/10.1104/
pp.112.193706

[20] Oldroyd GE, Downie JA. Coordinating nodule morpho-
genesis with rhizobial infection in legumes. Annu Rev
Plant Biol 2008; 59:519-46; PMID:18444906; https://doi.
org/10.1146/annurev.arplant.59.032607.092839

[21] Blanco FA, Meschini EP, Zanetti ME, Aguilar OM.
A small GTPase of the Rab family is required for root
hair formation and preinfection stages of the common
bean-Rhizobium symbiotic association. Plant Cell 2009;
21:2797-810; PMID:19749154; https://doi.org/10.1105/
tpc.108.063420

[22] Lei MJ, Wang Q, Li X, Chen A, Luo L, Xie Y, Li G, Luo D,
Mysore KS, Wen J, et al. The small GTPase ROP10 of
Medicago truncatula is required for both tip growth of
root hairs and Nod factor-induced root hair deformation.
Plant Cell 2015; 27:806-22; PMID:25794934; https://doi.
org/10.1105/tpc.114.135210

[23] Ke D, Fang Q, Chen C, Zhu H, Chen T, Chang X, Yuan S,
Kang H, Ma L, Hong Z, et al. The Small GTPase ROP6
interacts with NFR5 and is involved in nodule formation
in Lotus japonicus. Plant Physiol 2012; 159:131-43;
PMID:22434040; https://doi.org/10.1104/pp.112.197269

[24] Dalla Via V, Traubenik S, Rivero C, Aguilar OM, Zanetti
ME, Blanco FA. The monomeric GTPase RabA2 is
required for progression and maintenance of membrane
integrity of infection threads during root nodule symbio-
sis. Plant Mol Biol 2017; 93:549-62; PMID:28074430;
https://doi.org/10.1007/s11103-016-0581-5

[25] Chow CM, Neto H, Foucart C, Moore I. Rab-A2 and
Rab-A3 GTPases define a trans-golgi endosomal mem-
brane domain in Arabidopsis that contributes substan-
tially to the cell plate. Plant Cell 2008; 20:101-23;
PMID:18239134; https://doi.org/10.1105/tpc.107.052001

[26] Vassileva VN, Kouchi H, Ridge RW. Microtubule
dynamics in living root hairs: transient slowing by lipo-

C. RIVERO ET AL.358

https://doi.org/10.1016/S1369-5266(02)00307-2
https://doi.org/10.1016/S1369-5266(02)00307-2
https://doi.org/12644670
https://doi.org/10.1104/pp.013052
https://doi.org/11697911
https://doi.org/10.1006/jmbi.2001.5072
https://doi.org/24616268
https://doi.org/10.1093/pcp/pcu046
https://doi.org/10.3389/fpls.2012.00223
https://doi.org/10.1126/science.6285471
https://doi.org/10.1126/science.6285471
https://doi.org/10.1111/j.1672-9072.2007.00520.x
https://doi.org/10.1016/j.pbi.2004.09.014
https://doi.org/10.1128/MCB.02347-06
https://doi.org/20451389
https://doi.org/10.1016/j.cub.2010.03.057
https://doi.org/10.1186/s12870-015-0441-5
https://doi.org/10.1186/s12870-015-0441-5
https://doi.org/10.1093/jxb/erv057
https://doi.org/14605221
https://doi.org/10.1104/pp.103.029900
https://doi.org/15766531
https://doi.org/10.1016/j.cell.2004.12.026
https://doi.org/10.1016/j.cub.2006.02.028
https://doi.org/10.1016/j.cub.2006.02.028
https://doi.org/8223429
https://doi.org/11607497
https://doi.org/10.1073/pnas.91.22.10556
https://doi.org/24099088
https://doi.org/10.1146/annurev-cellbio-101512-122413
https://doi.org/10.1104/pp.112.193706
https://doi.org/10.1104/pp.112.193706
https://doi.org/18444906
https://doi.org/10.1146/annurev.arplant.59.032607.092839
https://doi.org/10.1105/tpc.108.063420
https://doi.org/10.1105/tpc.108.063420
https://doi.org/25794934
https://doi.org/10.1105/tpc.114.135210
https://doi.org/10.1104/pp.112.197269
https://doi.org/28074430
https://doi.org/10.1007/s11103-016-0581-5
https://doi.org/10.1105/tpc.107.052001


chitin oligosaccharide nodulation signals. Plant Cell
2005; 17:1777-87; PMID:15863517; https://doi.org/
10.1105/tpc.105.031641

[27] C�ardenas L, Vidali L, Domnguez J, Prez H, S�anchez F,
Hepler PK, Quinto C. Rearrangement of actin microfila-
ments in plant root hairs responding to Rhizobium etli
nodulation signals. Plant Physiol 1998; 116:871-7;
PMID:9501120; https://doi.org/10.1104/pp.116.3.871

[28] Weerasinghe RR, Collings DA, Johannes E, Allen NS.
The distributional changes and role of microtubules in
Nod factor-challenged Medicago sativa root hairs. Planta
2003; 218:276-87; PMID:12942325; https://doi.org/
10.1007/s00425-003-1097-1

[29] Yokota K, Fukai E, Madsen LH, Jurkiewicz A, Rueda P,
Radutoiu S, Held M, Hossain MS, Szczyglowski K, Mor-
ieri G, et al. Rearrangement of actin cytoskeleton medi-
ates invasion of Lotus japonicus roots by Mesorhizobium
loti. Plant Cell 2009; 21:267-84; PMID:19136645; https://
doi.org/10.1105/tpc.108.063693

[30] Miyahara A, Richens J, Starker C, Morieri G, Smith L,
Long S, Downie JA, Oldroyd GE. Conservation in function
of a SCAR/WAVE component during infection thread
and root hair growth in Medicago truncatula. Mol Plant
Microbe Interact 2010; 23:1553-62; PMID:20731530;
https://doi.org/10.1094/MPMI-06-10-0144

[31] Qiu L, Lin JS, Xu J, Sato S, Parniske M, Wang TL, Downie
JA, Xie F. SCARN a novel class of SCAR protein that is
required for root-hair infection during legume nodula-
tion. PLoS Genet 2015; 11:e1005623; PMID:26517270;
https://doi.org/10.1371/journal.pgen.1005623

[32] Lycett G. The role of Rab GTPases in cell wall metabo-
lism. J Exp Bot 2008; 59:4061-74; PMID:18945942;
https://doi.org/10.1093/jxb/ern255

[33] Fournier J, Timmers ACJ, Sieberer BJ, Jauneau A, Cha-
baud M, Barker DG. Mechanism of infection thread elon-
gation in root hairs of Medicago truncatula and dynamic
interplay with associated rhizobial colonization. Plant
Physiol 2008; 148:1985-95; PMID:18931145; https://doi.
org/10.1104/pp.108.125674

[34] Ke D, Li X, Han Y, Cheng L, Yuan H, Wang L. ROP6
is involved in root hair deformation induced by Nod
factors in Lotus japonicus. Plant Physiol Biochem
2016; 108:488-98; PMID:27592173; https://doi.org/
10.1016/j.plaphy.2016.08.015

[35] Wang C, Zhu M, Duan L, Yu H, Chang X, Li L, Kang H,
Feng Y, Zhu H, Hong Z, et al. Lotus japonicus clathrin
heavy chain1 is associated with Rho-Like GTPase ROP6
and involved in nodule formation. Plant Physiol 2015;
167:1497-510; PMID:25717037; https://doi.org/10.1104/
pp.114.256107

[36] Limpens E, Ivanov S, van Esse W, Voets G, Fedorova E,
Bisseling T. Medicago N2-fixing symbiosomes acquire
the endocytic identity marker Rab7 but delay the acquisi-
tion of vacuolar identity. Plant Cell 2009; 21:2811-28;
PMID:19734435; https://doi.org/10.1105/tpc.108.064410

[37] Beck M, Zhou J, Faulkner C, MacLean D, Robatzek S.
Spatio-temporal cellular dynamics of the Arabidopsis fla-
gellin receptor reveal activation status-dependent endo-
somal sorting. Plant Cell 2012; 24:4205-19;
PMID:23085733; https://doi.org/10.1105/tpc.112.100263

[38] Choi SW, Tamaki T, Ebine K, Uemura T, Ueda T,
Nakano A. RABA members act in distinct steps of

subcellular trafficking of the FLAGELLIN SENSING2
receptor. Plant Cell 2013; 25:1174-87; PMID:23532067;
https://doi.org/10.1105/tpc.112.108803

[39] Xiang T, Zong N, Zou Y, Wu Y, Zhang J, Xing W, Li Y,
Tang X, Zhu L, Chai J, et al. Pseudomonas syringae effec-
tor AvrPto blocks innate immunity by targeting receptor
kinases. Curr Biol 2008; 18:74-80; PMID:18158241;
https://doi.org/10.1016/j.cub.2007.12.020

[40] Bogdanove AJ, Martin GB. AvrPto-dependent Pto-inter-
acting proteins and AvrPto-interacting proteins in
tomato. Proc Natl Acad Sci U S A 2000; 97:8836-40;
PMID:10922043; https://doi.org/10.1073/pnas.97.16.8836

[41] Speth EB, Imboden L, Hauck P, He SY. Subcellular locali-
zation and functional analysis of the Arabidopsis GTPase
RabE. Plant Physiol 2009; 149:1824-37; PMID:19233904;
https://doi.org/10.1104/pp.108.132092

[42] Coemans B, Takahashi Y, Berberich T, Ito A, Kanzaki H,
Matsumura H, Saitoh H, Tsuda S, Kamoun S, S�agi L,
et al. High-throughput in planta expression screening
identifies an ADP-ribosylation factor (ARF1) involved in
non-host resistance and R gene-mediated resistance. Mol
Plant Pathol 2008; 9:25-36; PMID:18705881

[43] Kwon SI, Cho HJ, Kim SR, Park OK. The Rab GTPase
RabG3b positively regulates autophagy and immunity-
associated hypersensitive cell death in Arabidopsis. Plant
Physiol 2013; 161:1722-36; PMID:23404918; https://doi.
org/10.1104/pp.112.208108

[44] Ellinger D, Naumann M, Falter C, Zwikowics C, Jamrow
T, Manisseri C, Somerville SC, Voigt CA. Elevated early
callose deposition results in complete penetration resis-
tance to powdery mildew in Arabidopsis. Plant Physiol
2013; 161:1433-44; PMID:23335625; https://doi.org/
10.1104/pp.112.211011

[45] Ellinger D, Gl€ockner A, Koch J, Naumann M, St€urtz
V, Sch€utt K, Manisseri C, Somerville SC, Voigt CA.
Interaction of the Arabidopsis GTPase RabA4c with
its effector PMR4 results in complete penetration
resistance to powdery mildew. Plant Cell 2014;
26:3185-200; PMID:25056861; https://doi.org/10.1105/
tpc.114.127779

[46] Ostertag M, Stammler J, Douchkov D, Eichmann R,
H€uckelhoven R. The conserved oligomeric Golgi complex
is involved in penetration resistance of barley to the bar-
ley powdery mildew fungus. Mol Plant Pathol 2013;
14:230-40; PMID:23145810; https://doi.org/10.1111/
j.1364-3703.2012.00846.x

[47] B€ohlenius H, Mørch SM, Godfrey D, Nielsen ME,
Thordal-Christensen H. The multivesicular body-local-
ized GTPase ARFA1b/1c is important for callose deposi-
tion and ROR2 syntaxin-dependent preinvasive basal
defense in barley. Plant Cell 2010; 22:3831-44;
PMID:21057060; https://doi.org/10.1105/tpc.110.078063

[48] Robinson DG, Scheuring D, Naramoto S, Friml J. ARF1
localizes to the Golgi and the trans-Golgi network. Plant
Cell 2011; 23:846-9; PMID:21406621; https://doi.org/
10.1105/tpc.110.082099

[49] Nielsen ME, Feechan A, B€ohlenius H, Ueda T, Thordal-
Christensen H. Arabidopsis ARF-GTP exchange factor,
GNOM, mediates transport required for innate immu-
nity and focal accumulation of syntaxin PEN1. Proc Natl
Acad Sci U S A 2012; 109:11443-8; PMID:22733775;
https://doi.org/10.1073/pnas.1117596109

SMALL GTPASES 359

https://doi.org/15863517
https://doi.org/10.1105/tpc.105.031641
https://doi.org/10.1104/pp.116.3.871
https://doi.org/12942325
https://doi.org/10.1007/s00425-003-1097-1
https://doi.org/19136645
https://doi.org/10.1105/tpc.108.063693
https://doi.org/20731530
https://doi.org/10.1094/MPMI-06-10-0144
https://doi.org/26517270
https://doi.org/10.1371/journal.pgen.1005623
https://doi.org/18945942
https://doi.org/10.1093/jxb/ern255
https://doi.org/18931145
https://doi.org/10.1104/pp.108.125674
https://doi.org/27592173
https://doi.org/10.1016/j.plaphy.2016.08.015
https://doi.org/10.1104/pp.114.256107
https://doi.org/10.1104/pp.114.256107
https://doi.org/10.1105/tpc.108.064410
https://doi.org/10.1105/tpc.112.100263
https://doi.org/23532067
https://doi.org/10.1105/tpc.112.108803
https://doi.org/18158241
https://doi.org/10.1016/j.cub.2007.12.020
https://doi.org/10.1073/pnas.97.16.8836
https://doi.org/19233904
https://doi.org/10.1104/pp.108.132092
https://doi.org/18705881
https://doi.org/23404918
https://doi.org/10.1104/pp.112.208108
https://doi.org/23335625
https://doi.org/10.1104/pp.112.211011
https://doi.org/10.1105/tpc.114.127779
https://doi.org/10.1105/tpc.114.127779
https://doi.org/10.1111/j.1364-3703.2012.00846.x
https://doi.org/10.1111/j.1364-3703.2012.00846.x
https://doi.org/10.1105/tpc.110.078063
https://doi.org/21406621
https://doi.org/10.1105/tpc.110.082099
https://doi.org/22733775
https://doi.org/10.1073/pnas.1117596109


[50] Hoefle C, Huesmann C, Schultheiss H, B€ornke F,
Hensel G, Kumlehn J, H€uckelhoven R. A barley ROP
GTPase ACTIVATING PROTEIN associates with
microtubules and regulates entry of the barley pow-
dery mildew fungus into leaf epidermal cells. Plant
Cell 2011; 23:2422-39; PMID:21685259; https://doi.
org/10.1105/tpc.110.082131

[51] Pathuri IP, Zellerhoff N, Schaffrath U, Hensel G, Kum-
lehn J, Kogel KH, Eichmann R, H€uckelhoven R. Constitu-
tively activated barley ROPs modulate epidermal cell size,
defense reactions and interactions with fungal leaf patho-
gens. Plant Cell Rep 2008; 27:1877; PMID:18784924;
https://doi.org/10.1007/s00299-008-0607-9

[52] Poraty-Gavra L, Zimmermann P, Haigis S, Bednarek P,
Hazak O, Stelmakh OR, Sadot E, Schulze-Lefert P,
Gruissem W, Yalovsky S. The Arabidopsis Rho of plants
GTPase AtROP6 functions in developmental and patho-
gen response pathways. Plant Physiol 2013; 161:1172-88;
PMID:23319551; https://doi.org/10.1104/pp.112.213165

[53] Opalski KS, Schultheiss H, Kogel K-H, H€uckelhoven
R. The receptor-like MLO protein and the RAC/ROP
family G-protein RACB modulate actin reorganization
in barley attacked by the biotrophic powdery mildew
fungus Blumeria graminis f.sp. hordei. Plant J 2005;
41:291-303; PMID:15634205; https://doi.org/10.1111/
j.1365-313X.2004.02292.x

[54] Chen L, Shiotani K, Togashi T, Miki D, Aoyama M,
Wong HL, Kawasaki T, Shimamoto K. Analysis of the
Rac/Rop small GTPase family in rice: expression, subcel-
lular localization and role in disease resistance. Plant Cell
Physiol 2010; 51:585-95; PMID:20203239; https://doi.
org/10.1093/pcp/pcq024

[55] Ono E, Wong HL, Kawasaki T, Hasegawa M, Kodama O,
Shimamoto K. Essential role of the small GTPase Rac in
disease resistance of rice. Proc Natl Acad Sci U S A 2001;
98:759-64; PMID:11149940; https://doi.org/10.1073/
pnas.98.2.759

[56] Shimizu T, Nakano T, Takamizawa D, Desaki Y, Ishii-
Minami N, Nishizawa Y, Minami E, Okada K, Yamane
H, Kaku H, et al. Two LysM receptor molecules, CEBiP

and OsCERK1, cooperatively regulate chitin elicitor signal-
ing in rice. Plant J 2010; 64:204-14; PMID:21070404;
https://doi.org/10.1111/j.1365-313X.2010.04324.x

[57] Akamatsu A, Wong Hann L, Fujiwara M, Okuda J, Nishide
K, Uno K, Imai K, Umemura K, Kawasaki T, Kawano Y,
et al. An OsCEBiP/OsCERK1-OsRacGEF1-OsRac1 module
is an essential early component of chitin-induced rice immu-
nity. Cell Host Microbe 2013; 13:465-76; PMID:23601108;
https://doi.org/10.1016/j.chom.2013.03.007

[58] Wong HL, Pinontoan R, Hayashi K, Tabata R, Yaeno T,
Hasegawa K, Kojima C, Yoshioka H, Iba K, Kawasaki T,
et al. Regulation of rice NADPH oxidase by binding of
Rac GTPase to its N-terminal extension. Plant Cell 2007;
19:4022-34; PMID:18156215; https://doi.org/10.1105/
tpc.107.055624

[59] Kawasaki T, Henmi K, Ono E, Hatakeyama S, Iwano M,
Satoh H, Shimamoto K. The small GTP-binding protein
Rac is a regulator of cell death in plants. Proc Natl Acad
Sci U S A 1999; 96:10922-6; PMID:10485927; https://doi.
org/10.1073/pnas.96.19.10922

[60] Wong HL, Sakamoto T, Kawasaki T, Umemura K, Shi-
mamoto K. Down-regulation of metallothionein, a reac-
tive oxygen scavenger, by the small GTPase OsRac1 in
rice. Plant Physiol 2004; 135:1447-56; PMID:15220467;
https://doi.org/10.1104/pp.103.036384

[61] Kawano Y, Akamatsu A, Hayashi K, Housen Y, Okuda J,
Yao A, Nakashima A, Takahashi H, Yoshida H, Wong HL,
et al. Activation of a Rac GTPase by the NLR family disease
resistance protein Pit plays a critical role in rice innate immu-
nity. Cell Host Microbe 2010; 7:362-75; PMID:20478538;
https://doi.org/10.1016/j.chom.2010.04.010

[62] Kimura S, Waszczak C, Hunter K, Wrzaczek M. Bound by
Fate: the role of reactive oxygen species in receptor-
like kinase signaling. Plant Cell 2017; 29(4):638-54;
tpc.00947.2016; PMID:28373519; https://doi.org/10.1105/
tpc.16.00947

[63] Xu J, Scheres B. Dissection of Arabidopsis ADP-RIBOSY-
LATION FACTOR 1 function in epidermal cell polarity.
Plant Cell 2005; 17:525-36; PMID:15659621; https://doi.
org/10.1105/tpc.104.028449

C. RIVERO ET AL.360

https://doi.org/21685259
https://doi.org/10.1105/tpc.110.082131
https://doi.org/18784924
https://doi.org/10.1007/s00299-008-0607-9
https://doi.org/10.1104/pp.112.213165
https://doi.org/10.1111/j.1365-313X.2004.02292.x
https://doi.org/10.1111/j.1365-313X.2004.02292.x
https://doi.org/20203239
https://doi.org/10.1093/pcp/pcq024
https://doi.org/10.1073/pnas.98.2.759
https://doi.org/10.1073/pnas.98.2.759
https://doi.org/21070404
https://doi.org/10.1111/j.1365-313X.2010.04324.x
https://doi.org/23601108
https://doi.org/10.1016/j.chom.2013.03.007
https://doi.org/10.1105/tpc.107.055624
https://doi.org/10.1105/tpc.107.055624
https://doi.org/10485927
https://doi.org/10.1073/pnas.96.19.10922
https://doi.org/15220467
https://doi.org/10.1104/pp.103.036384
https://doi.org/20478538
https://doi.org/10.1016/j.chom.2010.04.010
https://doi.org/10.1105/tpc.16.00947
https://doi.org/10.1105/tpc.16.00947
https://doi.org/15659621
https://doi.org/10.1105/tpc.104.028449

	Abstract
	Introduction
	Plant small GTPases
	Plant-microbe interactions: Small GTPases in a trans-kingdom world
	Symbiotic interactions between plants and microorganisms
	Plant defense against pathogens
	Our current vision and future challenges

	Disclosure of potential conflicts of interest
	Funding
	References



