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Abstract

Methodological advances over the past two decades have propelled plant
microbiome research, allowing the field to comprehensively test ideas pro-
posed over a century ago and generate many new hypotheses. Studying
the distribution of microbial taxa and genes across plant habitats has re-
vealed the importance of various ecological and evolutionary forces shaping
plant microbiota. In particular, selection imposed by plant habitats strongly
shapes the diversity and composition of microbiota and leads to microbial
adaptation associated with navigating the plant immune system and uti-
lizing plant-derived resources. Reductionist approaches have demonstrated
that the interaction between plant immunity and the plant microbiome
is, in fact, bidirectional and that plants, microbiota, and the environment
shape a complex chemical dialogue that collectively orchestrates the plant
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microbiome.The next stage in plantmicrobiome researchwill require the integration of ecological
and reductionist approaches to establish a general understanding of the assembly and function in
both natural and managed environments.
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INTRODUCTION

The causes and consequences of plant-associated microbial variation have been the subject of
intense study for over a century. Following the discovery that atmospheric nitrogen is fixed by
bacteria residing in leguminous root nodules came the understanding that plants are associated
with an abundance of diverse microbes. Hypotheses that arose in that period are fundamental
to the field to this day. Among them are the notions articulated by Lorenz Hiltner (60): that
plant-derived nutrients attract beneficial microbiota in a species-specific manner and that this
mechanism is exposed to exploitation by pathogens.

For over a century, the field relied on culture-dependent approaches to illuminate and study
the multitude of plant microbiome inhabitants, which include fungi, bacteria, protists, and viruses.
However, the stunning extent and distribution of this diversity revealed by culture-independent
and high-throughput molecular approaches over the past two decades have had a transformative
effect on our understanding, study, and application of plant-microbe research. Naturally, the re-
ductionist study of plant-microbe interactions aimed at elucidating mechanisms cannot keep pace
with the accelerating rate of ecological characterization of plant-associated microbial diversity.
This calls for new strategies to merge the two approaches into a single framework in which census
experiments (e.g., 16S amplicon and metagenomic censuses) can inform and prioritize reduction-
ist studies of plant-microbe interactions. Here, we review the knowledge gained from census and
comparative studies of the ecological and evolutionary processes shaping plant microbiota. Next,
we review the mechanistic insight into the assembly of plant microbiota and their effects on plant
immunity and development achieved by reductionist research. Finally, we attempt to synthesize
these two approaches, following the belief that the full informative power of plant microbiome
research for both basic and applied questions requires an approach that is both ecological and
reductionist.

82 Fitzpatrick et al.



MI74CH05_Dangl ARjats.cls June 4, 2020 9:54

ECOLOGICAL AND EVOLUTIONARY PROCESSES SHAPING
THE PLANT MICROBIOME

The era of culture-independent, high-throughput plant microbiome study began with an ex-
ploratory phase of the diversity and composition of microbial taxa and genes across plant habitats.
Primarily based on census data, these studies confirmed the century-old hypothesis that plants har-
bor distinct microbiota, which represent a subset of those found in the ambient environment (15,
86). This led to the multistep model of plant microbiome assembly, whereby specific microbes
in the environment are recruited to plant surfaces, followed by additional filtering as microbial
taxa colonize the interior of plant organs (16, 38). Such large effects of plant habitats on microbial
communities led to the hypothesis that plant-associatedmicroorganisms are adapted to the unique
environments provided by their plant hosts. To date, studies largely conform to this paradigm, but
they have revealed that additional ecological and evolutionary processes can strongly shape plant
microbiota (Figure 1).

Ecological Factors Shaping Plant Microbial Diversity and Composition

Selection by plant and environmental factors of particular microbial taxa plays a large role in the
assembly of plant microbiota; however, additional ecological processes can influence community
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Figure 1 (Figure appears on preceding page)

An illustrative example of the ecological and evolutionary processes shaping plant microbiota. (a) Plants and their microbiomes occur
across large geographic areas that vary in abiotic and biotic environmental factors. Here, we focus on two localities found at the
extremes of a temperature gradient. (b) Selection imposed by numerous factors ( 1©– 3© in the figure) can shape the diversity and
composition of plant microbiota. 1© Microbes found in the environment are winnowed during colonization and assemble unique
plant-associated microbiomes, a fraction of which are found at high occurrence across host plants and localities (taxa denoted by
asterisks in panel b). Moreover, host plant variation across localities as a result of responses to temperature or other environmental
factors (indicated by different host plant color in panel b), genetically distinct populations, or different plant species can also shape plant
microbiota. 2© Geographic location and corresponding environmental features determine the pool of microbes available for plant
colonization. 3© Microbe-microbe interactions will likely vary across localities, in turn driving compositional differences in plant
microbiota. In addition to selection, plant microbiota are also shaped by (c) drift, (d) dispersal, and (e) evolution. (c) Drift results from
stochastic differences in the growth rates of individual plant microbiome members and can cause plant microbiota to compositionally
diverge despite exposure to the same environments. Each point in panel c depicts the composition of a sampled plant microbiome, and
the distance between two points reflects compositional similarity. Although location has a clear effect on plant microbiota, samples
within a locality still exhibit variation despite being collected from the same host plant species in the same environment. Some of this
variation will be caused by ecological drift. (d) Dispersal can also contribute to compositional differences observed among plant
microbiota across spatial scales. Microbial dispersal can occur over small and large spatial extents, giving rise to compositional
differences between pairs of plant microbiota that scale with distance. (e) Evolutionary change occurring in individual plant microbiome
members can lead to altered population growth rates and species interactions (as depicted in panel b), both of which could lead to shifts
in plant microbiota. In addition to elucidating its role in shaping plant microbiota, research on evolutionary change in the plant
microbiome has led to important discoveries of adaptations to a plant-associated lifestyle. For example, genetic differences between
plant-associated and free-living relatives reveal microbial adaptations to life with plants (as shown in panel e). However, we propose that
microbial adaptation might be occurring to other features of the local plant-associated environment, including host plant variation, the
abiotic environment, and resident microbiota (as depicted in 1©– 3© in panel b). Genomic analysis of core microbiome members across
these factors could reveal adaptations that are otherwise hidden by the cryptic diversity within amplicon sequence variants or
operational taxonomic units.

diversity and composition (Figure 1). New species arise in communities via dispersal and evolu-
tion, and their relative abundance is shaped by selection, ecological drift, and continued dispersal
(59, 133). Studies testing how selection influences community diversity and composition have
dominated plant microbiome research since the inception of the field, but recent work highlights
the potential importance of the other three processes.

Selection. Plants are not homogenous microbial habitats. Different plant habitats such as leaves
(80), roots (104), or flowers (112) typically harbor unique microbiota (6, 11; but see 89). This is
due to variation across plant habitats in plant-derived resources as well as physical and chemical
properties resulting from structural differences and exposure to different features of the environ-
ment. For example, roots and leaves impose different selection on microbiota due to both their
structural differences and exposure to soil versus air, respectively (6, 58). After plant habitat, vari-
ation in the abiotic and biotic environment can exert large direct and indirect effects on plant-
associated microbiota. Climate-driven geographical variation in soil microorganisms (5) can drive
the composition of plant microbiota due to the predominance of horizontal transmission (83).
Alternatively, environmental variation, both abiotic (46) and biotic (66), can indirectly shape plant
microbiota through plant responses. Interactions among microbes can also have large effects on
community composition, in which the presence of particular microbial groups or even single taxa
alter the plant microbiome via both antagonistic and beneficial interactions (20, 37, 121, 129, 140).
Finally, numerous studies demonstrate that variation within (13, 32) and across (45, 75, 99, 128)
host plant species can affect both the diversity and composition of plant microbiota. However, the
extent to which variation across host plants shapes microbiota seems to vary across environments
(12, 13, 132) and habitats within plants (89, 113).

Ecological drift. Ecological drift—stochastic variation in growth and death—can be a potent
driver of community composition under certain scenarios, notably when communities have few
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species and exhibit low overall abundance and selection is weak (52, 150).Endophytic communities
found within plant organs may be particularly prone to ecological drift due to their low overall
abundance compared to epiphytic communities, especially during early plant development (38,
48). Stochastic changes in the relative abundance of individual species within a community can
have large downstream effects on community composition when coupled with selection, such as
altered interaction strengths among community members. For example, increasing the relative
abundance of six randomly chosen members of a soil microbial community led to compositional
changes consistent with competitive exclusion between the increased member and close relatives
in the community (148). The high levels of unexplained variance in plant microbiome composi-
tion and diversity, as well as the abundance of individual taxa, are, at least in part, due to drift (87).
Both statistical (123) and experimental (2, 52) approaches will be needed to fully understand and
quantify the role of drift in driving composition differences among plant microbial communities.

Dispersal.While selection and drift alter the abundance of existingmembers within a community,
dispersal and diversification are how new species arise in communities. Plant-colonizing microor-
ganisms disperse from the surrounding environment (i.e., horizontal transmission), including soil
(83), neighboring plants and interacting animals (111), and the air column (28), although verti-
cal transmission via seed can also occur (100, 119). After initial colonization, microbial dispersal
to and from plants is likely to occur. Yet despite its omnipresence, dispersal is a difficult process
to quantify; this is especially true for microorganisms. The importance of dispersal is inferred
by correlating the compositional similarity between two communities with the physical distance
separating them, although distance can be confounded by known or unknown environmental fac-
tors. A negative correlation between distance and similarity (i.e., distance-decay) suggests that
microbial dispersal limitation may contribute to compositional differences between communities.
Distance-decay studies of plant microbiota show that the importance of dispersal as a driver of
community composition will vary according to the spatial scale, plant habitat, and microbial taxa
under consideration (3, 35, 42, 67, 78, 90). Researchers are also beginning to use experimental
approaches to evaluate the importance of dispersal in the plant microbiome. Experimentally re-
ducing dispersal among floral nectar microbial communities increased compositional similarities
between communities (131). Experimental studies show that bacterial dispersal in soil is restricted
to a narrow taxonomic breadth of organisms, which could have direct impacts on the colonization
of plant roots (76, 142). Dispersal can also shape plant microbiota through the introduction of
priority effects, whereby the order of arrival among microorganisms can either facilitate or in-
hibit the success of future colonists (18). Furthermore, changes in environmental variables such
as resource availability and pH can alter the strength of priority effects (57).

Evolution. Evolutionary change can shape the growth of individual populations and the interac-
tions between species and can ultimately give rise to new species, all of which can affect community
composition (55, 62). Direct evidence of evolutionary change occurring within plant microbiota,
let alone shaping community composition, is rare outside well-known symbionts (108). Evolved
resistance to phage reduced the ability of a bacterial pathogen to proliferate on its host plant,which
in turn led to altered composition of plant microbiota (140). Indeed, the evolutionary outcomes
of multitrophic interactions within the plant microbiome may play a much larger role in shaping
community diversity and composition than is currently recognized (49, 74, 96). The interaction
between evolutionary dynamics and dispersal may also have large effects on plant microbiomes.
Conceivably, a beneficial mutation arising in one microbial population could spread via dispersal
to others, either within or between plant hosts, potentially altering microbe-microbe interactions
and ultimately community composition (94). Although the above examples include evolution by

www.annualreviews.org • Integrating Plant Microbiome Research 85



MI74CH05_Dangl ARjats.cls June 4, 2020 9:54

natural selection, genetic drift occurring within microbial populations could also lead to evolu-
tionary change, with consequences for ecological dynamics.

In summary, although themany forms of selection undoubtedly shape plantmicrobiota, emerg-
ing results hint that ecological drift, dispersal, and evolution contribute to the observed variation
in the diversity and composition of plant microbiomes.However, the artificial designation of com-
munity boundaries imposed by sampling conventions, such as sampling one root or the entire root
system at one time point, overlooks the possibility that well-defined root tissues, individual roots,
or both may harbor distinct microbiota that vary over time as a result of the processes described
above. Increased temporal sampling (48, 97, 143) and methodological advances that allow for near
in situ interrogation of host microbiota at fine spatial scales (120) are likely to yield important in-
sight into the organization of plant microbiota and the ecological processes that structure them. A
fuller appreciation of all the ecological processes is necessary for our basic understanding of plant
microbiota and the successful deployment of plant probiotics.

Adaptation in the Plant Microbiome

Due to the large effects of selection on the diversity and composition of plant microbiota (see
above), it stands to reason that microbes have adapted to plant habitats. Evidence from the fossil
record and comparative studies with extant plant species show that plant-microbe interactions
played an important part throughout land plant evolution and likely before (41, 56). While well-
known symbionts such as arbuscular mycorrhizal fungi and nitrogen-fixing bacteria have a long
and ongoing coevolutionary history with plants, adaptation in the rest of the microbiome has only
been investigated recently.

Clear evidence of adaptation to a plant-associated lifestyle comes from comparative genomic
studies and experiments using transposon insertion mutant libraries. Comparative genomics us-
ing taxonomically diverse plant-associated bacteria reveals widespread signatures of adaptation
conserved across different plant habitats and host plant species (6, 82). Melnyk et al. (91) ap-
plied a similar approach to identify genes associated with the transition from commensalism to
pathogenicity in a clade of plant-associated Pseudomonas strains. Random barcode transposon-site
sequencing (BarSeq), in which individually DNA-barcoded transposons are inserted randomly
into a recipient genome, has been used to identify bacterial genes required for plant colonization
(29) and evasion of plant innate immunity (85).

In addition to a general plant-associated lifestyle, other environmental features may act as se-
lective forces within the plant microbiome.Host plants are found across diverse localities that vary
in temperature, precipitation, and numerous other abiotic and biotic variables, and different host
plant species themselves can vary in traits relevant for microbiota, such as the quality and quan-
tity of plant-derived resources and innate immunity. Mounting evidence supports the presence
of a core set of microbial taxa that exhibit high occupancy and abundance across localities and
host plant species (45, 86, 127). Local adaptation is pervasive in both micro- and macroorganisms
(72), and we suspect that members of the plant microbiome could be adapting to features of local
environments, including host plant, environmental conditions, and resident microbiota (96, 140)
(Figure 1).

Current methodologies in census experiments are unable to distinguish different bacterial
species or populations, and the conventional taxonomic units (operational taxonomic unit or
amplicon sequence variant) harbor cryptic functional and genomic diversity (70). However,
methods exist to uncover local adaptation in the plant microbiome using both comparative and
experimental approaches. Comparative genomics can detect recently diverged populations of
plant-associated microbiota across host or environmental variation (4, 33). Parallel genomic

86 Fitzpatrick et al.



MI74CH05_Dangl ARjats.cls June 4, 2020 9:54

divergence of microbial populations across replicate, naturally occurring host plants or environ-
mental variation would suggest local adaptation.Microbial populations can also be experimentally
evolved (130), such that evolutionary change is tracked across independently evolving lineages
experiencing different environments (e.g., host plant identity, environment, resident microbiome
composition). Combining a BarSeq library with variation in host plants (85), the abiotic environ-
ment, or resident microbiota might help identify potential genetic targets of adaptation in the
plant microbiome to local factors. For example, Morin et al. (98) grew an Escherichia coli BarSeq
library singly or alongside a community of three species and demonstrated that genes required for
growth in the presence of a microbial community were different from those required in isolation
in the same environment.

Although much is left to discover, adaptation to a plant-associated lifestyle seems to include
the ability to navigate the plant immune system and make use of the diverse pool of resources oc-
curring in plant habitats. These findings have helped guide reductionist approaches to understand
the mechanisms underlying interactions between plants and their microbiota.

MECHANISMS UNDERLYING THE ASSEMBLY OF PLANT
MICROBIOTA AND THEIR EFFECTS ON PLANTS

The stark difference in both diversity and composition between plant-associated microbial com-
munities and those found in the surrounding environment implies the existence of mechanisms
that selectively gate access of microbes to plant tissues. Although the host genetic contribution to
microbiome assembly is usually low (138), plant-associated microbial communities often change
in response to specific metabolic and environmental conditions, including nutrient starvation,
drought, and pathogen infection (8, 23, 44, 66, 117). Mounting evidence indicates that the plant
microbiome is associated with increased tolerance of plant hosts to both biotic and abiotic stresses
(8, 20, 45, 125, 143). Thus, understanding the mechanisms that govern the distribution and abun-
dance of plant-associated microorganisms has become a priority in the plant microbiome field,
aided by the development of novel methodology (81, 101, 102, 136, 146). In the following sec-
tions, we review the known mechanisms underlying plant microbiome assembly, focusing largely
on the role of the plant immune system in maintaining microbiome homeostasis and chemical
communication between plants and microbes (Figure 2).

Revisiting the Plant Immune System in the Context of Microbiomes

The plant immune system comprises two tiers of receptors that detect both nonself and modified-
self molecules (69). The first tier of immunity is based on plasma membrane receptors that per-
ceive extracellular ligands, including the now well-known microbe-associated molecular patterns
(MAMPs), flagellin, peptidoglycan, and chitin. MAMP perception triggers the release of reactive
oxygen species, activates phosphorylation cascades, and initiates transcriptional reprogramming
and the synthesis of antimicrobial proteins and secondary metabolites. Adapted pathogens, how-
ever, produce effector molecules that act within the plant cell or in the apoplast to suppress this
layer of immune response and thus promote plant susceptibility. In turn, plants have evolved a
second tier of intracellular receptors (namely nucleotide-binding leucine-rich repeat proteins)
that perceive the presence of effectors and trigger a stronger immune response (69). Although
this model describes the interactions between plants and pathogens, it can also explain how the
plant immune system influences microbiome structure (27, 126). Supporting the engagement of
plant immunity with nonpathogenic microbes, colonization of Arabidopsis by the mutualist fun-
gus Piriformospora indica is reduced in mutants that display enhanced responses to MAMPs (68).
Interestingly, exaggerated growth and compositional perturbation of leaf endophytic bacterial
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communities is observed in Arabidopsismutants with defective MAMP-triggered immunity (MTI)
(24), coinciding with poor plant health. Wild-type plants inoculated with the perturbed leaf mi-
crobiota collected fromMTI-defective plants also displayed poor health (24), indicating that plant
immunity not only functions to inhibit pathogens but also contributes to the assembly of a healthy
microbiome, which includes both abundance and composition (71).

a

b

N
P K

Fe

pH↓

Effectors

MAMP-triggered
immunity

Effector-triggered
immunity

SA
Ethylene

ABA
CK

GA

Amino acids
Sugars

Organic acids
Phytoalexins
Triterpenes

SLs

Benzoxazinoids

Indole

Ethylene
IAA

c   Environmental variation
Abiotic factors

Nutrient
availability

Soil pH

Soil moisture

Biotic factors

Plant
developmental
stage

Pathogen
pressure

Herbivory

Primary
metabolites

Secondary
metabolites

Hormones

Microbial evasion
of plant immunity

Plants combat
invading microbes

Microbes extend
plant immunity

Chemical communication between plants and microbiota

Production
and breakdown

Production
and breakdown

Plant microbiota and immunity

Induced systemic
resistance/

systemic acquired
resistance Hormones and metabolites

produced by:
Plant
Microbe
Both plant and microbe

Microbe attraction

Microbe repulsion

Immune evasion

Pathogen invasion

(Caption appears on following page)

88 Fitzpatrick et al.



MI74CH05_Dangl ARjats.cls June 4, 2020 9:54

Figure 2 (Figure appears on preceding page)

The mechanisms underlying assembly of plant microbiota and their effect on plant development. The mechanisms illustrated are
separated into (a) plant immunity and (b) chemical communication. (c) The listed abiotic and biotic environmental factors influence
both mechanisms. In the microbiota and immunity section (a), microbes evade plant immune surveillance by multiple mechanisms:
lowering environmental pH, degrading or modifying the activating MAMP, or injecting the plant with immunosuppressive effectors.
When pathogenic bacteria are identified by plant immunity, the plant combats the invading bacteria by either MAMP-triggered
immunity or effector-triggered immunity. The surrounding microbes can even extend plant immunity by activating the plant’s induced
systemic resistance and systemic acquired resistance or by directly inhibiting the invading pathogen. Abbreviations: ABA, abscisic acid;
CK, cytokinin; GA, gibberellic acid; IAA, indole-3-acetic acid; MAMP, microbe-associated molecular pattern; SA, salicylic acid; SLs,
strigolactones.

Microbial colonization in the face of plant immunity. All plant-associated microorganisms,
pathogenic and nonpathogenic alike, are confronted with the plant immune system (145). An
inspection of a collection of 608 plant-associated bacteria revealed that 97% of them carry at
least one potentially immunogenic MAMP (126). This raises the question of how nonpathogenic
microbes gain access to host plant habitats when confronted with plant immunity. The answer,
in part, is the sophisticated ability of the plant immune system to differentiate pathogenic from
nonpathogenic microbes using different combinations of molecular cues at fine spatial scales
(149). Furthermore, plants are capable of finely disarming microbial pathogens without perturb-
ing resident microbiota (139). However, accumulating evidence confirms that nonpathogenic
(often beneficial) microbes can also suppress MTI, evade MTI, or both during plant colonization
(50, 68, 85, 124, 144). Nonpathogenic microorganisms can suppress MTI via MAMP variation,
modification, or degradation (126) but also through changes in lifestyle or by altering the sur-
rounding environment to escape detection. Using a library of transposon mutants, Liu et al. (85)
found that the genes required for tempering biofilm production in the rhizosphere-associated
Pseudomonas sp. WCS365 were selected for in the presence of a functioning plant immune
system. Additionally, MTI suppression by at least some Pseudomonas strains can occur through
gluconic acid–mediated lowering of extracellular pH (144). Both symbiotic and pathogenic fungi
such as Laccaria bicolor and Magnaporthe oryzae, respectively, can suppress host defense response
through production of effectors that target the host jasmonic acid signaling pathway (105, 107).
Thus, similar to what has been described for pathogens, commensal and beneficial microbes may
manipulate plant immune responses through a variety of independently evolved mechanisms
(Figure 2), most of which remain to be determined. Extending this to a community context yields
the notion that plant immune suppression may be a common good because suppression should
occur not only for the suppressing organisms but also for the resident community. This raises the
question of how spatially restricted microbe-microbe interactions may influence plant immune
suppression and subsequent colonization.

Plant microbiota extend plant immunity.The interactions between innate immunity and
plant microbiota are not unidirectional; instead, the plant microbiome can also directly and
indirectly extend plant immunity (Figure 2). Indirect stimulation by associated microbiota can
occur via induced systemic resistance or induced activation, whereby plant microbiota cause
the plant immune system to enter either a sensitive or active state, respectively, both of which
can lead to increased resistance to pathogenic microorganisms (106, 134). Direct interactions
between members of the plant microbiome can also have large effects on resistance to pathogens,
independently of the plant’s intrinsic immune system. Bacterial inhibition of fungal pathogens
seems to be a general phenomenon in the plant microbiome (37, 51) and can arise through
complex interactions within bacterial consortia (115, 116). Similarly, antimicrobial production is
prevalent among bacterial members of the phyllosphere and likely performs a protective role, too
(61). Protection by the phyllosphere microbiota against a bacterial pathogen was abolished under
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high nutrient conditions, indicating that microbe-mediated protection can rely on competitive
dynamics in addition to antimicrobial compounds (10). Finally, the viral component of the plant
microbiome may also play a role in plant defense. A recent study showed that treating bacterial
wilt disease in tomato by a combination of phages leads to either reduced pathogen density or
selection for slow-growing, phage-resistant mutants, both resulting in decreased disease symp-
toms (140). These studies raise the exciting possibility that plants may actively enrich particular
members of their microbiota (8) or alter their immune vigilance (93) to aid in pathogen defense.
These hypotheses remain to be fully tested.

Chemical Communication Between Plants and Microbiota

The plant microbiome is a complex web of species interactions governed, to a large extent, by
chemical communication between plants and microbes as well as microbe-microbe communica-
tion. Below, we focus on recent advances in our understanding of these dynamic interactions in
the context of the plant immune system and plant development.

Immunity. Recent research reveals the role of individual plant immune molecules in fine-tuning
microbiome structure. The synthesis of the defense hormones salicylic acid and ethylene alters
root microbiota composition in both Arabidopsis and tomato plants (79) through the selection of
tolerant microorganisms (26). The vast array of secondary metabolites, called phytoalexins, em-
ployed by plants to combat invading microbes (1) seem to also have a broader function of shaping
the entire community of plant microbiota (14, 63, 64, 125, 135). For example, the tryptophan-
derived molecule camalexin is produced by many Brassicaceae species following immune activa-
tion and is also capable of inhibiting fungal pathogens and particular bacteria, thereby altering the
root microbiome (73). Additional plant-derived metabolites with roles in defense that influence
the assembly of the microbiome, promote the attraction or repulsion of specific strains, or both
include triterpenes (65), strigolactones (22), and benzoxazinoids (31). In the case of triterpenes,
thalianin and arabidin affect the growth of individual bacterial strains and microbiome assembly
in Arabidopsis (65).

Development. Beyond the immune system, plants andmicrobes exhibit a complex chemical com-
munication that involves compounds exuded by both plants and microbes. Plant development
consists of a multilayered network of interactions between plant hormone levels and environmen-
tal cues. As a colonization mechanism, microbes can disrupt this plant developmental network
by exploiting hormone production or degradation. To date, most work has focused on the plant
hormone auxin, primarily indole-3-acetic acid (IAA), and its role in plant-microbe interactions.
Specific plant-derived indole derivatives can modulate Bacillus subtilis biofilm formation and plant
colonization (47). A variety of plant-associated bacteria can produce auxin- and indole-related
compounds, which are intermediates in the IAA biosynthetic pathway of both plants and bac-
teria (53). In conjunction, bacteria with the IAA catabolic gene cluster (iac) can degrade IAA to
catechol for use as an energy source, potentially filling a metabolic niche created by other auxin-
producing bacteria (36). Within a complex synthetic bacterial community, root development is
maintained by the presence of a widespread root-inhabiting bacterial genus, Variovorax, through
its ability to revert root growth inhibition via auxin degradation (43). Different plant species can
harbormicrobiota that collectively produce different indole compound profiles, hinting that speci-
ficity may exist between plant hosts and the integration of microbiota into their developmental
program (53). As well as auxins, a variety of pathogenic and commensal microbes can directly
or indirectly produce ethylene and induce fruit ripening or degrade it through production of
1-aminocyclopropane-1-carboxylic acid deaminase, thus promoting root growth (110).
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Plants and their microbiota can interact throughout host plant development by way of
molecules other than hormones. Plants exude a multitude of compounds into the rhizosphere
that affect microbiome assembly, which in turn influences plant health and development (88,
103). Exometabolomic profiling of root exudates over the lifecycle of Avena barbata linked sub-
strate preferences, such as amino acids, sugars, and organic acids, of specific microbiome members
to their assembly at different plant developmental stages (147). In conjunction, researchers have
begun elucidating microbial chemoreceptors and their role in responding to the chemical cues
from their plant host (40). Stable isotope probing is another promising approach that has revealed
mechanisms of metabolite flow in the plant microbiome (54), including identifying Saccharibacte-
ria, a seemingly ubiquitous uncultured bacteria phylum, as participating in the carbon flow in the
Avena fatua rhizosphere (122). Other approaches, including imaging high-resolution mass spec-
trometry, have been used to probe metabolites in the Arabidopsis phyllosphere under colonization
by commensal and pathogenic bacterial strains (114).

Environmental Variation Shapes the Mechanistic Interactions
Between Plants and Microbiota

Plants and their microbiomes must cope with environmental variation, including changing tem-
perature, light, humidity, soil chemistry, and water availability. This environmental variation often
leads to shifts in the diversity or composition of plant microbiota (17, 25, 63).While these environ-
mentally induced shifts can be due to direct microbial responses, they are often indirectly caused
by plant responses (21),which can shift plantmicrobiota through themechanisms described above.
For example, in Arabidopsis, phosphorus starvation alters the root microbiome through the phos-
phate starvation response, which is integrated with the immune system through the master tran-
scriptional regulator phosphate starvation response 1 and its effects on the jasmonic and salicylic
acid pathways (23, 44, 64, 95). Secondary metabolites produced by plants under various envi-
ronmental stresses, including iron (125) and phosphate (64) limitation, can also shape the plant
microbiome by either selectively enriching or inhibiting particular members. Plant responses to
abiotic stress can also be linked with microbiota through shared signaling components, such as salt
stress tolerance, which is linked through the chitin receptor, chitin elicitor receptor kinase 1 (39).
Plant exudation and bacterial uptake of the metabolite glycerol-3-phosphate was strongly associ-
ated with the enrichment of Actinobacteria in the Sorghum bicolor root under drought stress (143).
Intriguingly, environmentally induced changes in plant-microbe interactions through immune
suppression may persist transgenerationally via a so-called thermomemory (84). Moreover, the
cross talk between abiotic and biotic environmental responses can change over the course of plant
development, in turn shifting the composition of plant microbiota (9). Lastly, insect herbivory can
perturb the leaf microbiome through the induction of plant defense responses (66). These exam-
ples illustrate that variation in both the abiotic and biotic environment can elicit changes in the
plant microbiome through plant responses (Figure 2).

The studies reviewed above provide critical mechanistic insight into the assembly and func-
tion of plant microbiota. Methodological advances including the use of synthetic communities
of genome-sequenced microbial strains, dual omics of host plants and microbiota, and increased
resolution of microfluidic and microscopy techniques will be critical for our understanding of the
diversity and composition observed in plant microbiota across host plant habitats and environ-
ments. An important point is that these mechanisms are proximal, in that they provide genetic
explanations, molecular explanations, or both of how the assembly and modulation of plant mi-
crobiota occurs. However, the ultimate mechanisms, why such assembly and modulation occur,
remain unknown. For example, from an evolutionary perspective, the plant immune system is
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adaptive because it inhibits the growth of harmful pathogens; whether or not it is adaptive be-
cause it can shape the rest of the plant microbiome is unknown. The hypothesis that natural
selection has shaped the active control of plant microbiota through their effects on host plant
fitness, whether that control be plant immunity, hormones, or exudates, is appealing but need not
be the only explanation (7). For example, beyond the acquisition and maintenance of a benign mi-
crobiome, plant-mediated modulation of microbiota by way of immunity, hormones, or exudates
may be entirely incidental to the innate role of such processes in plant health.

INTEGRATING ECOLOGICAL AND REDUCTIONIST APPROACHES
FOR A MORE COMPLETE UNDERSTANDING OF PLANT
MICROBIOTA

Both ecological and reductionist approaches have led to important discoveries in plant micro-
biome research, yet in isolation, these approaches are limited.Mechanism is impossible to discern
using amplicon or metagenomic surveys, and ecological importance is often unknown with reduc-
tionist approaches. Given the labor, cost, and time associated with large-scale surveys and detailed
mechanistic studies, integrating these approaches may not always be feasible in a single research
group, let alone a single project. Instead, integration needs to take place across research groups
to advance the understanding of the mechanistic underpinnings and consequences of variation
observed in plant microbiota in natural and managed habitats.

One exemplary research focus is disease suppressive soils. Disease suppression occurs when
resident soil microorganisms limit the occurrence, negative consequences, or both of plant antag-
onists, including pathogenic fungi and bacteria (118). Specific disease suppression (SDS) is defined
by a single or select group of microorganisms inhibiting the growth of a specific plant pathogen
(118). Decades of work demonstrated that some forms of SDS, such as take-all decline (the inhibi-
tion of the wheat disease caused by the fungal pathogen Gaeumannomyces graminis var. tritici), are
globally distributed, follow remarkably similar temporal dynamics, and can be transferred through
soil transplants to localities that exhibit non-SDS (77). These ecologically based characterizations
eventually led to the mechanistic discovery that take-all decline is caused by the production of the
antibiotic 2,4-diacetylphloroglucinol by a select group of soil- and rhizosphere-inhabiting Pseu-
domonas spp. (34, 77, 109). A similar research trajectory, which began with ecological characteriza-
tions of a widespread plant-microbial phenomenon followed by targeted reductionist studies, led
to the discovery of several nonexclusive mechanisms that contribute to the SDS of the fungal root
pathogen Rhizoctonia solani in sugar beets (19, 20, 30, 92). In particular, an operative mechanism
in the sugar beet root microbial community that effectively suppresses R. solani infection (20).
First, the authors identified biosynthetic gene clusters enriched in the root metagenome of plants
growing in suppressive soil with R. solani, which included genes involved in secondary metabolite
biosynthesis.These gene clusters were associated with several bacterial genera that, when cultured
from root samples and reinoculated back onto sugar beet roots, could inhibit R. solani infection.
Finally, engineered mutants of one of the protective bacterial isolates convincingly demonstrated
the genetic basis of the protective function.

While questions remain surrounding the initiation and generality of the SDS dynamics uncov-
ered in the examples above, the general research plan has proved effective: (a) ecological character-
ization to establish biological importance, (b) targeted reductionist studies to identify mechanism,
and (c) evaluation of generality across multiple systems (137, 141). In light of this plan, the plant
microbiome field is poised to identify many of the mechanisms that underlie the fundamental and
widespread patterns observed in census studies, namely that plants harbor distinct microbiota that
can vary across organs, host individuals, and environments (Figure 3). Evaluating the generality
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Figure 3

A three-part research plan to advance our understanding of the plant microbiome under natural and managed settings. (a) The plan
begins with describing patterns in the distribution of microbial taxa or genes using census experiments. (b) The mechanism or
mechanisms underlying these patterns are then investigated using reductionist experiments. (c) Finally, evaluating the operative role of
the identified mechanisms across diverse systems demonstrates generality. For example, numerous census experiments reveal that the
composition of plant microbiota, including those found in leaves and roots, varies among host plants. Reductionist studies, which use a
variety of approaches including synthetic communities paired with targeted mutants of model plant species, support the mechanism
that innate plant immunity and plant exudation profiles shape leaf and root microbiota. However, these mechanisms have yet to be
evaluated across a wide range of settings, which could include different host plant populations or species, variation in the abiotic and
biotic environment, and different resident microbiota from which the plant microbiome is derived. Moreover, the ecological processes
of dispersal and drift occurring in conjunction with selection may obscure the operation of the identified mechanisms under more
complex settings.
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of these emerging mechanisms across biological contexts and linking them with plant health will
be the next step toward a more complete understanding of the ecology, evolution, and function of
plant microbiomes.

DISCLOSURE STATEMENT

J.L.D. is a co-founder of AgBiome, LLC, a company dedicated to using microbes to improve plant
productivity.

ACKNOWLEDGMENTS

We apologize to those authors whose primary work could not be cited due to space limitations.
This work was supported by the Biological and Environmental Research program of the Office
of Science, US Department of Energy (DE-SC0014395); a National Science Foundation grant
(IOS-1917270); and the Howard Hughes Medical Institute to J.L.D. C.R.F was supported by a
Natural Sciences and Engineering Research Council of Canada postdoctoral fellowship (532852-
2019). P.J.P.L.T was supported by the Pew Latin American Fellows Program in the Biomedical
Sciences (00026198).D.R.was supported by an EMBOLong-TermFellowship (ALTF 743–2019).
J.L.D is an investigator of the Howard Hughes Medical Institute.

LITERATURE CITED

1. Ahuja I, Kissen R, Bones AM. 2012. Phytoalexins in defense against pathogens. Trends Plant Sci. 17:73–
90

2. Albright MBN, Chase AB, Martiny JBH. 2019. Experimental evidence that stochasticity contributes to
bacterial composition and functioning in a decomposer community.mBio 10:e00568-19

3. Amend AS,CobianGM,Laruson AJ,Remple K,Tucker SJ, et al. 2019. Phytobiomes are compositionally
nested from the ground up. PeerJ 7:e6609

4. Arevalo P, VanInsberghe D, Elsherbini J, Gore J, Polz MF. 2019. A reverse ecology approach based on
a biological definition of microbial populations. Cell 178:820–34.e14

5. Bahram M, Hildebrand F, Forslund SK, Anderson JL, Soudzilovskaia NA, et al. 2018. Structure and
function of the global topsoil microbiome.Nature 560:233–37

6. Bai Y, Müller DB, Srinivas G, Garrido-Oter R, Potthoff E, et al. 2015. Functional overlap of the Ara-
bidopsis leaf and root microbiota.Nature 528:364–69

7. Baltrus DA. 2017. Adaptation, specialization, and coevolution within phytobiomes.Curr.Opin. Plant Biol.
38:109–16

8. Berendsen RL, Vismans G, Yu K, Song Y, De Jonge R, et al. 2018. Disease-induced assemblage of a
plant-beneficial bacterial consortium. ISME J. 12:1496–507

9. Berens ML, Wolinska KW, Spaepen S, Ziegler J, Nobori T, et al. 2019. Balancing trade-offs between
biotic and abiotic stress responses through leaf age-dependent variation in stress hormone cross-talk.
PNAS 116:2364–73

10. Berg M, Koskella B. 2018. Nutrient- and dose-dependent microbiome-mediated protection against a
plant pathogen. Curr. Biol. 28:2487–92.e3

11. Bodenhausen N, Horton MW, Bergelson J. 2013. Bacterial communities associated with the leaves and
the roots of Arabidopsis thaliana. PLOS ONE 8:e56329

12. Bowen JL, Kearns PJ, Byrnes JEK, Wigginton S, Allen WJ, et al. 2017. Lineage overwhelms environ-
mental conditions in determining rhizosphere bacterial community structure in a cosmopolitan invasive
plant.Nat. Commun. 8:433

13. Bowsher AW, Kearns PJ, Popovic D, Lowry DB, Shade A. 2020. Locally adaptedMimulus ecotypes dif-
ferentially impact rhizosphere bacterial and archaeal communities in an environment-dependent man-
ner. Phytobiomes J. 4:53–63

94 Fitzpatrick et al.



MI74CH05_Dangl ARjats.cls June 4, 2020 9:54

14. Bressan M, Roncato MA, Bellvert F, Comte G, Haichar FEZ, et al. 2009. Exogenous glucosinolate
produced by Arabidopsis thaliana has an impact on microbes in the rhizosphere and plant roots. ISME J.
3:1243–57

15. Bulgarelli D, Rott M, Schlaeppi K, van Themaat EVL, Ahmadinejad N, et al. 2012. Revealing structure
and assembly cues for Arabidopsis root-inhabiting bacterial microbiota.Nature 488:91–95

16. Bulgarelli D, Schlaeppi K, Spaepen S, van Themaat EVL, Schulze-Lefert P. 2013. Structure and func-
tions of the bacterial microbiota of plants. Annu. Rev. Plant Biol. 64:807–38

17. Caddell DF, Deng S, Coleman-Derr D. 2019. Role of the plant root microbiome in abiotic stress tol-
erance. In Seed Endophytes: Biology and Biotechnology, ed. SK Verma, JF White Jr., pp. 273–311. Cham,
Switz.: Springer Int.

18. Carlström CI, Field CM, Bortfeld-Miller M,Müller B, Sunagawa S, Vorholt JA. 2019. Synthetic micro-
biota reveal priority effects and keystone strains in the Arabidopsis phyllosphere.Nat. Ecol. Evol. 3:1445–
54

19. Carrión VJ, Cordovez V, Tyc O, Etalo DW, de Bruijn I, et al. 2018. Involvement of Burkholderiaceae
and sulfurous volatiles in disease-suppressive soils. ISME J. 12:2307–21

20. Carrión VJ, Perez-Jaramillo J, Cordovez V, Tracanna V, De Hollander M, et al. 2019. Pathogen-
induced activation of disease-suppressive functions in the endophytic root microbiome. Science 366:606–
12

21. Carvalhais LC,Dennis PG, Fan B, FedoseyenkoD,Kierul K, et al. 2013. Linking plant nutritional status
to plant-microbe interactions. PLOS ONE 8:e68555

22. Carvalhais LC,Rincon-Florez VA,Brewer PB,Beveridge CA,Dennis PG,Schenk PM.2019.The ability
of plants to produce strigolactones affects rhizosphere community composition of fungi but not bacteria.
Rhizosphere 9:18–26

23. Castrillo G, Teixeira PJPL, Herrera Paredes S, Law TF, De Lorenzo L, et al. 2017. Root microbiota
drive direct integration of phosphate stress and immunity.Nature 543:513–18

24. Chen T, Nomura K, Wang X, Sohrabi R, Xu J, et al. 2020. A plant genetic network for preventing
dysbiosis in the phyllosphere.Nature 580:653–57

25. Cheng YT,Zhang L,He SY. 2019. Plant-microbe interactions facing environmental challenge.Cell Host
Microbe 26:183–92

26. Chewning SS,Grant DL,O’Banion BS,Gates AD,Kennedy BJ, et al. 2019. Root-associated Streptomyces
isolates harboring melc genes demonstrate enhanced plant colonization. Phytobiomes J. 3:165–76

27. Choi J, Summers W, Paszkowski U. 2018. Mechanisms underlying establishment of arbuscular mycor-
rhizal symbioses. Annu. Rev. Phytopathol. 56:135–60

28. Choudoir MJ, Barberán A, Menninger HL, Dunn RR, Fierer N. 2018. Variation in range size and dis-
persal capabilities of microbial taxa. Ecology 99:322–34

29. Cole BJ, Feltcher ME, Waters RJ, Wetmore KM, Mucyn TS, et al. 2017. Genome-wide identification
of bacterial plant colonization genes. PLOS Biol. 15:e2002860

30. Cordovez V, Carrion VJ, Etalo DW, Mumm R, Zhu H, et al. 2015. Diversity and functions of volatile
organic compounds produced by Streptomyces from a disease-suppressive soil. Front. Microbiol. 6:1081

31. Cotton TEA, Pétriacq P, Cameron DD, Meselmani M Al, Schwarzenbacher R, et al. 2019. Metabolic
regulation of the maize rhizobiome by benzoxazinoids. ISME J. 13:1647–58

32. Cregger MA,Veach AM,Yang ZK,CrouchMJ, Vilgalys R, et al. 2018.The Populus holobiont: dissecting
the effects of plant niches and genotype on the microbiome.Microbiome 6:31

33. Crits-Christoph A, OlmM,Diamond S, Bouma-Gregson K, Banfield J. 2020. Soil bacterial populations
are shaped by recombination and gene-specific selection across a grassland meadow. ISME J. https://
doi.org/10.1038/s41396-020-0655-x

34. De Souza JT, Weller DM, Raaijmakers JM. 2003. Frequency, diversity, and activity of 2,4-
diacetylphloroglucinol-producing fluorescent Pseudomonas spp. in Dutch take-all decline soils.
Phytopathology 93:54–63

35. Donald J, Roy M, Suescun U, Iribar A, Manzi S, et al. 2020. A test of community assembly rules using
foliar endophytes from a tropical forest canopy. J. Ecol. In press. https://doi.org/10.1111/1365-2745.
13344

www.annualreviews.org • Integrating Plant Microbiome Research 95

https://doi.org/10.1038/s41396-020-0655-x
https://doi.org/10.1111/1365-2745.13344


MI74CH05_Dangl ARjats.cls June 4, 2020 9:54

36. Donoso R, Leiva-Novoa P, Zúñiga A, Timmermann T, Recabarren-Gajardo G, González B. 2017.
Biochemical and genetic bases of indole-3-acetic acid (auxin phytohormone) degradation by the
plant-growth-promoting rhizobacterium Paraburkholderia phytofirmans PsJN. Appl. Environ. Microbiol.
83:e01991-16

37. Durán P, Thiergart T, Garrido-Oter R, Agler M, Kemen E 3, et al. 2018. Microbial interkingdom
interactions in roots promote Arabidopsis survival. Cell 175:973–83.e14

38. Edwards J, Johnson C, Santos-Medellín C, Lurie E, Podishetty NK, et al. 2015. Structure, variation, and
assembly of the root-associated microbiomes of rice. PNAS 112:E911–20

39. Espinoza C, Liang Y, Stacey G. 2017. Chitin receptor CERK1 links salt stress and chitin-triggered
innate immunity in Arabidopsis. Plant J. 89:984–95

40. Feng H, Zhang N, DuW, Zhang H, Liu Y, et al. 2018. Identification of chemotaxis compounds in root
exudates and their sensing chemoreceptors in plant-growth-promoting rhizobacteria Bacillus amyloliq-
uefaciens SQR9.Mol. Plant-Microbe Interact. 31:995–1005

41. Field KJ, Pressel S, Duckett JG, Rimington WR, Bidartondo MI. 2015. Symbiotic options for the con-
quest of land. Trends Ecol. Evol. 30:477–86

42. Finkel OM, Burch AY, Elad T,Huse SM, Lindow SE, et al. 2012. Distance-decay relationships partially
determine diversity patterns of phyllosphere bacteria on Tamrix trees across the Sonoran Desert. Appl.
Environ. Microbiol. 78:6187–93

43. Finkel OM, Salas-González I, Castrillo G, Conway JM, Law TF, et al. 2020. A single bacterial genus
maintains root development in a complex microbiome. bioRxiv 645655. https://doi.org/10.1101/
645655

44. Finkel OM, Salas-González I, Castrillo G, Spaepen S, Law TF, et al. 2019. The effects of soil phos-
phorus content on plant microbiota are driven by the plant phosphate starvation response. PLOS Biol.
17:e3000534

45. Fitzpatrick CR, Copeland J,Wang PW,Guttman DS, Kotanen PM, Johnson MTJ. 2018. Assembly and
ecological function of the root microbiome across angiosperm plant species. PNAS 115:E1157–65

46. Gallart M, Adair KL, Love J, Meason DF, Clinton PW, et al. 2018. Genotypic variation in Pinus radi-
ata responses to nitrogen source are related to changes in the root microbiome. FEMS Microbiol. Ecol.
94:fiy071

47. Ganin H, Kemper N, Meir S, Rogachev I, Ely S, et al. 2019. Indole derivatives maintain the status quo
between beneficial biofilms and their plant hosts.Mol. Plant-Microbe Interact. 32:1013–25

48. Gao C, Montoya L, Xu L, Madera M, Hollingsworth J, et al. 2020. Fungal community assembly
in drought-stressed sorghum shows stochasticity, selection, and universal ecological dynamics. Nat.
Commun. 11:34

49. Gao Z, Karlsson I, Geisen S, Kowalchuk G, Jousset A. 2018. Protists: puppet masters of the rhizosphere
microbiome. Trends Plant Sci. 24:165–76

50. Garrido-Oter R,Nakano RT,Dombrowski N,MaKW,McHardy AC, Schulze-Lefert P. 2018.Modular
traits of the rhizobiales root microbiota and their evolutionary relationship with symbiotic rhizobia.Cell
Host Microbe 24:155–67

51. Getzke F, Thiergart T, Hacquard S. 2019. Contribution of bacterial-fungal balance to plant and animal
health. Curr. Opin. Microbiol. 49:66–72

52. Gilbert B, Levine JM. 2017. Ecological drift and the distribution of species diversity. Proc. R. Soc. B
284:20170507

53. Gilbert S, Xu J, Acosta K, Poulev A, Lebeis S, Lam E. 2018. Bacterial production of indole related
compounds reveals their role in association between duckweeds and endophytes. Front. Chem. 6:265

54. Gkarmiri K,Mahmood S,Ekblad A,Alström S,HögbergN,Finlay R. 2017. Identifying the activemicro-
biome associated with roots and rhizosphere soil of oilseed rape. Appl. Environ. Microbiol. 83:e01938-17

55. Gomez P, Paterson S, De Meester L, Liu X, Lenzi L, et al. 2016. Local adaptation of a bacterium is as
important as its presence in structuring a natural microbial community.Nat. Commun. 7:12453

56. Graham LE,Graham JM,Wilcox LW,CookME, Arancibia-Avila P, Knack JJ. 2018. Evolutionary roots
of plant microbiomes and biogeochemical impacts of nonvascular autotroph-microbiome systems over
deep time. Int. J. Plant Sci. 179:505–22

96 Fitzpatrick et al.

https://doi.org/10.1101/645655


MI74CH05_Dangl ARjats.cls June 4, 2020 9:54

57. Grainger TN, Letten AD, Gilbert B, Fukami T. 2019. Applying modern coexistence theory to priority
effects. PNAS 116:6205–10

58. Grinberg M, Orevi T, Steinberg S, Kashtan N. 2019. Bacterial survival in microscopic surface wetness.
eLife 8:e48508

59. Hanson CA, Fuhrman JA, Horner-Devine MC, Martiny JBH. 2012. Beyond biogeographic patterns:
processes shaping the microbial landscape.Nat. Rev. Microbiol. 10:497–506

60. Hartmann A, Rothballer M, Schmid M. 2008. Lorenz Hiltner, a pioneer in rhizosphere microbial ecol-
ogy and soil bacteriology research. Plant Soil. 312:7–14

61. Helfrich EJN, Vogel CM, Ueoka R, Schäfer M, Ryffel F, et al. 2018. Bipartite interactions, antibiotic
production and biosynthetic potential of the Arabidopsis leaf microbiome.Nat. Microbiol. 3:909–19

62. Hendry AP. 2017. Eco-Evolutionary Dynamics. Princeton, NJ: Princeton Univ. Press
63. Hiruma K. 2019. Roles of plant-derived secondary metabolites during interactions with pathogenic and

beneficial microbes under conditions of environmental stress.Microorganisms 7:362
64. Hiruma K, Gerlach N, Sacristán S, Nakano RT,Hacquard S, et al. 2016. Root endophyte Colletotrichum

tofieldiae confers plant fitness benefits that are phosphate status dependent. Cell 165:464–74
65. Huang AC, Jiang T, Liu YX, Bai YC, Reed J, et al. 2019. A specialized metabolic network selectively

modulates Arabidopsis root microbiota. Science 364:eaau6389
66. Humphrey PT, Whiteman NK. 2019. Insect herbivory reshapes a native leaf microbiome. Nat. Ecol.

Evol. 26:221–29
67. Hurtado-McCormick V, Kahlke T, Petrou K, Jeffries T, Ralph PJ, Seymour JR. 2019. Regional and

microenvironmental scale characterization of the Zostera muelleri seagrass microbiome. Front. Microbiol.
10:1011

68. Jacobs S, Zechmann B, Molitor A, Trujillo M, Petutschnig E, et al. 2011. Broad-spectrum suppression
of innate immunity is required for colonization of Arabidopsis roots by the fungus Piriformospora indica.
Plant Physiol. 156:726–40

69. Jones JDG, Dangl JL. 2006. The plant immune system.Nature 444:323–29
70. Karasov TL, Almario J, Friedemann C, Ding W, Giolai M, et al. 2018. Arabidopsis thaliana and Pseu-

domonas pathogens exhibit stable associations over evolutionary timescales. Cell Host Microbe 24:168–
79

71. Karasov TL, Neumann M, Duque-Jaramillo A, Kersten S, Bezrukov I, et al. 2019. The relationship
between microbial biomass and disease in the Arabidopsis thaliana phyllosphere. bioRxiv 828814.https://
doi.org/10.1101/828814

72. Kawecki TJ, Lenski RE, Ebert D, Hollis B, Olivieri I, Whitlock MC. 2012. Experimental evolution.
Trends Ecol. Evol. 27:547–60

73. Koprivova A, Schuck S, Jacoby RP, Klinkhammer I, Welter B, et al. 2019. Root-specific camalexin
biosynthesis controls the plant growth-promoting effects of multiple bacterial strains.PNAS 116:15735–
44

74. Koskella B, Taylor TB. 2018. Multifaceted impacts of bacteriophages in the plant microbiome. Annu.
Rev. Phytopathol. 56:361–80

75. Koyama A, Maherali H, Antunes PM. 2019. Plant geographic origin and phylogeny as potential drivers
of community structure in root-inhabiting fungi. J. Ecol. 107:1720–36

76. Krüger US, Bak F, Aamand J, Nybroe O, Badawi N, et al. 2018. Novel method reveals a narrow phy-
logenetic distribution of bacterial dispersers in environmental communities exposed to low-hydration
conditions. Appl. Environ. Microbiol. 84:e02857-17

77. Kwak YS,Weller DM. 2013. Take-all of wheat and natural disease suppression: a review. Plant Pathol. J.
29:125–35

78. Laforest-Lapointe I,Messier C, Kembel SW. 2016. Tree phyllosphere bacterial communities: exploring
the magnitude of intra- and inter-individual variation among host species. PeerJ 4:e2367

79. Lebeis SL, Herrera Paredes S, Lundberg DS, Breakfield N, Gehring J, et al. 2015. Salicylic acid modu-
lates colonization of the root microbiome by specific bacterial taxa. Science 349:860–64

80. Leveau JH. 2019. A brief from the leaf: latest research to inform our understanding of the phyllosphere
microbiome. Curr. Opin. Microbiol. 49:41–49

www.annualreviews.org • Integrating Plant Microbiome Research 97

https://doi.org/10.1101/828814


MI74CH05_Dangl ARjats.cls June 4, 2020 9:54

81. Levy A, Conway JM, Dangl JL, Woyke T. 2018. Elucidating bacterial gene functions in the plant mi-
crobiome. Cell Host Microbe 24:475–85

82. Levy A, Salas Gonzalez I, Mittelviefhaus M, Clingenpeel S, Herrera Paredes S, et al. 2018. Genomic
features of bacterial adaptation to plants.Nat. Genet. 50:138–50

83. Liu F, Hewezi T, Lebeis SL, Pantalone V, Grewal PS, Staton ME. 2019. Soil indigenous microbiome
and plant genotypes cooperatively modify soybean rhizosphere microbiome assembly. BMC Microbiol.
19:201

84. Liu J, Feng L, Gu X, Deng X, Qiu Q, et al. 2019. An H3K27me3 demethylase-HSFA2 regulatory loop
orchestrates transgenerational thermomemory in Arabidopsis. Cell Res. 29:379–90

85. Liu Z,Beskrovnaya P,Melnyk RA,Hossain SS,Khorasani S, et al. 2018.A genome-wide screen identifies
genes in rhizosphere-associated Pseudomonas required to evade plant defenses.mBio 9:e00433-18

86. Lundberg DS, Lebeis SL, Herrera Paredes S, Yourstone S, Gehring J, et al. 2012. Defining the core
Arabidopsis thaliana root microbiome.Nature 488:86–90

87. Maignien L,DeForce EA,ChafeeME,Eren AM,Simmons S. 2014.Ecological succession and stochastic
variation in the assembly of Arabidopsis thaliana phyllosphere communities.mBio 5:16–41

88. Massalha H, Korenblum E, Tholl D, Aharoni A. 2017. Small molecules below-ground: the role of spe-
cialized metabolites in the rhizosphere. Plant J. 90:788–807

89. Massoni J, Bortfeld-Miller M, Jardillier L, Salazar G, Sunagawa S, Vorholt JA. 2020. Consistent host
and organ occupancy of phyllosphere bacteria in a community of wild herbaceous plant species. ISME
J. 14:245–58

90. Meaden S, Metcalf CJE, Koskella B. 2016. The effects of host age and spatial location on bacte-
rial community composition in the English oak tree (Quercus robur). Environ. Microbiol. Rep. 8:649–
58

91. Melnyk RA, Hossain SS, Haney CH. 2019. Convergent gain and loss of genomic islands drive lifestyle
changes in plant-associated Pseudomonas. ISME J. 13:1575–88

92. Mendes R,Kruijt M,De Bruijn I,Dekkers E,VanDer VoortM, et al. 2011.Deciphering the rhizosphere
microbiome for disease-suppressive bacteria. Science 332:1097–100

93. Metcalf CJE,Koskella B. 2019.Protectivemicrobiomes can limit the evolution of host pathogen defense.
Evol. Lett. 3:534–43

94. Miller ET, Svanbäck R, Bohannan BJM. 2018. Microbiomes as metacommunities: understanding host-
associated microbes through metacommunity ecology. Trends Ecol. Evol. 33:926–35

95. Morcillo RJ, Singh SK, He D, An G, Vílchez JI, et al. 2020. Rhizobacterium-derived diacetyl modulates
plant immunity in a phosphate-dependent manner. EMBO J. 39:e102602

96. Morella NM, Gomez AL, Wang G, Leung MS, Koskella B. 2018. The impact of bacteriophages on
phyllosphere bacterial abundance and composition.Mol. Ecol. 27:2025–38

97. Morella NM,Weng FCH, Joubert PM,Metcalf CJE, Lindow S, Koskella B. 2020. Successive passaging
of a plant-associated microbiome reveals robust habitat and host genotype-dependent selection. PNAS
117:1148–59

98. Morin M, Pierce EC, Dutton RJ. 2018. Changes in the genetic requirements for microbial interactions
with increasing community complexity. eLife 7:e37072

99. NaylorD,DeGraaf S,PurdomE,Coleman-DerrD.2017.Drought and host selection influence bacterial
community dynamics in the grass root microbiome. ISME J. 11:2691–704

100. Newcombe G, Harding A, Ridout M, Busby PE. 2018. A hypothetical bottleneck in the plant micro-
biome. Front. Microbiol. 9:1645

101. O’Banion BS, O’Neal L, Alexandre G, Lebeis SL. 2020. Bridging the gap between single-strain and
community-level plant-microbe chemical interactions.Mol. Plant-Microbe Interact. 33:124–34

102. Oburger E, Jones DL. 2018. Sampling root exudates – mission impossible? Rhizosphere 6:116–33
103. Olanrewaju OS, Ayangbenro AS, Glick BR, Babalola OO. 2019. Plant health: feedback effect of root

exudates-rhizobiome interactions. Appl. Microbiol. Biotechnol. 103:1155–66
104. Pascale A, Proietti S, Pantelides IS, Stringlis IA. 2020. Modulation of the root microbiome by plant

molecules: the basis for targeted disease suppression and plant growth promotion. Front. Plant Sci.
10:1741

98 Fitzpatrick et al.



MI74CH05_Dangl ARjats.cls June 4, 2020 9:54

105. Patkar RN,Benke PI,Qu Z,Chen YYC,Yang F, et al. 2015. A fungal monooxygenase-derived jasmonate
attenuates host innate immunity.Nat. Chem. Biol. 11:733–40

106. Pieterse CMJ,Zamioudis C,Berendsen RL,Weller DM,VanWees SCM,Bakker PAHM.2014. Induced
systemic resistance by beneficial microbes. Annu. Rev. Phytopathol. 52:347–75

107. Plett JM,Daguerre Y,Wittulsky S,Vayssieìes A,Deveau A, et al. 2014. EffectorMiSSP7 of the mutualis-
tic fungus Laccaria bicolor stabilizes the Populus JAZ6 protein and represses jasmonic acid ( JA) responsive
genes. PNAS 111:8299–304

108. Porter SS, Chang PL, Conow CA, Dunham JP, Friesen ML. 2017. Association mapping reveals novel
serpentine adaptation gene clusters in a population of symbioticMesorhizobium. ISME J. 11:248–62

109. Raaijmakers JM, Weller DM. 1998. Natural plant protection by 2,4-diacetylphloroglucinol-producing
Pseudomonas spp. in take-all decline soils.Mol. Plant-Microbe Interact. 11:144–52

110. Ravanbakhsh M, Sasidharan R, Voesenek LACJ, Kowalchuk GA, Jousset A. 2018.Microbial modulation
of plant ethylene signaling: ecological and evolutionary consequences.Microbiome 6:52

111. Rebolleda GómezM,AshmanTL. 2019. Floral organs act as environmental filters and interact with pol-
linators to structure the yellow monkeyflower (Mimulus guttatus) floral microbiome.Mol. Ecol. 28:5155–
71

112. Rebolleda-Gómez M, Forrester NJ, Russell AL,Wei N, Fetters AM, et al. 2019. Gazing into the antho-
sphere: considering how microbes influence floral evolution.New Phytol. 224:1012–20

113. Rochefort A, Briand M,Marais C,Wagner MH, Laperche A, et al. 2019. Influence of environment and
host plant genotype on the structure and diversity of the Brassica napus seed microbiota. Phytobiomes J.
3:326–36

114. Ryffel F, Helfrich EJN, Kiefer P, Peyriga L, Portais JC, et al. 2016. Metabolic footprint of epiphytic
bacteria on Arabidopsis thaliana leaves. ISME J. 10:632–43

115. Santhanam R, Luu VT, Weinhold A, Goldberg J, Oh Y, Baldwin IT. 2015. Native root-associated
bacteria rescue a plant from a sudden-wilt disease that emerged during continuous cropping. PNAS
112:E5013–20

116. Santhanam R, Menezes RC, Grabe V, Li D, Baldwin IT, Groten K. 2019. A suite of complementary
biocontrol traits allows a native consortium of root-associated bacteria to protect their host plant from
a fungal sudden-wilt disease.Mol. Ecol. 28:1154–69

117. Santos-Medellin C, Edwards J, Liechty Z, Nguyen B, Sundaresan V. 2017. Drought stress results in a
compartment-specific restructuring of the rice root-associated microbiomes.mBio 8:e00764-17

118. Schlatter D,Kinkel L, Thomashow L,Weller D, Paulitz T. 2017.Disease suppressive soils: new insights
from the soil microbiome. Phytopathology 107:1284–97

119. Shade A, Jacques MA, Barret M. 2017. Ecological patterns of seed microbiome diversity, transmission,
and assembly. Curr. Opin. Microbiol. 37:15–22

120. Sheth RU,LiM, JiangW, Sims PA,Leong KW,WangHH. 2019. Spatial metagenomic characterization
of microbial biogeography in the gut.Nat. Biotechnol. 37:877–83

121. Snelders NC, Rovenich H, Petti GC, Rocafort M, Vorholt JA, et al. 2020. A plant pathogen utilizes
effector proteins for microbiome manipulation. bioRxiv 2020.01.30.926725. https://doi.org/10.1101/
2020.01.30.926725

122. Starr EP, Shi S, Blazewicz SJ, Probst AJ, Herman DJ, et al. 2018. Stable isotope informed genome-
resolved metagenomics reveals that Saccharibacteria utilize microbially-processed plant-derived carbon.
Microbiome 6:122

123. Stegen JC, Lin X, Fredrickson JK, Konopka AE. 2015. Estimating and mapping ecological processes
influencing microbial community assembly. Front. Microbiol. 6:370

124. Stringlis IA, Proietti S, Hickman R, Van Verk MC, Zamioudis C, Pieterse CMJ. 2018. Root transcrip-
tional dynamics induced by beneficial rhizobacteria and microbial immune elicitors reveal signatures of
adaptation to mutualists. Plant J. 93:166–80

125. Stringlis IA, Yu K, Feussner K, de Jonge R, Van Bentum S, et al. 2018. MYB72-dependent coumarin
exudation shapes root microbiome assembly to promote plant health. PNAS 115:E5213–22

126. Teixeira PJPL, Colaianni NR, Fitzpatrick CR, Dangl JL. 2019. Beyond pathogens: microbiota interac-
tions with the plant immune system. Curr. Opin. Microbiol. 49:7–17

www.annualreviews.org • Integrating Plant Microbiome Research 99

https://doi.org/10.1101/2020.01.30.926725


MI74CH05_Dangl ARjats.cls June 4, 2020 9:54

127. Thiergart T, Duran P, Ellis T, Garrido-Oter R, Kemen E, et al. 2019. Root microbiota assembly and
adaptive differentiation among European Arabidopsis populations.Nat. Ecol. Evol. 4:122–31

128. Tkacz A, Bestion E, Bo Z, Hortala M, Poole PS. 2020. Influence of plant fraction, soil, and plant species
on microbiota: a multikingdom comparison.mBio 11:e02785-19

129. Uroz S, Courty PE, Oger P. 2019. Plant symbionts are engineers of the plant-associated microbiome.
Trends Plant Sci. 24:905–16

130. Van den Bergh B, Toon S, Maarten F, Jan M. 2018. Experimental design, population dynamics, and
diversity in microbial experimental evolution. Appl. Environ. Microbiol. 82:e00008-18

131. Vannette RL, Fukami T. 2017.Dispersal enhances beta diversity in nectar microbes.Ecol. Lett. 20:901–10
132. Veach AM,Morris R,YipDZ,Yang ZK,EngleNL, et al. 2019.Rhizospheremicrobiomes diverge among

Populus trichocarpa plant-host genotypes and chemotypes, but it depends on soil origin.Microbiome 7:76
133. Vellend M. 2010. Conceptual synthesis in community ecology.Q. Rev. Biol. 85:183–206
134. Vogel C, Bodenhausen N,GruissemW,Vorholt JA. 2016.The Arabidopsis leaf transcriptome reveals dis-

tinct but also overlapping responses to colonization by phyllosphere commensals and pathogen infection
with impact on plant health.New Phytol. 212:192–207

135. VogesMJEEE,Bai Y, Schulze-Lefert P, Sattely E. 2018. Plant-derived coumarins shape the composition
of an Arabidopsis synthetic root microbiome. PNAS 116:12558–65

136. Vorholt JA, Vogel C, Carlström CI, Müller DB. 2017. Establishing causality: opportunities of synthetic
communities for plant microbiome research. Cell Host Microbe 22:142–55

137. Wagner MR, Busby PE, Balint-Kurti P. 2019. Analysis of leaf microbiome composition of near-isogenic
maize lines differing in broad-spectrum disease resistance.New Phytol. 225:2152–65

138. Walters WA, Jin Z, Youngblut N,Wallace JG, Sutter J, et al. 2018. Large-scale replicated field study of
maize rhizosphere identifies heritable microbes. PNAS 115:7368–73

139. Wang W, Yang J, Zhang J, Liu YX, Tian C, et al. 2020. An Arabidopsis secondary metabolite directly
targets expression of the bacterial type III secretion system to inhibit bacterial virulence.Cell HostMicrobe
27:601–13.e7

140. Wang X, Wei Z, Yang K, Wang J, Jousset A, et al. 2019. Phage combination therapies for bacterial wilt
disease in tomato.Nat. Biotechnol. 37:1513–20

141. Weinhold A, Dorcheh EK, Li R, Rameshkumar N, Baldwin IT. 2018. Antimicrobial peptide expression
in a wild tobacco plant reveals the limits of host-microbe-manipulations in the field. eLife 7:e28715

142. Wolf AB, Rudnick MB, de Boer W, Kowalchuk GA. 2015. Early colonizers of unoccupied habitats rep-
resent a minority of the soil bacterial community. FEMS Microbiol. Ecol. 91:fiv024

143. Xu L, Naylor D, Dong Z, Simmons T, Pierroz G, et al. 2018. Drought delays development of the
sorghum root microbiome and enriches for monoderm bacteria. PNAS 115:E4284–93

144. Yu K, Liu Y, Tichelaar R, Savant N, Lagendijk E, et al. 2019. Rhizosphere-associated Pseudomonas sup-
press local root immune responses by gluconic acid-mediated lowering of environmental pH.Curr. Biol.
29:3913–20

145. Yu K, Pieterse CMJ, Bakker PAHM, Berendsen RL. 2019. Beneficial microbes going underground of
root immunity. Plant Cell Environ. 42:2860–70

146. Zengler K,Hofmockel K, Baliga NS, Behie SW, Bernstein HC, et al. 2019. EcoFABs: advancing micro-
biome science through standardized fabricated ecosystems.Nat. Methods 16:567–71

147. Zhalnina K, Louie KB,Hao Z,Mansoori N,Da Rocha UN, et al. 2018.Dynamic root exudate chemistry
and microbial substrate preferences drive patterns in rhizosphere microbial community assembly. Nat.
Microbiol. 3:470–80

148. Zhao XF, Hao YQ, Zhang DY, Zhang QG. 2019. Local biotic interactions drive species-specific diver-
gence in soil bacterial communities. ISME J. 13:2846–55

149. Zhou F, Emonet A, Dénervaud Tendon V, Marhavy P,Wu D, et al. 2020. Co-incidence of damage and
microbial patterns controls localized immune responses in roots. Cell 180:440–53

150. Zhou J, Ning D. 2017. Stochastic community assembly: Does it matter in microbial ecology?Microbiol.
Mol. Biol. Rev. 81:e00002-17

100 Fitzpatrick et al.


