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Abstract

As part of a trend towards diversifying cultivated areas, varietal mixtures are subject to renewed interest as a means 
to manage diseases. Besides the epidemiological effects of varietal mixtures on pathogen propagation, little is 
known about the effect of intraspecific plant–plant interactions and their impact on responses to disease. In this 
study, genotypes of rice (Oryza sativa) or durum wheat (Triticum turgidum) were grown with different conspecific 
neighbours and manually inoculated under conditions preventing pathogen propagation. Disease susceptibility was 
measured together with the expression of basal immunity genes as part of the response to intra-specific neighbours. 
The results showed that in many cases for both rice and wheat susceptibility to pathogens and immunity was modi-
fied by the presence of intraspecific neighbours. This phenomenon, which we term ‘neighbour-modulated suscepti-
bility’ (NMS), could be caused by the production of below-ground signals and does not require the neighbours to be 
infected. Our results suggest that the mechanisms responsible for reducing disease in varietal mixtures in the field 
need to be re-examined.

Keywords:   Disease, immunity, intraspecific mixture, neighbour, Oryza sativa, plant–plant interactions, rice, Triticum turgidum, wheat.

Introduction

Increasing biodiversity in cultivated systems is considered as a 
promising approach for improving agricultural sustainability 
(Tilman et al., 2002), in particular to mitigate the impact of 
diseases (Stenberg, 2017). For instance, mixing varieties of a 

single species has been successfully applied at the field level to 
control major foliar pathogens, including Septoria disease and 
leaf rust in wheat (Kristoffersen et al., 2020) and blast fungus 
in rice (Zhu et al., 2000; Raboin et al., 2012). In such varietal 
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mixtures, well-known resistance genes have strong negative 
impacts on pathogen dispersal (Burdon et al., 2014), and the 
resulting resistance is less easily prone to breakdown (Garrett 
and Mundt, 1999; Burdon et  al., 2014). However, choosing 
varietal components that have high mixing abilities remains a 
challenge (Barot et al., 2017). Selecting varietal mixtures where 
immunity is finely regulated by plant–plant interactions (Zhu 
and Morel, 2019; Pélissier et al., 2021) could provide a means 
to enhance resistance and its durability. Addressing the very 
poorly studied question of the physiological effects of var-
ietal mixtures requires experiments under controlled environ-
ments that are independent of the processes affecting pathogen 
propagation that reduce susceptibility at the field scale.

Plants possess a basal immune system that is constitutively 
expressed at low levels, and can be induced by pathogens (Jones 
and Dangl, 2006). Genes related to pathogenesis are among 
those typically induced during this basal immune response 
(Jones and Dangl, 2006; Ali et al., 2018). The constitutive and 
inducible expression of this immune system confers basal levels 
of immunity and leads to reduced susceptibility. Depending on 
the pathogen lifestyle (biotrophic or necrotrophic), different 
signalling pathways are involved for triggering basal immunity 
(De Vleesschauwer et al., 2014). Abiotic factors in the environ-
ment in particular can modulate basal immunity (Nobori and 
Tsuda, 2019). Neighbours such as non-pathogenic microbial 
organisms surrounding the plant can also affect basal immunity 
and susceptibility to subsequent pathogen attack, a phenom-
enon called ‘microbiota-modulated immunity’ (Vannier et al., 
2019). However, little attention has been paid to plants them-
selves as neighbours that can potentially modulate basal im-
munity and pathogen susceptibility (Stenberg, 2017).

The limited reports that are available indicate that plant–
plant interactions can modify immunity and susceptibility to 
pathogens (Zhu and Morel, 2019; see Pélissier et al., 2021, for 
a review). Plant–plant interactions can occur between conspe-
cifics (intraspecific interactions) or heterospecifics (interspecific 
interactions) and can be subdivided into different categories de-
pending on whether they result from direct signalling between 
plants (chemical or physical signals exchanged) or are mediated 
by another, third biological agent (e.g. moving pathogen or 
microbiome), or whether they require that the neighbour is 
healthy or not (e.g. wounded or infected). On the one hand, 
indirect interactions involving biological agents moving from 
sick plants to healthy ones have been documented in several 
instances in both inter- and intraspecific interactions (Zhu and 
Morel, 2019; Pélissier et al., 2021). The way these interactions 
increase resistance is that spores of a pathogen adapted to a 
host plant migrate to a neighbouring plant to which it is not 
adapted, thereby stimulating basal immunity and preparing this 
plant for later infections (‘premunition’). On the other hand, 
direct interactions are well illustrated by volatile organic com-
pounds that are produced by attacked or wounded plants and 
are transported to neighbouring, healthy plants that, in turn, 

develop immunity and resistance (Heil and Karban, 2010; 
Schuman et  al., 2015; Ninkovic et  al., 2019). This has been 
shown in both inter-and intra-specific plant–plant interactions, 
in particular against insects (Karban et al., 2000, 2006). In the 
case of intraspecific interactions, such a phenomenon is called 
‘eavesdropping’ (Rebolleda-Gómez and Wood, 2019) where a 
previously unaffected plant primes its defenses after perceiving 
a signal emitted by the neighbouring, attacked plant. While 
there are many report that sick or attacked plants can signal 
danger to neighbours, thus triggering their immunity and 
reducing their susceptibility (Cheol Song et  al., 2016; Wenig 
et al., 2019), very few studies have indicated that heathy plants 
can directly affect immunity in their plant neighbourhood.

Plant–plant interactions are also mediated by alterations of 
resource availability. For instance, the reduction of light avail-
ability provoked by the shade of neighbours can alter im-
munity and susceptibility to pathogens (‘shade-avoidance 
syndrome’; Ballaré and Pierik, 2017). The plant density of 
the neighbourhood has also been shown to affect immunity 
(e.g. Chen et  al., 2019). In addition to density and the asso-
ciated shade-avoidance syndrome, the identity of the neigh-
bour has been shown to affect immunity (Subrahmaniam et al., 
2018; Zhu and Morel, 2019). For instance, Arabidopsis grown 
in the presence of healthy Hieracium pilosela shows modifica-
tions to its transcriptome that are similar to the those observed 
during pathogen infection (Schmid et  al., 2013). It has also 
been reported that cultivation of maize and pepper together 
increases the expression of defense-related genes in maize and 
its resistance to pathogens (Ding et al., 2015). Thus, simply the 
presence of healthy plants can affect basal immunity and re-
sistance to pathogens in neighbouring plants of another spe-
cies. In the case of intraspecific interactions, it was shown that 
root exudates from Arabidopsis can modify the expression 
of defense-related genes in conspecific, genetically distinct 
plants (Biedrzycki et  al., 2011). Apart from this indirect evi-
dence that intraspecific interactions modulate immunity, there 
is, to our knowledge, no direct evidence that signals emitted 
by healthy plants can modulate the susceptibility to pathogens 
or immunity in conspecific, genetically distinct neighbours. 
Establishing whether some conspecific neighbours rather 
than others enhance immunity and susceptibility to pathogens 
will clearly have important implications for designing var-
ietal mixtures. Here, we designed a pioneering study aimed at 
determining whether intraspecific interactions with diseased 
or healthy neighbours can affect basal immunity and suscepti-
bility to pathogens. We chose individual genotypes of rice and 
durum wheat as subjects to conduct greenhouse experiments 
in which plants were grown with various genetically different, 
conspecific neighbours. After identifying neighbours that af-
fected susceptiblity in the plants in question, we measured their 
global impact on disease susceptibility and their capacity to 
modulate the expression of basal immunity genes, and evalu-
ated the type of signal underlying the observed modifications.
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Materials and methods

Plant material, growth conditions, and experimental design
An overview of the experimental design is shown in Supplementary Fig. 
S1 and Supplementary Table S1.

We used the temperate rice (Oryza sativa subsp. japonica) genotype 
Kitaake (KIT) and the durum wheat (Triticum turgidum) genotype Cultur 
(CUL) as the subjects on which we measured phenotypic responses. These 
are termed the ‘focal’ genotypes whilst other genotypes are termed ‘neigh-
bours’. In an initial trial, we examined the interactions of the two focal 
genotypes with nine others of the same species (Supplementary Tables S2, 
S3). All the genotypes had comparable levels of susceptibility to the patho-
gens that we used (Supplementary S1C; see below). KIT and CUL were 
grown in the presence of plants either of the same genotype (termed ‘pure’ 
conditions) or of a different genotype (mixture), giving 10 combinations in 
each species (1 pure + 9 mixture). As a result of this initial trial, we selected 
the rice cultivar Lido (LID) and the durum wheat cultivar Atoudur (ATO) 
as representative neighbours for further detailed examination.

For rice, plants were grown in plastic pots with one row of four focal 
plants and one row of four neighbours. The pots were 9×9×9.5 cm and 
filled with a substrate of 58% blond peat, 18% coconut powder, 10% 
perlite, 9% volcanic sand, and 5% clay, supplemented with 3.5 g l–1 of fer-
tilizer (Basacote Native 6M, NPK 14-3-19). The plants were grown under 
a 16/8-h photoperiod with artificial light of 55 000 lumen at 27/23 °C. 
For wheat, plants were grown in plastic pots with one row of three focal 
plants and one row of three neighbours. The pots were 7×7×6 cm and 
filled with a substrate of 80% of N2 Neuhaus soil (ID 4020.20) and 20% 
pozzolan supplemented with 4.5  g l–1 fertilizer (Flocoat Polyon, NPK 
17-7-27, Florenprodi, Paris). The plants were grown under a 16/8-h 
photoperiod with artificial light of 35 000 Lumen), at 24/20  °C. The 
equivalent population densities of ~1 plant per 10 cm–2, which were about 
half those typically used in experiments (e.g. Berruyer et al., 2003), and the 
high quantities of nutrients provided resulted in low levels of competition.

To test the relative impacts of inter- and intra-genotypic interactions, 
we also established pots in the same system of cultivation in which a single 
focal plant and a single neighbour of the same genotype were planted.

Soil sterilization, and below- and above-ground separation 
treatments
To examine the effects of the soil microbiota on neighbour-modulated 
susceptibility, we sterilized the soil by autoclaving the substrate for 1 h 
at 120°C before sowing and the addition of fertilizer. The results were 
compared with those of all the other experiments where non-autoclaved 
soil was used. 

We examined the effects of completely separating the roots of the 
plants by placing a non-porous plastic membrane between the focal and 
neighbour plants. We also examined the effects of separating the roots 
of the focal and neighbour plants with a porous membrane (22–25 μm; 
Merck Miilipore) that prevented physical contact but allowed movement 
of water and chemicals.

We also performed experiments to separate the above-ground parts 
of the plants by placing paper bags over the neighbours (Supplementary 
Fig. S1A). There were two diseased-neighbour treatments of ‘Neighbour 
inoculated’ and ‘Neighbour inoculated and covered’, compared with 
a control where the neighbours were covered only whilst the inocu-
lation procedure was being carried out to avoid them being infected 
(‘Neighbour non-inoculated’).

Pathogen material, inoculation procedure, and disease 
assessment
For rice, we selected the multivirulent strain CL26 (Gallet et al., 2015) 
of the hemibiotrophic fungal pathogen Magnaporthe oryzae. The strain 

was grown for 10 d on rice flour agar medium (20 g of rice flour, 15 g 
of agar, 2.5 g of yeast extract, and 1 l of distilled water) under fluores-
cent light (alternating 3250 lumen white and 1400 purple neon lights) 
with a 12-h photoperiod at 26  °C. We harvested conidia by flooding 
the culture plates with 5 ml of sterile distilled water and filtering with a 
Miracloth 22–25 μm filter. Plants were inoculated at 3 weeks old. Trays 
containing 15 pots (i.e. 120 plants) were sprayed with 30 ml of a suspen-
sion of 100 000 conidia ml–1 (with 0.1% gelatin) as described by Berruyer 
et al. (2003), representing a rate of ~ 25000 conidia per plant.

We used the hemibiotrophic bacterial strain PXO99A of Xanthomonas 
oryzae pv. oryzae to inoculate all the individual rice plants by leaf clipping. 
The bacteria were cultivated for 2 d at 28 °C in the dark, in PSA medium 
(10 g peptone, 10 g sucrose, 1 g glutamic acid, 16 g agar, 1l H2O). We per-
formed leaf-clip inoculation on 4- to 5-week-old plants using a bacterial 
suspension with an OD600 of 0.2 and measured the size of lesions at 15 d 
post-inoculation (dpi) as described by Oliva et al. (2019).

We also inoculated rice with the necrotrophic fungus Bipolaris oryzae 
(De Vleesschauwer et al., 2014), using the strain FR9037 isolated on rice in 
Camargue in the south of France. The strain was grown for 14 d on RFA 
(Rabbit Food Agar) medium (30 g l–1 agar, 100 g l–1 Forti Diet Pro Health, 
Kaytee) under the same culture conditions that are described above for 
M. oryzae, with a 12-h photoperiod at 25 °C (Hau and Rush, 1980). The 
conidia were harvested and filtration and inoculation were performed using 
the same protocol as for M. oryzae, at a rate of ~15000 conidia per plant.

We inoculated durum wheat plants with the causal agent of leaf rust, 
the biotrophic fungus Puccinia triticina (Bolton et  al., 2008), using a 
multivirulent field isolate from southern France. Because P.  triticina is 
an obligatory biotroph, we harvested spores by aspiration from infected 
plants in a separate greenhouse and immediately froze them at –80 °C. 
To prepare the inoculum, a heat shock of 40 °C for 10 min was applied 
to the spores and they then were suspended in 1 ml of Tween 20 before 
diluting in 30 ml of water (with 0.1% gelatin). We used an average of 
8 mg of spores to inoculate 144 plants by spraying (Ballini et al., 2020).

We also inoculated durum wheat with the P1 isolate of the 
hemibiotrophic fungus Zymoseptoria tritici (synonym Septoria tritici) 
obtained from a durum wheat line Pescadou in 2015 in Montpellier, 
France. We cultivated the strain over 4–5 d under the same conditions 
that are described above for M. oryzae, except that the temperature was 
20 °C, on YPD medium (yeast extract 10 g l–1, bactopeptone 20 g l–1, su-
crose 20 g l–1, agar 15 g l–1). Spores were havested by flooding the culture 
plate with 5 ml of sterile distilled water, and one drop of Tween 20 was 
add for 10 ml of suspension. We performed inoculation with a solution of 
106 spores ml−1 that was applied to the leaves of all the individual plants 
using a paintbrush (Kettles and Kanyuka, 2016).

In all cases, an inoculation solution (0.1% gelatin) without spores was 
used as a control.

After inoculation, the rice and wheat plants were incubated for 16 h 
in the dark in a controlled-climate chamber at 25 °C and 95% relative 
humidity, and then returned to normal growth conditions. At 6–7 d after 
inoculation (21 d for Septoria disease in wheat), we scanned the youngest 
fully-emerged leaf of 3–4 focal plants per pot (600 pixels per inch; Epson 
Perfection V370 Photo scanner). Abnormal plants were not scored. The 
images were analysed using the R package LeAFtool (Lesion Area Finding 
tool; https://github.com/sravel/LeAFtool), which measures leaf area and 
lesion number. The parameters used for the analysis were at least 10 000 
pixels for leaves and 50 pixels for lesion areas, with the blur value at 1. To 
account for outliers and software errors, we manually removed from the 
analysis lesions that we considered to be of abnormal size. Leaf suscepti-
bility was then estimated as the number of lesions cm–2 of leaf area (or 
percentage of leaf necrosis area for X. oryzae in rice and Z. tritici in wheat).

RNA extraction and RT-qPCR analysis
For gene expression studies, we used protocols described previously by 
Delteil et al. (2012). Frozen leaf tissues were ground in liquid nitrogen 
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and ~500 mgof powder was treated with 1 ml of TRIzol (Invitrogen). 
RNA samples (5 μg) were denatured for 5 min at 65 °C with oligo(dT) 
18 (3.5 mM) and deoxynucleoside triphosphate (dNTP; 1.5 mM). They 
were then subjected to reverse transcription for 60 min at 37 °C with 200 
U of reverse transcriptase M-MLV (Promega) in the appropriate buffer. 
The cDNA (5 μg, dilution 1:10) was then used for reverse-transcription 
quantitative (RT-q)PCR. The RT-qPCR mixtures contained PCR buffer, 
dNTP (0.25 mM), MgCl2 (2.5 mM), forward and reverse primers (final 
concentrations of 150, 300, or 600 nM), 1 U of HotGoldStar polymerase, 
and SYBR Green PCR mix according to the manufacturer’s recom-
mendations (Eurogentec, Seraing, Belgium). The genes examined and the 
primers used are given in Supplementary Tables S3, S4. Amplification 
was performed as follows: 95 °C for 10 min; 40 cycles of 95 °C for 15 s, 
62 °C for 1 min, and 72 °C for 30 s; 95 °C for 1 min and 55 °C for 30 s. 
RT-qPCR was performed using a LightCycler480 instrument (Roche) 
and data were extracted using the accompanying software. The rice actin 
gene (Os03g50890) for and durum wheat ubiquitin gene (CD921597) 
were used as internal controls, and their expression levels did not vary sig-
nificantly between treatments (Supplementary Fig. S2). The calculation of 
gene expression was performed using the measured efficiency for each 
primer pair as described by Vergne et al. (2007). The defense genes that 
we examined are proxies for basal immunity in rice (Vergne et al., 2010; 
Peng et al., 2017) and wheat (Duba et al., 2018). The expression of genes 
was measured before inoculation and at different time-points afterwards 
depending on the pathogen infection cycle.

Statistical analyses
All analyses were performed using R (www.r-project.org). All experi-
ments were repeated at least three times, and each experiment included at 
least four replicate pots for each focal/neighbour association, representing 
a total of 2964 plants for rice and 2340 for wheat. We used a linear model 
where the number of lesions per unit area of leaf in the focal plant was a 
function of the experiment effect, the position effect (placement of the 
pot in the experiment), and the genotypic identity of the neighbouring 
plant. This model was used to calculate least-square means (LSmeans) 
using the R package lsmeans. Square-root transformation was used to 
correct for normality and homocedasticity. The impact of the neighbour 
on a focal plant was tested by ANOVA followed by Dunnett’s test (func-
tion glht in the R package multcomp). The ‘pure’ condition was used as the 
control group for Dunnett’s tests. For gene expression, at least one of the 
distributions was not normal, and therefore we evaluated differences be-
tween treatments using non-parametric Wilcoxon’s tests.

Results

Varietal mixtures affect disease susceptibility in the 
absence of pathogen propagation

We first evaluated the disease susceptibility of one focal plant 
genotype of each species in the presence of nine different 
conspecific neighbours. In durum wheat, the susceptibility to 
P.  triticina of the focal genotype, Cultur (CUL), was signifi-
cantly reduced by 30% in the presence of the neighbour geno-
type Atoudur (ATO) comapred with the control (CUL/CUL; 
Fig. 1A). In rice, the susceptibility to M. oryzae of the focal 
genotype, Kitaake (KIT) was significantly reduced by 32% in 
the presence of the neighbour genotype, Lido (LID) and by 
27% in the presence of Luxor (LUX) compared with the KIT/
KIT control (Fig. 1B). We therefore selected the wheat CUL/

ATO and rice KIT/LID focal/neighbour mixtures as models 
for further experiments.

In addition to inter-genotypic interactions between focal 
and neighbour plants, intra-genotypic interactions within 
focal plants could also occur in our experimental system. We 
tested this possibility by comparing susceptibility levels in our 
standard design (three focal plants plus three neighbour plants 
for wheat, four plus four plants for rice) with the situation 
where only inter-genotypic interactions could occur (i.e. one 
focal plant with one neighbour plant only). We observed no 
differences in the response of susceptibility triggered by the 
neighbour between the two designsdesigns (Supplementary 
Fig. S3), suggesting that the reduction of susceptibility that we 
observed in our standard design (Fig. 1) was only due to inter-
genotypic interactions.

Varietal mixtures have a broad impact on disease 
susceptibility

We tested the impact of the model mixtures CUL/ATO and 
KIT/LID on susceptiblity to different pathogens displaying 
contrasting lifestyles. As expected, compared with the controls, 
both model mixtures displayed reductions of susceptibility in 
focal plants when inoculated with the pathogens that were 
used in the initial test: in wheat susceptibility to the biotrophic 
P. triticina was reduced by 11% in CUL (Fig. 2A) while in rice 
susceptibility to the hemibiotrophic M. oryzae was reduced by 

Fig. 1.  Disease susceptibility of durum wheat and rice in intraspecific 
mixtures. (A) Plants of the wheat genotype Cultur (CUL) and (B) the 
temperate japonica rice genotype Kitaake (KIT) were grown with 
neighbours of the same genotype (grey shading, ‘pure’ condition) or 
of a conspecific genotype (white shading, mixture), and the plants 
were inoculated with Puccinia triticina (leaf rust disease) for wheat and 
Magnaporthe oryzae (blast disease) for rice (see Methods). For genotype 
abbreviations see Supplementary Tables S2 and S3. Susceptibility was 
measured as the number of lesions cm–2 of leaf area on the CUL and 
rice KIT focal plants (data are square-root transformed). The violin plots 
represent at least n=42 plants for rice and n=36 plants for wheat. The 
red dots represent the least-square means as determined using a linear 
model. For wheat, each combination was performed eight times in three 
separate experiments, and for rice, each combination was performed 12 
times in three separate experiments. Significant differences compared 
with the ‘pure’ control were determined using ANOVA of the linear model 
followed by Dunnett’s tests: *P<0.05; **P<0.01.
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34% in KIT (Fig. 2C). In contrast, wheat susceptibility to the 
hemibiotrophic fungal pathogen Z. tritici was increased by 14% 
in the mixture compared to the pure condition (Fig. 2B). For 
the rice KIT/LID mixture, we tested the hemibiotrophic bac-
terial pathogen X. oryzae and the necrotrophic fungal pathogen 
B. oryzae. While susceptiblity to X. oyzae was not affected in 
KIT (Supplementary Fig. S4A), the susceptibility to B. oryzae 
increased by 46% when KIT plants were grown in the pres-
ence of LID conspecific plants (Fig. 2D).

In our experimental system, susceptibility could be evalu-
ated for each member of the pair of genotypes. We therefore 
examined whether the observed changes in pathogen sus-
ceptibility in the CUL and KIT focal plants were associated 

with changes in susceptibility in their respective ATO and 
LID neighbour plants. In wheat, both components of the 
pair showed reduced susceptibility to P.  triticina (Fig. 2A, 
Supplementary Fig. S5A) and increased susceptibility to 
Z. tritici (Fig. 2B, Supplementary Fig. S5B). In rice, both mem-
bers of the pair showed reduced susceptibility to M.  oryzae 
(Fig. 2C, Supplementary Fig. S5C) and increased susceptibility 
to B. oryzae (Fig. 2D, Supplementary Fig. S5D). The suscepti-
bility of rice to the bacterial pathogen X. oryzae was margin-
ally reduced in LID in the pair KIT/LID (Supplementary Fig. 
S4B). Thus, both members of the pairs were generally affected 
by being in mixtures, and opposite effects on disease suscepti-
bility could occur.

Fig. 2.  Impact of conspecific mixtures of durum wheat and rice genotypes on disease susceptibility to different fungal pathogens. (A, C) Plants of the 
wheat genotype Cultur were grown either with itself (CUL-CUL, ‘pure’ condition) or with the genotype Atoudur (CUL-ATO), and (B, D) plants of the 
temperate japonica rice genotype Kitaake were grown either with itself (KIT-KIT, ‘pure’) or with the genotype Lido (KIT-LID). The plants were inoculated 
with the fungal pathogens as indicated (see Methods). Puccinia triticina is a biotrophic fungus whlist Zymoseptoria tritici, Magnaporthe oryzae, and 
Biopolris oryzae are all hemibiotrophic. All measurements were made on the CUL and KIT focal plants. Susceptibility was measured as the number of 
lesions cm–2 of leaf area (data are square-root transformed), except for Z. tritici were it was measured as percentage of leaf necrosis. The violin plots 
represent at least n=42 plants for rice and n=36 plants for wheat. The red dots represent the least-square means as determined using a linear model. 
The data represent at least three experiments of four and six replicates for wheat and rice, respectively. Significant differences were determined using 
ANOVA followed by Dunnett’s tests of the linear model. The corresponding data with ATO and LID as the focal plants are given in Supplementary Fig. S5. 
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Requirements for triggering changes in susceptibility in 
varietal mixtures

The plant–plant interactions behind the changes in suscep-
tibility that we observed in the wheat CUL/ATO and rice 
KIT/LID model mixtures could have taken place above and/
or below ground. In addition, it was also possible that inocu-
lation of the neighbour plants could have been required to 
trigger the changes in susceptibility of the focal plants. To ad-
dress these questions, we set up experiments where we limited 
or abolished physical contact between the roots, the presence 
of soil microbiota, or the transfer of a signal by the neighbours. 
We examined inoculation with P. triticina in wheat and with 
M. oryzae in rice.

The reduction of susceptibility induced by neighbours in 
the rice and wheat mixtures remained significant when the 
soil had been autoclaved prior to sowing (Fig. 3). In contrast, 
placing a non-porus plastic membrane in the soil between the 
focal and neighbour plants removed the changes in disease sus-
ceptibility in both the wheat and rice mixtures. Finally, placing 
a porous membrane between the plants did not modify the 
changes in susceptibility in the the KIT/LID mixture (Fig. 3B) 
whereas it removed them in the CUL/ATO mixture (Fig. 3A).

The changes in susceptibility in the focal plants were not 
modified when infection of the neighbour plants was prevented 

by covering them during inoculation (Fig. 4), and no differ-
ences were observed between having healthy and inoculated 
neighbours. In addition, there was no effect when a cover was 
placed over the neighbours after inoculation.

Varietal mixtures affect the expression of basal 
immunity

We examined whether the changes in susceptibility in the 
CUL/ATO and KIT/LID mixtures were associated with 
changes in the expression of basal immunity genes before or 
after inoculation. The expression data for CUL and KIT as 
focal plants are shown in Fig. 5 and the reciprocal data for ATO 
and LID as focal plants are provided in Supplementary Fig. S6.

For the wheat CUL and ATO genotypes, no significant dif-
ferences in the expression of defense genes were found be-
tween the pure and mixture conditions before inoculation. 
After inoculation, TtNOD and TtPR4 were significantly less 
induced at 48 h in CUL focal plants in the mixture than in 
CUL plants grown in the pure condition. Interestingly, the op-
posite pattern was found at 48 h after infection in the ATO 
plants in the ATO/CUL mixture.

For the rice KIT/LID mixture before inoculation, OsPBZ1 
and OsPR1B had marginally higher expression (P<0.1) in the 
KIT plants, and OsPBZ1 had significantly higher expression in 

Fig. 3.  Effects of soil sterilization and root separation on disease susceptibility of durum wheat and rice genotypes grown in different conspecific 
mixtures. (A) Plants of the wheat genotype Cultur were grown either with itself (CUL-CUL, ‘pure’ condition) or with the genotype Atoudur (CUL-ATO) and 
were inoculated with Puccinia triticina. (B) Plants of the temperate japonica rice genotype Kitaake were grown either with itself (KIT-KIT, ‘pure’) or with 
the genotype Lido (KIT-LID) and inoculated with Magnaporthe oryzae. Susceptibility was measured as the number of lesions cm–2 of leaf area on the 
CUL and rice KIT focal plants (data are square-root transformed). The plants were grown in normal soil without any root separation, in autoclaved soil 
without any root separation, in normal soil with roots separated by a porous nylon mesh, and in normal soil with roots separated by a non-porous plastic 
film (see Methods). The violin plots represent at least n=42 plants for rice and n=36 plants for wheat. The red dots represent the least-square means as 
determined using a linear model. For wheat, each combination was performed eight times in three separate experiments, and for rice, each combination 
was performed 12 times in three separate experiments. Significant differences were determined using ANOVA of the linear model followed by Dunnett’s 
tests.
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the LID plants. After inoculation, a significant increase in ex-
pression was observed in the KIT plants for OsPBZ1 at both 
24 h and 96 h after inoculation and for OsPR1B at 96 h in the 
KIT/LID mixture for KIT plants. No significant differences 
were found for the LID plants.

Discussion

Our results show direct evidence that, for the two crop species 
examined, varietal mixtures can constitutively modify plant 
susceptibility to various foliar pathogens, both intrinsically and 
independently of pathogen propagation, and as a consequence 
of inter-genotypic, conspecific plant–plant interactions. The 
major phenotypical changes that we observed were accom-
panied by some transcriptional changes in genes related to the 
immune response, although these were limited. Moreover, we 
show that a signal from healthy neighbours is involved, prob-
ably below-ground, suggesting that the shade avoidance syn-
drome is not involved here. To date, constitutive plant–plant 
interactions have been shown to affect disease susceptibility 
in interspecific mixes (Zhu and Morel, 2019; Pélissier et  al., 
2021), and our experiments provides the groundwork for 
studying this phenomenon in intraspecific mixes. We propose 
that these phenomenoa in response to pathogens be termed 
plant ‘neighbour-modulated susceptibility’ (NMS), by analogy 
with microbiota-modulated immunity (MMI; (Vannier et al., 

2019)). Here, we found that intraspecific NMS was present in 
10–20% of the cases examined (Fig. 1), demonstrating that the 
genetic identity of the neighbours matters. This opens the pos-
sibility for conducting genetic analyses of intraspecific NMS, a 
promising approach for discovering the genes underlying these 
plant–plant interactions. For instance, testing the effect of a 
wide range of genotyped neigbours on one given focal plant 
could lead to identification of the genes involved in the trig-
gering of NMS.

There are numerous reports of changes in susceptibility to 
insects following plant–plant interactions in intraspecific mix-
tures (e.g. Heil and Karban, 2010), but data remain scarce for 
pathogen susceptibility. Furthermore, most previous studies 
have required prior inoculation of the neighbours to in-
duce changes in the focal plant. For instance, it has recently 
been shown that Arabidopsis plants infected with a bacterial 
pathogen produce an aerial signal that is translocated onto un-
infected neighbours and primes their defenses, leading to re-
duced susceptibility (Wenig et al., 2019). In our experimental 
system, there was no difference in NMS for plants with either 
healthy or inoculated neighbours (Fig. 4). This demonstrates 
that changes in susceptibility in intraspecific plant mixtures 
does not require inoculation of the neighbour, and thus does 
not depend on the neighbour’s susceptiblity level, and hence 
expression of immunity can be constitutive. In that respect, 
NMS does not resemble the many cases of ‘eavesdropping’ 
situations reported so far (Rebolleda-Gómez and Wood, 2019).

Fig. 4.  Effects of healthy and diseased neighbours on disease susceptibility of durum wheat and rice genotypes grown in different conspecific mixtures. 
(A) Plants of the wheat genotype Cultur were grown either with itself (CUL-CUL, ‘pure’ condition) or with the genotype Atoudur (CUL-ATO) and were 
inoculated with Puccinia triticina. (B) Plants of the temperate japonica rice genotype Kitaake were grown either with itself (KIT-KIT, ‘pure’) or with the 
genotype Lido (KIT-LID) and inoculated with Magnaporthe oryzae. Susceptibility was measured as the number of lesions cm–2 of leaf area on the CUL 
and rice KIT focal plants (data are square-root transformed). In each case, plants were also grown with inoculated neighbours that were covered to limit 
aerial contact (see Methods). The violin plots represent at least n=42 plants for rice and n=36 plants for wheat. The red dots represent the least-square 
means as determined using a linear model. For wheat, each combination was performed eight times in three separate experiments, and for rice, each 
combination was performed 12 times in three separate experiments. Different letters indicate significant differences as determined using ANOVA followed 
by Tukey’s HSD tests of the linear model (P<0.05).
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While several studies have examined changes in expression 
of genes related to immunity within interspecific plant–plant 
interactions (Zhu and Morel, 2019; Pélissier et al., 2021), data 
are currently scarce and indirect for intraspecific interactions 
(Biedrzycki et al., 2011). Our results showed that intraspecific 
plant–plant interactions can modify the expression of defense 
genes, both before and after pathogen attack. This was par-
ticularly evident in the rice KIT genotype in the KIT/LID 
mixture (Fig. 5D–F). The expression of OsCHI was not af-
fected in a constitutive manner but only after infection, while 

expression of OsPR1b and OsPBZ1 was increased by 2–3-fold 
before infection and by 3–30-fold after infection. This suggests 
that defense had been primed (Martinez-Medina et al., 2016) 
by the presence of neighbours and not just constitutively en-
hanced. The hypothesis can be made that the effects of the 
plant–plant interactions on susceptibility resulted from some of 
the observed changes in gene expression. For instance, in rice 
the LID neighbour induced the expression of the OsPBZ1 
and OsPR1B defense genes in the KIT focal plants. The ex-
pression of these two genes has been shown to correlate with 

Fig. 5.  Expression of immunity-related genes in response to fungal pathogens in durum wheat and rice genotypes grown in different conspecific 
mixtures. (A–C) Plants of the wheat genotype Cultur were grown either with itself ( ‘pure’ condition) or with the genotype Atoudur (mixture) and were 
inoculated with Puccinia triticina. (D–F) Plants of the temperate japonica rice genotype Kitaake were grown either with itself (‘pure’) or with the genotype 
Lido (mixture) and inoculated with Magnaporthe oryzae. The ‘pure’ condition and the mixtures are as indicated in the key. Tt, durum wheat (Triticum 
turgidum); Os, rice (Oryza sativa). Gene expression was measured in leaves before infection (T0) and at 24 h post-inoculation (hpi) and 48 hpi for wheat, 
and at 24, 48, and 96 hpi for rice. Expression was determined by RT-qPCR and normalized using the actin and ubiquitin genes for rice and wheat, 
respectively. The constitutive expression is shown for T0, and for the subsequent time-points expression is relative to that at T0 (i.e. ratio of inoculated/
non-inoculated). Data are means (SE) of at least n=6 replicates. Significant differences between the ‘pure’ conditions and the mixtures were determined 
using Wilcoxon tests: +P<0.1; *P<0.05. The corresponding data with Atoudur and Lido as the focal plants are given in Supplementary Fig. S6.
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the hypersensitive response (Takahashi et  al., 1999), which is 
known to promote the development of necrotrophic patho-
gens (van Kan, 2006; Mengiste, 2012) and to reduce the de-
velopment of hemibiotrophic ones (Jia et al., 2000; Fan et al., 
2018). This is consistent with the increased susceptibility to 
B. oryzae and the reduced susceptibility to M. oryzae that we 
observed in rice mixtures (Fig. 2C, D). More generally, the fact 
that pathogens with different lifestyles were affected in opposite 
ways by the plant–plant interactions in our study indicates a 
role of immunity in intraspecific NMS. Indeed, several defense 
pathways controlled by different defense hormones can have 
antagonistic effects on infection depending on the lifestyle of 
the pathogen (De Vleesschauwer et al., 2014; Ding et al., 2016). 
However, the fact that the susceptibility of rice genotypes to 
X. oryzae was affected in an opposite way to M. oryzae (Fig. 
2C, D) and that the expression of durum wheat defense genes 
was only weakly affected, and even reduced when plants were 
grown in mixtures (Fig. 5A–C, Supplementary Fig. S6A–C), 
suggests that immunity was not the only driver of NMS. These 
observations highlight the need for further investigation of the 
molecular physiology of varietal mixtures. Measurements of 
defense hormones and more exhaustive transcriptomic ana-
lyses are required in order to understand the overall impact of 
intraspecific plant–plant interactions on plant physiology.

Modifications of the susceptibility responses to pathogens 
driven by plant–plant interactions can be caused by above- 
and/or below-ground signalling processes (Zhu and Morel, 
2019; Pélissier et al., 2021). The experiments that we designed 
to examine the requirements for intraspecific NMS showed 
that the interactions were located in the soil (Fig. 3), although 
with slightly different responses between rice and wheat. 
Indeed, NMS required direct root contact in the case of wheat 
but not in the case of rice mixtures. NMS did not require the 
presence of microbiota in the soil for either species (Fig. 3), 
although we cannot exclude the possible effects of microbiota 
transferred to the sterilized soil by the seeds or through the air 
during the experiments.

The mechanisms that trigger intraspecific NMS in focal 
plants are still unknown. In mixtures of tree species, plant 
competition induces a reduction of aerial biomass and an 
increase in defenses, such as phenolic or terpenoid con-
tents (Donaldson et  al., 2006; Fernandez et  al., 2016). Thus, 
plant–plant interactions could indirectly affect susceptibility 
to pathogens because of a putative trade-off between growth 
(subsequent to competition) and defense (Huot et  al., 2014; 
Karasov et al., 2017). Chemical signals exchanged in the soil 
could also be involved in triggering NMS, and have been 
identified as being the cause of modifications in susceptibility 
in interspecific plant–plant interactions (Subrahmaniam et al., 
2018; Zhu and Morel, 2019; Pélissier et al., 2021). However, 
there is only indirect evidence to suggest that molecules se-
creted in root exudates modify plant immunity in intraspecific 
mixtures (Biedrzycki et al., 2011). One such chemical signal 
in rice could be allantoin, which is produced by roots and is 

involved in kin recognition (Yang et al., 2018). Moreover, its 
production and excretion into the soil can vary depending on 
the rice genotype (Wang et al., 2007). In wheat, the response 
to plant competition is commonly measured by the amount of 
production of DIMBOA, a secondary metabolite (Kong et al., 
2018), and since its by-products can activate genes related to 
stress and defense in Arabidopsis (Venturelli et  al., 2015), it 
represents a good candidate for future studies. Electrical sig-
nals have also been shown to be involved in plant root inter-
actions (Volkov et  al., 2019) and hence might be worthy of 
investigation.

Varietal mixtures, resulting from mixing several cultivars 
of the same species, can reduce disease in crop fields (Mundt, 
2002). To date, the positive effects observed in the field have 
been attributed to epidemiological mechanisms that mostly 
result from the increase in functional diversity (Garrett and 
Mundt, 1999; Gaba et al., 2015). Our discovery of neighbour-
modulated susceptibility (NMS) suggests that disease re-
duction in intraspecific mixtures can also result from direct 
plant–plant interactions, which probably act in parallel with 
and independently of the other field-scale mechanisms that 
occur. NMS could provide a new approach to deciding how 
varieties are mixed and hence how diseases can be managed in 
agriculture. However, many questions regarding NMS renain 
to be answered, including whether it lasts throughout the life-
span of the plant, what (if any) is its quantitative contribution 
to limiting diseases in the field, and can it be manipulated to 
avoid adverse effects whilst utilizing its positive effects on dis-
ease resistance?
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ATO genotype and the rice LID genotype when they were the 
focal plants (reciprocal data for Fig. 5).

Table S1. Summary of the experimental treatments and the 
outcomes observed.

Table S2. List of durum wheat genotypes used in the study.
Table S3. List of the rice genotypes used in the study.
Table S4. List of durum wheat genes examined in this study.
Table S5. List of rice genes examined in this study.

D
ow

nloaded from
 https://academ

ic.oup.com
/jxb/article/72/18/6570/6298513 by IN

R
A AVIG

N
O

N
 user on 02 M

arch 2022

http://academic.oup.com/jxb/article-lookup/doi/10.1093/jxb/erab277#supplementary-data
http://academic.oup.com/jxb/article-lookup/doi/10.1093/jxb/erab277#supplementary-data


Intraspecific interactions fine-tune immunity and disease resistance  |  6579

Acknowledgements

We thank H. Adreit and H. Kabore for their kind help with the Bipolaris 
inoculations. This is a publication from the AMUSER project funded 
by Montpellier Université d’excellence (I-Site MUSE). RP is supported 
by a PhD grant from Institut Agro. CV was supported by the European 
Research Council (ERC) Starting Grant Project ‘Ecophysiological and 
biophysical constraints on domestication in crop plants’ (Grant ERC-
StG-2014-639706-CONSTRAINTS). We thank the reviewers for their 
constructive comments.

Author contributions

RP, BL, BE, FF, VC and JBM were responsible for conceptualization 
and writing; RP and BL were responsible for data curation and formal 
analysis; JBM and VC were responsible for fFunding acquisition and 
project administration; RP, TC, AB, and BL were responsible fot the 
methodology.

Data availability

The data supporting the findings of this study are available from the cor-
responding author, Jean-Benoit Morel, upon request.

References
Ali S, Ganai BA, Kamili AN, et al. 2018. Pathogenesis-related proteins 
and peptides as promising tools for engineering plants with multiple stress 
tolerance. Microbiological Research 212–213, 29–37.

Ballaré  CL, Pierik  R. 2017. The shade-avoidance syndrome: mul-
tiple signals and ecological consequences. Plant, Cell & Environment 40, 
2530–2543.

Ballini E, Tavaud M, Ducasse A, et al. 2020. Genome wide association 
mapping for resistance to multiple fungal pathogens in a panel issued from 
a broad composite cross-population of tetraploid wheat Triticum turgidum. 
Euphytica 216, 92.

Barot S, Allard V, Cantarel A, Enjalbert J, Gauffreteau A, Goldringer I, 
Lata J-C, Le Roux X, Niboyet A, Porcher E. 2017. Designing mixtures 
of varieties for multifunctional agriculture with the help of ecology. A review. 
Agronomy for Sustainable Development 37, 13.
Berruyer  R, Adreit  H, Milazzo  J, Gaillard  S, Berger  A, Dioh  W, 
Lebrun MH, Tharreau D. 2003. Identification and fine mapping of Pi33, the 
rice resistance gene corresponding to the Magnaporthe grisea avirulence 
gene ACE1. Theoretical and Applied Genetics 107, 1139–1147.
Biedrzycki ML, Venkatachalam L, Bais HP. 2011. Transcriptome ana-
lysis of Arabidopsis thaliana plants in response to kin and stranger recogni-
tion. Plant Signaling & Behavior 6, 1515–1524.
Bolton  MD, Kolmer  JA, Garvin  DF. 2008. Wheat leaf rust caused by 
Puccinia triticina. Molecular Plant Pathology 9, 563–575.
Burdon JJ, Barrett LG, Rebetzke G, Thrall PH. 2014. Guiding deploy-
ment of resistance in cereals using evolutionary principles. Evolutionary 
Applications 7, 609–624.
Chen BJW, Hajiboland R, Bahrami-Rad S, Moradtalab N, Anten NPR. 
2019. Presence of belowground neighbors activates defense pathways at 
the expense of growth in tobacco plants. Frontiers in Plant Science 10, 751.
Cheol Song G, Sim HJ, Kim SG, Ryu CM. 2016. Root-mediated signal 
transmission of systemic acquired resistance against above-ground and 
below-ground pathogens. Annals of Botany 118, 821–831.
De Vleesschauwer Ap, Xu J, Höfte M. 2014. Making sense of hormone-
mediated defense networking: from rice to Arabidopsis. Frontiers in Plant 
Science 5, 611.

Delteil A, Blein M, Faivre-Rampant O, Guellim A, Estevan J, Hirsch J, 
Bevitori R, Michel C, Morel J-B. 2012. Building a mutant resource for the 
study of disease resistance in rice reveals the pivotal role of several genes 
involved in defence. Molecular Plant Pathology 13, 72–82.

Ding L-N, Yang G-X, Yang R-Y, Cao J, Zhou Y. 2016. Investigating inter-
actions of salicylic acid and jasmonic acid signaling pathways in monocots 
wheat. Physiological and Molecular Plant Pathology 93, 67–74.

Ding X, Yang M, Huang H, Chuan Y, He X, Li C, Zhu Y, Zhu S. 2015. 
Priming maize resistance by its neighbors: activating 1,4-benzoxazine-
3-ones synthesis and defense gene expression to alleviate leaf disease. 
Frontiers in Plant Science 6, 830.

Donaldson  JR, Kruger  EL, Lindroth  RL. 2006. Competition- and 
resource-mediated tradeoffs between growth and defensive chemistry in 
trembling aspen (Populus tremuloides). New Phytologist 169, 561–570.

Duba  A, Goriewa-Duba  K, Wachowska  U. 2018. A review of the 
interactions between wheat and wheat pathogens: Zymoseptoria tritici, 
Fusarium spp. and Parastagonospora nodorum. International Journal of 
Molecular Sciences 19, 1138.

Fan  J, Bai  P, Ning  Y, et  al. 2018. The monocot-specific receptor-like 
kinase SDS2 controls cell death and immunity in rice. Cell Host & Microbe 
23, 498–510.e5.

Fernandez  C, Monnier  Y, Santonja  M, Gallet  C, Weston  LA, 
Prévosto B, Saunier A, Baldy V, Bousquet-Mélou A. 2016. The impact 
of competition and allelopathy on the trade-off between plant defense and 
growth in two contrasting tree species. Frontiers in Plant Science 7, 594.

Gaba S, Lescourret F, Boudsocq S, et al. 2015. Multiple cropping sys-
tems as drivers for providing multiple ecosystem services: from concepts to 
design. Agronomy for Sustainable Development 35, 607–623.

Gallet  R, Fontaine  C, Bonnot  F, Milazzo  J, Tertois  C, Adreit  H, 
Ravigné  V, Fournier  E, Tharreau  D. 2015. Evolution of compatibility 
range in the rice−Magnaporthe oryzae system: an uneven distribution of R 
genes between rice subspecies. Phytopathology 106, 348–354.

Garrett KA, Mundt CC. 1999. Epidemiology in mixed host populations. 
Phytopathology 89, 984–990.

Hau FC, Rush MC. 1980. A system for inducing sporulation of Bipolaris 
oryzae. Plant Disease 64, 788–789.

Heil M, Karban R. 2010. Explaining evolution of plant communication by 
airborne signals. Trends in Ecology & Evolution 25, 137–144.

Huot B, Yao J, Montgomery BL, He SY. 2014. Growth–defense tradeoffs 
in plants: a balancing act to optimize fitness. Molecular Plant 7, 1267–1287.

Jia  Y, McAdams  SA, Bryan  GT, Hershey  HP, Valent  B. 2000. Direct 
interaction of resistance gene and avirulence gene products confers rice 
blast resistance. EMBO Journal 19, 4004–4014.

Jones  JD, Dangl  JL. 2006. The plant immune system. Nature 444, 
323–329.

Karasov T, Chae E, Herman J, Bergelson J. 2017. Mechanisms to miti-
gate the tradeoff between growth and defense. The Plant Cell 29, 666–680.

Karban  R, Baldwin  IT, Baxter  KJ, Laue  G, Felton  GW. 2000. 
Communication between plants: induced resistance in wild tobacco plants 
following clipping of neighboring sagebrush. Oecologia 125, 66–71.

Karban R, Shiojiri K, Huntzinger M, McCall AC. 2006. Damage-induced 
resistance in sagebrush: volatiles are key to intra- and interplant communi-
cation. Ecology 87, 922–930.

Kettles GJ, Kanyuka K. 2016. Dissecting the molecular interactions be-
tween wheat and the fungal pathogen Zymoseptoria tritici. Frontiers in Plant 
Science 7, 508.

Kong CH, Zhang SZ, Li YH, Xia ZC, Yang XF, Meiners SJ, Wang P. 
2018. Plant neighbor detection and allelochemical response are driven by 
root-secreted signaling chemicals. Nature Communications 9, 3867.

Kristoffersen R, Jørgensen LN, Eriksen LB, Nielsen GC, Kiær LP. 2020. 
Control of Septoria tritici blotch by winter wheat cultivar mixtures: meta-
analysis of 19 years of cultivar trials. Field Crops Research 249, 107696.

Martinez-Medina A, Flors V, Heil M, Mauch-Mani B, Pieterse CMJ, 
Pozo MJ, Ton J, van Dam NM, Conrath U. 2016. Recognizing plant de-
fense priming. Trends in Plant Science 21, 818–822.

D
ow

nloaded from
 https://academ

ic.oup.com
/jxb/article/72/18/6570/6298513 by IN

R
A AVIG

N
O

N
 user on 02 M

arch 2022



6580  |  Pélissier et al.

Mengiste  T. 2012. Plant immunity to necrotrophs. Annual Review of 
Phytopathology 50, 267–294.

Mundt CC. 2002. Use of multiline cultivars and cultivar mixtures for disease 
management. Annual Review of Phytopathology 40, 381–410.

Ninkovic V, Rensing M, Dahlin I, Markovic D. 2019. Who is my neighbor? 
Volatile cues in plant interactions. Plant Signaling & Behavior 14, 1634993.

Nobori T, Tsuda K. 2019. The plant immune system in heterogeneous en-
vironments. Current Opinion in Plant Biology 50, 58–66.

Oliva R, Ji C, Atienza-Grande G, et al. 2019. Broad-spectrum resistance 
to bacterial blight in rice using genome editing. Nature Biotechnology 37, 
1344–1350.

Pélissier R, Violle C, Morel JB. 2021. Plant immunity: good fences make 
good neighbors? Current Opinion in Plant Biology 62, 102045.

Peng  Y, van  Wersch  R, Zhang  Y. 2017. Convergent and divergent 
signaling in PAMP-triggered immunity and effector-triggered immunity. 
Molecular Plant-Microbe Interactions 31, 403–409.

Raboin LM, Ramanantsoanirina A, Dusserre J, Razasolofonanahary F, 
Tharreau D, Lannou C, Sester M. 2012. Two-component cultivar mix-
tures reduce rice blast epidemics in an upland agrosystem. Plant Pathology 
61, 1103–1111.

Rebolleda-Gómez M, Wood CW. 2019. Unclear intentions: eavesdropping 
in microbial and plant systems. Frontiers in Ecology and Evolution 7, 385.

Schmid  C, Bauer  S, Müller  B, Bartelheimer  M. 2013. Belowground 
neighbor perception in Arabidopsis thaliana studied by transcriptome ana-
lysis: roots of Hieracium pilosella cause biotic stress. Frontiers in Plant 
Science 4, 296.

Schuman MC, Allmann S, Baldwin IT. 2015. Plant defense phenotypes 
determine the consequences of volatile emission for individuals and neigh-
bors. eLife 4, e04490.

Stenberg JA. 2017. A conceptual framework for integrated pest manage-
ment. Trends in Plant Science 22, 759–769.

Subrahmaniam  HJ, Libourel  C, Journet  EP, Morel  JB, Muños  S, 
Niebel A, Raffaele S, Roux F. 2018. The genetics underlying natural vari-
ation of plant–plant interactions, a beloved but forgotten member of the 
family of biotic interactions. The Plant Journal 93, 747–770.

Takahashi  A, Kawasaki  T, Henmi  K, ShiI  K, Kodama  O, Satoh  H, 
Shimamoto K. 1999. Lesion mimic mutants of rice with alterations in early 
signaling events of defense. The Plant Journal 17, 535–545.

Tilman  D, Cassman  KG, Matson  PA, Naylor  R, Polasky  S. 2002. 
Agricultural sustainability and intensive production practices. Nature 418, 
671–677.

van Kan JAL. 2006. Licensed to kill: the lifestyle of a necrotrophic plant 
pathogen. Trends in Plant Science 11, 247–253.

Vannier N, Agler M, Hacquard S. 2019. Microbiota-mediated disease re-
sistance in plants. PLoS Pathogens 15, e1007740.

Venturelli S, Belz RG, Kämper A, et al. 2015. Plants release precursors 
of histone deacetylase inhibitors to suppress growth of competitors. The 
Plant Cell 27, 3175–3189.

Vergne E, Ballini E, Marques S, et al. 2007. Early and specific gene ex-
pression triggered by rice resistance gene Pi33 in response to infection by 
ACE1 avirulent blast fungus. New Phytologist 174, 159–171.

Vergne E, Grand X, Ballini E, Chalvon V, Saindrenan P, Tharreau D, 
Nottéghem JL, Morel JB. 2010. Preformed expression of defense is a 
hallmark of partial resistance to rice blast fungal pathogen Magnaporthe 
oryzae. BMC Plant Biology 10, 206.

Volkov AG, Toole S, WaMaina M. 2019. Electrical signal transmission in 
the plant-wide web. Bioelectrochemistry 129, 70–78.

Wang P, Kong CH, Hu F, Xu XH. 2007. Allantoin involved in species inter-
actions with rice and other organisms in paddy soil. Plant and Soil 296, 
43–51.

Wenig M, Ghirardo A, Sales JH, et al. 2019. Systemic acquired resist-
ance networks amplify airborne defense cues. Nature Communications 10, 
3813.

Yang XF, Li LL, Xu Y, Kong CH. 2018. Kin recognition in rice (Oryza sativa) 
lines. New Phytologist 220, 567–578.

Zhu S, Morel JB. 2019. Molecular mechanisms underlying microbial dis-
ease control in intercropping. Molecular Plant-Microbe Interactions 32, 
20–24.

Zhu Y, Chen H, Fan J, et al. 2000. Genetic diversity and disease control 
in rice. Nature 406, 718–722.

D
ow

nloaded from
 https://academ

ic.oup.com
/jxb/article/72/18/6570/6298513 by IN

R
A AVIG

N
O

N
 user on 02 M

arch 2022


