:ISME

ARTICLE

www.nature.com/ismej

W) Check for updates

Synthetic bacterial community derived from a desert
rhizosphere confers salt stress resilience to tomato
in the presence of a soil microbiome
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The root bacterial microbiome is important for the general health of the plant. Additionally, it can enhance tolerance to abiotic
stresses, exemplified by plant species found in extreme ecological niches like deserts. These complex microbe-plant interactions
can be simplified by constructing synthetic bacterial communities or SynComs from the root microbiome. Furthermore, SynComs
can be applied as biocontrol agents to protect crops against abiotic stresses such as high salinity. However, there is little knowledge
on the design of a SynCom that offers a consistent protection against salt stress for plants growing in a natural and, therefore, non-
sterile soil which is more realistic to an agricultural setting. Here we show that a SynCom of five bacterial strains, originating from
the root of the desert plant Indigofera argentea, protected tomato plants growing in a non-sterile substrate against a high salt stress.
This phenotype correlated with the differential expression of salt stress related genes and ion accumulation in tomato.

Quantification of the SynCom strains indicated a low penetrance into the natural soil used as the non-sterile substrate. Our results
demonstrate how a desert microbiome could be engineered into a simplified SynCom that protected tomato plants growing in a

natural soil against an abiotic stress.

The ISME Journal (2022) 16:1907-1920; https://doi.org/10.1038/s41396-022-01238-3

INTRODUCTION

Plants sustain microorganisms around and inside their roots [1].
These communities of root-associated microorganisms are
referred to as the root microbiome. There is increasing evidence
showing that the root microbiome is vital to plant health, growth
and development and plays a prominent role in plant fitness
under diverse environmental growth conditions [2]. The root
microbiome can promote growth and development by modulat-
ing plant hormone homeostasis, promoting nutrient acquisition,
or improving resilience to abiotic stresses [3, 4].

The microbes that make up the root microbiome can sometimes
succeed where other methods such as gene engineering have failed.
For example, the HIGH-AFFINITY K TRANSPORTER 1;1 (HKT1;1) is
proposed to facilitate the shoot-to-root recirculation of Na®t, but
both loss-of-function and overexpression in Arabidopsis thaliana
(arabidopsis) does not improve salt tolerance [5, 6]. Interestingly, a
strain of the soil bacterium Bacillus subtilis did confer salt tolerance
by concurrently down- and upregulating the expression of AtHKT1 in
the roots and shoots of arabidopsis, respectively [7]. This finding of
tissue-specific regulation of AtHKTT mediated by a microbe being
critical to Na™ homeostasis in salt-stressed plants demonstrates the
potential of plant-microbe interactions.

It is generally hypothesized that the root microbiome is also
important in the case of desert plants to cope with multiple and
critical threats such as nutrient deficiency, drought and salinity [8].
So far, only a limited number of studies have been conducted to
characterize microbial communities associated with desert plants
and their contribution to plant fitness. Indigofera argentea
(indigofera) is a legume species that can be found in multiple
desert regions [9]. It is a perennial subshrub that grows as pioneer
vegetation in scattered populations in well-drained and sandy
soils. Also, indigofera has a certain resilience to salt stress and can
grow like a weed on former agricultural fields that suffer from high
salinity due to extensive irrigation practices. For example, former
agricultural areas in the Jizan desert, Saudi Arabia, are scarcely
populated with indigofera (Fig. S1). We questioned whether the
microbiome present in this Jizan soil plays a pivotal role in
conferring abiotic stress tolerance to indigofera growing under
such conditions.

Indigofera root bacterial strains of Jizan origin have been
isolated and resulted among others in the identification of
Pseudomonas argentinensis SA190, Acinetobacter radioresistens
SA188, Enterobacter sp. SA187, and Ochrobactrum intermedium
SA148. For these bacteria, plant-growth promoting effects have
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been predicted and experimentally verified for Enterobacter sp.
SA187 [10-13].

Most studies focus on single strains applied to plants grown in
essentially sterile conditions. This is not the case in a field setting
where the presence of the local microbiome naturally implies a
non-sterile environment. This non-sterile environment is sus-
pected to explain the failure of a single strain in the field due to
the competition with the local microbiome [14, 15]. Therefore,
instead of this “one-microbe-at-a-time” approach [16], an alter-
native would be to create so-called synthetic microbial commu-
nities (SynComs), which as a community stands a better chance to
survive and function in a non-sterile environment. However, it
remains elusive to what extend a SynCom derived from a natural
microbiome is effective in improving plant growth in a non-sterile
environment, especially with the inclusion of an abiotic stress such
as high salinity. And an efficient methodology of constructing and
simplifying a functional SynCom is also unclear.

We characterized the bacterial microbiome of indigofera grown
in Jizan soil under mimicked desert conditions and isolated strains
representing the core root bacterial microbiome. Growth promot-
ing effects of single strains and SynComs were studied on
indigofera as well as the non-related crop tomato (Solanum
lycopersicum). A SynCom of five bacterial strains promoted tomato
growth under saline and non-sterile conditions. This increased salt
tolerance was associated with both the differential expression of
salt stress-related genes and ion accumulation in the shoot.
Subsequent quantification of the relative abundance of SynCom
strains revealed a low penetrance of the added SynCom,
indicating that growth promotion can be triggered without
affecting a native root microbiome.

RESULTS

Growth promotion of indigofera by the microbiome in the
Jizan soil

To find support for the importance of the root microbiome to
plant fitness, we established an assay to study the growth of
indigofera mimicking native growing conditions. Indigofera did
not survive when grown in sterilized Jizan soil, suggesting that the
soil microbiome is essential for plant growth. Since indigofera is a
legume that, under native conditions, relies on nitrogen-fixing
nodule symbiosis, we repeated the growth assay now adding a
compatible rhizobium microsymbiont isolated from the Jizan soil
sample (strain Bradyrhizobium sp. SA281). This rescued plant
growth and could therefore serve as an axenic control. Next, we
compared plant growth in sterilized Jizan soil complemented with
Bradyrhizobium sp. SA281 and non-sterile Jizan soil. This revealed
the plants in non-sterile soil produced more biomass compared to
the control condition (Fig. 1), suggesting that the native root
microbiome is conducive to the growth of indigofera.

The bacterial root microbiome of indigofera is relatively
simple but distinct

We questioned whether indigofera recruits specific bacteria. To
study its root microbiome composition, indigofera was grown in
Jizan soil under mimicked native conditions. Samples from the soil,
rhizosphere (Rhizo) and endophytic compartment (EC) of 42-days-
old indigofera plants were collected in at least three biological
replicates from which DNA was extracted. An OTU table was
constructed from the lllumina sequencing reads of the 16S rRNA
gene V4 regions in these samples. Using the Bray-Curtis dissimilarity
measure on the rarefied OTU table, the Soil, Rhizo, and EC samples
were plotted with Principal Coordinate Analysis (PCoA) in two-
dimensional space (Fig. 2a). The first two principal coordinates
explained 60% and 14% of the total variance, respectively. Rhizo and
EC bacterial microbiomes hardly separated along the first coordinate
but were clearly distinct from the Soil community. Conversely, the
Rhizo and EC samples did form separate clusters along the second
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Fig. 1 Jizan soil microbiome promotes growth of Indigofera

argentea. a Six-week-old indigofera plants in Jizan soil (left) or sterile
Jizan soil supplemented with the strain Bradyrhizobium sp. SA281 (right).
There were four pots per treatment and each pot contained two
indigofera seedlings. Bradyrhizobium sp. SA281 was isolated from
nitrogen-fixing indigofera nodules grown in Jizan soil. b Fresh and dry
shoot weight of indigofera plants at six weeks old show increased
growth promotion triggered by the Jizan soil, when compared to sterile
Jizan soil complemented with Bradyrhizobium sp. SA281. Asterisks
indicate statistical significance (p < 0.05) as per one-way ANOVA.

coordinate. This revealed that indigofera grown in lJizan soil
possessed a distinct root microbiome when compared to the soil
(PCoA1 60%) and with different bacterial communities in the
rhizosphere and endophytic compartment (PCoA2 14%).

In line with the PCoA, the bacterial communities in each
compartment also differed at the phylum level (Fig. 2b). In the
transition from the Soil to the EC, the biodiversity reduced due to
a drop in the number of rare phyla (indicated as “Others”).
Firmicutes and Proteobacteria were significantly depleted in the
two root compartments compared to Soil, whereas the phyla of
Chloroflexi and Actinobacteriota were significantly enriched in
these compartments. Next, we determined the number of OTUs
from the Soil that increased in their relative abundance in the
Rhizo and EC. Compared to the Soil, 181 and 128 were enriched (p
<0.001) in the root compartments, of which 121 OTUs were
shared between the Rhizo and EC (Fig. 2c & Dataset S1). Also, a
similar number of OTUs was depleted in the Rhizo and EC
compartments when compared to the Soil (Dataset S1 & Fig. S2).
This suggests a strong rhizosphere effect of indigofera, even
though the Jizan soil microbiome is relatively simple. Furthermore,
there is strong commonality of bacterial community selection
between the rhizosphere and endophytic compartment.

Plant growth promotion triggered by a Jizan SynCom in
indigofera and tomato

To study the function of the root bacterial microbiome, we aimed to
isolate the bacterial strains that showed an increased abundance in
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Indigofera argentea root microbiome in Jizan soil. a Principal coordinates analysis (PCoA) of the bacterial microbiomes in the soil,

rhizosphere (Rhizo) and endophytic compartment (EC) of indigofera grown in Jizan soil for six weeks. The Soil is distinct from the Rhizo and EC
along the first principal component. While the second component separates the Rhizo and EC. Bray-Curtis dissimilarities were calculated with
OTU read counts after rarefaction and standard filtering. b Taxonomic classification of bacterial OTUs with relative abundance greater or equal
to 5% grouped at the phylum level. The three bars represent the relative abundance of bacterial phyla in Soil, Rhizo and EC. There is a drop in
bacterial diversity or number of rare phyla (indicated as “others”) from the Soil to EC. ¢ Venn diagram showing number of enriched OTUs in the

Rhizo and EC of indigofera.

the indigofera root microbiome as determined by the OTU data
described above. By applying a culture-dependent approach using
different cultivation media, roughly two thousand bacterial isolates
were obtained. All isolates were grouped by morphology and
designated with the prefix SA (Saudi Arabia) followed by a strain
number. Sanger sequencing of the full length 16 S rRNA gene
amplicon provided the V4 region of each isolate which could
then be mapped back to an OTU found on the roots of
indigofera. Ultimately, representative strains for nine of the most
abundant OTUs shared between the Rhizo and EC could be
identified. According to their relative abundance, these OTUs
(Fig. 3a) represented approximately 40% and 30% of the Rhizo
and EC, respectively, and were collectively considered the core
bacterial root microbiome of indigofera. We also included the
isolates Ensifer sp. SA403 and Bacillus sp. SA436, which showed
promise in promoting plant growth (Fig. S3) even though they
belonged to the less abundant OTUs 38 and 49 - respectively.
Additionally, previous work of culture-dependent isolation on a
different sample batch but from the same ecological niche
culminated in four growth promoting isolates that were also
included in this study: Pseudomonas argentinensis SA190,
Acinetobacter radioresistens SA188, Enterobacter sp. SA187 and
Ochrobactrum intermedium SA148. [10, 12, 13, 17]. The
V4 sequences of the first three could be found in the indigofera
microbiome (matching the OTUs 1333, 17 and 955 - respec-
tively) though they did not belong to a dominant OTU.
Together, a total collection of 15 strains was used in further
studies. It included species of the genera Acinetobacter and
Streptomyces (phylum Actinobacteriota), Bacillus (phylum Firmi-
cutes), and Ensifer, Enterobacter, Massilia, Ochrobactrum, Pseu-
domonas, and Ralstonia (phylum Proteobacteria) (Table 1). Draft
genome sequencing was conducted to further characterize the
selected strains (Table S1). Subsequently, maximum likelihood
phylogeny was inferred from the nucleotide alignment of the 31
AMPHORA genes. This consisted of two separate analyses. First,
the nine genera covering the 15 selected Jizan strains were
analysed separately with reference and other root-associated
strains (Dataset S2). This showed that several isolated Jizan
strains are close relatives of species with reported plant-
growth promoting effects. For example, Bacillus sp. SA436 is a
close relative of the plant-growth promoting species Bascillus
megaterium and Bascillus aryabhattai [18, 19], Ensifer sp. SA403
to the nitrogen-fixing legume symbionts Ensifer sojae and
Ensifer alkalisoli, and the five Streptomyces sp. to Streptomyces
leeuwenhoekii, a species known to produce a variety of
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specialised metabolites [20] (Fig. S4). Next, the 15 selected Jizan
strains were compared to 61 earlier studied desert bacterial
species of the same genera (Dataset S3). This revealed that the
Jizan strains clustered together with the selected desert
microbes at the genus level but diverged at the species or
strain level (Fig. 3b). Taken together, this shows that the selected
Jizan strains are novel yet representative of species found in
desert environments.

We questioned whether these isolated lJizan strains as a
community triggered a similar plant growth promotion pre-
viously observed with indigofera grown in Jizan soil. Therefore,
plants were grown in sterilized river sand that was inoculated
with Bradyrhizobium sp. SA281. Half of the plants were also
inoculated with an equal mixture of the 15 selected strains (the
Jizan SynCom). Indigofera inoculated with the Jizan SynCom
produced significantly more shoot biomass (42 days post-
inoculation), when compared to the plants that were only
inoculated with Bradyrhizobium sp. SA281 (Fig. 3¢). This showed
that the Jizan SynCom triggered increased plant growth
promotion when compared to only a diazotrophic and nodulat-
ing Bradyrhizobium strain. Next, we questioned whether this
growth response was specific to indigofera or more generic,
which would be of more practical significance in translating
these results to agriculture. We tested the growth response of
the Jizan SynCom on tomato (Moneymaker cultivar). The Jizan
SynCom also triggered a significant growth response in tomato
(Fig. 3d). This demonstrated that the growth-promoting effect of
the bacterial Jizan strains is a generic effect on plants.

Jizan SynCom promotes tomato growth under salt stress and
non-sterile conditions

We questioned whether the Jizan SynCom is also effective in
promoting abiotic stress tolerance in other plant species and
under non-sterile conditions. To test this, we used tomato and
established a generic assay for analysing microbial effects on
plant fitness under various conditions with the focus on salt
stress in this study (Fig. S5). A controlled and reproducible non-
sterile substrate was created by mixing sterilized river sand with
10% of a well characterized soil and supplemented with nutrient
solution. We wanted to exclude interference from the endo-
genous SynCom strains present in the soil and evaluate SynCom
effectiveness in the presence of another natural microbial
community outside its native habitat. So, we collected soil from
an ecological field station (the Mossel area at Veluwe, the
Netherlands), referred to as the Mossel soil, of which the
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Fig. 3 Relative abundance, phylogeny and plant growth promotion of the Jizan strains isolated from Indigofera argentea. a Jizan strains
belonged to highly abundant OTUs in either the Rhizo or EC of indigofera. The x axis shows the relative abundance of the best matching OTU
for each lJizan strain. b Maximum likelihood tree based on the AMPHORA gene alignments of 15 Jizan strains - colored in red. The black filled
circles on the outer perimeter indicate desert-associated strains. Representative strains for each genus were also included. The distance scale
indicates the number of differences between sequences. ¢, d Quantitative analysis of shoot fresh weight of seven-week-old indigofera (c) and
three-week-old tomato (d) plants grown under sterile conditions with or without the Jizan SynCom. In both cases, the Jizan Syncom led to a
better plant yield compared to the control. Asterisks indicate statistical significance (p < 0.05) as per Dunnett’s post-hoc test.
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Table 1. Selected bacterial strains of the root microbiome of Indigofera argentea grown in Jizan soil.

Source Strain Code oTU Class Order Family Genus

Current work Highly abundant
SA670 5 Actinobacteria Actinobacteria Streptomycetaceae unclassified
SA087 9 Beta-Proteobacteria Burkholderiales Oxalobacteraceae Massilia
SA424 14 Beta-Proteobacteria Burkholderiales Burkholderiaceae Ralstonia
SA444 30 Actinobacteria Actinobacteria Streptomycetaceae Streptomyces
SA613 71 Gamma-Proteobacteria Pseudomonadales Pseudomonadaceae Pseudomonas
SA244 136 Gamma-Proteobacteria Pseudomonadales Pseudomonadaceae Pseudomonas
SA619 203 Actinobacteria Actinobacteria Streptomycetaceae Streptomyces
SA681 326 Actinobacteria Actinobacteria Streptomycetaceae unclassified
SA113 171 Actinobacteria Actinobacteria Actinomycetaceae unclassified

Potential PGPRs

SA403 38 Alpha-Proteobacteria Rhizobiales Rhizobiaceae Ensifer
SA436 49 Firmicutes Bacillales Bacillaceae Bacillus

Previous work SA148 - Alpha-Proteobacteria Rhizobiales Brucellaceae Ochrobactrum
SA187 955 Gamma-Proteobacteria Enterobacterales Enterobacteriaceae Enterobacter
SA188 17 Gamma-Proteobacteria Pseudomonadales Moraxellaceae Acinetobacter
SA190 1333 Gamma-Proteobacteria Pseudomonadales Pseudomonadaceae Pseudomonas

Eleven strains were isolated in this study, including nine strains belonging to highly abundant OTUs representing ~40% and ~30% of rhizosphere and
endophytic compartment, respectively, and two low abundant or rare strains with potential PGPR traits. Four additional strains with PGPR straits were

collected from previous studies. These 15 strains together were used for SynCom construction.

rhizosphere effect was characterized on a series of plant species
[21]. Diluting the soil with sand allowed us to design a
synchronized growth assay in which the effects of soil nutrients
were reduced. The physical properties of the sand were also
more suitable for the salt stress assay. Tomato seeds were sown
in the 10% soil - 90% sand mixture and inoculated with/without
the Jizan SynCom (approximately 10° cells per plant). After one
week of growth in this soil mixture, plants were exposed to
various salt levels (0, 100, 200 and 300 mM Nacl) (Fig. S5). Two
weeks post salt imposition, the total plant biomass was
quantified. First, we noted that under non-sterile conditions
the Jizan SynCom promoted tomato growth in the absence of
salt (Fig. S6). Furthermore, the biomass was not significantly
different between control and SynCom treated plants except for
those exposed to 200 mM NaCl. In contrast, tomato plants
without Jizan SynCom inoculation showed a clear decline in
biomass proportional to the salt concentration. These results
showed that the Jizan SynCom not only promoted tomato
growth but also conferred tolerance to salt imposition. Since the
200 mM salt level provided a clear contrast in plant growth
between the Jizan SynCom inoculated plants and non-
inoculated control plants, it was set as the standard salt
concentration for subsequent experiments in this study.

Bacterial SynCom triggered salt stress resilience associates
with differential expression of salt stress related marker genes
and ion content accumulation

We questioned whether a simplified Jizan SynCom can trigger
salt tolerance under non-sterile conditions. First, individual
strains were tested. Tomato plants were grown as described
above, inoculated with 15 strains individually and exposed to
200 mM NaCl. Plants growing only in the non-sterile substrate
served as an inoculum-free control. Of the 15 strains tested,
Ensifer sp. SA403, Ralstonia sp. SA424, Massilia sp. SA087,
and Bacillus sp. SA436 promoted tomato growth compared to
the non-inoculated plants. The remaining strains did not
significantly affect plant growth when compared to the control
plants (Fig. 4a). Interestingly, the Jizan SynCom inoculated

The ISME Journal (2022) 16:1907 - 1920

plants showed the highest shoot biomass compared to other
inoculated plants.

Next, we tested simplified SynComs containing a subset of the
15 strains from the Jizan core microbiome. Instead of using a
targeted approach, we decided to randomly combine the
strains. We did avoid taxonomic redundancy so that none of
the simplified SynComs would have two or more strains of the
same genus. In total, 20 combinations of 3 to 5 strains were
tested on tomato plants growing in the non-sterile substrate
and exposed to 200 mM NaCl (Table S2). This revealed that
SynCom C, which consisted of Massilia sp. SA087, Enterobacter
sp. SA187, Ensifer sp. SA403, Bacillus sp. SA436, and Streptomyces
sp. SA444 led to the strongest growth response, having a
34% increase in dry shoot biomass compared to the non-
inoculated control (Fig. 4b) and even outperforming the 15 strain
Jizan SynCom.

We questioned whether the increased biomass of salt-treated
tomato plants inoculated with SynCom C is the result of a
generic growth response, or alternatively, associated with salt
stress-related physiological factors such as ion homeostasis or
the expression of salt stress-related marker genes. To this end,
leaf and root tissues were sampled from tomato at four, seven
and ten days post salt imposition. Plants were grown either
sterile (control), inoculated with SynCom C or with the five
individual strains which compose this best performing SynCom.
By including the five strains as separate inoculums, we aimed to
validate that simultaneous presence of different strains as a
SynCom is a prerequisite for the observed growth response.
Quantification of the fresh shoot biomass showed that SynCom C
was the only inoculum that significantly promoted tomato
growth compared to the inoculum-free control (Fig. 5a). Tran-
scriptional analysis was then performed on root and shoot tissue
for the salt stress related marker genes CELLULOSE SYNTHASE A2
(CESA2), HKTI1;1, SALT OVERLY SENSITIVE 1 (S0S1), SOS2 and
WRKY8 (Table S3). Four days post salt imposition, SOS1, SOS2 and
WRKY8 expression was significantly upregulated in the root of
tomato plants treated with SynCom C compared to the non-
inoculated control (Fig. 5b). This effect was not observed in the
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Fig. 4 Growth promotion of the SynComs and individual Jizan strains on salt-stressed tomato plants. a The dry shoot weight of three-
week-old tomato plants grown in the non-sterile substrate and inoculated with either a single Jizan strain or the SynCom as an equimolar
mixture. Salt imposition was with 200 mM NaCl according to the assay described previously (Fig. S4). The SynCom (colored in blue) performed

best and together with the strains Ensifer sp. SA403, Ralstonia sp. SA424,

Massilia sp. SA087, Bacillus sp. SA436 were significantly different from

the control plants (colored in green) which were not inoculated. b Ratios of the shoot dry weight of tomato plants treated with simplified

SynComs to the control. Each SynCom contained four or five Jizan strai

ns and the control was not inoculated. The five member SynCom C

performed the best and was the only one significantly different to the control. Asterisk indicates statistical significance (p < 0.05) as per

Dunnett’s test.

roots of plants inoculated with the individual strains. Conversely,
in the shoot there was a significant downregulation of SOS2 for
the individual strains but not SynCom C (Fig. S7f). Interestingly,
HKT1;1 was upregulated in the shoot by SynCom C and three of
the individual strains though none were significantly different to
the control. This stands in contrast to the expression of the same
gene in the root tissue where HKT1;1 is downregulated by four of
the inoculums including SynCom C. The ion content of the shoot
tissue from the control and SynCom C inoculated plants was
measured at ten days post salt imposition. This revealed that the
Na*/K* ratio was significantly lower in SynCom C inoculated
plants, when compared to control plants (Fig. 5¢). To determine
whether this effect is also observed in presence of a soil
microbiome, the experiment was repeated but now plants were
grown in the 10% Mossel soil + 90% sand mixture. Again, this
showed the growth promoting effect of SynCom C under saline
conditions and with a significantly lower Na*/K* ratio than the
control plants (Fig. S8b & d). Taken together, these results
demonstrate that SynCom C triggers increased resistance to salt
stress in tomato plants grown in non-sterile conditions.

SPRINGER NATURE

The Jizan SynCom colonized the root of tomato plants under
non-sterile conditions

The degree of root colonization due to some treatment as an
indicator of strain importance is the dominant approach taken in
microbiome studies. This strategy also lends itself to the study of
the inter-bacterial dynamics in either a native microbiome or, in
our case, the interaction between a SynCom and its environment.
As the 15 lJizan strains correspond to abundant OTUs in the root
compartments of indigofera, their root colonization especially as a
function of salt level could be a key factor leading to a successful
plant phenotype.

To identify traits other than the growth promotion of single
strains that can be used in the design of a SynCom, we conducted
an experiment to measure the root colonization of the 15 Jizan
strains in a non-sterile environment. Tomato plants were grown in
the non-sterile substrate and half were inoculated with the Jizan
SynCom. Plants were exposed to a single salt concentration ranging
from 0 to 300 mM NaCl in 100 mM increments. The V4 16 S rRNA
gene region was sequenced with the lllumina Hiseq2500 platform
on DNA isolated from the Soil, Rhizo and EC of each sample.

The ISME Journal (2022) 16:1907 - 1920
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Fig. 5 SynCom C induces salt stress tolerance related responses in tomato. Tomato seeds were sown in sterilized river sand and inoculated
with the five-member SynCom C or the five individual strains. Plants were exposed to 200 mM NaCl on day seven. The root and shoot tissue
were harvested on four, seven, and ten days post salt imposition. a Shoot fresh weight of the tomato plants for the three time points after salt
imposition. A linear model was fitted to the biomass with the time points and inoculation as the explanatory variables. Only the SynCom C
treated samples had a significantly different (p < 0.05) slope from the inoculum-free control samples. b Relative expression of salt stress
resilience-related genes to Actin in the root tissue of tomato plants four days post salt imposition. An asterisk indicates a significant (p < 0.05)
difference from the control, according to Dunnett’s test. ¢ The Na'/K" ratio in the shoot of tomato plants ten days post salt imposition.
SynCom C inoculated plants had a significantly lower ratio than the control (tested with Student’s t test). SynCom C is composed of the strains

Massilia sp. SA087, Enterobacter sp. SA187, Ensifer sp. SA403, Bacillus sp. SA436 and Streptomyces sp. SA444.

Amplicon sequence variants (ASVs) were inferred from the
sequencing reads and, after standard filtering, resulted in
10,029,248 reads distributed over 3766 measurable ASVs.

With the V4 subregion from the 16 S rRNA gene in the genome
assemblies assumed as the expected sequence, the Jizan strains
could be matched to ASVs which served as an indicator for strain
presence and relative abundance (Table S4). This analysis
showed that of the 15 Jizan strains, the ASVs of 8 strains were
found among the measurable ASVs (designated as targeted
ASVs). While the other seven strains, including two members of
SynCom C (Ensifer sp. SA403 and Streptomyces sp. SA444), are not
shown because they fell below the filtering criteria (Fig. S9). The
relative abundances of each targeted ASVs in the three
compartments were plotted along the salt gradient (Fig. 6).
Out of the eight targeted ASVs, ASV2 (Pseudomonas sp. SA244),
ASV12 (Enterobacter sp. SA187), ASV13 (O. intermedium SA148)
and ASV38 (Pseudomonas sp. SA613) as well as ASV91 (Ensifer sp.
SA403) were not detected in the control but only in the soil
inoculated with the Jizan SynCom. This indicated that the
bacteria with these ASVs were likely not present in the non-
sterile substrate and probably originated from the Jizan strains.
Apart from the four targeted ASVs that were absent, ASV5 (P.
argentinensis SA190), ASV16 (Ralstonia sp. SA424), ASV84
(Massilia sp. SA087), ASV513 (Bacillus sp. SA436) were detected
both in the control and SynCom-inoculated samples. This
prevents the differentiation of these four Jizan strains from the
endogenous microbes present in the non-sterile substrate.
Linear regression analysis showed that ASV2 (Pseudomonas sp.
SA244) and ASV13 (O. intermedium SA148) significantly corre-
lated with the salt level in the EC and, in the case of ASV2, also in
the Rhizo (Fig. S10), which suggested the two strains belonging
to these targeted ASVs were able to successfully colonize the
roots under increasing saline conditions.

The ISME Journal (2022) 16:1907 - 1920

Moreover, bacterial network analysis was performed and the co-
occurrence of targeted ASVs was determined as a function of the
salt level. The bacterial co-occurrence analysis showed that ASV2
(Pseudomonas sp. SA244) and ASV13 (O. intermedium SA148) were
always present in both root compartments; while ASV513 (Bacillus
sp. SA436) and ASV84 (Massilia sp. SA087) were only present in the
Rhizo and EC, respectively. The presence of the Jizan SynCom
significantly increased the number of connections and, as a result,
the average connectivity in the Rhizo and EC networks (Fig. 7). As
ASV2 and ASV13 were highly abundant in the root compartments,
these two strains may have contributed to changes in the microbial
networks, though their functions in the bacterial networks in the
root compartment are yet unknown. Taken together, the presence
of the SynCom C members was confirmed in this experiment, but
only two of them could be definitively distinguished from the
natural microbiome already present in the non-sterile substrate.

DISCUSSION
In this study, we showed that a bacterial SynCom originating from
the lJizan desert plant indigofera promotes growth of the
important economic crop tomato under salt stress in the presence
of a non-sterile substrate that mimics a natural soil microbiome.
Furthermore, we simplified this SynCom from the initial 15 to
5 strains. This simplified SynCom outperformed the plant growth
promoting effect observed with the initial SynCom under the
same experimental conditions. The five selected strains originate
from the roots of the desert plant indigofera grown in a native soil.
We argue that crop cultivation under abiotic stresses can be
improved with microbiomes from such environments.

Some studies took a similar approach exploring desert
microbiomes for the discovery of plant growth promoting
rhizobacteria. For example, microbial communities have been

SPRINGER NATURE
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Fig. 6 SynCom colonization at different salt levels in the soil and roots of tomato. Relative abundances of the bacterial ASVs in the Soil,
Rhizo and EC of three-week-old tomato plants inoculated with or without the Jizan SynCom. Plants were grown in the non-sterile substrate
and were exposed to a salt gradient. The eight ASVs with a perfect match to the V4 region of the Jizan strains are shown here. The other
strains fell below our filtering criteria (Fig. S8). The relative abundances of the replicates are shaded as gray symbols per compartment and the
mean is shown as a cross with the color referring to the salt level.
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analyzed from different desert regions, like Jizan, Thar, Atacama,
Kalahari, Namib and Sahara deserts, as well as from various desert
plant species [3, 22-27]. Bacterial strains belonging to the genera
Pseudomonas, Bacillus, Klebsiella, Cupriavidus, Ochrobactrum,
Isoptericola, and Enterobacter were isolated and showed to
promote growth of multiple plant species under saline condi-
tions, including model plant species arabidopsis as well as crops
like wheat (Triticum aestivum), rice (Oryza sativa), alfalfa (Medicago
sativa) and tomato [28, 29].

In our opinion, confirming the plant growth promoting
response of rhizobacteria is a critical step in determining the
robustness of such a trait. Plant growth promoting responses
under both abiotic and biotic stress induced by single strain
inoculants has been well documented. Unfortunately, these strains
often fail when they are applied individually in the field, which is
attributed to competition by the local microbiome [30]. For this
reason, there has been a shift from this so-called “one-microbe-at-
a-time” approach to creating synthetic microbial communities
[16]. The general idea is that a community of microbes will be
more competitive by forming a stable community and will be able
to maintain the traits beneficial to plant growth in the field [31].
Other studies have attempted to combat salt stress with SynComs
albeit in sterile conditions [32-34]. However, to our knowledge
there are no studies where a SynCom provides protection against
salt stress to plants grown in the presence of a natural or local
microbiome as seen under field conditions.

The ISME Journal (2022) 16:1907 - 1920

The quantification of shoot biomass was considered as the
indicator for SynCom performance. From this data, it is unclear if
the five member SynCom (SynCom C) leads to a higher biomass
due to a specific microbe-mediated salt stress response or a
general plant growth promotion. To verify, we measured the
transcription of a selected list of salt stress related genes in tomato
after SynCom C inoculation with a salt stress. This revealed that
four days post salt imposition, the SynCom C mediated an early
salt stress response in both the root and shoot tissues of tomato.
For example, SOS1, SOS2 and WRKY8 were significantly upregu-
lated in the root four days post salt imposition. The most common
causes of salt stress on plant growth are ion toxicity [35], osmotic
stress [36], and the accumulation of reactive oxygen species (ROS)
[37]. As salt imposition causes large influxes of Na™ into plant
tissue, a critical step in the plant response is to recirculate and
sequestrate Na™, as well as prevent further influx via the root [38].
The well-studied salt overly sensitive (SOS) pathway plays a crucial
step in preventing Na™ accumulation [39]. SOS3 is a calcium
binding protein that senses cytosolic Ca>™ changes, caused by salt
stress, and in turn interacts with SOS2, which belongs to the
SnRK3/calcineurin-interacting protein kinase (CIPK) subfamily. The
S0S3/S0S2 kinase complex phosphorylates the Na™/H™ exchan-
ger SOS1, which is fundamental in Na* extrusion, distribution and
long-distance transport in tomato [40]. Mutant studies of SOST
show that it is essential for tomato NaCl tolerance, as gene
silencing results in reduced growth [41]. It is therefore interesting
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that we find an upregulation of SOS7 in SynCom C inoculated
plants in the presence of salt. Likewise, SOS2 is highly upregulated
four days post salt imposition, indicating that the SOS pathway is
more active in SynCom C treated tomato plants than in the non-
inoculated control. In addition, HKTI1-like transporters are also
essential in Na™ recirculation and extrusion [42]. In arabidopsis
and rice, ectopic expression of HKT1;1 can increase Na™ exclusion
from the shoot [43, 44]. While the effect was not significant, there
was an upregulation by SynCom C of HKT1;1 in the shoot of
tomato plants four days after the salt imposition [45]. These
findings suggest that SynCom C plays a role in the avoidance of
ion toxicity, prompting an early activation of plant ion home-
ostasis mechanisms. This is in line with the lower Na* /K™ ratio in
the shoot of SynCom C treated tomato plants. Additionally,
none of the five SynCom C strains when applied as a separate
inoculum showed a significant effect on plant biomass, nor was
there a noticeable difference in the expression of genes that
would indicate a salt stress response. This supports that SynCom C
as a community is required for increasing salt stress resilience in
tomato.

With the success of SynCom C, derived from the Jizan SynCom,
we could evaluate the reported methods to design a suitable
SynCom from a bacterial library. The key characteristics reported
in literature rely on obvious traits such as plant growth promoting
potential of single strains and, within the field of microbiome
research, the presence of microbes in and around the roots [31]. A
popular method to identify key species in a natural microbiome is
based on the read counts of microbial sequences as an estimate of
microbe presence [46]. This lends itself to the idea of a core
microbiome and dominant OTUs, which we used to guide the
isolation and selection of the original strains from the Jizan soil
microbiome. The correlation between the abundance of a single
strain and a triggered effect, such as abiotic stress tolerance, is
considered to be indicative of a strain’s relative importance [47].
By extending this idea to the interactions between strains,
network analysis can reveal the effect of a treatment on
microbiome structure, which can further guide the identification
of key species [48]. However, the key characteristics of the
SynCom C strains did not meet the above expectations. Starting
with the evaluation of plant growth promotion as a trait, only
three of the five strains belonging to SynCom C significantly
improved tomato growth under the same conditions when
inoculated individually: namely Massilia sp. SA087, Ensifer sp.
SA403, and Bacillus sp. SA436. The other two strains (Enterobacter
sp. SA187 and Streptomyces sp. A444) showed a non-significant
increase in biomass compared to the control. Interestingly, the
community consisting of the best performing strains (SynCom A)
did not significantly outperform the non-sterile control. This
suggests that the selection criteria in the design of a SynCom
should not solely rely on the plant growth promotion by a strain.

Shifting focus to the presence of microbes in or near the root,
we would expect the five SynCom C strains to be dominant in
relative abundance, positively correlated to the salt level and play
a leading role in microbial network structure. Even though all
SynCom C strains can be detected when added to a natural
microbiome in combination with salt stress, none of the strains
was dominant in abundance relative to the other strains detected
from the Jizan SynCom. Interestingly, the only two strains
(Pseudomonas sp. SA244 and O. intermedium SA148) that showed
a positive correlation between read count and salt level did not
belong to SynCom C. None of the SynCom C members showed a
similar response to the salt gradient. Inoculation of the 15 strains
from the Jizan SynCom influenced the microbial network of the
natural microbiome by increasing the average connectivity. The
network analysis revealed that only two members from SynCom C
passed the detection threshold: Bacillus sp. SA436 and Massilia sp.
SA087 in the rhizosphere and endophytic compartment, respec-
tively. Both these strains were positioned in the periphery of their
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respective networks, which suggests a minor interaction with the
natural microbiome. The SynComs containing Pseudomonas sp.
SA244 and O. intermedium SA148, which were also present in the
network and highly connected with the natural microbiome, did
not perform as well as SynCom C. This suggests that solely relying
on read count abundances from meta-amplicon sequencing is
also not a reliable method for the design of a SynCom.

Overall, in this study, we isolated a core root bacterial
microbiome of the desert plant indigofera and constructed a
15 strain SynCom that possesses a robust plant growth promoting
effect on tomato when exposed to salt stress. The reduction of this
Jizan SynCom led to a simplified version in the form of SynCom C,
which retained its plant growth promoting effect. This SynCom
was effective in specifically combating salt stress and did not lose
effectiveness in a non-sterile environment. Our data suggests that
a promising approach or strategy is in the combination of plant
phenotype screening and more advanced and accurate methods,
such as metagenomic, metatranscriptomics and metabolomics
sequencing, to better model the predictive traits for a successful
SynCom design.

MATERIALS AND METHODS

Bacterial strains and culture conditions

Bacterial strains were cultured in tryptic soy broth medium (TSB) at 28 °C.
Fast growing strains were cultivated in 1/10th TSB for 1 day and slow
growing strains were cultivated in %2 strength TSB for 5 days. Rhizobial
strains were cultivated in yeast extract manitol (YEM) for 3-4 days. Bacterial
cells were collected by centrifugation, washed three times with 0.9%
NaCl and resuspended in appropriate solution according to the plant
assay. The single strain cultures were adjusted to a final density of 0.5 x
10® CFU ml~". The SynComs were an equimolar mixture of strains with a
final concentration of 5x 108 CFUmI™" and each plant received in total
10° cells.

Plant assay for indigofera and tomato

Indigofera seeds were surface sterilized by washing with ethanol and
soaking in % bleach for 10 min. Seeds were kept at 4°C for three days
followed by a seven-day incubation at 30°C. After germination, two
seedlings were transplanted per pot containing either sterile river sand
supplemented with Bradyrhizobium sp. SA281 or Jizan soil. The Jizan soil
was collected from the Jizan desert in Saudi Arabia (Latitude 16.9405 N;
Longitude 42.6119E) and has a low nutrient content (Table S5). The river
sand was sterilized by gamma radiation with a minimum dose of 25 kGy
which is fatal to most microbes [49]. The water holding capacity (WHC) of
the substrate was maintained at 30% with sterilized dH,0. The climate
room was configured at 35/25 °C day/night, 12 h of light and 75% relative
humidity to mimic the Jizan desert condition. The second indigofera
experiment with the Jizan SynCom was identical in growing conditions
and seed preparation. Two seedlings were transplanted to pots with sterile
river sand inoculated with the Jizan SynCom or only with Bradyrhizobium
sp. SA281 as a control. The sample size per treatment was four with two
seedlings per replicate or pot. WHC was again maintained at 30% but
Fahrdeus medium was used once a week instead of sterile dH,0. In both
experiments, fresh and dry shoot weight were measured at day 42 post
transplantation.

Tomato seeds of the MoneyMaker cultivar were sterilized with the same
method. After vernalization, seeds were germinated in one day at 25 °C in
the dark. The germinated seeds were sown into plastic cups containing,
according to the experiment, either sterile river sand or the non-sterile
substrate which was a 10/90% mixture of Mossel soil sourced from the
Veluwe (the Netherlands) and sterile river sand. Inoculation by either a
single Jizan strain or the 15-member Jizan SynCom followed immediately
after sowing. Uniform seedlings were selected 7 days post sowing and the
fresh weight recorded at day 21. Pots were randomly repositioned in the
growing chamber (25 °C, 12 h lighting, 60% relative humidity) several times
throughout the growing period. Where applicable, the salt imposition
always occurred on day 7 according to a modified protocol from a previous
study [50] (Fig. S4). Pots were first watered to 60% WHC before soaking
them in a saline solution for 30 min. The inflow of the saline solution will
mix with the water present in the substrate and (after returning to 60%
WHC) a target salt concentration is reached. For details refer to Fig. S4.
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DNA extraction and sequencing

The soil, rhizosphere and endophytic compartment were isolated from the
roots of tomato or indigofera following the procedure described previously
[21]. In summary, the soil was defined as the sand easily removed from the
roots by shaking. The roots were washed in sterile phosphate buffer (6.33 g
NaH,PO4.H,0, 16.5g Na,HPO,.7H,0 & 200 pL Silwet L-77 in 1L dH20,
pH =7.0) and vortexed briefly. After removing the roots, the suspension
was filtered through a 100 um cell strainer and spun down for 10 min at
4000 x g. Supernatant was discarded and the remaining pellet was the
rhizosphere. For the EC: the roots were washed twice more with sterile
phosphate buffer, transferred to a new tube with sterile phosphate buffer,
sonicated for 10 min (with a 30s pause in every minute) and dried on
sterile filter paper. All samples were frozen in liquid nitrogen and stored at
—80 °C. DNA from soil and rhizosphere samples was isolated using the Mo
Bio PowerSoil kit (Qiagen) according to the manufacturer’s instructions.
According to the procedure described previously [51], DNA from the EC
samples was isolated using the Fast DNA Spin Kit for Soil (MP Biomedicals).
Quality and quantity of the DNA was checked by nanodrop and gel
electrophoresis. Per sample, around 400 ng was sent for 16 S rRNA gene
sequencing at Beijing Genomics Institute (BGI) with the V4 primers 515F
and 806 R. The samples from indigofera and tomato were sequenced with
MiSeq and HiSeq, respectively.

Meta amplicon sequencing data processing

For the indigofera sequencing data, paired-end FASTQ reads were merged
into contigs using PANDASeq (v.2.3) with a minimum overlap of 50 bp,
minimum contig length of 100 bp and a Phred score of 25. Contigs were
converted to FASTA format with the fastx-toolkit (v.0.0.13) into a single file.
These reads were clustered into operational taxonomic units (OTUs)
according to the UPARSE pipeline [52] implemented in VSEARCH (v.1.1.3)
[53]. In short, the pipeline consisted of de-replication, sorting by
abundance, and discarding singletons. OTUs were generated with the
UPARSE algorithm and chimeric sequences were removed with the
UCHIME algorithm. An OTU table was constructed by mapping reads back
to the OTUs with the “usearch_global” algorithm from VSEARCH.
Taxonomy based on the SILVA (V138) [54] 16 S rRNA gene dataset was
assigned to the OTUs with the RDP classifier (v.2.10.1). All processing steps
were implemented in a SnakeMake workflow.

For the tomato sequencing data, amplicon sequence variants (ASVs)
were inferred from the lllumina paired-end FASTQ reads with the DADA2
pipeline (v.1.12.1) [55]. FASTQ reads were filtered with the filterAndTrim
function allowing for only one expected number of errors (maxEE = 1) and
discarding reads with any ambiguous nucleotides (maxN = 0). Error rates
were learned separately with the first 1x 10® nucleotide bases of the
filtered forward and reverse reads. The pseudo-pooling algorithm from the
dada function together with the learned error rates predicted the ASVs in
both orientations of the filtered reads after dereplication. The paired reads
were merged with the mergePairs function and chimeras were removed by
the consensus method with the removeBimeraDenovo function. The RDP
Naive Bayesian Classifier algorithm [56] as implemented in the assign-
Taxonomy function assigned the taxonomy of the ASVs against the SILVA
(v138) dataset.

Meta amplicon sequencing data analysis

All analyses were performed in the R environment (v.3.6.3). The bacterial
dataset of indigofera, which was the OTU table, was processed as
described previously [21]. First, OTUs related to mitochondrial and
chloroplast sequences were removed and it was named as “raw OTUs".
Next, the OTUs that have more than 25 reads in any sample were kept and
they were named as “measurable OTUs". The result was a table with 873
measurable OTUs with over 728,970 sequences divided over 11 samples
(Dataset S4). Using the Bray-Curtis dissimilarity measure on a rarefied
measurable OTU table, the soil, Rhizo and EC samples of indigofera were
plotted with principal coordinate analysis (PCoA) in two-dimensional
space. This was largely done with the vegan package (v.2.5.6).

For the bacterial dataset of tomato, which was the ASV table, ASVs
related to mitochondrial and chloroplast sequences were removed. Then,
ASVs with sequence length smaller than 253 or bigger than 254 bps were
excluded. After this, data relating to our study were subset and named as
“raw ASVs". In order to track the SynCom members in our sequencing data,
the V4 region of these strains were extracted and aligned with the
sequences of “raw ASVs". The “raw ASVs" table was then filtered and ASVs
(which have more than 25 reads in at least 5 samples) and named as
“measurable ASVs". The custom R commands were used in these analyses,
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mainly retrieved from the R packages tidyr (v.1.1.1), reshape2 (v.1.4.4),
ggplot2 (v.3.3.2) and fmsb (v.0.7.0).

For differential abundance test, we used the same method as
implemented in a previous study [21]. To test OTUs differently abundant
between the Rhizo and EC in comparison to Soil, we used the default
setting to create the normalized OTU table from “raw OTUs". Next to it, the
fitZig function and default settings in the metagenomeSeq package
(v.1.28.2) [57] were used for differential abundance testing. This was the
same for tomato where the “raw ASVs” were tested for differential
abundance between no salt (0 mM) and each salt treatment (100, 200, 300
mM NaCl input) for all three compartments. Furthermore, for the enriched
ASVs, the correlation between their abundance (log2-normalized reads)
and increasing salt gradients was tested with linear regression.

We constructed co-occurrence networks between bacterial ASVs
embedding all salt levels in three compartments in both control and
SynCom inoculation conditions, using a custom implementation of publicly
available scripts [58]. For these networks, we used the normalized ASV
table and conducted Spearman rank correlations between ASVs. The
networks were visualized with the Fruchterman-Reingold layout (50,000
permutations) in igraph and show the strong and significant correlations
(lp|>0.7 and p < 0.001).

Bacteria isolation and correlation analysis

To isolate strains from the rhizosphere and endophytic compartment of
indigofera grown in the Jizan soil, serial dilutions of the glycerol stocks
obtained from these compartments were plated on 1/10th TSA, King's B,
R2A and ISP3 agar media. Plates were incubated at 28°C for 14 days.
Colony appearance was monitored daily and independent colonies were
re-streaked on 1/10th TSA plates. Colonies were re-streaked on fresh 1/
10th TSA plates once more to ensure purity. The 16S rRNA gene was
amplified with primers 63 F 5-CAGGCCTAACACATGCAAGTC-3" and 1389 R
5-ACGGGCGGTGTGTACAAG-3' [59] of fresh colonies in replicate. PCR
products were sequenced at Macrogen (Amsterdam, the Netherlands). All
16 S rRNA sequences were processed with Geneious 8.1.9 (https://www.
geneious.com) and submitted to RDP database for taxonomic identifica-
tion. For the correlation analysis, the V4 region of the 16S rRNA gene
sequences were aligned with the consensus sequences of the indigofera
OTUs. Isolates with the V4 region matching OTUs with more than 97%
identity were kept. Representative isolates of these OTUs were selected for
strain level analysis by using BOX-PCR with primer BOXA1R 5/-CTACGG-
CAAGGCGACGCTGACG-3' [60] and repetitive strains were removed by
comparing the genetic profiles. In the end, 11 strains were selected
including 9 strains belonging to high abundant OTUs and 2 strains
belonging to relatively low abundant OTUs but potentially promoting
plant growth. Their glycerol stocks were prepared and stored at —80 °C.

Genome assemblies and phylogeny

lllumina paired-end FASTQ files were cleaned with Trimmomatic (v.0.38)
[61] by clipping reads if the average Phred quality score within four
consecutive bases dropped below 28 (SLIDINGWINDOW:4:28). The
trimmed FASTQ files were then assembled into contigs by SPAdes
(v.3.12.0) [62] with the careful option turned on and k-mer sizes of 21, 33,
55, and 77 nt. A high amount of assembly contamination (up to 79%) was
detected by CheckM (v.1.1.2) [63] in the following genera: Bacillus (SA436),
Ensifer (SA403), Massilia (SA087), Pseudomonas (SA613 and SA244),
Ralstonia (SA424), and Streptomyces (SA113, SA444, SA619, SA670 and
SA681). These assemblies were cleaned with K-means clustering (Python
Scikit-learn) [64] on the tetranucleotide signatures of the contigs. A second
round of CheckM indicated a drop in contamination to below two percent
for all assembilies. Finally, assembly statistics and genome completeness
were assessed with QUAST (v.5.0.0) [65].

The phylogeny of the Jizan strains was inferred by maximum likelihood
on concatenated AMPHORA gene alignments. For the nine genera,
candidate accessions were selected from the NCBI RefSeq database based
on several criteria. First, all the reference assemblies from each genus were
included. Additional accessions were either plant root-associated or
isolated from a desert habitat. The coding domain sequences and
translated protein sequences were downloaded from NCBI in September
2020. For the Jizan strains, the open reading frames (ORFs) on the contigs
were predicted by Prodigal (v.2.6.3) [66]. Hidden Markov Model profiles of
the AMHPORA proteins were downloaded from the AMPHORA2 GitHub
repository [67]. These were used by hmmsearch (v.3.2) [68] to identify the
best protein hit in the translated ORFs with an E-value threshold below
0.001. Accessions without the full set of 31 AMPHORA genes were
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discarded from the analysis. The AMHPORA genes were aligned separately
with Clustal Omega (v.1.2.4) [69] and inspected manually. A multiple
sequence alignment (MSA) was constructed by concatenating the
AMHPORA gene alignments per accession. Phylogeny was inferred on
the MSA with IQTree (v.1.6.12) [70]. The affiliated tool ModelFinder [71]
identified the best-fit substitution model for each MSA. Finally, trees were
visualized with the Python framework ETE3 [72].

Gene expression and ion content assay

Tomato seeds were grown in sterile river sand, inoculated with either
SynCom C, SA087, SA187, SA403, SA436 or SA444 and exposed to a 200
mM salt stress as described in Fig. S4. Plant shoot and root tissue were
harvested at 4-, 7- and 10-days post salt imposition. The fresh shoot weight
was recorded, and the root tissue was carefully extracted from the sand
and vortexed briefly in phosphate buffer. All samples were frozen in liquid
nitrogen and stored at —80 °C.

Five candidate genes for salt tolerance in tomato were chosen based on
literature. The genes HKTI1;1, WRKY8, SOS1 and SOS2 were previously
shown to be associated with salt tolerance in tomato [40, 73-76]. The gene
CESA2 was also included as it showed a high homology to AtCESA6, which
is important to salt tolerance in Arabidopsis thaliana [77]. Of these five
genes, the primer sequences of WRKY8 were taken from literature. For the
others, custom primers were designed in silico on the RefSeq tomato
assembly SL3.0 (GCF_000188115.4) with Geneious 11.1.5 (https://www.
geneious.com). Actin was chosen as the housekeeping gene for normal-
ization within samples [78]. Primer sequences, GC content, annealing
temperature (Tm), expected amplicon length, NCBI GenelD, and references
are shown in Table S3. Primer efficiencies were confirmed to be around
100% for all primer pairs using a range of serial dilutions.

Total RNA was extracted from the shoot and root tissue with the EZN.A.”
Plant RNA kit (OMEGA BioTek). An optimal on-membrane DNase digestion
step was performed during the RNA extraction by adding 10 uL DNase 1 and
70 pL Buffer RDD from the Qiagen DNase 1 kit. RNA quantity and purity as
well as integrity were checked by Nanodrop and agarose gel electrophoresis.
cDNA was synthesized from 300 and 600ng of root and shoot RNA,
respectively, with the iScript™ Select cDNA Synthesis kit (Bio-Rad). The
synthesis reaction was carried out at 25°C for 5min, 46°C for 20 min
followed by 1 min at 95°C. cDNA samples were diluted 5 times, aliquoted
and stored at —20 °C. For the gPCR, each reaction contained: 5 pL IQ™ SYBR’,
2 uL ¢DNA and 1.5 pL of the forward and reverse primers with a total volume
of 10 uL. Samples were loaded into a CFX Connect™ system (Bio-Rad) and
initialized at 95 °C for 3 min, followed by 40 rounds of thermocycling. Each
cycle started at 95°C for 155, followed by 30s at the primer-specific Tm
(average temperature of the forward and reverse primers). Melting curves of
all samples (from 55 °C to 95 °C in 5 second intervals with a 0.5 °C increment
after each cycle) showed primer specificity and no primer-dimer formation.
Relative expression of target genes was calculated for shoot and root tissue
per timepoint as described previously [79]. Calculations were based on the
control treated plants with salt as the reference group and Actin as
the reference gene. Relative expression level (fold change) was calculated by
the 2A-AACt method. Statistical significance was determined by a Dunnett’s
test on the relative expression levels.

lon concentrations was measured in tomato seedlings at ten days post
salt imposition using an lon Chromatography (IC) system 850 Professional
(Metrohm, Switzerland), essentially as described previously [80]. Leaves of
tomato seedlings were weighed in glass screw cap test tubes, dried and
ashed in a furnace at 575°C for 5h. After cooling down to room
temperature 1 mL formic acid (3 M) was added to each tube. Samples were
heated at 103 °C for 15 min with shaking at 600 rpm. The extracts were
then diluted by adding 9 mL of milliQ water to each sample. The samples
were again heated and mixed at 80 °C for 30 min. After cooling down to
room temperature all samples were measured in two dilutions 1/100 and
3/100 using a Metrohm 881 Compact IC pro ion chromatograph. Data was
expressed in mg ion/mg dry weight.

A similar experiment was carried out with the same inoculums but in the
non-sterile substrate. The shoot tissue of plants at ten days post salt
imposition was harvested in order to record the fresh weight and to
measure the ion content as described above.

DATA AVAILABILITY

The raw sequencing reads are available upon request before they are uploaded to
the Sequence Read Archive (SRA). The processed OTU/ASV tables and custom R and
Python scripts are also available upon request.
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