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Plant-microbe interactions 
before drought influence plant 
physiological responses to 
subsequent severe drought
Danielle E. M. Ulrich   1, Sanna Sevanto2, Max Ryan2, Michaeline B. N. Albright1, 
Renee B. Johansen1 & John M. Dunbar1

We examined the effect of soil microbial communities on plant physiological responses to drought. 
Bouteloua gracilis seeds were planted in sterilized sand with (inoculated) and without (controls) soil 
microbial communities. After substantial growth, drought was imposed by completely withholding 
water. Before soil moisture declined to zero, inoculated plants germinated faster, were significantly 
taller, and maintained greater soil moisture than controls. The greater soil moisture of the inoculated 
plants allowed greater photosynthesis but also induced lower tissue drought tolerance (as indicated 
by turgor loss point) compared to controls. The inoculated plants were more susceptible to severe 
drought compared to control plants as indicated by significantly lower mean stomatal conductance, as 
well as marginally significantly greater mean wilting score, for the entire severe drought period after 
soil moisture declined to zero. Inoculated plants exhibited enhanced growth and photosynthesis and 
dampened drought stress over short timescales, but also increased susceptibility to drought over long 
timescales. This work demonstrates (1) an unexpected insight that microbes can have positive initial 
effects on plant performance, but negative impacts on plant performance during severe drought, 
and (2) that microbially altered effects on plant function during well-watered and moderate drought 
conditions can influence plant function under subsequent severe drought.

Plants interact with diverse microorganisms including bacteria and fungi that can have positive, negative, or 
neutral effects on plants1. Positive effects arise from symbiotic relationships between plants and microbes where 
plants provide photosynthetically fixed carbon (e.g. root exudates, litter) to microbes, while in return microbes 
can increase abiotic stress tolerance, improve plant nutrient acquisition, promote growth, stimulate hormone 
production, and provide defense against pathogens1–7. Negative effects of microbes on plants include resource 
competition, parasitism, and pathogenesis that can reduce plant performance1,3.

Manipulation of plant-microbe interactions can improve plant performance in applications ranging from 
climate change mitigation to agricultural production. These manipulations can enhance different plant physi-
ological metrics including productivity (i.e. yield, growth, photosynthesis), survival, stress tolerance, CO2 and 
nutrient uptake, and water use efficiency1. Thus, efforts have focused on redirecting the microbiome to enhance a 
plant function of interest during drought8–15. To modify the microbiome to enhance plant function, assemblages 
of beneficial microorganisms are introduced to host plants as plant species receive greater benefits from a more 
complex community than single strains1,16–18. Often, most of these efforts focus on one application (e.g. crop 
production, ecosystem restoration) and consequently enhance just one plant function such as growth or drought 
tolerance. However, improving whole plant performance via both growth and drought tolerance would enable 
plant-microbe interactions to benefit a broader suite of applications (agriculture, industry, bioenergy, ecosystem 
services).

To accomplish this, we need to improve our understanding of how the presence of soil microbial communi-
ties alters whole plant performance via both growth and drought tolerance in response to moderate and severe 
drought (i.e. zero soil moisture)18,19. Although microbial activity typically ceases after soil moisture declines to 
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zero20, the effects of plants and soil microbes on each other and soil properties before soil moisture declines to 
zero may influence how plants respond to subsequent drought. For instance, soil microbes may produce plant 
hormones like abscisic acid or alter plant hormone production that can affect plant physiology related to growth 
and photosynthesis, and drought tolerance such as stomatal closure during drought21–23. Plants may use root 
exudates, a form of communication between plants and microbes24, to stimulate and recruit microorganisms 
with traits that benefit plants during a drought1. Soil microbes also secrete extracellular polysaccharides (EPS), 
glycoconjugates, and proteins that influence soil structure, soil water holding capacity, and nutrient transport25–27. 
These compounds released from both roots (e.g. exudates) and soil microbes (e.g. EPS) influence the rhizosphere 
and plant and microbial function during both well-watered and moderate drought conditions, which is expected 
to have cascading effects on plant physiological responses to subsequent drought after soil moisture declines to 
zero.

The goal of the present study was to evaluate how soil microbial communities influence whole plant perfor-
mance via both growth and drought tolerance in response to moderate and severe drought in Bouteloua gra-
cilis. B. gracilis is a native, perennial, warm season C4 grass that is highly drought resistant, allowing it to be a 
widespread and dominant species throughout semiarid grassland ecosystems in North America28–30. B. graci-
lis accounts for 75–90% of net primary productivity of grasslands31,32, regions expected to experience a greater 
intensity, frequency, and duration of drought throughout the 21st century33–35. This will significantly impact these 
ecosystems because B. gracilis productivity (e.g. growth, photosynthesis) depends on the amount and distribution 
of rainfall33,36. B. gracilis’ relationship with soil microbes may contribute to its high drought resistance, nutrient 
acquisition, and wide geographic distribution37. However, the effect of soil microbial communities on B. gracilis’ 
physiology and capacity to inhabit water limited environments has not been investigated.

We examined two questions: (1) Given efforts to engineer beneficial plant-microbe interactions, do soil micro-
bial communities improve both growth and drought tolerance in B. gracilis? and (2) Does the effect of soil micro-
bial communities on B. gracilis function before drought influence plant physiological responses to subsequent 
severe drought? We hypothesized that (1) B. gracilis inoculated with soil microbial communities would exhibit 
both greater growth and greater drought tolerance compared to uninoculated controls, and (2) that plant-microbe 
interactions that occur during both well-watered and moderate drought conditions influence plant physiological 
responses to subsequent severe drought. We tested these hypotheses by growing B. gracilis in sterilized sand (con-
trols) or sterilized sand inoculated with soil microbial communities. After 99 days of plant growth, drought was 
imposed on both groups by completely withholding water. Plant physiological measurements including growth 
(germination, height, biomass), photosynthesis, drought tolerance, stomatal conductance, and leaf wilting were 
made across the three periods of the experiment: well-watered (the period before drought began, days 1–98), 
moderate drought (the period after drought began before soil moisture declined to zero, days 99–117), and severe 
drought (the period after soil moisture declined to zero, days 118–131).

Results
Inoculated plants exhibited greater initial growth than controls.  Inoculated plants exhibited con-
sistently greater germination than controls and significantly greater germination than controls four days after 
planting (P ≤ 0.05, Fig. 1, Table 1). During days 4–7 of the well-watered period, mean number of individuals ger-
minated of the inoculated group was significantly greater than that of controls (P = 0.024). Shoot height was also 
significantly greater in inoculated plants compared to controls 28 days after planting (P = 0.023, Table 2). Drought 
began on day 99 by completely withholding water. Root:shoot biomass ratio, root biomass, and shoot biomass 
measured on days 78 (before drought) and 132 (after drought), did not significantly differ between inoculated 
and control groups (P > 0.05, Supplementary Table S1). However, in both groups, root:shoot biomass ratio, root 
biomass, and shoot biomass after drought and after the experiment ended (day 132) were significantly lower than 
before drought (day 78) in both groups (P < 0.0001, Table 1, Supplementary Table S1).

Figure 1.  Number of individual plants that germinated for control and inoculated groups. Asterisks indicate 
significant differences between control and inoculated groups at P ≤ 0.05. All values are expressed as 
means ± SE. The green background color indicates the germination period during the well-watered period.
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Inoculated plants maintained greater soil moisture but were less drought tolerant than con-
trols.  After germination, the inoculated group maintained significantly greater soil moisture than controls 
from day 19 through day 102 (P < 0.05, Fig. 2, Table 1) during the entire well-watered growth period and during 
moderate drought. The inoculated plants, however, exhibited lower drought tolerance than controls as indicated 
by the significantly less negative (i.e. greater) turgor loss point (ΨTLP) of inoculated plants compared to controls 
(P = 0.017, Table 2). Prior to day 19, soil moisture did not significantly differ between the inoculated and control 
groups. Soil moisture of both the control and inoculated groups rapidly declined after drought began on day 99 
until soil moisture of both groups declined to zero by day 118.

After the experiment ended on day 132, soil chemistry (C, C:N, Cu, Fe, K, Mn, N, NO3-N, organic matter, 
P, pH, Zn) and foliar N content did not significantly differ between groups (P > 0.05, Supplementary Table S2).

Inoculated plants exhibited greater photosynthesis (A) before soil moisture declined to zero 
but lower stomatal conductance (gs) after soil moisture declined to zero.  A of the inoculated 
group was significantly greater than that of controls during moderate drought on days 104 and 112 (P = 0.014, 
0.030), and mean A of the inoculated group during the entire moderate drought period before soil mois-
ture declined to zero (days 99–117, yellow background, Fig. 3) was significantly greater than that of controls 
(P = 0.027). After day 118, mean gs of the inoculated group during the entire severe drought period after soil 
moisture declined to zero (days 118–131, pink background, Fig. 3) was significantly lower than that of controls 

Germination
Root:shoot 
biomass

Soil moisture 
content

Photosynthesis 
(A)

Stomatal 
conductance (gs)

Wilting 
score

Predawn 
leaf water 
potential

Treatment 0.051 0.97 0.014 0.71 0.75 0.30 0.96

Day <0.0001 0.0009 <0.0001 <0.0001 <0.0001 <0.0001 <0.0001

Treatment x 
Day 0.020 0.72 <0.0001 0.01 0.03 0.75 0.15

Table 1.  Summary of P-values from linear mixed effects models describing the effects of treatment, day, and 
the interaction (treatment x day) on germination, soil moisture, photosynthesis (A), stomatal conductance (gs), 
wilting score, and predawn leaf water potential. Significant values at P ≤ 0.05 are bolded.

Controls Inoculated

Height (cm) 12.3 ± 0.40* 14.1 ± 0.25*

ΨTLP (bars) −14.8 ± 0.61* −12.8 ± 0.32*

Vcmax 37.9 ± 9.1 44.7 ± 6.2

Jmax 34.8 ± 2.8 34.1 ± 1.4

Rd −0.0034 ± 0.5 −0.73 ± 0.3

Table 2.  Physiological measurements of the control and inoculated groups during the well-waterd period 
before drought was imposed. Asterisks indicate statistically significant differences between controls and 
inoculated groups at P ≤ 0.05. All values are expressed as means ± SE. Turgor loss point (ΨTLP), maximum rate 
of carboxylation (Vcmax), maximum rate of electron transport (Jmax), and dark respiration (Rd).

Figure 2.  Soil moisture of control and inoculated groups. Asterisks indicate significant differences between 
control and inoculated groups at P ≤ 0.05. All values are expressed as means ± SE. The well-watered period 
includes the green, grey, and blue background colors (days 1–98; (green = germination, blue = gas exchange 
measurements), yellow indicates the moderate drought period before soil moisture declined to zero (days 99–
117), and pink indicates the severe drought period after soil moisture declined to zero (days 118–131).
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(P = 0.042). The day 118 turning point coincided with the day at which soil moisture of both inoculated and 
control groups declined to zero and drought became severe (Fig. 2). Thus, control plants maintained stomatal 
opening longer than inoculated plants during severe drought. Mean wilting score of the inoculated group during 
the entire severe drought period (days 118–131, pink background, Figs 3 and 4) was marginally significantly 
greater than that of controls (P = 0.058, Fig. 4). Table 1 contains the results from the linear mixed effects models 
for A, gs, and wilting score.

Photosynthetic biochemical parameters describing photosynthetic efficiency–maximum rate of carboxyl-
ation (Vcmax), maximum rate of electron transport (Jmax), and dark respiration (Rd)–measured before drought 
did not significantly differ between inoculated and control groups (P = 0.60, P = 0.87, P = 0.32, respectively, 
Table 2). Predawn water potential did not significantly differ between inoculated and control groups (P = 0.96, 
Supplementary Fig. S1, Table 1).

Figure 3.  Photosynthesis and stomatal conductance of control and inoculated groups. Asterisks indicate 
significant differences between control and inoculated groups at P ≤ 0.05. All values are expressed as 
means ± SE. The blue background color indicates the well-watered period, yellow indicates the moderate 
drought period before soil moisture declined to zero (days 99–117), and pink indicates the severe drought 
period after soil moisture declined to zero (days 118–131). Mean photosynthesis of the inoculated group during 
the entire moderate drought period before soil moisture declined to zero (days 99–117, yellow background) 
was significantly greater than that of controls (P = 0.027). Mean stomatal conductance of the inoculated group 
during the entire severe drought period after soil moisture declined to zero (days 118–131, pink background) 
was significantly lower than that of controls (P = 0.042).

Figure 4.  Wilting score of control and inoculated groups. All values are expressed as means ± SE. The pink 
background color indicates the severe drought period after soil moisture declined to zero (days 118–131). Mean 
wilting score of the inoculated group during the entire severe drought period after soil moisture declined to zero 
(days 118–131, pink background) was marginally significantly greater than that of controls (P = 0.058).
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Discussion
Contrary to our first hypothesis that soil microbes would positively influence both growth and drought toler-
ance of B. gracilis, we found that soil microbial communities can elicit a mixture of positive and negative effects 
on plant physiological responses to drought, depending on the plant metric of interest. This also contrasts with 
previous research that reports either positive or negative effects of microbes and focus on only one plant func-
tion1,38–40. Drought began on day 99 by completely withholding water from inoculated and control B. gracilis 
and we observed a time- and drought-dependent tradeoff where soil microbial communities dampened drought 
stress in the short term during the moderate drought period before soil moisture declined to zero (days 99–117) 
but increased drought susceptibility in the long-term to severe drought after soil moisture declined to zero (days 
118–131) during the severe drought period. In terms of drought susceptibility, inoculated plants functionally shut 
down (as indicated by stomatal conductance (gs), Fig. 3) and exhibited consistently greater wilting (Fig. 4) than 
controls during the severe drought period (Fig. 2). However, inoculated plants outperformed controls in terms of 
germination, height, and photosynthesis (A) during the well-watered and moderate drought periods before soil 
moisture had completely declined to zero. Thus, soil microbial communities had both positive (increased growth 
and photosynthesis) and negative (increased drought susceptibility) effects on plant physiological response to 
drought, an overlooked outcome of plant-microbe interactions. This finding impacts efforts to engineer benefi-
cial plant-microbe interactions, highlighting the need to specify the target outcome and time-scale at which the 
positive/negative influence is evaluated.

Consistent with our second hypothesis, our results revealed that the effects of soil microbial communities 
on plant function during well-watered and moderate drought conditions can greatly impact plant physiological 
responses to subsequent severe drought (i.e. zero soil moisture). Soil microbes alter plant function through var-
ious mechanisms including modulating nutrient availability and uptake, and soil moisture1,5. In our study, the 
microbially-enhanced growth-drought susceptibility tradeoff was modulated by soil moisture content rather than 
nutrient availability because soil chemistry and foliar N content (Supplementary Table S2) did not significantly 
differ between groups. Our findings also indicate that the presence of soil microbial communities during the 
well-watered and moderate drought periods substantially influenced soil moisture and subsequent plant phys-
iological responses to severe drought. The greater soil moisture of inoculated B. gracilis compared to controls 
for the majority of the experiment (days 19–102) dampened the effect of the drought on the inoculated plants 
because it delayed the onset of severe drought stress (i.e. zero soil moisture; Fig. 2); however, it also allowed 
inoculated plants to develop less drought tolerant tissues than controls as indicated by the ΨTLP (Table 2). The 
lower drought tolerance made inoculated plants more susceptible to drought when zero soil moisture finally did 
occur on day 118, as indicated by lower gs and greater wilting compared to controls during severe drought41,42. 
Consequently, soil microbial communities promoted the opportunistic growth pattern of B. gracilis by enhanc-
ing growth (as indicated by germination, height) and A when soil moisture was available but also by encourag-
ing greater functional inactivity as indicated by significantly lower mean gs and marginally significantly greater 
mean wilting during the entire severe drought period after soil moisture declined to zero (Fig. 3). This enhanced 
tradeoff between drought susceptibility and growth is a tenet of plant ecophysiology43,44 that emphasizes the role 
that soil microbial communities may play in influencing plant growth patterns and the capacity of B. gracilis to 
thrive in drought-prone regions.

The inoculated group may have maintained greater soil moisture than controls because soil microbes can 
modify soil structure, influencing available water and nutrients45. For example, microbes secrete EPS that can 
hold several times its weight in water46 and thus increase water retention27 and promote soil aggregation26. 
46found that sand amended with EPS held 100–500% more water and dried significantly slower than sand with-
out EPS during just 14 hours of drying. Sand is also a fast-draining soil type, suggesting that the effect of soil 
microbial communities and EPS on soil moisture may have been particularly pronounced in this study. Soil 
microbes can also produce plant hormones that can alter plant physiology and soil water use such as stomatal 
closure due to microbially-produced abscisic acid21–23. The inoculated group may have also exhibited greater soil 
moisture than controls because of increased production of root exudates (ions, free oxygen and water, enzymes, 
mucilage, carbon-containing primary and secondary metabolites3) that stabilize soil structure47 and increase soil 
water-holding capacity24,48. Enhanced root growth can also improve water uptake49 and may improve soil water 
holding capacity47. However, we found no significant differences in root biomass nor root:shoot biomass ratios 
between groups before or after drought (days 78, 132, respectively, Supplementary Table S1). Although root bio-
mass did not differ between groups, increased root branching could lead to increases in root surface area without 
increases in total biomass50. In response to drought, root:shoot biomass ratios often increase because plants stim-
ulate root growth at the expense of shoot growth to access deeper water sources. However, it is likely that root 
mortality contributed to the reduced root:shoot biomass ratio observed in this study because root:shoot biomass 
measurements were taken at the end of the experiment after the plants had died.

The microbially-enhanced soil moisture of the inoculated group during well-watered and moderate drought 
conditions (days 19–102) led to reduced plant tissue drought tolerance, as measured by ΨTLP , which had cascad-
ing impacts on plant gas exchange during the severe drought period after soil moisture eventually declined to 
zero (days 118–131). This is because ΨTLP is a plant functional trait that represents the leaf water potential that 
induces wilting. Consequently, ΨTLP strongly underlies and is predictive of plant drought tolerance and species 
distributions relative to water availability in diverse ecosystems51–54. Species with a lower (more negative) ΨTLP are 
more able to withstand leaf dehydration, allowing the plant to maintain photosynthesis, stomatal conductance, 
and growth under drier conditions55,56. The effect of the reduced drought tolerance, as measured by ΨTLP , on the 
inoculated group’s increased drought susceptibility after soil moisture declined to zero highlights the role that soil 
microbial communities (Supplementary Fig. S2) may play early in B. gracilis’ life cycle. The results suggest that 
soil microbial communities can direct plant responses to eventual severe drought because they can influence soil 
moisture conditions during well-watered and moderate drought conditions.
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The greater height of inoculated plants at day 28 (Table 2) suggests that soil microbial communities may 
stimulate fast growth early in the life cycle of B. gracilis and when soil moisture is available, consistent with the 
significantly greater germination of inoculated plants compared to controls (Fig. 1) and B. gracilis’ opportunistic 
growth strategy36. At day 78 when all plants had reached maturity, shoot biomass was only 15% greater in inocu-
lated than control plants (Supplementary Table S1), suggesting that the early stimulatory growth effect may have 
been reduced when plants reached maturity. Nonetheless, during days 81–112 before soil moisture declined to 
zero, A of inoculated plants was 21% greater than controls (Fig. 3). This suggests that even when plants reached 
maturity, the inoculation of soil microbial communities positively influenced mature plant A before soil moisture 
declined to zero.

Soil microbes did not appear to influence photosynthetic biochemistry as indicated by Vcmax, Jmax, and Rd 
(Table 2) although instantaneous measures of A were greater in inoculated plants than controls before soil mois-
ture declined to zero (Fig. 3). The greater photosynthetic rates without changes in biochemistry may be due to a 
lower resistance to gas and liquid phase diffusion as observed in B. gracilis inoculated with its mycorrhizal sym-
biont Glomus fasciculatus50.

In this study, both A and gs track the same trajectory (i.e. consistently greater A and gs of inoculated plants 
during moderate drought, consistently lower A and gs of inoculated plants during severe drought). However, the 
difference between groups during moderate drought was statistically significant for A but not gs, and similarly, the 
difference between groups during severe drought was statistically significant for gs but not A. During moderate 
drought, this discrepancy between A and gs in statistically significant treatment differences may occur because 
inoculated plants exhibited an 18% greater Vcmax than controls (Table 2), promoting the significantly greater A and 
only consistently greater gs of inoculated plants compared to controls. During severe drought, this discrepancy 
may occur because non-stomatal limitations such as boundary layer and mesophyll conductances may play a 
larger role than stomatal limitations in limiting A at low gs (<0.05 mol m−2 s−1)42. These non-stomatal limitations 
at low gs outweigh the effect of the statistically significant gs differences between groups on A.

This work provides unexpected insights into plant-microbial interactions: soil microbial communities can 
simultaneously have positive and negative impacts on plant performance depending on the plant metric of inter-
est, and the presence of soil microbial communities early in B. gracilis’ life cycle can influence plant physiological 
responses to eventual severe drought. Soil microbial communities enhanced plant growth and photosynthesis 
and dampened drought stress over short timescales before soil moisture declined to zero, but increased plant 
susceptibility to drought over long timescales after soil moisture declined to zero. The tradeoff between growth 
and susceptibility to drought was modulated by soil moisture conditions before the onset of severe drought and 
demonstrated how soil microbial communities promoted the opportunistic growth pattern of B. gracilis. This 
work advances the engineering of beneficial plant-microbe interactions and our understanding of how soil micro-
bial communities influence plant physiological responses to drought.

Methods
Plant material.  B. gracilis is a warm season C4 fast growing grass typical to arid areas in Southwestern USA. 
It is highly responsive to variation in precipitation33 and exhibits an opportunistic growth pattern where it grows 
fast when water is available to take advantage of favorable growing conditions36 and dies back and becomes 
dormant when water is scarce57,58. In the field, B. gracilis is colonized by diverse microbes including mycorrhizal, 
dark septate fungi, endophytic, coprophilous, saprophytic, and plant pathogenic fungi that influence its physiol-
ogy37,59,60. Seed was obtained from a nursery in Santa Fe, New Mexico, USA. Plants were grown under a 14-h pho-
toperiod in a temperature-controlled greenhouse at the New Mexico Consortium in Los Alamos, New Mexico, 
USA. Seeds were planted 1 June 2017 (day 0 of experiment) and the experiment ended 10 October 2017 (day 131). 
During this period, average daytime temperature in the greenhouse was 22.6 °C, average nighttime temperature 
20.6 °C, average daytime relative humidity 47.5%, and average daily maximum photosynthetic photon flux density 
(PPFD) was 382.4 umol m−2 s−1.

Experimental Setup.  Inoculated plants were inoculated with soil microbial communities from 15 geo-
graphically distinct New Mexico soils collected 0–5 cm below the surface (Supplementary Table S3) with distinct 
bacterial and fungal community composition (Supplementary Fig. S2). To create soil inocula, microbes from 
each soil were extracted by suspension in a phosphate buffered solution (PBS) to create a 1:20 dilution of each 
microbial suspension; this isolates the microbial community and eliminates any potential biogeochemical effects 
of the original soil. Aliquots of the soil inocula were set aside for DNA sequencing (see below). Before planting, 
seeds were surface sterilized for 10 min in 10% bleach and rinsed for 15 min in sterile DI twice. Seeds were then 
soaked in soil inocula (inoculated) or PBS (controls) for 10 min. Seeds were planted in 9.6 L pots of sterilized 
sand. Ten seeds were planted in each of 15 positions (wells) evenly spaced across each pot. Five mL of soil inocula 
(inoculated) or PBS (controls) was applied to each well once during initial planting and also a second time 11 
days after planting to ensure effects of soil microbial communities (e.g.61). The soil inocula treatment was applied 
to 15 pots that formed the inoculated group (N = 15) where each pot was inoculated with a different commu-
nity. The only-PBS treatment was applied to five pots that formed the control group (N = 5). Clear plastic covers 
were placed over all 20 pots to maintain high humidity to promote germination for 11 days after planting. A 
fertilizer treatment of ammonium nitrate (1 mg/mL) was applied evenly to all pots 15 days after planting. Plants 
were eventually thinned to 15 individuals per pot (1 individual per position) 30 days after planting. All 20 pots 
were well-watered every other day to field capacity using RO water sterilized with a 0.2 µm filter. Pot position 
was rotated biweekly. After substantial growth (99 days after planting), drought was imposed on both groups 
by completely withholding water. Both groups were droughted until death (complete desiccation). Because we 
completely withheld water to impose drought until plants died, drought severity increased with time. The period 
before drought began is considered well-watered conditions (days 1–98), the period after drought began before 
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soil moisture declined to zero is considered moderate drought (days 99–117), and the period after soil moisture 
declined to zero is considered severe drought (days 118–131). Plants did not turn to seed during the experiment. 
Because all plants were planted at the same time, and differences in germination and growth rates were relatively 
small, phenology did not influence the results.

Measurements.  Germination was determined by counting the total number of individual shoots in each pot 
4–7 days after planting. The height of the tallest tiller in each position was measured prior to maturity 28 days 
after planting (before pots were thinned) for a total of 15 heights per pot.

Photosynthesis (A) and stomatal conductance (gs) were measured using a portable photosynthesis system with 
an infrared gas analyzer (LI-6400 XT, Licor, Lincoln, NE, USA) before drought and then periodically throughout 
the drought until plants died. In the cuvette, flow rate was set to 500 μmol s−1, reference [CO2] 400 μmol mol−1, 
quantum flux 2000 μmol m−2 s−1 to avoid any light limitation of photosynthesis, and leaf temperature 20 °C. Leaf 
area was used to normalize gas exchange values. Gas exchange was measured on the middle sections of 2 leaves, 
resulting in two rectangles of leaf material contained in the cuvette. This allowed leaf area to be determined by 
measuring the widths of each of the 2 leaf rectangles. Widths were multiplied by 3 cm (length of the cuvette) and 
summed to calculate total leaf area in the chamber. Middle sections of leaves were marked so the same leaves 
could be measured over time and to avoid destructive sampling.

Soil moisture was measured with a handheld volumetric water content soil moisture sensor (WaterScout SM 
100, Spectrum Technologies, Aurora, IL, USA) to a depth of 6 cm (half the height of the sand in each pot) at 3 
different positions in each pot weekly before (on the days between watering), during, and after drought.

Predawn leaf water potential measurements were taken on 3 leaves per pot before and throughout the drought 
approximately once per week using a pressure chamber (PMS Instrument Company, Albany, OR, USA). Shoots 
were sampled at predawn, sealed in ziplock bags with a moist paper towel, and stored at 4 °C until measurement. 
Measurements were made within 30 min of sampling.

Photosynthetic biochemical parameters were determined from photosynthesis-[CO2] (A-Ci) curves measured 
before drought on 2 leaves (using the same cuvette conditions as described above) at a range of CO2 concentra-
tions (μmol mol−1) of: 400, 300, 200, 100, 50, 400, 600, 800, 1000, 1200, 1400. Maximum rate of carboxylation 
(Vcmax), maximum rate of electron transport (Jmax), and dark respiration (Rd) were determined using the ‘plante-
cophys’ R package that uses non-linear regression to fit the A-Ci curve62. A-Ci curves were measured on 3 plants 
per pot over 9 days (days 89–97) before drought.

The water potential at turgor loss or turgor loss point (ΨTLP) was determined from pressure-volume (P-V) 
curves as in50. ΨTLP is a measure of drought tolerance51. Species with lower (more negative) ΨTLP are more tolerant 
of drought55,56. P-V curves were measured on 3 plants per pot (60 curves total) before drought over 29 days (days 
43–71). Shoots were sampled at predawn and were then rehydrated for 2–3 hours. No rehydration-induced pla-
teau was detected63. Shoots were allowed to dry out slowly on the laboratory bench. Measurements of shoot mass 
and balance pressure taken with the pressure chamber were recorded as shoots dried out. Data were plotted with 
relative water deficit on the x-axis and 1/Ψ on the y-axis. Data were checked during measurement to ensure at least 
3–5 points were recorded along the linear portion of the curve. ΨTLP was estimated from the intersection of the 
linear portion of the curve with a negative exponential function fitted to the non-linear portion. To test if rehydra-
tion affected P-V curves64, two individuals from each of five randomly selected pots were sampled; one individual 
was rehydrated for 2–3 hours and one was not rehydrated. P-V curves were measured on the rehydrated and 
non-rehydrated plants. ΨTLP of rehydrated (−1.62 + 0.24 MPa) and non-rehydrated (−1.55 + 0.11 MPa) plants 
did not significantly differ (P = 0.82, N = 5).

After soil moisture declined to zero (day 118), wilting score was visually determined on a scale from 1–5: 
green, no leaf curling/rolling (1); green, some leaf curling (2), green, leaf curling (3), green, dried out (4), brown, 
completely desiccated, dead (5) (e.g.65).

Three plants per pot were sampled for biomass of roots and shoots before drought (day 78) and after the exper-
iment ended (day 132). All roots were sampled. Roots and shoots were dried at 60 °C and the mass of each tissue 
was recorded. We also measured foliar N content (%) of shoots collected on day 78. To check roots for arbuscular 
mycorrhizal fungal infection, roots were cleared with 5% KOH, acidified in 5% HCl, and stained in a 1:1:1 mix of 
DI H2O, lactic acid, glycerol, and 0.05% trypan blue (protocol adapted from66). Roots were visually assessed for 
colonization using light microscopy. Analysis of stained roots indicated minimal arbuscular mycorrhizal fungal 
infection in both control and inoculated groups.

At the end of the drought, the soil chemical composition (C, C:N, Cu, Fe, K, Mn, N, NO3-N, organic matter, P, 
pH, Zn) of a subset of pots (N = 4 controls, N = 8 inoculated) was measured at the Colorado State University Soil, 
Water, and Plant Testing Laboratory.

DNA extraction and sequence processing and analysis.  DNA extractions were performed using the 
DNeasy PowerSoil DNA extraction kit (Qiagen). The standard protocol was used: (1) 0.3 grams of material was 
used per extraction; (2) bead beating was conducted using a Spex Certiprep 2000 Geno/Grinder for three min-
utes at 1900 strokes/minute. DNA samples were quantified with an Invitrogen Quant-iTTM ds DNA Assay Kit on 
a BioTek Synergy HI Hybrid Reader. PCR templates were prepared by diluting an aliquot of each DNA stock in 
sterile water to 1 ng/µl. The bacterial (and archaeal) 16 S rRNA gene (V3-V4 region) was amplified using primers 
515f-R80667. Henceforth, archaeal sequences were analysed with bacterial sequences. The fungal 28 S rRNA gene 
(D2 hypervariable region) was amplified using the LR22R primer68 and the reverse LR3 primer69. Preparation 
for Illumina high-throughput sequencing was undertaken using a two-step approach, similar to that performed 
by70, with Phusion Hot Start II High Fidelity DNA polymerase (Thermo Scientific). In the first PCR, unique 6 bp 
barcodes were inserted into the forward and reverse primer in a combinatorial approach over 22 cycles with an 
annealing temperature of 60 °C71. The second PCR added Illumina-specific sequences over 10 cycles with an 
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annealing temperature of 65 °C. Amplicons were cleaned using a Mobio UltraClean PCR clean-up kit, quantified 
using the same procedure as for the extracted DNA, and then pooled at a concentration of 10 ng each. All clean 
ups were undertaken as per the manufacturer’s instructions with the following modifications: binding buffer 
amount was reduced from 5X to 3X sample volume, and final elutions were performed in 50 µl Elution Buffer. A 
bioanalyzer was used to assess DNA quality, concentration was verified using qPCR, and paired-end 250 bp reads 
were obtained using an Illumina MiSeq sequencer at Los Alamos National Laboratory.

Bacterial and fungal sequences were merged with PEAR v 9.672, quality filtered to remove sequences with 
1% or more low-quality (q20) bases, and demultiplexed using QIIME73 allowing no mistmatches to the barcode 
or primer sequence. Further processing was undertaken with UPARSE74. Sequences with an error rate greater 
than 0.5 were removed, remaining sequences were dereplicated, singletons were excluded from clustering, OTU 
clustering was performed at 97% and putative chimeras were identified de novo using UCHIME75. Bacterial and 
fungal OTUs were classified using the Ribosomal Database Project (RDP) classifier76. The OTUs which were not 
classified as bacteria or fungi with 100% confidence were removed from the dataset. Bacterial OTUs also had to 
have a phylum classification confidence level of at least 80% to remain in the dataset.

Community composition analyses were performed with rarefied data unless otherwise stated. Bacterial 
communities were rarefied to 756 sequences per sample. Fungal communities were rarefied to 2333 sequences. 
Bray-Curtis dissimilarity matrices for bacterial and fungal communities were computed for bacteria and fungi. 
To test that all 15 soil microbial communities were compositionally distinct, we evaluated the homogeneity of 
multivariate dispersions. We found that the average distance to the median was 0.4781 for bacteria and 0.6038 
for fungi and visualized soil microbial community differences using non-metric multidimensional scaling plots 
(vegan v 2.4–377).

Statistical analyses.  Linear mixed effects models were used to determine differences in response variables 
between inoculated and control groups. Fixed effects were treatment (inoculated, control) and day, the random 
effect was pot, and response variables were germination, soil moisture, A, gs, root:shoot biomass ratio, predawn 
leaf water potential, and wilting score (Table 1). To account for repeated measurements through time, models with 
different correlation structures were fit. The model of best fit was selected based on Akaike information criterion 
(AIC) values. Assumptions of constant variance and normality were checked using residual and quantile-quantile 
plots. All interactive and main effects of factors on the response were tested using marginal F-tests (also known 
as type III tests) that account for unbalanced sample sizes. To determine treatment differences in mean A, gs, and 
wilting score for each of the three periods of the experiment (well-watered (days 1–98), moderate drought (days 
99–117), severe drought (days 118–131)), we included period as a fixed effect in the linear mixed effects models as 
well. Post-hoc comparisons were made using a 95% confidence interval and P ≤ 0.05. Welch’s two-sample t-tests 
that account for unbalanced sample sizes compared mean differences in shoot height, ΨTLP , Vcmax, Jmax, Rd, and 
soil chemistry between inoculated and control groups. All statistical analyses were conducted in R version 3.4.278.

References
	 1.	 Mendes, R., Garbeva, P. & Raaijmakers, J. M. The rhizosphere microbiome: significance of plant beneficial, plant pathogenic, and 

human pathogenic microorganisms. FEMS Microbiol. Rev. 37, 634–663 (2013).
	 2.	 Redman, R. S., Sheehan, K. B., Stout, R. G., Rodriguez, R. J. & Henson, J. M. Thermotolerance generated by plant/fungal symbiosis. 

Science 298, 1581 (2002).
	 3.	 Bais, H. P., Weir, T. L., Perry, L. G., Gilroy, S. & Vivanco, J. M. The role of root exudates in rhizosphere interactions with plants and 

other organisms. Annu. Rev. Plant Biol. 57, 233–266 (2006).
	 4.	 Bonfante, P. & Genre, A. Mechanisms underlying beneficial plant–fungus interactions in mycorrhizal symbiosis. Nat. Commun. 1, 

ncomms1046 (2010).
	 5.	 Nihorimbere, V., Ongena, M., Smargiassi, M. & Thonart, P. Beneficial effect of the rhizosphere microbial community for plant 

growth and health. Biotechnol. Agron. Société Environ. 15, 327 (2011).
	 6.	 Sukumar, P. et al. Involvement of auxin pathways in modulating root architecture during beneficial plant–microorganism 

interactions. Plant Cell Environ. 36, 909–919 (2013).
	 7.	 Huang, X.-F. et al. Rhizosphere interactions: root exudates, microbes, and microbial communities1. Botany (2014).
	 8.	 Wu, C. H., Bernard, S. M., Andersen, G. L. & Chen, W. Developing microbe–plant interactions for applications in plant‐growth 

promotion and disease control, production of useful compounds, remediation and carbon sequestration. Microb. Biotechnol. 2, 
428–440 (2009).

	 9.	 Farrar, K., Bryant, D. & Cope-Selby, N. Understanding and engineering beneficial plant–microbe interactions: plant growth 
promotion in energy crops. Plant Biotechnol. J. 12, 1193–1206 (2014).

	10.	 Busby, P. E. et al. Research priorities for harnessing plant microbiomes in sustainable agriculture. PLOS Biol. 15, e2001793 (2017).
	11.	 Compant, S., van der Heijden, M. G. A. & Sessitsch, A. Climate change effects on beneficial plant-microorganism interactions. FEMS 

Microbiol. Ecol. 73, 197–214 (2010).
	12.	 Quiroga, G., Erice, G., Aroca, R., Chaumont, F. & Ruiz-Lozano, J. M. Enhanced Drought Stress Tolerance by the Arbuscular 

Mycorrhizal Symbiosis in a Drought-Sensitive Maize Cultivar Is Related to a Broader and Differential Regulation of Host Plant 
Aquaporins than in a Drought-Tolerant Cultivar. Front. Plant Sci. 8 (2017).

	13.	 Augé, R. M. Water relations, drought and vesicular-arbuscular mycorrhizal symbiosis. Mycorrhiza 11, 3–42 (2001).
	14.	 Ortiz, N., Armada, E., Duque, E., Roldán, A. & Azcón, R. Contribution of arbuscular mycorrhizal fungi and/or bacteria to enhancing 

plant drought tolerance under natural soil conditions: effectiveness of autochthonous or allochthonous strains. J. Plant Physiol. 174, 
87–96 (2015).

	15.	 Kannenberg, S. A. & Phillips, R. P. Soil microbial communities buffer physiological responses to drought stress in three hardwood 
species. Oecologia 183, 631–641 (2017).

	16.	 Hoeksema, J. D. et al. A meta-analysis of context-dependency in plant response to inoculation with mycorrhizal fungi. Ecol. Lett. 13, 
394–407 (2010).

	17.	 Lareen, A., Burton, F. & Schäfer, P. Plant root-microbe communication in shaping root microbiomes. Plant Mol. Biol. 90, 575–587 
(2016).

	18.	 Finkel, O. M., Castrillo, G., Herrera Paredes, S., Salas González, I. & Dangl, J. L. Understanding and exploiting plant beneficial 
microbes. Curr. Opin. Plant Biol. 38, 155–163 (2017).

	19.	 van der Putten, W. H., Bradford, M. A., Pernilla Brinkman, E., van de Voorde, T. F. J. & Veen, G. F. Where, when and how plant–soil 
feedback matters in a changing world. Funct. Ecol. 30, 1109–1121 (2016).



www.nature.com/scientificreports/

9SCiENtifiC REPOrTS |           (2019) 9:249  | DOI:10.1038/s41598-018-36971-3

	20.	 Manzoni, S., Schimel, J. P. & Porporato, A. Responses of soil microbial communities to water stress: results from a meta‐analysis. 
Ecology 93, 930–938 (2012).

	21.	 Egamberdieva, D., Wirth, S. J., Alqarawi, A. A., Abd_Allah, E. F. & Hashem, A. Phytohormones and Beneficial Microbes: Essential 
Components for Plants to Balance Stress and Fitness. Front. Microbiol. 8 (2017).

	22.	 Spaepen, S. Plant Hormones Produced by Microbes. In Principles of Plant-Microbe Interactions 247–256, https://doi.
org/10.1007/978-3-319-08575-3_26 (Springer, Cham, 2015).

	23.	 Marumo, S. et al. Microbial production of abscisic acid by Botrytis cinerea. Agric. Biol. Chem. 46, 1967–1968 (1982).
	24.	 Walker, T. S., Bais, H. P., Grotewold, E. & Vivanco, J. M. Root Exudation and Rhizosphere Biology. Plant Physiol. 132, 44–51 (2003).
	25.	 Chenu, C. & Roberson, E. B. Diffusion of glucose in microbial extracellular polysaccharide as affected by water potential. Soil Biol. 

Biochem. 28, 877–884 (1996).
	26.	 Kaci, Y., Heyraud, A., Barakat, M. & Heulin, T. Isolation and identification of an EPS-producing Rhizobium strain from arid soil 

(Algeria): characterization of its EPS and the effect of inoculation on wheat rhizosphere soil structure. Res. Microbiol. 156, 522–531 
(2005).

	27.	 Or, D., Smets, B. F., Wraith, J. M., Dechesne, A. & Friedman, S. P. Physical constraints affecting bacterial habitats and activity in 
unsaturated porous media – a review. Adv. Water Resour. 30, 1505–1527 (2007).

	28.	 Weaver, J., Albertson, F., Allred, B. & Heerwagen, A. Grasslands of the Great Plains: Their Nature and Use. Pap. John E Weav. 
1884–1956 (1956).

	29.	 Morgan, J. A., LeCain, D. R., Read, J. J., Hunt, H. W. & Knight, W. G. Photosynthetic pathway and ontogeny affect water relations and 
the impact of CO2 on Bouteloua gracilis (C4) and Pascopyrum smithii (C3). Oecologia 114, 483–493 (1998).

	30.	 USDA NRCS. The PLANTS Database. (2018).
	31.	 Coffin, D. P. & Lauenroth, W. K. Spatial Variability in Seed Production of the Perennial Bunchgrass Bouteloua gracilis (Gramineae). 

Am. J. Bot. 79, 347–353 (1992).
	32.	 Costello David, F. Important Species of the Major Forage Types in Colorado and Wyoming. Ecol. Monogr. 14, 107–134 (1944).
	33.	 Knapp, A. K. & Smith, M. D. Variation among biomes in temporal dynamics of aboveground primary production. Science 291, 

481–484 (2001).
	34.	 Knapp, A. K. et al. Differential sensitivity to regional-scale drought in six central US grasslands. Oecologia 177, 949–957 (2015).
	35.	 Intergovernmental Panel on Climate Change. IPCC Fifth Assessment Synthesis Report. IPCC 5th Assessment Synthesis Report 

(2014). Available at: http://ar5-syr.ipcc.ch/. (Accessed: 9th February 2016)
	36.	 Turner, G. & Klipple, G. Growth characteristics of blue grama in northeastern Colorado. J. Range Manag. 22–28 (1952).
	37.	 Porras-Alfaro, A. et al. Novel Root Fungal Consortium Associated with a Dominant Desert Grass. Appl. Environ. Microbiol. 74, 

2805–2813 (2008).
	38.	 Rolli, E. et al. Improved plant resistance to drought is promoted by the root-associated microbiome as a water stress-dependent trait. 

Environ. Microbiol. 17, 316–331 (2015).
	39.	 Yang, J., Kloepper, J. W. & Ryu, C.-M. Rhizosphere bacteria help plants tolerate abiotic stress. Trends Plant Sci. 14, 1–4 (2009).
	40.	 Mansfield, J. et al. Top 10 plant pathogenic bacteria in molecular plant pathology. Mol. Plant Pathol. 13, 614–629 (2012).
	41.	 Taiz, L. & Zeiger, E. Plant physiology. 4th. Sinauer Assoc. Sunderland Mass EUA (2006).
	42.	 Medrano, H., Escalona, J. M., Bota, J., Gulías, J. & Flexas, J. Regulation of Photosynthesis of C3 Plants in Response to Progressive 

Drought: Stomatal Conductance as a Reference Parameter. Ann. Bot. 89, 895–905 (2002).
	43.	 Grime, J. P. Evidence for the Existence of Three Primary Strategies in Plants and Its Relevance to Ecological and Evolutionary 

Theory. Am. Nat. 111, 1169–1194 (1977).
	44.	 Chapin, F. S. The Mineral Nutrition of Wild Plants. Annu. Rev. Ecol. Syst. 11, 233–260 (1980).
	45.	 Helliwell, J. R., Miller, A. J., Whalley, W. R., Mooney, S. J. & Sturrock, C. J. Quantifying the impact of microbes on soil structural 

development and behaviour in wet soils. Soil Biol. Biochem. 74, 138–147 (2014).
	46.	 Roberson, E. B. & Firestone, M. K. Relationship between Desiccation and Exopolysaccharide Production in a Soil Pseudomonas sp. 

Appl. Environ. Microbiol. 58, 1284–1291 (1992).
	47.	 Angers, D. A. & Caron, J. Plant-induced changes in soil structure: Processes and feedbacks. In Plant-induced soil changes: Processes 

and feedbacks 55–72, https://doi.org/10.1007/978-94-017-2691-7_3 (Springer, Dordrecht, 1998).
	48.	 Young, I. M. Variation in moisture contents between bulk soil and the rhizosheath of wheat (Triticum aestivum L. cv. Wembley). 

New Phytol. 130, 135–139 (1995).
	49.	 Comas, L. H., Becker, S. R., Cruz, V. M. V., Byrne, P. F. & Dierig, D. A. Root traits contributing to plant productivity under drought. 

Front. Plant Sci. 4 (2013).
	50.	 Allen, M. F., Smith, W. K., Moore, T. S. & Christensen, M. Comparative water relations and photosynthesis of mycorrhizal and non‐

mycorrhizal bouteloua gracilis hbk lag ex steud. New Phytol. 88, 683–693 (1981).
	51.	 Bartlett, M. K. et al. Global analysis of plasticity in turgor loss point, a key drought tolerance trait. Ecol. Lett. 17, 1580–1590 (2014).
	52.	 Bartlett, M. K., Scoffoni, C. & Sack, L. The determinants of leaf turgor loss point and prediction of drought tolerance of species and 

biomes: a global meta‐analysis. Ecol. Lett. 15, 393–405 (2012).
	53.	 Maréchaux, I. et al. Drought tolerance as predicted by leaf water potential at turgor loss point varies strongly across species within 

an Amazonian forest. Funct. Ecol. 29, 1268–1277
	54.	 Zhu, S.-D. et al. Leaf turgor loss point is correlated with drought tolerance and leaf carbon economics traits. Tree Physiol. 38, 

658–663 (2018).
	55.	 Bucci, S. J. et al. Functional convergence in hydraulic architecture and water relations of tropical savanna trees: from leaf to whole 

plant. Tree Physiol. 24, 891–899 (2004).
	56.	 Blackman, C. J., Brodribb, T. J. & Jordan, G. J. Leaf hydraulic vulnerability is related to conduit dimensions and drought resistance 

across a diverse range of woody angiosperms. New Phytol. 188, 1113–1123 (2010).
	57.	 Smith, F. M. Growth response of blue grama to thunderstorm rainfall. Tech. Rep. US Int. Biol. Program Grassl. Biome No 157 (1972).
	58.	 Lauenroth, W. K. & Adler, P. B. Demography of perennial grassland plants: survival, life expectancy and life span. J. Ecol. 96, 

1023–1032 (2008).
	59.	 Porras-Alfaro, A., Herrera, J., Natvig, D. O. & Sinsabaugh, R. L. Effect of long-term nitrogen fertilization on mycorrhizal fungi 

associated with a dominant grass in a semiarid grassland. Plant Soil 296, 65–75 (2007).
	60.	 Khidir, H. H. et al. A general suite of fungal endophytes dominate the roots of two dominant grasses in a semiarid grassland. J. Arid 

Environ. 74, 35–42 (2010).
	61.	 Corkidi, L., Rowland, D. L., Johnson, N. C. & Allen, E. B. Nitrogen fertilization alters the functioning of arbuscular mycorrhizas at 

two semiarid grasslands. Plant Soil 240, 299–310 (2002).
	62.	 Duursma, R. A. Plantecophys - An R Package for Analysing and Modelling Leaf Gas Exchange Data. PLOS ONE 10, e0143346 

(2015).
	63.	 Kubiske, M. E. & Abrams, M. D. Seasonal, diurnal and rehydration-induced variation of pressure-volume relationships in 

Pseudotsuga menziesii. Physiol. Plant. 83, 107–116 (1991).
	64.	 Meinzer, F. C., Woodruff, D. R., Marias, D. E., Mcculloh, K. A. & Sevanto, S. Dynamics of leaf water relations components in co-

occurring iso- and anisohydric conifer species. Plant Cell Environ. 37, 2577–2586 (2014).
	65.	 Engelbrecht, B. M. J., Tyree, M. T. & Kursar, T. A. Visual Assessment of Wilting as a Measure of Leaf Water Potential and Seedling 

Drought Survival. J. Trop. Ecol. 23, 497–500 (2007).

http://dx.doi.org/10.1007/978-3-319-08575-3_26
http://dx.doi.org/10.1007/978-3-319-08575-3_26
http://dx.doi.org/10.1007/978-94-017-2691-7_3


www.nature.com/scientificreports/

1 0SCiENtifiC REPOrTS |           (2019) 9:249  | DOI:10.1038/s41598-018-36971-3

	66.	 Dalpé, Y. & Séguin, S. M. Microwave-assisted technology for the clearing and staining of arbuscular mycorrhizal fungi in roots. 
Mycorrhiza 23, 333–340 (2013).

	67.	 Shabat, S. K. B. et al. Specific microbiome-dependent mechanisms underlie the energy harvest efficiency of ruminants. ISME J. 10, 
2958–2972 (2016).

	68.	 Mueller, R. C., Gallegos-Graves, L. V. & Kuske, C. R. A new fungal large subunit ribosomal RNA primer for high-throughput 
sequencing surveys. FEMS Microbiol. Ecol. 92 (2016).

	69.	 Vilgalys, R. & Hester, M. Rapid genetic identification and mapping of enzymatically amplified ribosomal DNA from several 
Cryptococcus species. J. Bacteriol. 172, 4238–4246 (1990).

	70.	 Mueller, R. C., Belnap, J. & Kuske, C. R. Soil bacterial and fungal community responses to nitrogen addition across soil depth and 
microhabitat in an arid shrubland. Front. Microbiol. 6, 891 (2015).

	71.	 Gloor, G. B. et al. Microbiome profiling by illumina sequencing of combinatorial sequence-tagged PCR products. PloS One 5, e15406 
(2010).

	72.	 Zhang, J., Kobert, K., Flouri, T. & Stamatakis, A. PEAR: a fast and accurate Illumina Paired-End reAd mergeR. Bioinformatics 30, 
(614–620 (2013).

	73.	 Caporaso, J. G. et al. QIIME allows analysis of high-throughput community sequencing data. Nat. Methods 7, 335 (2010).
	74.	 Edgar, R. C. UPARSE: highly accurate OTU sequences from microbial amplicon reads. Nat. Methods 10, 996 (2013).
	75.	 Edgar, R. C., Haas, B. J., Clemente, J. C., Quince, C. & Knight, R. UCHIME improves sensitivity and speed of chimera detection. 

Bioinformatics 27, 2194–2200 (2011).
	76.	 Wang, Q., Garrity, G. M., Tiedje, J. M. & Cole, J. R. Naive Bayesian classifier for rapid assignment of rRNA sequences into the new 

bacterial taxonomy. Appl. Environ. Microbiol. 73, 5261–5267 (2007).
	77.	 Oksanen, J. et al. vegan: Community ecology package. R Package Version 117–118 (2011).
	78.	 Team, R. C. R-project. Vienna, Austria: R Foundation for Statistical Computing; 2013. (2018).

Acknowledgements
The authors would like to thank the New Mexico Consortium staff, the Los Alamos National Laboratory Climate 
Space and Earth Science Chick Keller Postdoctoral Fellowship, and Los Alamos National Laboratory Directed 
Research and Development project #20160373.

Author Contributions
D.U., S.S. and J.D. conceived the research question and were involved in the study design; D.U. carried out data 
collection and statistical analyses and wrote the first manuscript draft; M.R., M.A. and R.J. helped with data 
collection and analysis; all authors were involved in writing and gave final approval for publication.

Additional Information
Supplementary information accompanies this paper at https://doi.org/10.1038/s41598-018-36971-3.
Competing Interests: The authors declare no competing interests.
Publisher’s note: Springer Nature remains neutral with regard to jurisdictional claims in published maps and 
institutional affiliations.

Open Access This article is licensed under a Creative Commons Attribution 4.0 International 
License, which permits use, sharing, adaptation, distribution and reproduction in any medium or 

format, as long as you give appropriate credit to the original author(s) and the source, provide a link to the Cre-
ative Commons license, and indicate if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons license, unless indicated otherwise in a credit line to the 
material. If material is not included in the article’s Creative Commons license and your intended use is not per-
mitted by statutory regulation or exceeds the permitted use, you will need to obtain permission directly from the 
copyright holder. To view a copy of this license, visit http://creativecommons.org/licenses/by/4.0/.
 
© The Author(s) 2019

http://dx.doi.org/10.1038/s41598-018-36971-3
http://creativecommons.org/licenses/by/4.0/

	Plant-microbe interactions before drought influence plant physiological responses to subsequent severe drought

	Results

	Inoculated plants exhibited greater initial growth than controls. 
	Inoculated plants maintained greater soil moisture but were less drought tolerant than controls. 
	Inoculated plants exhibited greater photosynthesis (A) before soil moisture declined to zero but lower stomatal conductance ...

	Discussion

	Methods

	Plant material. 
	Experimental Setup. 
	Measurements. 
	DNA extraction and sequence processing and analysis. 
	Statistical analyses. 

	Acknowledgements

	Figure 1 Number of individual plants that germinated for control and inoculated groups.
	Figure 2 Soil moisture of control and inoculated groups.
	Figure 3 Photosynthesis and stomatal conductance of control and inoculated groups.
	Figure 4 Wilting score of control and inoculated groups.
	Table 1 Summary of P-values from linear mixed effects models describing the effects of treatment, day, and the interaction (treatment x day) on germination, soil moisture, photosynthesis (A), stomatal conductance (gs), wilting score, and predawn leaf wate
	Table 2 Physiological measurements of the control and inoculated groups during the well-waterd period before drought was imposed.




