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CeO2 nanoparticle dose 
and exposure modulate soybean 
development and plant‑mediated 
responses in root‑associated 
bacterial communities
Jay R. Reichman 1,2,3*, Matthew R. Slattery 2, Mark G. Johnson 1, Christian P. Andersen 1 & 
Stacey L. Harper 2,4

Agricultural soils are increasingly undergoing inadvertent and purposeful exposures to engineered 
 CeO2 nanoparticles (NPs), which can impact crops and root‑associated microbial communities. 
However, interactions between NP concentration and exposure duration on plant‑mediated responses 
of root‑associated bacterial communities are not well understood. Soybeans seedlings were grown in 
soil with uncoated NPs added at concentrations of 0, 1 or 100 mg  kg−1. Total soil exposure durations 
were either 190 days, starting 106 days before planting or 84 days with NP amendments coinciding 
with planting. We assessed plant development, bacterial diversity, differential abundance and 
inferred functional changes across rhizosphere, rhizoplane, and root tissue compartments. Plant 
non‑monotonic dose responses were mirrored in bacterial communities. Most notably, effects were 
magnified in the rhizoplane under low‑dose, short‑exposures. Enriched metabolic pathways were 
primarily related to biosynthesis and degradation/utilization/assimilation, rather than responses 
to metals or oxidative stress. Our results indicate that plant‑mediated bacterial responses were 
greater than direct NP impacts. Also, we identify needs for modeling non‑monotonic legume stress 
responses that account for coinfection with mutualistic and parasitic bacteroids. Our findings provide 
new insights regarding effects of applications of soil amendments such as biosolids containing NPs or 
nano‑enabled formulations used in cultivation of legumes and other crops.

Abbreviations
ANCOM  Analysis of compositions of microbiomes
ANOVA  Analysis of variance
ASV  Amplicon sequence variant
CeO2 NPs  Cerium oxide nanoparticles
FDR  False discovery rate
Fix  Nitrogen fixation
HSD  Honest significant difference
Nod  Nodulation
PERMANOVA  Permutational multivariate analysis of variance
PBS  Phosphate buffered saline
R6  Reproductive stage 6—full seed
R7  Reproductive stage 7—beginning maturity
SE  Standard error
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Agricultural soils undergo inadvertent and purposeful exposures to engineered cerium oxide nanoparticles 
 (CeO2 NPs), which can impact crops and root-associated microbial communities. Thousands of metric tons of 
 CeO2 NPs are produced each year for use in fuel cells, electronic and optical devices, chemical planarization, 
medical products, coatings, polishing agents, and fuel  catalysts1–7. Most often,  CeO2 NPs enter and accumulate 
in agricultural soils from application of wastewater treatment plant biosolids, wastewater irrigation and via aerial 
 deposition8–12. Biosolids application and wastewater irrigation are the most substantial sources of  CeO2 NPs in 
agronomic habitats, with 90% of the NPs introduced to wastewater treatment plants remaining in the sludge after 
 processing13,14. Aerial deposition of emissions from combusted diesel fuel containing  CeO2 NP catalysts can also 
potentially raise soil concentrations by as much as 1 mg  kg−1 at 96 m downwind from  highways9,15. In addition, 
there have been recent increased developments of  CeO2 NPs in soil amendments and fertilizer formulations that 
are intended to protect crops from abiotic stressors and improve water use  efficiency16–19.

Crops and other terrestrial plants are dependent on root exudates (organic acids, cellulosic materials, 
and amino acids) to promote the development of root-associated microbial communities nested within the 
 rhizosphere20. This zone contains a high concentration of bacteria and fungi that can be critical for nutrient 
cycling, establishing symbiotic relationships, providing protection from herbivores and pathogens, and ultimately 
facilitating plant  growth21,22. In soybeans, root nodules containing bacterial symbionts are responsible for an 
estimated 77% of the nitrogen fixed by leguminous  crops23. The broader rhizosphere community can be sub-
divided into those microbes living in the apoplastic space between root cells (endorhizosphere), those associated 
with the outside of the root including mucilage (rhizoplane), and those in the zone linking the rhizoplane to 
the bulk soil (ectorhizosphere)20. The effects of  CeO2 NPs on critical interactions between plants and bacterial 
communities in the root, rhizoplane and outer rhizosphere compartments are not well understood, particularly 
for important crops such as soybeans.

Previous research indicates that when agricultural soils are exposed to engineered  CeO2 NPs shortly prior 
to planting crops, shifts in root-associated bacterial communities are indirectly influenced by plant responses. 
Priester and  colleagues24 amended agricultural soils with  CeO2 NPs at 100—1000 mg  kg−1, 24 h before planting 
soybean seedlings. After 48 days, they found non-monotonic dose-responses in plant growth, with the  CeO2 NP 
low-dose exerting the most impacts, which included stunted plant growth. In contrast, pod number increased 
with increasing dose while  N2 fixation by symbionts in root nodules decreased. These effects were associated with 
Ce uptake from soil into the roots, but which were not found to measurably translocate to aboveground biomass 
in that study. Follow-on research demonstrated that soybean exposure to 100 and 500 mg  kg−1  CeO2 NP soil 
resulted in bioaccumulation of Ce in roots, nodules, and leaves. Then, aboveground plant production became 
impaired by oxidative leaf damage from peroxidized lipids and reactive oxygen species, which corresponded to 
lower root nodule  N2 fixation potential. The authors concluded that soybeans grown with  CeO2 NPs apparently 
protected aboveground biomass at the expense of belowground  symbioses25. Computational simulations of 
soybean non-monotonic plant responses to  CeO2 NP exposure are discussed  below26.

In additional studies with soybeans, Ge and  colleagues27 showed that the same 48-day  CeO2 NP exposures 
used in the earlier  work24 did not affect bacterial communities in unplanted soils. However, a 100 mg  kg−1  CeO2 
NP concentration was associated with alteration of soil bacterial communities when plants were present. This 
important finding linked low  CeO2 NP dose to potential changes in the quantity and composition of plant root 
exudates, which then interactively promoted effects to microbes in the soil.

The conceptual framework whereby  CeO2 NP impacts to soil microbiota can be indirect and influenced by 
feedback from plants is supported by other experimental results from studies with and without plants as well. 
For example, experiments using synchrotron spectroscopy showed that multiple plant species can augment  CeO2 
NP reduction in soil and hydroponic media surrounding  roots28–36. These biotransformations were attributed 
to properties of root exudates of the plants and were associated with species-specific differential Ce uptake into 
the roots. Also, when canola plants were grown for 30 days in soil spiked with three differently designed  CeO2 
NPs at 1 mg  kg−1 at the time of  planting37, an impact gradient on microbial activity and bacterial community 
structure was identified, with maximum effects near the root surface compared to rhizosphere or bulk soil. In 
other experiments run without plants, 42-day soil exposures to  CeO2 NPs were reported to have limited impacts 
on bacterial community  structure38.

Underlying the plant-mediated bacterial community responses to nanoparticle exposure are the time-depend-
ent transformations that occur when NPs enter soils. While  CeO2 NPs are highly stable in a wide variety of  soils39, 
NPs can still be transformed through a variety of abiotic and biotic processes. Transformations like these have 
the potential to alter the fate, transport, and toxicity of  nanomaterials12,40–44. For example, it has been reported 
that properties of soils where  CeO2 NPs are deposited can antagonistically influence the phytoavailability of NPs 
to tomato and  fescue45. In addition, soil bacteria reportedly secrete siderophores and extracellular polymeric 
substances that can influence nanoparticle characteristics and  reactivity46–48. Many NP transformations in com-
plex environmental media like soils are gradual and not easily predicted. Real world environmental exposures 
to NPs are likely to be chronic, at low concentrations, and therefore, relatively slow. Little is known about the 
rates of these transformations under relevant  conditions43.

One of the few studies on the temporal changes of the properties of  CeO2 NPs in the environment, considered 
effects on fractionation of NPs at 1000 mg  kg−1 in a silty loam soil and their bioavailability to  radish49. The authors 
found that 7 months of aging did not affect the partitioning of Ce among soil fractions. However, soil with aged 
NPs had 40.5% higher concentration of  Ce3+ than soil with fresh NPs. Also, radish shoots grown in soil with 
the longer interaction time had 87% higher Ce concentration than those from freshly exposed soil. In another 
case, a 25-month outdoor lysimeter study investigated the translocation, biological impact, and transformation 
of  CeO2 NPs applied via spiked sewage sludge to soils at 10 or 50 mg  kg−1 3 weeks before initiating a 24-month 
crop  rotation50. There was no vertical translocation of Ce into deeper soil or percolating water. Also, the results 
implied that there was low bioavailability of  CeO2 NPs in soil.
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The objectives of this study were to address the following questions. Do the interactions between  CeO2 NP 
soil concentration and exposure duration affect soybean development? Do interactions between NP dose and 
exposure change communities of bacteria in root, rhizoplane, and rhizosphere compartments? If so, is there 
evidence for direct effects and/or plant-mediated responses in the root-associated bacterial communities? Here, 
the NP doses span expected environmentally relevant concentrations in agricultural soils. Exposure durations 
were either 190 days, which provided ~ 3 months of  CeO2 NP-soil interaction time prior to planting or 84 days 
with soil exposure coinciding with the presence of plants. Above and belowground developmental endpoints were 
measured to assess impacts to the soybean plants. In addition, we conducted fine-scale sampling of root, rhizo-
plane, and rhizosphere bacterial communities for 16S rRNA gene amplicon sequencing and inferred metabolic 
pathway enrichment analyses to test for treatment differences that were associated with those compartments.

Methods
The materials and methods below were modified  from51,52. A generalized timeline for the experiments is shown 
in Table 1. Details follow below.

Nanoparticles
Uncoated  CeO2 NPs were purchased from Sigma Aldrich (St Louis, MO, USA; batch number MKCB0040V) in 
powder form with a primary particle size of 16 nm, verified by the manufacturer using X-ray diffraction and 
Brunauer–Emmett–Teller analysis. For soil amendment working stocks,  CeO2 NPs were suspended in deionized 
(DI) water at either 125 mg  L−1 (for low concentration soils) or 12,500 mg  L−1 (for high concentration soils). 
Then, the suspensions were sonicated for 5 min at 100% intensity with a VCX 750 Vibra-Cell sonicator (Sonics 
and Materials Inc., Newton, CT, USA) with a cup-horn style high intensity probe in a recirculating bath.

Soil preparation
A common coarse-textured floodplain soil (Newberg soil series, coarse-loamy, mixed, super active, mesic Flu-
ventic Haploxerolls) from the Willamette Valley of Oregon, USA was collected during the annual dry period, 
air-dried, sieved (6.35 mm sieve) and homogenized. The soil was 63.8% sand, 20.1% silt, and 16.1% clay, which 
is a sandy loam texture. It had a pH of 6.6 with 0.5% C, as determined by the Oregon State University Central 
Analytical Laboratory. For these characteristics, the soil was similar to that used in previous  studies24,27,53,54. 
Additional properties are shown in the Supplementary Information Table S1. On Day-0, 25 kg aliquots of soil 
were added to individual plastic tubs for each of the 5 experimental groups: control, low 84-day, high 84-day, 
low 190-day, and high 190-day (described below). All soil tubs were inoculated with a commercially prepared 
suspension of Bradyrhizobium japonicum specialized for symbioses in legumes (America’s Best Soybean Inocu-
lant® batch #2G18210) from Advanced Biological Marketing, Van Wert, Ohio, USA. The inoculation was at 2× 
the field rate per the manufacturer’s instructions resulting in ≥ 2.4 ×  108 CFU  m2 soil surface. The soil in each 
tub was then thoroughly mixed.

Soil exposures
Total soil exposure durations were either 190 days, starting 106 days before planting or 84 days coinciding with 
presence of plants. After the B. japonicum inoculations on Day-0,  CeO2 NPs were added to just the tubs for the 
two 190-day treatments, at low (1 mg  kg−1 dry soil) and high (100 mg  kg−1) concentrations. All tubs were watered 
to ~ 75% of their field capacity, individually homogenized with a clean shovel, and then placed in a temperature-
controlled incubation chamber set to 25 °C and relative humidity at 70%.

Table 1.  Timeline for soil preparation, inoculation,  CeO2 NP exposures, germination, planting, and sampling.

Day Event

0

Soil was mixed with rhizobia and distributed into 5 tubs (1 tub/experimental group)

CeO2 NPs were only mixed into high and low-dose tubs to be used for the 190-day exposures

All tubs were watered to ~ 75% of their field capacity

All tubs were transfered to a growth chamber with no lights at 25°C

99 Soybean seed germinations were started in peat pellets

105

Soil tubs were removed from the growth chamber and mixed

CeO2 NPs were only mixed into high and low-dose tubs to be used for the 84-day exposures

Pots were filled with 2.5 kg soil/pot

106

Pots were planted with 1 seedling/pot (N = 10/experimental group)

Pots were transferred to a greenhouse with ambient light at 20°C

Pots were watered weekly from below to ~ 85% field capacity

190

Plants were harvested

Above and belowground parameters were measured

Rhizosphere, rhizoplane, and root compartments were sampled for metagenomic DNA to be used in bacterial 16S rRNA gene 
amplicon sequencing (N = 4/experimental group/compartment)
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At Day-105, the soil tubs were removed from the growth chamber, and  CeO2 NPs were added only to the 
84-day treatments at the same low and high concentrations. Then, all tubs were watered to 85% of field capacity 
and homogenized a second time, at which point the soils were ready for transfer to 20 cm diameter pots. Each 
pot contained 3 cm of crushed gravel at its base, a polyethylene grow bag with 12 holes at the bottom for drainage 
and bottom watering, and 2.5 kg of prepared soil in the bag. Each of the 5 experimental groups had 10 replicates.

Soybean cultivation
Soybean seeds (Glycine max, Beer Friend variety, lot #3301001) were purchased from Victory Seeds, Molalla, 
Oregon, USA. This variety was selected for its rapid time to maturity. On Day-99, an excess of 200 seeds were 
rinsed with deionized water before placement into peat starter pellets in a greenhouse under natural lighting. 
On Day-106, 50 healthy seedlings at the same developmental stage were selected and individually transfered 
to prepared pots in the greenhouse. Soybeans were watered once per week from below by submerging the base 
of pots in individual trays containing 10 cm of water until the topsoil was visibly moistened. The positions of 
pots on the greenhouse bench were randomized at each watering event. Soybeans were harvested for processing 
after 84 days of growth, at which point plants were in reproductive stage R6/R7 (full seed/beginning maturity).

At harvest on Day-190, the tissues were separated into stems, leaves, pods, beans, roots, and nodules. Stem 
lengths were measured, then pods, beans, and nodules were counted. Nodules were sliced open to check for red 
or pink coloration, indicating active fixation of atmospheric  nitrogen55. Also, a 5 cm section of root material 
with associated soil was excised from each root mass for microbial compartment sampling and metagenomic 
DNA extraction. Aboveground tissues and nodules were placed in paper bags and kept in a drying oven for 7 
days at 105 °C, then weighed.

Rhizosphere, rhizoplane, and root compartment sampling
To generate spatially distinct bacterial community data, we adapted a method  from56. Briefly, 1 g of root material 
(including loosely bound soil) was placed in a 50 mL falcon tube with 40 mL of phosphate buffered saline (PBS) 
solution (8 g  L−1 NaCl, 0.2 g  L−1 KCl, 1.42 g  L−1  Na2HPO4, 0.24 g  L−1  KH2PO4). Sterile forceps were used to stir 
the root material in the vial, releasing some of the soil into solution representing the “rhizosphere” compart-
ment. The mixtures were transferred to microfuge tubes and centrifuged at 10,000 g for 30 s, then the liquid was 
aspirated leaving the soil pellet. Next, the roots from the previous step were placed in a new falcon tube with 
40 mL PBS and sonicated for 45 s in a bath ultrasonicator, releasing more tightly bound soil from root surfaces 
representing the “rhizoplane” compartment. The soil pellet was collected as before. Finally, the root tissue was 
placed in 40 mL of fresh PBS and sonicated for 45 s, placed in fresh PBS buffer and sonicated for 45 s again, then 
removed and 0.250 g of tissue was placed in a dry falcon tube representing the “root” compartment. All microbial 
compartment samples were frozen at –20 °C until DNA extractions were performed.

DNA extractions and amplicon sequence library preparations
Metagenomic DNA was extracted from microbial compartment samples (N = 4/experimental group/compart-
ment) using PowerSoil Kits per the manufacturer’s instructions (Qiagen). The DNA was quantified with a Qubit 
3.0 (Thermo Fisher). Bacterial amplicon sequencing libraries were prepared based on the Illumina amplicon‐seq 
 protocol57. For amplification of 16S rRNA gene V3/V4 hypervariable regions from prokaryotes, the amplicon 
polymerase chain reaction (PCR) step was performed with S‐D‐Bact‐0341‐b‐S‐17 and S‐D‐Bact‐0785‐a‐A‐21 
 primers58 that had Illumina overhang adaptors  attached57. Primers were synthesized by Eurofins Genetics. Dual 
index PCRs utilized Nextera XT Index Kit v2 Set A (Illumina). Amplicon and index cocktails were prepared 
with 2X KAPA HiFi HotStart ReadyMix (KAPA Biosystems), and all sets of PCRs included no template controls 
to check for reagent contamination. No amplifiable DNA was detected in any of these contamination controls. 
PCR products were purified with Agencourt AMPure XP Beads (Beckman). Amplicon size distributions were 
determined with a Bioanalyzer 2100 using DNA 1000 chips (Agilent). Paired‐end sequencing data were col-
lected on an Illumina MiSeq using MiSeq Reagent Kits v3, 600 cycles (Illumina) per the manufacturer’s protocol.

Data analyses and statistics
Plant phenotypic data was log transformed and the R package Stats v 4.2.0 was used for two‐way analysis of vari-
ance (ANOVA) comparisons. Then, Agricolae v1.3-5 was used to perform HSD post hoc analysis. The QIIME 
2 Core 2021.2 package was used for quality control, diversity analyses (sampling depth = 35,000), ordinations, 
visualizations, and statistical analyses of amplicon sequencing  data59. Specific QIIME 2 plugins applied during 
the present study included Cutadapt for trimming Illumina adaptors from  reads60; DADA2 to denoise trimmed 
reads into amplicon sequence variants (ASVs; proxies for species;61); MAFFT for sequence  alignments62; FastTree 
2 to generate phylogenetic  trees63; q2‐feature‐classifiers64 using the GreenGenes 13‐8‐99  classifier65 for taxonomic 
identification of 16S ASVs; qiime composition ANCOM66 used to quantify differential abundance of ASVs with 
frequencies of 175 or more and a corrected false discovery rate (FDR) = 0.05; and qiime diversity bioenv to assess 
correlations among beta diversity distances, exposure dose, and  duration67.

Inferred functional analyses of differentially abundant ASVs were performed with PICRUSt2, which is an 
algorithm to predict bacterial metabolic pathway abundances from 16S marker sequences and  counts68. Paired 
groups of enriched MetaCyc pathways were compared in STAMP v2.1.369 based on Welch’s two-way t-test, with 
Benjamini–Hochberg multiple test correction, Confidence Interval = 0.95. Pathways were filtered for q ≤ 0.05 
and to remove those with effect size differences < 3.

Experiments and field studies on plants
The Study complies with local and national guidelines and regulations.
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Results and discussion
Soybean developmental impacts
Our results show that both  CeO2 NP dose and exposure duration affect soybean development (Fig. 1). This 
was found at our environmentally relevant 1 mg  kg−1 low-dose, especially where the shorter exposure duration 
coincided with planting. At harvest all significant changes in treated plants occurred above ground, with 56% of 
instances of significance following 84-day exposures and 67% at low-dose concentrations. Supplementary Fig. S1 
shows the distribution of all the plant phenotypic log transformed data for each of the 10 parameters we measured 
along with indications of significant differences among the means. Given that our high-dose corresponded to 

Figure 1.  Development of soybean plants exposed to  CeO2 NPs via soil. Mean log stem length was shorter 
for plants in all treated groups compared to controls (a). However, there were no significant differences in log 
nodule counts (b). There were non-monotonic decreases for pod mass and bean count at the low 1mg  kg−1 dose 
after 84 Days of exposure (c and d respectively). Also, log stem and leaf mass had non-monotonic increases 
under the same conditions (e and f respectively). Upper case letters indicate significant differences among means 
based on two-way ANOVA with HSD post hoc analysis (corrected p ≤ 0.05). Error bars show ± 1 SE (N = 10).
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the concentration that impacted soybeans grown in similar soil in a previous  study24, we expected our results 
to be comparable.

There was significantly stunted stem length under all treatments. Also, non-monotonic decreases in dry pod 
mass and bean count were observed with the low-dose 190-day exposures. In contrast, stem and leaf mass had 
non-monotonic increases in low-dose short exposure samples. For pod count, the was a positive dose–response 
following 84-day exposures, with a significant increase at the 100 mg  kg−1 concentration. Nodule counts and 
mass were not affected by the treatments.

The results indicate that soybeans were sensitive to both the environmentally relevant 1 mg  kg−1  CeO2 NP 
soil concentration and the 100 mg  kg−1 high-dose. Furthermore, exposure to cerium had the broadest impact 
on plant development after the low-dose 84-day exposures, where the  CeO2 NPs had the least abiotic/biotic 
interaction time within the soil before planting. Our quantitative results were similar to those found by Priester 
and  colleagues24 in 3 regards: (1) the stunting of plant growth, (2) non-monotonic developmental responses, and 
(3) the positive dose–response for pod counts. The reasons for the tissue specific non-monotonic dose-responses 
associated with the different NP exposure durations observed here are unclear. Although  N2 fixation was not 
measure directly, our qualitative assessment of root nodules found no indication of altered function in treated 
plants compared to controls. This was congruent with the previous findings that 100 mg  kg−1 of  CeO2 NPs did 
not significantly change  N2 fixation by  symbionts24. While increasing Ce concentration in soybean nodules was 
found to be negatively correlated with  N2 fixation in a previous  study25, such effects would be more likely at 
higher soil  CeO2 NP doses than were used here.

Alpha and beta diversity metrics for bacterial communities
Bioinformatic analyses of our 16S rRNA gene ASV data, including group significance tests, identified that expo-
sure duration, but not dose, significantly affected alpha diversity of bacterial communities (q-values ≤ 0.05, 
Fig. 2a,b, Supplementary Table S2). Samples from 190-day NP exposures had reduced mean observed ASVs 
and Shannon entropy compared to controls. Observed ASV counts reflect the species richness, the number of 
different taxa detected in the samples. The related Shannon entropy gives a measure of species diversity based 
on how evenly proportions of taxa are distributed in samples. Not surprisingly, samples from the root compart-
ment had lower observed ASVs and Faith’s phylogenetic diversity than those from the rhizosphere or rhizoplane 

Figure 2.  Soil bacterial communities exposed to  CeO2 NPs for 190-days had fewer mean observed ASVs than 
controls (a) and lower mean Shannon entropy than control and samples exposed for 84-days (b). Whereas 
the root compartment had lower observed ASVs (c) and Faith’s phylogenetic diversity (d) than those from the 
rhizosphere or rhizoplane. Error bars show ± 1 SE. ** indicates Krustal–Wallis q-values ≤ 0.05.
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(Fig. 2c,d, Supplementary Table S2). Reduced phylogenetic diversity indicates fewer dissimilar ASVs in samples. 
The expectation was that the number and types of bacteria that can potentially enter root tissue would be lower 
than those present within the broader soil communities extending out to the rhizosphere. Those able to enter 
roots and persist would generally be potential symbionts, parasites, or pathogens.

Our results suggest it is possible that under the longer 190-day exposure scenario, 3-months of pre-planting 
 CeO2 NP-soil interactions was sufficient time to eliminate some sensitive microbial taxa and to shift the alpha 
diversity, which could persist throughout the remainder of the experiments. In other studies, short-term  CeO2 
NP exposures (42–48 days) in the absence of plants did not significantly affect soil bacterial  communities27,38. It 
is also possible that biotic and abiotic dynamics may have reduced, but not eliminated, the NP toxicity to plants 
during the extended incubation, as well. For example, a portion of NP surfaces may have become partially covered 
by compounds expressed by bacteria and/or organic matter within the soil. Lowered NP toxicity would gener-
ally agree with our plant developmental results presented above. Reduced stress in the 190-day exposed samples 
compared to the 84-day samples may have also resulted in different root exudate profiles and plant-mediated 
impacts on microbial communities within the compartments.

In contrast to the soil interaction time driver of alpha diversity changes, both  CeO2 NP dose and exposure 
duration were the treatment variables associated with beta diversity shifts. The distances between low-dose 
and control ASVs were significantly greater than those within either group. Likewise, high-dose samples were 
significantly different from controls (q-values ≤ 0.05, Supplementary Table S3). Regarding exposure duration, 
there was prominent divergence of weighted Unifrac distances between ASVs from 84-day samples and others. 
Ordination of these distances shows that sequences primarily diverged along axis 1 based on exposure duration, 
which explained 33.7% of the variance among samples (Fig. 3). Weighted Unifrac measurements allow quan-
titative comparisons of microbial community composition dissimilarity among samples. That dissimilarity is 
based on the sum of branch lengths from ASV phylogenetic trees, which are weighted by relative abundance of 
variants. Each of the pairwise distances among 190-day, 84-day and control samples were significantly different 
than those within groups (Supplementary Table S3). Between the treatment variables, weighted Unifrac distances 
were more highly correlated with exposure duration than dose (Table 2).

Weighted Unifrac ordination of ASV divergence with respect to rhizosphere, rhizoplane, and root compart-
ments can be seen along axis 2 in Supplementary Fig. S2, and it explained 23.9% of the variance among samples. 
Beta diversity group significance tests showed that root ASV distances were significantly different from those in 
both rhizoplane and rhizosphere (q-values ≤ 0.05, Supplemental Table S3). Additional weighted Unifrac group 
significance test results for compartment, dose, and exposure are shown in Supplemental Table S4 and Fig. S3. At 
this level of granularity, 69 of the 105 pair-wise comparisons had the lowest q-values of 0.055, and 60% of those 

Figure 3.  Ordination of weighted Unifrac distances for 16S ASVs among soybean root-associated bacterial 
community samples. Sequences diverged along axis 1 based on exposure duration. Samples exposed for 84 Days 
were significantly different from controls and samples exposed for 190 Days, based on pairwise PERMANOVA 
with q-values ≤ 0.05 (see Supplementary Table S3).
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came from comparisons with rhizoplane samples. Interestingly, there was a trend of greater distances between 
84-day exposed communities and controls across all compartments, especially in the rhizoplane and rhizosphere.

A relative frequency bar plot of bacterial taxa identified from our 16S rRNA gene sequences is shown in 
Fig. 4, which suggests that primary effects on the bacterial communities were associated with 84-day exposure 
to  CeO2 NPs. For example, the relative frequency of Pseudomonas sp. ASVs were < 5% for all 84-day samples, 
while in other groups they often exceeded 15%. We identified ASVs with significantly altered differential abun-
dance in treated samples vs. controls, and our stringent filtering criteria restricted those to only the top 73 ASVs 
(Fig. 5, Supplementary Table S5 summary and taxonomic IDs for ASVs). The results of our analyses clarify the 
interactive effects of NP dose and exposure duration on the plant-mediated bacterial community responses and 
spatial distribution of impacts nested within the compartments. Specifically, the first and second highest counts 
of differentially abundant ASVs were from rhizoplane 84-day samples, with a maximum of 23 for the low-dose 
treatment. The rhizoplane is the compartment where root exudates would also be at their highest concentra-
tions within the soil. In addition, 84-day low-dose samples had the highest counts of differentially abundant 
ASVs in all 3 compartments. The shorter NP-soil interaction time coinciding with presence of plants resulted in 
non-monotonic responses to dose in the rhizosphere, rhizoplane, and root, which mirror the patterns within the 
soybean stem and leaf mass data described above. In contrast, the counts of differentially abundant ASVs from 
190-day samples were muted compared to those exposed for 84 days, and interestingly, they showed positive 
dose–response relationships.

Taken together, our findings suggest that plant-mediated effects to the microbial communities increase along 
a root exudate concentration/impact gradient within the soil, leading to peak effects within the rhizoplane, like 
previous results with  canola37. Although we did not sample root exudates, the results are consistent with the 
putative sequence of events described above. It is also possible that non-monotonic developmental increases in 
the 84-day exposed soybean plants extend to quantitative and/or qualitative differences in expression of root 
exudates, which would explain the parallel effects within the compartments. However, mechanisms linking 
those changes are unknown.

Non-monotonic soybean responses to  CeO2 NP exposure were previously modeled as the interaction between 
two, individually competing monotonic, dose–response  processes26. The first for the plant and the second for 
the symbiotic bacteroids (modified cells formed by symbiotic bacteria in a root nodule of leguminous plants). 
In the model, symbionts are assumed to be either parasites that do not fix  N2 or  N2 fixing mutualists, depending 
on environmental conditions such as nitrogen availability from the soil. While the simulation predicts non-
monotonic responses to  CeO2 NP exposure when symbionts have parasitic interactions with  plants26, some points 
of clarification are in order regarding how plant-symbiont interactions might change under host stress. Natu-
rally occurring strains of rhizobia within species, such as those in the genus Bradyrhizobium, can have genetic 
differences that effect their nodulation (Nod) and nitrogen fixation (Fix) capacity. Combinations of these traits 
contribute to different endosymbiont-host  strategies70. For example, mutualistic strains form and infect legume 
root nodules  (Nod+), then provide their hosts with nitrogen  (Fix+). Parasitic strains infect legumes, but fix little 
or no nitrogen  (Nod+/Fix−). Whereas nonsymbiotic strains are unable to infect legumes at all  (Nod−/Fix−)71 and 
references therein. Coinfections of hosts that include mutualistic and parasitic strains are common and can result 
in sectoring of strains within individual nodules. Host plant sanctions against parasitic strains can potentially 
operate on several levels ranging from whole nodules down to cell autonomous senescence within  nodules72,73. 
It is possible that some rhizobia could have conditional strategies, such as modulating their  N2 fixation  rate70. 
However, to our knowledge no cases of facultative  N2 fixation have been reported for B. japonicum strains in 
soybean nodules. On the other hand, studies on bacterial symbiotic transitions have demonstrated that gains 
and losses of genetic loci for symbiosis in bacterial lineages occur on evolutionary time  scales74,75. From that 
perspective, it is likely that mixtures of parasitic and mutualistic strains are present in host plants when the 
uptake of  CeO2 NPs or  Ce3+ cations occurs in the roots. Afterwards, oxidative stress responses in the plants might 
accelerate highly localized host sanctions against lingering parasitic  Fix− strains in nodules and thereby shift the 
mix towards mutualists. Future modeling efforts of non-monotonic responses in this system that account for 
such scenarios are needed.

Testing for stress induced changes in proportions of  Fix+ and  Fix− B. japonicum symbiont strains potentially 
behind non-monotonic soybean responses was beyond the scope of this paper. While we detected Bradyrhizo-
biaceae ASVs in all compartments (Fig. 4, Supplementary Fig. S4), differential abundance was only seen in 
rhizoplane high-dose 190-day samples compared to controls (Supplementary Table S5). Additional sequencing 
data from phylogenetically informative loci besides 16S will be needed to resolve strain level changes in abun-
dance. Shifts in the relative abundance of parasitic and mutualistic B. japonicum bacteroids in nodules could 
have been expedited through feedback from plant stress responses to cerium uptake and host cell autonomous 
senescence  sanctions73.

Table 2.  Ranked correlations of soil  CeO2 NP dose and exposure duration with soybean root-associated 
bacterial 16S rRNA gene ASV weighted Unifrac distances.

Variables Size Correlation

CeO2 NP Exposure Duration 1 0.28

CeO2 NP Dose, Exposure Duration 2 0.14
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Metabolic pathway analyses
We made bioinformatic inferences of MetaCyc metabolic pathway shifts from our differentially abundant 16S 
rRNA gene ASVs, comparing predicted functional changes in bacterial communities between the experimental 
groups. Significantly enriched and depleted pathways were only detected from our 84-day exposed samples 
(CI = 0.95, q ≤ 0.05, and effect size ≥ 3). For the low-dose 84-day cases, there were 14, 32, and 24 differentially 
abundant pathways in the rhizosphere, rhizoplane, and root compartments, respectively (Fig. 6, Supplementary 

Figure 4.  Relative frequency bar plot of bacterial taxa classified from 16S ASV data. The bars are seperated 
by rhizosphere, rhizoplane, and root compartments. Bars are shown for each of the 4 replicates/experimental 
group/compartment. Taxonomic identifications were made to the genus-level, where possible. The legend is 
restricted to the top 24 most frequent taxa.
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Figs. S5 and S6). At most, 18 were shared between rhizoplane and roots and only 5 were common in all compart-
ments (Supplementary Fig. S7).

For rhizoplane and roots, 78% and 67% of pathways were enriched for treated samples, respectively. Whereas 
the pathways for rhizosphere treated samples were evenly split between those that were enriched or depleted. In 
all cases, metabolic pathways were primarily related to biosynthesis and degradation/utilization/assimilation, 
rather than responses to metals or oxidative stress (Fig. 7, Supplementary Figs. S8 and S9).

While subtle direct effects of the 84-day  CeO2 NP exposure on the functions of bacterial communities can-
not be excluded, the absence of detectable changes in pathways related to metal binding or stress responses to 
metals suggest that plant-mediated effects are dominant in this context. There were no significantly enriched or 

Figure 5.  Counts of differentially abundant ASVs compared to controls were highest for rhizoplane low-dose 
soil samples exposed for 84 Days. Differential abundance was based on ANCOM Wilcoxon sum of the signed 
ranks for ASVs with corrected FDR ≤ 0.05.

Figure 6.  Inferred MetaCyc pathways for differentially abundant ASVs from rhizoplane low-dose, samples 
exposed for 84 Days, sorted by effect size. Pathways were identified with PICRUSt2 based on Welch’s two-way 
t-test, with Benjamini–Hochberg multiple test correction, Confidence Interval = 0.95. Pathways were filtered for 
q ≤ 0.05 and to remove those with effect sizes < 3.
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depleted pathways for 190-day exposed samples, so potential direct effects of the NPs set in place during the 3 
months of interactions before planting will require further investigation.

Conclusions
We found support for both  CeO2 NP soil concentration and exposure duration effects on soybean development. 
The plants were impacted by the range of environmentally relevant soil NP doses under the short and long 
exposure times. Among the changes, there were non-monotonic dose-responses in plant development, which 
were exposure duration specific. The results suggest that the low-dose 84-day exposures initiated at planting 
were more stressful than other treatments to the above ground growth on soybeans. During the first 3 months 
of the 190-day exposure,  CeO2 NPs were likely transformed by soil and microbial interactions and became less 
toxic to seedlings when they were planted.

Likewise, our results indicate that interactions between dose and exposure duration altered impacts to root-
associated bacterial communities. The 190-day exposure was associated with lowered alpha diversity of bacterial 
ASVs compared to controls. The beta diversity distances between 84-day exposed samples were prominently 
divergent from all others. For all compartments, the largest counts of differentially abundant ASVs came from 
low-dose 84-day exposed samples.

We also report evidence for plant-mediated responses in the root-associated bacterial communities. While 
the 106-day NP-soil interaction time before planting may have been sufficient to mitigate effects on sensitive 
taxa, additional data are needed to test this hypothesis. Interestingly, we confirmed an impact gradient, with a 
maximum in rhizoplane microbial responses to 84-day exposure that point to effects from altered root exudates 

Figure 7.  Overview of MetCyc pathway hierarchies for differentially abundant rhizoplane low-dose, samples 
exposed for 84 Days. Enrichment of inferred pathways was primarily related to biosynthesis and degradation/
utilization/assimilation.
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from plants. Those results showed non-monotonic responses that mirrored some changes in plants exposed to 
low-dose NPs. Furthermore, there were no indications of bacterial responses to metals or oxidative stress from 
our pathway analyses. Overall, our results suggest soybean-mediated responses of root-associated bacterial 
communities within the broader microbiome result from the integration of  CeO2 NP dose and exposure dura-
tion impacts. The results highlight the importance of choices regarding applications of soil amendments such as 
biosolids containing  CeO2 NPs or nano-enable formulations used in the cultivation of legumes and other crops.

Data availability
The 16S rRNA gene amplicon sequencing data pertaining to this manuscript are deposited in the National Center 
for Biotechnology Information under BioProject (PRJNA549519).

Received: 11 November 2023; Accepted: 22 April 2024

References
 1. Piccinno, F., Gottschalk, F., Seeger, S. & Nowack, B. Industrial production quantities and uses of ten engineered nanomaterials in 

Europe and the world. J. Nanopart. Res. 14, 1–11 (2012).
 2. Keller, A. A., McFerran, S., Lazareva, A. & Suh, S. Global life cycle releases of engineered nanomaterials. J. Nanopart. Res. 15, 1–17 

(2013).
 3. Bera, P. et al. Promoting effect of  CeO2 in combustion synthesized Pt/CeO2 catalyst for CO oxidation. J. Phys. Chem. B 107(25), 

6122–6130 (2003).
 4. Erdakos, G. B., Bhave, P. V., Pouliot, G. A., Simon, H. & Mathur, R. Predicting the effects of nanoscale cerium additives in diesel 

fuel on regional-scale air quality. Environ. Sci. Technol. 48(21), 12775–12782 (2014).
 5. Montemor, M., Pinto, R. & Ferreira, M. Chemical composition and corrosion protection of silane films modified with  CeO2 

nanoparticles. Electrochim. Acta 54(22), 5179–5189 (2009).
 6. Cheng, J. et al. RE (La, Nd and Yb) doped  CeO2 abrasive particles for chemical mechanical polishing of dielectric materials: 

Experimental and computational analysis. Appl. Surf. Sci. 506, 144668 (2020).
 7. Rajan, S. T., Karthika, M., Balaji, U., Muthappan, A. & Subramanian, B. Functional finishing of medical fabrics using  CeO2/allicin 

nanocomposite for wound dressings. J. Alloys Compd. 695, 747–752 (2017).
 8. Wang, Q. et al. Interplay of metal-based nanoparticles with plant rhizosphere microenvironment: Implications for nanosafety and 

nano-enabled sustainable agriculture. Environ. Sci. Nano 10(2), 372–392 (2023).
 9. Park, B. et al. Hazard and risk assessment of a nanoparticulate cerium oxide-based diesel fuel additive: A case study. Inhal. Toxicol. 

20(6), 547–566 (2008).
 10. Cervantes-Avilés, P. & Keller, A. A. Incidence of metal-based nanoparticles in the conventional wastewater treatment process. 

Water Res. 189, 116603 (2021).
 11. Keller, A. A. & Lazareva, A. Predicted releases of engineered nanomaterials: From global to regional to local. Environ. Sci. Technol. 

Lett. 1(1), 65–70 (2014).
 12. Collin, B. et al. Environmental release, fate and ecotoxicological effects of manufactured ceria nanomaterials. Environ. Sci. Nano 

1(6), 533–548 (2014).
 13. Barton, L. E., Auffan, M., Olivi, L., Bottero, J.-Y. & Wiesner, M. R. Heteroaggregation, transformation and fate of  CeO2 nanoparticles 

in wastewater treatment. Environ. Pollut. 203, 122–129 (2015).
 14. Gómez-Rivera, F., Field, J. A., Brown, D. & Sierra-Alvarez, R. Fate of cerium dioxide  (CeO2) nanoparticles in municipal wastewater 

during activated sludge treatment. Bioresour. Technol. 108, 300–304 (2012).
 15. Reichman, J. R. et al. Douglas-fir (Pseudotsuga menziesii (Mirb.) Franco) transcriptome profile changes induced by diesel emissions 

generated with  CeO2 nanoparticle fuel borne catalyst. Environ. Sci. Technol. 52(17), 10067–10077. https:// doi. org/ 10. 1021/ acs. est. 
8b021 69 (2018).

 16. Cao, Z. et al. Physiological effects of cerium oxide nanoparticles on the photosynthesis and water use efficiency of soybean (Glycine 
max (L.) Merr.). Environ. Sci. Nano 4(5), 1086–1094 (2017).

 17. Liu, J. et al. Cerium oxide nanoparticles improve cotton salt tolerance by enabling better ability to maintain cytosolic  K+/Na+ ratio. 
J. Nanobiotechnol. 19(1), 153 (2021).

 18. Zhou, H. et al. Molecular basis of cerium oxide nanoparticle enhancement of rice salt tolerance and yield. Environ. Sci. Nano 8(11), 
3294–3311 (2021).

 19. Manzoor, N. et al. Recent advancements and development in nano-enabled agriculture for improving abiotic stress tolerance in 
plants. Front. Plant Sci. https:// doi. org/ 10. 3389/ fpls. 2022. 951752 (2022).

 20. McNear, D. The rhizosphere-roots, soil and everything in between. Nat. Educ. Knowl. Soil Agric. Agric. Biotechnol. 4(3), 1 (2013).
 21. Tinker, P. B. & Nye, P. H. Solute Movement in the Rhizosphere (Oxford University Press, 2000).
 22. Berg, G. & Smalla, K. Plant species and soil type cooperatively shape the structure and function of microbial communities in the 

rhizosphere. FEMS Microbiol. Ecol. 68(1), 1–13 (2009).
 23. Herridge, D. F., Peoples, M. B. & Boddey, R. M. Global inputs of biological nitrogen fixation in agricultural systems. Plant Soil 311, 

1–18 (2008).
 24. Priester, J. H. et al. Soybean susceptibility to manufactured nanomaterials with evidence for food quality and soil fertility inter-

ruption. Proc. Natl. Acad. Sci. 109(37), E2451–E2456 (2012).
 25. Priester, J. H. et al. Damage assessment for soybean cultivated in soil with either  CeO2 or ZnO manufactured nanomaterials. Sci. 

Total Environ. 579, 1756–1768 (2017).
 26. Klanjšček, T., Muller, E. B., Holden, P. A. & Nisbet, R. M. Host–symbiont interaction model explains non-monotonic response of 

soybean growth and seed production to nano-CeO2 exposure. Environ. Sci. Technol. 51(9), 4944–4950 (2017).
 27. Ge, Y. et al. Soybean plants modify metal oxide nanoparticle effects on soil bacterial communities. Environ. Sci. Technol. 48(22), 

13489–13496 (2014).
 28. Hernandez-Viezcas, J. A. et al. In situ synchrotron X-ray fluorescence mapping and speciation of  CeO2 and ZnO nanoparticles in 

soil cultivated soybean (Glycine max). ACS Nano 7(2), 1415–1423 (2013).
 29. Arai, Y. & Dahle, J. T. Redox-ligand complexation controlled chemical fate of ceria nanoparticles in an agricultural soil. J. Agric. 

Food Chem. 66(26), 6646–6653 (2017).
 30. Hernandez-Viezcas, J. A., Castillo-Michel, H., Peralta-Videa, J. R. & Gardea-Torresdey, J. L. Interactions between  CeO2 nanopar-

ticles and the desert plant mesquite: A spectroscopy approach. ACS Sustain. Chem. Eng. 4(3), 1187–1192 (2016).
 31. Majumdar, S. et al. Exposure of cerium oxide nanoparticles to kidney bean shows disturbance in the plant defense mechanisms. 

J. Hazard. Mater. 278, 279–287 (2014).
 32. Zhang, P. et al. Biotransformation of ceria nanoparticles in cucumber plants. ACS Nano 6(11), 9943–9950 (2012).

https://doi.org/10.1021/acs.est.8b02169
https://doi.org/10.1021/acs.est.8b02169
https://doi.org/10.3389/fpls.2022.951752


13

Vol.:(0123456789)

Scientific Reports |        (2024) 14:10231  | https://doi.org/10.1038/s41598-024-60344-8

www.nature.com/scientificreports/

 33. Zhang, P. et al. Phytotoxicity, uptake and transformation of nano-CeO2 in sand cultured romaine lettuce. Environ. Pollut. 220, 
1400–1408 (2017).

 34. Zhang, P. et al. Shape-dependent transformation and translocation of ceria nanoparticles in cucumber plants. Environ. Sci. Technol. 
Lett. 4(9), 380–385 (2017).

 35. Spielman-Sun, E. et al. Impact of surface charge on cerium oxide nanoparticle uptake and translocation by wheat (Triticum aesti-
vum). Environ. Sci. Technol. 51(13), 7361–7368 (2017).

 36. Rico, C. M., Johnson, M. G. & Marcus, M. A. Cerium oxide nanoparticles transformation at the root–soil interface of barley 
(Hordeum vulgare L.). Environ. Sci. Nano 5(8), 1807–1812 (2018).

 37. Hamidat, M. et al. Design defines the effects of nanoceria at a low-dose on soil microbiota and the potentiation of impacts by the 
canola plant. Environ. Sci. Technol. 50(13), 6892–6901 (2016).

 38. Ma, Y. et al. Microbial community response of nitrifying sequencing batch reactors to silver, zero-valent iron, titanium dioxide 
and cerium dioxide nanomaterials. Water Res. 68, 87–97 (2015).

 39. Cornelis, G. et al. Solubility and batch retention of  CeO2 nanoparticles in soils. Environ. Sci. Technol. 45(7), 2777–2782 (2011).
 40. Louie, S. M., Ma, R. & Lowry, G. V. Transformations of nanomaterials in the environment. In Frontiers of Nanoscience (eds Valsami-

Jones, E. & Lead, J.) 55–87 (Elsevier, 2014).
 41. Zhang, J., Guo, W., Li, Q., Wang, Z. & Liu, S. The effects and the potential mechanism of environmental transformation of metal 

nanoparticles on their toxicity in organisms. Environ. Sci. Nano 5(11), 2482–2499 (2018).
 42. Van Hoecke, K., De Schamphelaere, K. A. C., Van der Meeren, P., Smagghe, G. & Janssen, C. R. Aggregation and ecotoxicity of 

 CeO2 nanoparticles in synthetic and natural waters with variable pH, organic matter concentration and ionic strength. Environ. 
Pollut. 159(4), 970–976. https:// doi. org/ 10. 1016/j. envpol. 2010. 12. 010 (2011).

 43. Lowry, G. V., Gregory, K. B., Apte, S. C. & Lead, J. R. Transformations of nanomaterials in the environment. Environ. Sci. Technol. 
46(13), 6893–6899. https:// doi. org/ 10. 1021/ es300 839e (2012).

 44. Boyes, W. K. et al. A comprehensive framework for evaluating the environmental health and safety implications of engineered 
nanomaterials. Crit. Rev. Toxicol. 47(9), 771–814 (2017).

 45. Layet, C. et al. Evidence that soil properties and organic coating drive the phytoavailability of cerium oxide nanoparticles. Environ. 
Sci. Technol. 51(17), 9756–9764 (2017).

 46. Holden, P. A., Schimel, J. P. & Godwin, H. A. Five reasons to use bacteria when assessing manufactured nanomaterial environmental 
hazards and fates. Curr. Opin. Biotechnol. 27, 73–78 (2014).

 47. Joshi, N., Ngwenya, B. T. & French, C. E. Enhanced resistance to nanoparticle toxicity is conferred by overproduction of extracel-
lular polymeric substances. J. Hazard. Mater. 241, 363–370 (2012).

 48. Dimkpa, C. O. et al. Nanospecific inhibition of pyoverdine siderophore production in Pseudomonas chlororaphis O6 by CuO 
nanoparticles. Chem. Res. Toxicol. 25(5), 1066–1074 (2012).

 49. Zhang, W., Dan, Y., Shi, H. & Ma, X. Effects of aging on the fate and bioavailability of cerium oxide nanoparticles to radish 
(Raphanus sativus L.) in soil. ACS Sustain. Chem. Eng. 4(10), 5424–5131 (2016).

 50. Hoppe, M. et al. Long-term outdoor lysimeter study with cerium dioxide nanomaterial. NanoImpact 14, 100170 (2019).
 51. Slattery, M. R., Harper, S. L., Johnson, M. G., Andersen, C. P. & Reichman, J. R.  CeO2 nanoparticles affect soybeans and their 

root-associated microbiome at low, environmentally relevant concentrations. In A Nano-sized Dose of Toxicology: Elucidating the 
Disconnect Between Nanomaterial Dosimetry and Biological Effects 53 (2019).

 52. Slattery, M. R., Harper, S. L., Johnson, M. G., Andersen, C. P. & Reichman, J. R. Predictive metagenomic analysis reveals how  CeO2 
nanoparticles alter microbial function in the soybean microbiome. In A Nano-sized Dose of Toxicology: Elucidating the Disconnect 
Between Nanomaterial Dosimetry and Biological Effects 83 (2019).

 53. Johnson, M. et al. Transformation and release of micronized Cu used as a wood preservative in treated wood in wetland soil. 
Environ. Pollut. 287, 117189 (2021).

 54. Reichman, J. R. et al. Focused microbiome shifts in reconstructed wetlands correlated with elevated copper concentrations origi-
nating from micronized copper azole-treated wood. Environ. Toxicol. Chem. 40(12), 3351–3368 (2021).

 55. Miller, D. Evaluating nodulation in soybeans, accessed 5/21/23 2023. https:// exten sion. psu. edu/ evalu ating- nodul ation- in- soybe 
ans#: ~: text= Nodul es% 20that% 20are% 20act ive% 20in,yet% 20beg un% 20to% 20fix% 20nit rogen (2020).

 56. Edwards, J. et al. Structure, variation, and assembly of the root-associated microbiomes of rice. Proc. Natl. Acad. Sci. 112(8), 
E911–E920 (2015).

 57. Illumina. 16S metagenomic sequencing library preparation: Preparing 16S ribosomal RNA gene amplicons for the Illumina MiSeq 
System. 15044223 Rev. B. (2013).

 58. Klindworth, A. et al. Evaluation of general 16S ribosomal RNA gene PCR primers for classical and next-generation sequencing-
based diversity studies. Nucleic Acids Res. 41(1), e1 (2013).

 59. Bolyen, E. et al. Reproducible, interactive, scalable and extensible microbiome data science using QIIME 2. Nat. Biotechnol. 37(8), 
852–857 (2019).

 60. Martin, M. Cutadapt removes adapter sequences from high-throughput sequencing reads. EMBnet J. 17(1), 10–12 (2011).
 61. Callahan, B. J. et al. DADA2: High-resolution sample inference from Illumina amplicon data. Nat. Methods 13(7), 581–583 (2016).
 62. Katoh, K., Misawa, K., Kuma, K. & Miyata, T. MAFFT: A novel method for rapid multiple sequence alignment based on fast Fourier 

transform. Nucleic Acids Res. 30(14), 3059–3066 (2002).
 63. Price, M. N., Dehal, P. S. & Arkin, A. P. FastTree 2–approximately maximum-likelihood trees for large alignments. PloS ONE 5(3), 

e9490 (2010).
 64. Bokulich, N. A. et al. Optimizing taxonomic classification of marker-gene amplicon sequences with QIIME 2’s q2-feature-classifier 

plugin. Microbiome 6(1), 1–17 (2018).
 65. McDonald, D. et al. An improved Greengenes taxonomy with explicit ranks for ecological and evolutionary analyses of bacteria 

and archaea. ISME J. 6(3), 610–618 (2012).
 66. Mandal, S. et al. Analysis of composition of microbiomes: A novel method for studying microbial composition. Microb. Ecol. Health 

Dis. 26(1), 27663 (2015).
 67. Clarke, K. & Ainsworth, M. A method of linking multivariate community structure to environmental variables. Mar. Ecol. Prog. 

Ser. 92, 205 (1993).
 68. Douglas, G. M. et al. PICRUSt2 for prediction of metagenome functions. Nat. Biotechnol. 38(6), 685–688. https:// doi. org/ 10. 1038/ 

s41587- 020- 0548-6 (2020).
 69. Parks, D. H., Tyson, G. W., Hugenholtz, P. & Beiko, R. G. STAMP: Statistical analysis of taxonomic and functional profiles. Bioin-

formatics 30(21), 3123–3124 (2014).
 70. Denison, R. F. & Kiers, E. T. Lifestyle alternatives for rhizobia: Mutualism, parasitism, and forgoing symbiosis. FEMS Microbiol. 

Lett. 237(2), 187–193 (2004).
 71. Masson-Boivin, C. & Sachs, J. L. Symbiotic nitrogen fixation by rhizobia: The roots of a success story. Curr. Opin. Plant Biol. 44, 

7–15 (2018).
 72. Kiers, E. T., Rousseau, R. A., West, S. A. & Denison, R. F. Host sanctions and the legume–rhizobium mutualism. Nature 425(6953), 

78–81 (2003).
 73. Regus, J. U. et al. Cell autonomous sanctions in legumes target ineffective rhizobia in nodules with mixed infections. Am. J. Bot. 

104(9), 1299–1312 (2017).

https://doi.org/10.1016/j.envpol.2010.12.010
https://doi.org/10.1021/es300839e
https://extension.psu.edu/evaluating-nodulation-in-soybeans#:~:text=Nodules%20that%20are%20active%20in,yet%20begun%20to%20fix%20nitrogen
https://extension.psu.edu/evaluating-nodulation-in-soybeans#:~:text=Nodules%20that%20are%20active%20in,yet%20begun%20to%20fix%20nitrogen
https://doi.org/10.1038/s41587-020-0548-6
https://doi.org/10.1038/s41587-020-0548-6


14

Vol:.(1234567890)

Scientific Reports |        (2024) 14:10231  | https://doi.org/10.1038/s41598-024-60344-8

www.nature.com/scientificreports/

 74. Sachs, J., Ehinger, M. & Simms, E. Origins of cheating and loss of symbiosis in wild Bradyrhizobium. J. Evol. Biol. 23(5), 1075–1089 
(2010).

 75. Sachs, J. L., Skophammer, R. G. & Regus, J. U. Evolutionary transitions in bacterial symbiosis. Proc. Natl. Acad. Sci. 108(2), 
10800–10807 (2011).

Acknowledgements
The authors would like to thank Joel Sachs for very helpful insights on transitions in bacterial-plant symbioses 
and aspects of host control over bacteroids. Thanks to Roger Nisbet for a valuable discussion on modeling of 
non-monotonic responses in soybeans and bacteroids following  CeO2 NP exposures. Thanks to Andrew Bird 
and AMBI for supplying the soybean Bradyrhizobium japonica inoculant. The authors appreciate the soil analysis 
and characterization provided by the Oregon State University Central Analytical Laboratory.

Disclaimer
The present study has been subjected to U.S. Environmental Protection Agency (EPA) administrative review and 
approved for publication. The findings and conclusions in the present study are those of the authors and do not 
necessarily represent the views of the EPA. Mention of trade names or commercial products does not constitute 
endorsement or recommendation for use. The contents of this manuscript neither constitute, nor necessarily 
reflect EPA policy.

Author contributions
J.R.R. Conceptualization; Methodology; Investigation; Formal analysis; Resources; Writing—original draft; 
Supervision. M.R.S. Conceptualization; Methodology; Investigation; Writing—review and editing. M.G.J. Con-
ceptualization; Methodology; Writing—review and editing. C.P.A. Writing—review and editing; Project admin-
istration; Funding acquisition. S.L.H. Writing—review and editing; Supervision; Project administration; Funding 
acquisition. All authors reviewed the final manuscript.

Funding
This work was supported by a Cooperative Training Partnership between Oregon State University and the U.S. 
Environmental Protection Agency (83591301), USDA-NIFA (2013-67021-21181), and the Agricultural Research 
Foundation (ARF8301A). The Achievement Rewards for College Scholars (ARCS) Foundation provided further 
support for MRS.

Competing interests 
The authors declare no competing interests.

Additional information
Supplementary Information The online version contains supplementary material available at https:// doi. org/ 
10. 1038/ s41598- 024- 60344-8.

Correspondence and requests for materials should be addressed to J.R.R.

Reprints and permissions information is available at www.nature.com/reprints.

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 
Creative Commons licence, and indicate if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons licence, unless indicated otherwise in a credit line to the 
material. If material is not included in the article’s Creative Commons licence and your intended use is not 
permitted 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 licence, visit http:// creat iveco mmons. org/ licen ses/ by/4. 0/.

This is a U.S. Government work and not under copyright protection in the US; foreign copyright protection 
may apply 2024

https://doi.org/10.1038/s41598-024-60344-8
https://doi.org/10.1038/s41598-024-60344-8
www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/

	CeO2 nanoparticle dose and exposure modulate soybean development and plant-mediated responses in root-associated bacterial communities
	Methods
	Nanoparticles
	Soil preparation
	Soil exposures
	Soybean cultivation
	Rhizosphere, rhizoplane, and root compartment sampling
	DNA extractions and amplicon sequence library preparations
	Data analyses and statistics
	Experiments and field studies on plants

	Results and discussion
	Soybean developmental impacts
	Alpha and beta diversity metrics for bacterial communities
	Metabolic pathway analyses

	Conclusions
	References
	Acknowledgements


