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Abstract 

Carbon nanosol (CNS) is a carbon-based nanomaterial that promotes plant growth; however, its functional mecha-
nisms and effects on the microbiome are not fully understood. Here, we explored the effects of CNS on the relation-
ship between the soil, endophytic microbiomes and plant productivity. CNS treatment increased the fresh biomass 
of tobacco (Nicotiana tabacum L.) plants by 27.4% ± 9.9%. Amplicon sequencing analysis showed that the CNS treat-
ment significantly affected the composition and diversity of the microbial communities in multiple ecological niches 
associated with tobacco, especially the bulk soil and stem endophytic microbiome. Furthermore, the application 
of CNS resulted in enhanced network connectivity and stability of the microbial communities in different niches, par-
ticularly in the soil, implying a strengthening of certain microbial interactions. Certain potentially growth-promoting 
root endophytic bacteria were more abundant under the CNS treatment. In addition, CNS increased the abundance 
of some endophytic microbial functional genes known to enhance plant growth, such as those associated with nutri-
ent metabolism and the plant hormone biosynthesis pathways. We isolated two bacterial strains (Sphingopyxis sp. 
and Novosphingobium sp.) that were enriched under CNS treatment, and they were confirmed to promote tobacco 
plant growth in vitro. These results suggested that CNS might, at least in part, promote plant growth by enriching 
beneficial bacteria in the microbiome.
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Introduction
With the rapid development of nanotechnology, vari-
ous carbon nanomaterials have been widely studied and 
applied in agriculture and the life sciences. Some carbon-
based nanomaterials have been found to promote plant 
growth, providing a promising new avenue for the devel-
opment of sustainable agricultural practices [1]. Carbon-
based nanomaterials can promote seed germination [2], 
root growth [3], and photosynthesis [4], whereas C60 and 
carbon nanotubes increase plant water retention, bio-
mass, and fruit yield [5]. Carbon nanotubes have been 
used to promote root growth in onions (Allium cepa) and 
cucumbers (Cucumis sativus) [3], and graphene oxide 
has been used to enhance the content of auxin in tomato 
(Solanum lycopersicum) roots to promote plant growth 
[6]. Multiwalled carbon nanotubes affect tomato cell 
division and the expression of genes necessary for plant 
development [7, 8]. In addition, carbon nanoparticles 
can promote nutrient uptake and accumulation in mung 
beans (Vigna radiata), thus improving fertilizer efficiency 
and plant biomass [9]. Carbon nanotubes can increase 
soil urease and sucrase activity, soil organic carbon, and 
the available potassium content, thereby promoting plant 
growth [10]. Thus, nanomaterials have the potential to 
directly affect many physiological processes in plants.

Nanomaterials can also indirectly regulate plant 
growth or physiological characteristics by affecting the 
soil microbiome. The plant-associated microbiome, a so-
called extended plant phenotype [11], plays important 

roles in nutrient acquisition, hormone production, and 
disease defense [12, 13]. These microorganisms regulate 
soil organic matter decomposition and soil mineral nutri-
ent cycling and maintain soil fertility, which can directly 
or indirectly affect plant growth and mineral nutrient 
acquisition [14]. The possible mechanisms by which 
the plant microbiome influences plant growth can be 
divided into the following categories: (i) increasing nutri-
ent utilization efficiency through phosphorus solubiliza-
tion, nitrogen fixation, and iron carrier production; (ii) 
secreting plant hormones; (iii) producing volatile organic 
compounds (VOCs); (iv) inhibiting pathogens; and (v) 
stimulating the production of induced systemic resist-
ance or antibacterial substances [15, 16].

Several studies have examined the effects of carbon-
based nanomaterials on the plant rhizosphere microbi-
ome, with possible consequences for crop performance. 
Exposure to carbon nanotubes reduces the amount of 
microbial carbon in the soil and decreases bacterial 
diversity [17], whereas high concentrations of carbon 
nanotubes reduce the activity of extracellular enzymes, 
which has a significant inhibitory effect on soil microor-
ganisms. Nanocarbon black particles can affect the diver-
sity of the soil microbiome, promoting nutrient uptake 
and plant growth in rye (Secale cereale) and sugar beet 
(Beta vulgaris subsp. vulgaris) [18].

Carbon nanosol (CNS) is a novel carbon-based nano-
material that has shown great potential in regulating 
crop nutrient absorption, promoting plant growth, and 
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increasing biomass accumulation [19]; however, the regu-
latory effects and growth-promoting mechanisms of CNS 
on microbial communities have not yet been elucidated. 
The aim of the present study was to decipher the rela-
tionships between the effects of carbon nanomaterials on 
plant-associated microbial communities and the result-
ing plant phenotype. We investigated the effects of CNS 
on tobacco growth characteristics and soil and endo-
phytic microbial communities using amplicon sequenc-
ing (16S and ITS rRNA marker genes). Furthermore, two 
bacterial species that were enriched under CNS treat-
ment were isolated, and their growth-promoting effects 
on tobacco plants were confirmed experimentally. Over-
all, this study provides valuable information for investi-
gating the potential environmental applications of carbon 
nanomaterials as plant growth regulators.

Results
CNS promotes tobacco growth
To further evaluate the role of CNS in enhancing 
plant growth, we investigated its effect on the growth 
of tobacco plants in soil (Fig. 1). As shown in Fig. 1A, 
tobacco growth was significantly enhanced by CNS in 
the pot experiment. Compared with the control, CNS 
increased the fresh weight by 27.4% ± 9.9%, height by 
14.7% ± 14.2%, and leaf width by 13.9% ± 11.5% (Fig. 1B) 
after 15  days of CNS treatment; however, no differ-
ence was observed in the number of leaves between 
the CNS-treated and control samples. These results 
indicated that applying CNS to the soil through water-
ing could effectively promote plant vegetative growth, 
thereby increasing the biomass of tobacco.

Fig. 1  Effects of CNS on the growth of tobacco in a pot experiment. A Morphology of tobacco after 15 days of applying CNS at concentrations 
of 15 µg/mL three times to the soil in a pot experiment. B Effects of CNS on tobacco growth indicators. Asterisks denote significant differences (t 
test, P ≤ 0.05) between the CNS-treated and control (CK) samples treated with water, and two asterisks indicate P < 0.01
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CNS enhances the diversity of the bacterial and fungal 
microbiomes
To evaluate the effect of CNS on the bacterial and fungal 
communities in the tobacco microbiome, we examined 
the changes in the microbial community in the soil (bulk 
soil and rhizosphere) and plant compartments (stem and 
root endosphere) two weeks after the application of CNS. 
A total of 18,117 bacterial amplicon sequence variants 
(ASVs; average of 114,684 reads per sample) and 10,012 
fungal ASVs (average of 124,157 reads per sample) were 
identified from the 48 samples using amplicon sequenc-
ing (Additional file  2: Table  S1). A nonmetric multidi-
mensional scaling (NMDS) analysis based on Bray–Curtis 
distance showed that microbial communities in soil and 
plant compartments formed two distinct clusters regard-
less of CNS treatment (Additional file  1: Fig. S1). Our 
permutation multivariate analysis of variance (PER-
MANOVA) analysis indicated that the microbial niche 
explained the largest source of variation in both the bac-
terial and fungal communities (51.7% and 44.3%, respec-
tively; P < 0.001), whereas the effect of CNS treatment on 
the microbial community was relatively small (2.6% and 
3.5%, respectively; P < 0.001) (Additional file  1: Fig. S1). 
In contrast, the CNS treatment had a significant effect on 
both the bacterial and fungal communities (16–46%) in a 
specific ecological niche, with the greatest effect on the 
bulk soil microbial community (32.4% for bacteria and 
33.6% for fungi) (Fig. 2A). The Chao1 richness of bacteria 
was higher in the bulk soil and lower in the stem endo-
sphere, whereas the opposite trend was observed for the 
fungal community (Fig. 2B). The alpha-diversity of bacte-
rial and fungal communities in the rhizosphere soil and 
root endosphere was not affected by CNS, whereas the 
bacterial and fungal diversity indices of the bulk soil and 
stem endosphere were significantly increased (P < 0.01) 
(Fig. 2B). In general, CNS led to shifts in the diversity and 
structure of the microbial community.

Microbial community composition is influenced by CNS
To better understand how CNS influences the microbial 
community, the relative abundances of bacteria and fungi 
at the phylum or class level were analyzed (Fig. 3A). The 
phylum Proteobacteria dominated the tobacco bacterial 
community, accounting for 36.74 ~ 66.46% of all ASVs, 

followed by Firmicutes and Bacteroidota. The abundance 
of Alphaproteobacteria in the CNS treatment was lower 
than that in the control (Additional file  2: Table  S2). 
The tobacco soil and endophytic fungi were mainly dis-
tributed in five phyla, with Ascomycota being the most 
dominant (31.71–75.92%), followed by Basidiomycota 
(8.41–14.81%), Mortierellomycota, Glomeromycota, and 
Blastocladiomycota. After CNS treatment, the relative 
abundance of the Saccharomycetes and Sordariomycetes 
classes in the plant endophytic niche decreased.

Further analysis at the genus level showed that 29 and 
40 bacterial genera were highly enriched in the tobacco 
root endosphere and stem endosphere, respectively, after 
CNS treatment, with 29 genera becoming less abun-
dant in the stem endosphere (Additional file 1: Fig. S2). 
According to the relative abundances, the genera could be 
further divided into dominant (> 1%), common (0.1–1%), 
and rare (< 0.1%) genera. Most of those affected by the 
CNS treatment were dominant and common genera; the 
CNS treatment did not have a significant effect on most 
rare genera, affecting only 10 of them (Additional file 2: 
Table S3). Notably, CNS significantly elevated the abun-
dance of genera related to plant growth, nitrogen fixation, 
and suppression of soil-borne diseases, such as Sphin-
gopyxis, Shinella, Massilia, Sphingobium, and Novosphin-
gobium, in the root endosphere (Fig.  3B). In addition, 
some genera related to organic compound degradation, 
such as Chthoniobacter and Afipia, and those related to 
crude oil and aromatic compound degradation, such as 
Sphingopyxis and Novosphingobium, were also enriched 
in the root endosphere after CNS treatment (Fig. 3B). In 
contrast, some bacteria were depleted after CNS treat-
ment, such as Brevundimonas, Azospirillum, Rhodano-
bacter, and Devosia, in the stem endosphere. Some plant 
growth–promoting fungi [20–22], such as Penicillium, 
Chaetomium, and Aspergillus, were also enriched after 
CNS treatment, whereas Trichoderma showed a slight 
decrease in the stem endosphere (Fig. 3B). These results 
implied that CNS could restructure the microbial com-
munity, leading to a selective enrichment of beneficial 
microbes with the capacity to promote plant growth.

LDA effect size (LefSe) analysis was conducted at the 
genus level to determine the enrichment/depletion pat-
tern between CNS-treated and control samples with an 

(See figure on next page.)
Fig. 2  Diversity of tobacco-associated microbiomes. A Nonmetric multidimensional scaling (NMDS) ordinations based on weighted UniFrac 
distance matrices depicting the distribution patterns of bacterial and fungal communities in each compartment niche (for each niche, n = 12). The 
relative contribution of different factors to community dissimilarity was tested with PERMANOVA. “T” represents the effect of the CNS treatment. 
B Alpha-diversity of bacterial and fungal communities in soils (rhizosphere and bulk soils) and plant compartments (root endosphere and stem 
endosphere). Asterisks (“*”, P < 0.05; “**”, P < 0.01; “***”, P < 0.001) above the boxes indicate a significant difference between control and treatment 
within a compartment, determined using a nonparametric Kruskal–Wallis test
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Fig. 2  (See legend on previous page.)
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LDA score threshold of 2. The results revealed noticeable 
changes in fungal and bacterial abundance following CNS 
treatment (Additional file  1: Fig. S3). Specifically, three 
fungal genera, Cladosporium, Talaromyces, and Alter-
naria, were enriched after CNS treatment. Among these, 
Cladosporium showed enrichment in both tobacco bulk 
soil and stem endosphere after CNS treatment. On the 
other hand, Candida and Trichoderma decreased both 
in the stem and root endosphere after CNS treatment 
(Additional file  1: Fig. S3A). Additionally, Burkholderia 
was enriched in the bulk soil after CNS treatment (Addi-
tional file 1: Fig. S3B).

Microbial ecological networks are affected by CNS
To evaluate the influence of CNS on potential interac-
tions within the microbial community, we conducted a 
co-occurrence network analysis between the bacteria 
and fungi. The microbial interkingdom network pat-
tern in the CNS-treated sample was similar to that in 
the control sample (Additional file  1: Fig. S4A); how-
ever, the proportion of negative edges in the network 
decreased slightly, from 24.4% to 21.7%, after CNS 
treatment (Additional file 1: Fig. S4A). Specifically, the 

bacterial community had higher network connectivity 
(i.e., network degree) than the fungal community, and 
there was no significant difference in network degree 
between the CNS treatment and control samples for 
the fungi or bacteria (Additional file  1: Fig. S4B). We 
further defined nodes with a high degree (> 50) and 
high closeness centrality (> 0.7) in the network as “hub 
nodes”. Compared with the control group (seven hub 
nodes), more hub nodes were identified after CNS 
treatment (27 hub nodes) (Additional file 2: Table S4), 
all of which were bacteria (Additional file 1: Fig. S4C). 
In other words, although the complexity of the interk-
ingdom network was similar between the CNS treat-
ment and control samples, the effects of some hub 
genera were strengthened under CNS treatment.

In terms of niche, the complexity of the microbial 
networks was higher in the soil than in the endosphere, 
which was consistent with the diversity of the niches. The 
network connectivity of the microbial communities in 
all four niches was elevated after CNS treatment (Fig. 4). 
In addition, the increase in network topology indica-
tors, including node number, edge number, and propor-
tion of negative edges, indicated that CNS improved the 

Fig. 3  Community composition of soil- and plant-associated microbiomes. A Relative abundance of bacterial and fungal communities 
at the phylum level in the CNS-treated and control (CK) samples for four compartments: bulk soils (BS), rhizosphere (RS), root endosphere (R), 
and stem endosphere (S). B Fold change of bacterial and fungal genera related to plant growth–promoting ecological functions that were 
significantly affected by CNS
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complexity and stability of the tobacco microbiome eco-
logical network (Fig. 4).

CNS upregulates microbial genes with plant growth–
promoting functions
To investigate the effect of CNS on the functional diver-
sity of different compartments, we used PICRUSt2 to 
predict the bacterial metagenome and annotated it with 
the Kyoto Encyclopedia of Genes and Genomes (KEGG) 
database. A total of 3,685 KEGG orthologs were pre-
dicted in the four tobacco-associated communities. 
Our NMDS ordination analysis revealed significant 
differences in the functional profiles between the soil 
and endophytic communities (Fig.  5A), and CNS also 
had a significant effect on the functional profiles of the 
endophytic microbial communities (P < 0.01) (Fig.  5A). 
Based on the KEGG annotations, alpha-diversity analy-
sis showed no significant differences among the func-
tions present in the different ecological niches, except 
for a significant decrease in the diversity of the functions 

expressed in the stem endophytes after CNS treatment 
(Fig. 5B).

Next, we tried to identify genes that might have 
plant growth-promoting functions based on their 
KEGG annotation (Additional file  2: Table  S5). In the 
stem endophytic community, the abundance of genes 
involved in hydrogen sulfide production and sulfate 
biosynthesis was enriched after CNS treatment, as 
were functional genes involved in phosphate trans-
port, such as pstA, pstB, and pstC. The genes encod-
ing enzymes involved in nitrogen metabolism, such as 
glutamate synthase and ferredoxin-nitrite reductase, 
were found to be more abundant in the root and stem 
endophytic communities; however, the abundance 
of genes involved in iron carrier production, such as 
enterobactin synthetase and diaminobutyrate-2-oxog-
lutarate transaminase, decreased after CNS treatment. 
Some genes involved in the biosynthesis of tryptophan 
(indole-3-acetic acid (IAA) precursors), such as anthra-
nilate synthase component II, anthranilate phosphori-
bosyltransferase, phosphoribosylanthranilate isomerase, 

Fig. 4  Microbial interkingdom networks within each niche. Co-occurrence network analysis showing microbial interkingdom network patterns 
differed clearly for CNS-treated and control (CK) samples in each plant niche; ave.d means the average degree of all nodes
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and indole-3-glycerol phosphate synthase, were also 
observed to be enriched in the stem endosphere. The 
volatile compounds acetoin and 2,3-butanediol directly 
affect plant growth by promoting root formation [16], 
and we found that the genes associated with acetoin 
production, such as pyruvate dehydrogenase (pdhB) 

and acetolactate synthase (ilvH), were enriched after 
CNS treatment. The gene encoding S-(hydroxymethyl) 
glutathione dehydrogenase (adhC), which was responsi-
ble for converting ethylene to 2,3-butanediol, was also 
enriched after CNS treatment. These analyses indi-
cated that the microbial communities assembled in 

Fig. 5  Functional profiles of tobacco microbiomes. A Nonmetric multidimensional scaling (NMDS) ordination analysis based on Bray–Curtis 
distance matrices of the KEGG ontology annotations, showing that the CNS-induced tobacco microbiome significantly differed from the control 
microbiome (n = 48). B Boxplot of the functional diversity of microbiomes in four compartments. Asterisks above the boxes indicate a significant 
difference (P < 0.01). C Heatmap exhibiting the relative abundance of functional genes associated with plant growth–promotion functions. All genes 
associated with plant growth–promotion functions are listed in Additional file 2: Table S5. The four compartments are bulk soils (BS), rhizosphere 
(RS), root endosphere (R), and stem endosphere (S)
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the tobacco plant endosphere treated with CNS might 
be involved in enhancing the plant growth-promoting 
process.

Plant‑beneficial effects of the CNS‑enriched microbes
Finally, we isolated candidate bacteria from the rhizos-
phere of tobacco after CNS treatment and identified them 
based on their 16S rRNA sequences. To further charac-
terize whether these isolates could promote plant growth, 
we planted tobacco on plates preinoculated with the iso-
lated strains. Two of the bacterial strains, B-25 and B-29, 
significantly promoted tobacco growth (Fig. 6A), increas-
ing plant fresh weight by 31.25% and 24.75%, respectively. 
In addition, they significantly promoted the aboveground 
growth and root elongation of tobacco (Fig.  6B). When 
grown on plates inoculated with B-25, the maximum 
leaf width of tobacco increased by 26.30% ± 17.6%, and 
the root length increased by 11.34% ± 12.19%. B-29 also 
significantly increased the leaf width and plant height 

of tobacco seedlings. However, there was no significant 
change in plant height or lateral root density of tobacco 
under CNS treatment (Additional file 1: Fig. S5A). When 
both bacterial strains were coinoculated, a remarkable 
86.90% ± 27.36% increase in fresh weight was observed 
(Additional file  1: Fig. S5B). Compared with individual 
strains, the higher growth-promoting efficacy of coinoc-
ulation demonstrated the presence of synergistic interac-
tions among diverse endophytic bacteria (Fig. 6B).

Using the 16S rRNA sequence, our phylogenetic analy-
sis showed that strain B-29 belonged to the genus Novo-
sphingobium, with Novosphingobium resinovorum being 
the nearest phylogenetic relative (Fig.  6C). Strain B-25 
belonged to Sphingopyxis and was most closely related 
to Sphingopyxis macrogoltabida. Notably, these two gen-
era were also significantly enriched in the roots following 
CNS treatment. These results suggested that CNS might 
recruit some beneficial microorganisms, thereby enhanc-
ing tobacco growth.

Fig. 6  The effect of two isolated bacteria on tobacco growth. A Phenotype of tobacco plants after inoculation with two bacteria on MS plates. B 
Effects of single inoculation with B-25 (Sphingopyxis sp.) or B-29 (Novosphingobium sp.) and coinoculation of two strains (B25 + B29) on different 
tobacco growth parameters. ANOVA with an LSD test (p < 0.05) indicated statistically significant differences denoted by different letters for each 
assessed parameter. C Phylogenetic analysis of isolated bacteria. Neighbor-joining trees were constructed using partial 16S rRNA sequences 
of the two strains and their close relatives. Escherichia coli was used as an outgroup for rooting the tree
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To gain insights into the mechanisms of these two 
bacterial strains, we investigated the presence of genes 
related to free nitrogen fixation (nifH), ACC deaminase 
production (acdS), IAA production (ppdC), and DAPG 
production (phlD) in the genomes of B25 and B29. Our 
results confirmed the presence of IAA biosynthesis genes 
in the genome of B25 (Additional file 1: Fig. S6).

Discussion
Trace amounts of CNS have previously been shown to 
promote nutrient absorption and growth of tobacco 
under various conditions, such as BY-2 suspended cells 
[19] and hydroponics [23], demonstrating its poten-
tial applications in agriculture. In the present study, we 
attempted to explore the relationship between CNS and 
plants from the perspective of nanomaterial–microbe–
plant interactions. The application of CNS in the soil 
promoted tobacco growth and significantly changed the 
structure and diversity of the root and stem endophytic 
microbial communities, even increasing the stability of 
the microbial ecological network to some extent. CNS 
also increased the abundance of several microorganisms 
and some functional genes, which might promote plant 
growth. These results suggest that CNS might benefit 
plant growth by restructuring the microbial community 
and specifically enriching beneficial microbes with plant 
growth–promoting capacity. A better understanding of 
the relationship between CNS and the recruited benefi-
cial microorganisms could provide new possibilities for 
the application of carbon nanomaterials and the better 
utilization of the microbiome to develop more sustain-
able agricultural practices.

The microbiome is involved in many aspects of pro-
moting plant growth, including increasing nutrient 
availability and absorption, producing plant hormones 
and growth-stimulating substances, competing with 
pathogens for resources, and producing compounds 
that inhibit pathogens [24]. Generally, some strains of 
microorganisms, especially those belonging to the genera 
Pseudomonas, Bacillus, Streptomyces [25], and Tricho-
derma [26], have the ability to promote plant growth and 
inhibit pathogens in many plant species. Sphingopyxis 
and Novosphingobium are considered important genera 
in various biodegradation and bioremediation applica-
tions [27, 28], and they also include a few plant growth-
promoting rhizobacteria (PGPR) species [29]. A genomic 
analysis of Novosphingobium bacteria showed that they 
contained genes related to IAA, acetoin, and siderophore 
biosynthesis and had the capacity to use a wide range 
of plant-derived organic compounds [30, 31]. We found 
that the abundance of Sphingopyxis and Novosphin-
gobium was higher in the rhizosphere of CNS-treated 
plants and demonstrated the ability of the isolated strains 

to promote plant growth. Commonly, plant growth 
enhancement is a conserved feature among different 
plant species. The B-29 strain shared high sequence simi-
larity with Novosphingobium pokkalii, which was previ-
ously described as a plant growth promoter [30, 32, 33]. 
The B-25 strain belonged to Sphingopyxis, which was also 
previously described as a plant growth promoter [34]. 
Similarly, biochar treatment led to changes in the com-
position of the tomato rhizosphere microbiome, includ-
ing the recruitment of PGPR microorganisms such as 
Sphingopyxis [35]. However, plant growth enhancement 
is sometimes not a conserved feature among all plant 
species, and some PGPR strains isolated from one plant 
even inhibit the growth of another plant [36]. The reason 
might be that environmental factors and host plants also 
affect the PGP effect due to the complexity of plant-bac-
teria symbiosis. Further research is needed for successful 
cross-species applications of PGPR.

In addition, compared with the control, the abundance 
of genes in several metabolic pathways with the poten-
tial to affect plant growth was significantly altered in 
the endophytic microbiome after CNS treatment. Min-
eral nutrient metabolism and acquisition are crucial for 
plant development, with limited soluble phosphate and 
nitrogen availability limiting plant growth and survival 
[37–39]. We detected increased expression of genes 
associated with nitrogen metabolism and the phospho-
rus and sulfur cycling pathways in the microbiome after 
CNS treatment. Compounds produced by microorgan-
isms, such as the plant hormone IAA [40] and VOCs 
such as acetone and 2,3-butanediol [16], can promote 
plant growth by stimulating root branching and elon-
gation. The genes involved in the biosynthesis of these 
compounds were also enriched after CNS treatment. The 
promotion of plant growth, together with the differences 
in community composition, therefore indicates that the 
microbiome may play an intermediary role between 
the CNS and plant performance. The overall changes in 
the composition of the endophytic microbiome and the 
changes in the abundance of specific PGPRs might jointly 
explain the observed improvement in plant performance 
in the presence of CNS. Metagenomic and metatran-
scriptomic analyses are needed to further explore the 
effect of the CNS on soil microbial function.

Different carbon-based nanomaterials exert different 
effects on soil bacterial abundance, diversity, and micro-
bial community composition, likely due to their distinct 
physical structures and surface chemistry or differences 
in the dose, application time, area, size, and reactiv-
ity of the carbon nanomaterials [17, 41]. Research into 
the effects of carbon nanomaterials on the soil microbi-
ome has yielded conflicting results [42]; several studies 
demonstrated that carbon nanomaterials might exhibit 
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environmental toxicity, reducing microbial diversity and 
activity [43], whereas other studies reported either an 
insignificant effect [44, 45] or even a tendency toward a 
positive effect on microbial communities [18, 46]. Due to 
the complexity of interactions between microorganisms 
and plants, as well as the connection between nanomate-
rials and plant physiological processes, it is often difficult 
to explore the mechanism by which the nanomaterials 
influenced these microbes. The experiments in this study 
were all conducted in laboratory environments in plant 
growth chambers, which aimed to simulate natural envi-
ronments but were unlikely to fully represent the com-
plexity of natural systems. Further field experiments will 
ultimately be needed to explore the effects of CNS in 
practical applications, as well as the long-term effect of 
carbon nanomaterials on soil ecological systems.

Conclusion
In this study, the effect of CNS on plant growth and the 
microbiome in soil and endophytes was investigated 
under laboratory conditions. CNS enhanced tobacco 
growth and led to shifts in the diversity and compo-
sition of the microbial community. Moreover, in the 
endophytic microbiome, the abundance of some micro-
bial communities and functional genes related to plant 
growth-promoting performance were increased under 
CNS treatment. Two bacteria (Sphingopyxis and Novo-
sphingobium) were isolated, and their effect on promot-
ing the growth of tobacco plants was confirmed. Overall, 
this study highlighted that CNS had a substantial influ-
ence on soil and endophytic microbial communities, and 
emphasized the intricate relationship between the micro-
environment and plant growth. This study enhanced our 
understanding of the microecological advantages of CNS 
application within the tobacco ecosystem.

Materials and methods
Experimental design
Commercially produced CNS was purchased from Bei-
jing Naisis New Material Technology (Beijing, China) 
and was prepared using a pulse electrodeposition 
method using graphite. The particle size ranged from 
10 to 100 nm in diameter, with an average size of 30 nm, 
and the purity was more than 99.9%. The method of CNS 
preparation was described by Chen et al. [47]. Briefly, two 
high-purity graphite plates with a purity of 99.999% were 
immersed in deionized water containing 0.1% ethylene 
glycol, and voltage was applied to the edge of the graphite 
plate. The voltage was set to 16 V, and the current was 0.2 
A. The solution was continuously stirred on the graphite 
electrode for several days until the solution turned black 
at room temperature.

Tobacco (Nicotiana tabacum L.) seeds (cv. K326) were 
surface-sterilized with 10% sodium hypochlorite for 
10  min and washed three times with sterile water. The 
sterilized seeds were germinated on 1/2 Murashige and 
Skoog (MS) agar plates. After germination, individual 
21-day-old tobacco seedlings were transplanted into pots 
(0.5 L; diameter = 10  cm) containing potting soil mix 
(horticultural grade peat:vermiculite in a 9:1 vol:vol mix-
ture). One time every three days for nine days, 100 mL of 
CNS at a concentration of 15 µg/mL was added to each 
pot, while the control group received distilled water. Each 
treatment included 15 plant replicates. The plants were 
grown under normal conditions in a growth chamber 
(16 h light/8 h dark, 28/25 °C), and the plant growth indi-
cators were measured 15 days after the final treatment.

Sample collection
We focused on four compartments (BS: bulk soil, RS: 
rhizosphere soil, R: root endosphere and S: stem endo-
sphere). Bulk soil refers to the soil that was more than 
1 mm from the plant roots. The root system and rhizo-
sphere soil (within 1  mm of the root system) were har-
vested after shaking off the loosely attached soil on the 
roots. The roots or stems were placed in a 50-mL tube 
containing 15 mL sterile phosphate-buffered saline (PBS) 
solution. After sonication at 40 kHz for 1 min, the roots 
were transferred to a new clean tube. Soil and plant sam-
ples were stored in liquid nitrogen and transported to the 
laboratory. All samples were stored at − 80  °C for DNA 
extraction.

DNA extraction and amplicon sequencing
Each sample was divided into four ecological niches: bulk 
soil (BS), rhizosphere soil (RS), root endosphere (R), and 
stem endosphere (S). Each treatment group contained 
six biological replicates, for a total of 48 samples. For the 
root and stem endosphere samples, 5 g of roots or 10 g of 
stems were sonicated in 75% ethanol for 5 min, immersed 
in 1% sodium hypochlorite solution for 5 min, immersed 
in 75% ethanol for 30  s, and finally washed three times 
with sterile water to sterilize the surface of the roots and 
stems. The sterilized roots or stems were ground using 
sterile mortars and pestles with liquid nitrogen. DNA 
was extracted from 0.5  g of bulk soil, rhizosphere soil, 
or ground endosphere samples using the Mag-Bind Soil 
DNA Kit (Omega Biotek, Doraville, GA, USA) according 
to the manufacturer’s instructions. The DNA concentra-
tion was evaluated using a NanoDrop 1000 spectropho-
tometer (Thermo Fisher Scientific, Waltham, MA, USA), 
and the DNA quality was evaluated using gel electropho-
resis with a 1.0% agarose gel.

The bacteria were amplified using primers 515F and 
806R, targeting the V4 region of the 16S rRNA gene, 
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whereas fungi were amplified using primers ITS1F and 
ITS2, targeting the ITS1 region. The PCR system and 
amplification conditions are shown in Additional file  2: 
Table S1. After purification, the PCR products were used 
for library construction, and high-throughput sequenc-
ing was performed using the MiSeq platform (Illumina, 
San Diego, CA, USA).

Amplicon sequencing data analysis
The amplicon sequencing data were processed using 
QIIME 2 (v2021.11.0) [48]. The DATA2 module was 
used for quality control, denoising, and chimera filter-
ing. Unique amplicon sequence variants (ASVs) were 
obtained by clustering the effective sequences with a 
97% similarity threshold. The ASVs were then com-
pared to the SILVA (v138) [49] prokaryotic database and 
the UNITE (v2021.5.10) [50] eukaryotic database for 
taxonomic annotation. Based on the ASV results from 
QIIME2 after rarefaction, the relative abundance data 
were used as the microbial abundance data. The alpha-
diversity indices, including the Shannon and Chao1 indi-
ces, were estimated with the ASV table in QIIME2 and 
then visualized in box plots. The Beta-diversity of the 
bacterial communities was evaluated by calculating the 
Bray–Curtis distance matrix and was visualized using 
principal coordinate analysis plots. The potential func-
tional profiles of the bacterial communities were pre-
dicted using PICRUSt2 (Phylogenetic Investigation of 
Communities by Reconstruction of Unobserved States) 
based on the 16S rRNA gene data [51].

Co‑occurrence network analysis
To determine the co-occurrence network of the micro-
bial communities and the structural differences of the 
microbial communities in each ecological niche, a Spear-
man correlation analysis was performed between the 
ASVs (with a sample size greater than half of the total 
samples and an abundance greater than 0.001), and data 
with a correlation coefficient greater than 0.6 and P < 0.05 
were visualized using Gephi (v0.9.7) software [52]. Nodes 
represent individual ASVs, and edges represent the cor-
relations between nodes in the microbial community 
network.

Statistical analysis
All statistical analyses were performed using R (v4.2.0) 
(The R Foundation for Statistical Computing, Vienna, 
Austria). Alpha-diversity indices (Shannon index, Chao1 
index, and Simpson index) of the bacterial community 
were calculated in QIIME 2. Beta-diversity of both bacte-
rial and fungal communities was assessed by computing 
weighted UniFrac distance matrices and then ordinated 
using nonmetric multidimensional scaling (NMDS). The 

PERMANOVA test was performed using the Adonis 
function in the “vegan” package to evaluate the relative 
contribution of different factors to community differ-
ences. Differential abundance analysis between micro-
biomes was calculated using the DESeq2 R package 
[53]. LefSe analysis between each pair of CNS-applied 
and control samples were performed at the genus level. 
Under one-against-all comparison mode, each genus with 
an α less than 0.05 and an LDA score greater than 2 was 
defined to be significantly different between rhizosphere 
and soil. A nonparametric Kruskal‒Wallis test was per-
formed to evaluate the alpha-diversity difference and the 
taxonomical difference among different treatments. One-
way analysis of variance (ANOVA) followed by the LSD 
test was used to determine the statistical significance of 
the growth index among different groups.

Isolation and identification of tobacco rhizosphere bacteria
Bacteria were isolated from the rhizosphere of tobacco 
plants treated with CNS using tryptic soy broth (TSB) 
solid medium and the plate dilution culture method. 
The isolated bacteria were purified by streaking on solid 
medium. The V5–V7 region of 16S rRNA was amplified 
using primers 799F and 1193R, and the sequences were 
identified by comparing them to the SILVA database after 
Sanger sequencing. The strains were stored in glycerol at 
− 80  °C. A multiple sequence alignment was performed 
using MEGA X software [54], and the phylogenetic tree 
was constructed using the neighbor-joining method. The 
bootstrap resampling method with 1,000 iterations was 
employed to assess the statistical significance of the phy-
logenetic tree.

Plant growth–promotion assay
A single colony was picked and inoculated into 1/2 TSB 
liquid medium and then shaken at 28  °C and 160 rpm 
for 24–48 h. The logarithmic phase bacterial suspension 
was collected, and the concentration was adjusted to an 
optical density (OD)600 value of 0.5. The B-25 strain was 
added to the B-29 strain in equal proportions as a coincu-
bation. Five-milliliter suspensions of each kind of strain 
were mixed for coincubation. A 50-µL aliquot of the 
bacterial solution was spread on a 90-mm 1/2 MS plate. 
Three replicates were performed for each strain, and ster-
ile TSB was used as a control. Tobacco seedlings were 
surface-sterilized and grown on MS medium for 20 days. 
They were then transferred to the bacterium-inoculated 
medium, with five seedlings per plate. The plates were 
randomly placed in a growth chamber and grown for 
10  days at 21  °C under 16-h light/8-h dark conditions. 
Plant morphological indicators, such as fresh weight, 
plant height, lateral root density, root length, number of 
leaves, and maximum leaf width, were measured.



Page 13 of 14Cheng et al. Journal of Nanobiotechnology          (2023) 21:436 	

Molecular detection of plant‑beneficial functional genes
PCRs and 1% agarose gel electrophoresis were con-
ducted to detect the presence of genes related to plant 
growth-promoting function in the genomes of the 
two bacterial strains B-25 and B-29. Four category 
genes were analyzed: nifH (involved in free nitrogen 
fixation) [55], acdS (cleaves of the ethylene precur-
sor 1-aminocyclopropane-1-carboxylate (ACC)) [56], 
phlD (polyketide synthase gene, produces the auxinic-
type root-branching signal 2,4-diacetylphloroglucinol 
(DAPG)) [57] and ppdC (phenylpyruvate decarboxy-
lase gene, involving 3-indole acetic acid (IAA) produc-
tion)[58]. Primer sequences can be found in Additional 
file 2: Table S1.

Supplementary Information
The online version contains supplementary material available at https://​doi.​
org/​10.​1186/​s12951-​023-​02213-6.

Additional file 1: Figure S1. NMDS ordinations based on weighted Uni-
Frac distance matrices of bacterial and fungal communities (n=48). Figure 
S2. Venn diagram depicting number of enriched or depleted ASVs in each 
compartment. Figure S3. Differential abundance between CNS-treated 
and control sample. Figure S4. Bacterial-fungal interkingdom networks. 
Figure S5. The effect of two isolated bacteria on tobacco growth. Figure 
S6. Gel electrophoresis of plant growth-promoting corresponding gene 
fragments.

Additional file 2: Table S1. Primer sequences and PCR amplification 
conditions in this study. Table S2. The mean relative abundance of bacte-
rial and fungal communities at the phylum level in the CNS-treated and 
control samples of four compartments. Table S3. Differentially abundant 
analysis showing the enriched and depleted genus in the CNS applied 
plants compared with control. Table S4. The hub nodes of microbial 
interkingdom co-occurrence networks. Table S5. Genes related to plant 
growth promoting (PGP) traits.

Acknowledgements
This work was supported by the Natural Science Foundation of HeNan 
(232300420220); Zhengzhou Tobacco Research Institute [CNTC: 
110202201001(JY-01), 110202202038], chief scientist innovation project of 
State Tobacco Monopoly Administration/ China National Tobacco Corpora-
tion, the China Association for Science and Technology [Young Elite Scientists 
Sponsorship Program 2016QNRC001].

Author contributions
JJJ and PJC conceived and designed the experiments. LTC, PL and JMT 
performed bioinformatics data analysis. LTC, JFZ, ZCQ and LJM did microbial 
related experiments. LTC, WZ, NL, PJC and JJJ wrote the manuscript and all 
authors read and approved the final version.

Availability of data
The raw sequence data reported in this paper have been deposited in the 
Genome Sequence Archive (Chen et al., 2021) in BIG Data Center (Members 
and Partners, 2022), Beijing Institute of Genomics (BIG), Chinese Academy of 
Sciences, under accession numbers CRA017876, which can be publicly acces-
sible at http://​bigd.​big.​ac.​cn/​gsa.

Declarations

Competing interests
The authors declare no competing financial interest.

Author details
1 Beijing Life Science Academy, Beijing 102200, China. 2 China Tobacco Gene 
Research Center, Zhengzhou Tobacco Research Institute of CNTC, Zheng-
zhou 450001, China. 3 Key Laboratory of Ecological Environment and Tobacco 
Quality, Zhengzhou Tobacco Research Institute of CNTC, Zhengzhou 450001, 
China. 4 China National Tobacco Quality Supervision and Test Center, Zheng-
zhou 450003, China. 5 School of Agricultural Sciences, Zhengzhou University, 
Zhengzhou 450001, China. 

Received: 1 August 2023   Accepted: 11 November 2023

References
	1.	 Verma SK, Gantait S, Kumar V, Gurel E. Applications of carbon nanomateri-

als in the plant system: a perspective view on the pros and cons. Sci Total 
Environ. 2019;667:485–99.

	2.	 Khodakovskaya M, Mahmood M, Xu Y, Li Z. Carbon nanotubes are able to 
penetrateplant seed coat and dramatically afect seed germination and 
plant growth. ACS Nano. 2009;3:3221–7.

	3.	 Cañas JE, Nations S, Vadan R, Dai L, Luo M, Ambikapathi R, Lee EH, Olszyk 
D, Efects of functionlized and nonfunctionlized single-walled carbon 
nonatubes on root elongation of select crop species. Environ Toxicol 
Chem 2008;27(1):1922–31

	4.	 Kumar A, Panigrahy M, Sahoo PK, Panigrahi KCS. Carbon nanoparticles 
influence photomorphogenesis and flowering time in Arabidopsis thali-
ana. Plant Cell Rep. 2018;37:901–12.

	5.	 Kole C, Randunu KM, Choudhary P, Podila R, Ke PC, Rao AM, Marcus 
RK. Nanobiotechnology can boost crop production and quality: first 
evidence from increased plant biomass, fruit yield and phytomedi-
cine content in bitter melon (Momordica charantia). BMC Biotechnol. 
2013;13:37–10.

	6.	 Guo X, Wang R, Zhang H, Xing B, Naeem M, Yao T, Li R, Xu R, Zhang Z, Wu 
J. Effects of graphene oxide on tomato growth in different stages. Plant 
Physiol Biochem. 2021;162:447–55.

	7.	 Khodakovskaya MV, Biris AS, Dervishi E, Villagarcia H. Carbon nano-
tubes induce growth enhancement of tobacco cells. ACS Nano. 
2012;27:2128–35.

	8.	 Khodakovskaya MV, Nedosekin DA, Dervishi E, Biris AS, Shashkov EV, 
Galanzha EI, Zharov VP. Complex genetic, photothermal, and photoa-
coustic analysis of nanoparticle-plant interactions. Proc Natl Acad Sci U S 
A. 2011;108(3):1028–33.

	9.	 Shekhawat GS, Rajput P, Rajput VD, Minkina T, Singh RK. Role of 
engineered carbon nanoparticles (CNPs) in promoting growth and 
metabolism of Vigna radiata (L.) Wilczek: Insights into the biochemical 
and physiological responses. Plants (Basel). 2021;10(7):1317.

	10.	 Tiwari DK, Villaseñor Cendejas LM, Villegas J, Carreto Montoya L, Borjas 
García SE. Interfacing carbon nanotubes (CNT) with plants: enhance-
ment of growth, water and ionic nutrient uptake in maize (Zea mays) and 
implications for nanoagriculture. Appl Nanosci. 2014;4(5):577–91.

	11.	 Li X, Jousset A, de Boer W, et al. Legacy of land use history determines 
reprogramming of plant physiology by soil microbiome. ISME J. 
2019;13:738–51.

	12.	 Fitzpatrick CR, Wang PW, Guttman DS, Kotanen PM, Johnson MTJ. Assem-
bly and ecological function of the root microbiome across angiosperm 
plant species. Proc Natl Acad Sci USA. 2018;22:1157–65.

	13.	 Raaijmakers JM. Soil immune responses. Science. 2016;352:1392–3.
	14.	 Della Mónica IF, Stefanoni Rubio PJ, Vaca-Paulín R, Yañez-Ocampo G. 

Exploring plant growth-promoting rhizobacteria as stress alleviators: a 
methodological insight. Arch Microbiol. 2022;204(6):316.

	15.	 Bhattacharyya PN. Plant growth-promoting rhizobacteria (PGPR): emer-
gence in agriculture. World J Microbiol iotechnol. 2012;28(4):1327–50.

	16.	 Ryu CM, Hu CH, Reddy MS, Wei HX, Paré PW, Kloepper JW. Bacterial 
volatiles promote growth in Arabidopsis. Proc Natl Acad Sci U S A. 
2003;100:4927–32.

	17.	 Wu F, Zhang X, Zhang H, Chen W, Yang Y, Werner D, Tao S, Wang X. Effects 
of various carbon nanotubes on soil bacterial community composition 
and structure. Environ Sci Technol. 2019;53(10):5707–16.

https://doi.org/10.1186/s12951-023-02213-6
https://doi.org/10.1186/s12951-023-02213-6
http://bigd.big.ac.cn/gsa


Page 14 of 14Cheng et al. Journal of Nanobiotechnology          (2023) 21:436 

	18.	 Cheng J, Li X, Yu Y. Effects of modified nanoscale carbon black on plant 
growth, root cellular morphogenesis, and microbial community in cad-
mium-contaminated soil. Environ Sci Pollut Res Int. 2020;27(15):18423–33.

	19.	 Chen L, Li X, Liang T, Nie C, Xie F, Liu K, Peng X, Xie J. Carbon nanoparticles 
enhance potassium uptake via upregulating potassium channel expres-
sion and imitating biological ion channels in BY-2 cells. J Nanobiotechnol. 
2020;18:21.

	20.	 Tarroum M, Al-Qurainy F, Ali AAM, Al-Doss A, Fki L, Hassairi A. A novel 
PGPF Penicillium olsonii isolated from the rhizosphere of Aeluropus 
littoralis promotes plant growth, enhances salt stress tolerance, and 
reduces chemical fertilizers inputs in hydroponic system. Front Microbiol. 
2022;13:996054.

	21.	 Tarroum M, Ali AAM, Al-Qurainy F, Al-Doss A, Fki L, Hassairi A. Harnessing 
the rhizosphere of the halophyte grass Aeluropus littoralis for halophilic 
plant-growth-promoting fungi and evaluation of their biostimulant 
activities. Plants (Basel). 2021;10:784.

	22.	 Hang X, Ou Y, Shao C, Xiong W, Zhang N, Liu H, Li R, Shen Q, Kowalchuk 
GA. Trichoderma-amended biofertilizer stimulates soil resident Aspergil-
lus population for joint plant growth promotion. NPJ Biofilms Microbi-
omes. 2022;8:57.

	23.	 Yang J, Li HJ, Yin QS, Zhang YL, Zhou HP, Zhang SX. Effects of nano-
carbon sol on physiological characteristics of root system and potassium 
absorption of flue-cured tobacco. Yancao Keji. 2015;48(1):7–11.

	24.	 Berendsen RL, Bakker PA. The rhizosphere microbiome and plant health. 
Trends Plant Sci. 2012;17:478–86.

	25.	 Mhatre PH, Kadirvelu K, Divya KL, Venkatasalam EP, Srinivasan S, Ramku-
mar G, Saranya C, Shanmuganathan R. Plant Growth Promoting Rhizo-
bacteria (PGPR): a potential alternative tool for Nematodes bio-control. 
Biocatal Agric Biotechnol. 2018;17:119–28.

	26.	 Woo SL, Lorito M, Monte E. Trichoderma: a multipurpose, plant-beneficial 
microorganism for eco-sustainable agriculture. Nat Rev Microbiol. 
2023;21(5):312–26.

	27.	 Sharma M, Singh DN, Negi RK. The genus Sphingopyxis: systematics, ecol-
ogy, and bioremediation potential. J Environ Manage. 2021;280:111744.

	28.	 Kertesz MA, Hydrocarbon-Degrading Sphingomonads: Sphingomonas, 
Sphingobium, Novosphingobium, and Sphingopyxis, in Handbook of 
Hydrocarbon and Lipid Microbiology, T. KN, Editor. 2010, Springer: Berlin, 
Heidelberg. p. 1693–1705.

	29.	 Boss BL, Zaslow SJ, Normile TG, Izquierdo JA. Comparative genomics of 
the plant-growth promoting bacterium Sphingobium sp. strain AEW4 
isolated from the rhizosphere of the beachgrass Ammophila breviligulata. 
BMC Genom. 2022;23:508.

	30.	 Krishnan R, Busse HJ, Tanaka N, Krishnamurthi S, Rameshkumar N. Novo-
sphingobium pokkalii sp. nov., a novel rhizosphere-associated bacterium 
with plant beneficial properties isolated from saline-tolerant pokkali rice. 
Res Microbiol. 2017;168(2):113–21.

	31.	 Sukweenadhi J, Kang CH, et al. Sphingomonas panaciterrae sp. nov., a 
plant growth-promoting bacterium isolated from soil of a ginseng feld. 
Arch Microbiol. 2015;197:973–81.

	32.	 Battu L, Goud BS, Ulaganathan K, Kandasamy U. Genome inside genome: 
NGS based identifcation and assembly of endophytic Sphingopyxis 
granuli and Pseudomonas aeruginosa genomes from rice genomic reads. 
Genomics. 2017;109:141–6.

	33.	 Dias ACF, Andreote FD, Lacava PT, Teixeira MA, Assumpção LC. Isolation 
of micropropagated strawberry endophytic bacteria and assessment of 
their potential for plant growth promotion. World J Microbiol iotechnol. 
2009;25:189–95.

	34.	 Dias AC, et al. Isolation of micropropagated strawberry endophytic bacte-
ria and assessment of their potential for plant growth promotion. World J 
Microbiol Biotechnol. 2009;25:189–95.

	35.	 Jaiswal AK, Paudel I, Graber ER, Cytryn E, Frenkel O. Linking the below-
ground microbial composition, diversity and activity to soilborne disease 
suppression and growth promotion of tomato amended with biochar. Sci 
Rep. 2017;7:44382.

	36.	 Long HH, Schmidt DD, Baldwin IT. Native bacterial endophytes promote 
host growth in a species-specific manner; phytohormone manipulations 
do not result in common growth responses. PLoS ONE. 2008;3(7): e2702.

	37.	 Mendes LW, Navarrete AA, van Veen JA, Tsai SM. Taxonomical and 
functional microbial community selection in soybean rhizosphere. ISME J. 
2014;8(8):1577–87.

	38.	 Ofek-Lalzar M, Goldman-Voronov M, Green SJ, Hadar Y, Minz D. Niche and 
host-associated functional signatures of the root surface microbiome. 
Nat Commun. 2014;5:4950.

	39.	 Panke-Buisse K, Goodrich JK, Ley RE, Kao-Kniffin J. Selection on soil 
microbiomes reveals reproducible impacts on plant function. ISME J. 
2015;9:980–9.

	40.	 Overvoorde P, Beeckman T. Auxin control of root development. Cold 
Spring Harb Perspect Biol. 2010;2(6):a001537.

	41.	 Wang Y, Ji Z, Bouchard DC, Nisbet RM, Schimel JP, Gardea-Torresdey JL, 
Holden PA. Agglomeration determines effects of carbonaceous nanoma-
terials on soybean nodulation, dinitrogen fixation potential, and growth 
in soil. ACS Nano. 2017;11:5753–65.

	42.	 Hao Y, Zhang Z, Song Y, Cao W, Guo J, Zhou G, Rui Y, Liu L, Xing B. 
Carbon nanomaterials alter plant physiology and soil bacterial com-
munity composition in a rice-soil-bacterial ecosystem. Environ Pollut. 
2018;232:123–36.

	43.	 Tong ZH, Nies LF, Carroll NJ, Applegate B, Turco RF. Influence of fullerene 
(C-60) on soil bacterial communities: aqueous aggregate size and solvent 
co-introduction effects. Sci Rep. 2016. https://​doi.​org/​10.​1038/​srep2​8069.

	44.	 Ren W, Teng Y, Li Z, Li L. Time-dependent effect of graphene on the struc-
ture, abundance, and function of the soil bacterial community. J Hazard 
Mater. 2015;297:286–94.

	45.	 Khodakovskaya MV, Kim JN, Alimohammadi M, Dervishi E, Mustafa T, 
Cernigla CE. Carbon nanotubes as plant growth regulators: effects on 
tomato growth, reproductive system, and soil microbial community. 
Small. 2013;9:115–23.

	46.	 Du J, Zhou Q. Graphene oxide regulates the bacterial community and 
exhibits property changes in soil. RSC Adv. 2015;5:27009–17.

	47.	 Chen L, Li X, Nie C, Liang T, Xie F. Highly hydrophilic carbon nanopar-
ticles: uptake mechanism by mammalian and plant cells. RSC Adv. 
2018;8:35246–56.

	48.	 Estaki M, Bokulich NA, McDonald D, González A, Kosciolek T, Martino C, 
Zhu Q, Birmingham A, Vázquez-Baeza Y, Dillon MR, Bolyen E, Caporaso JG, 
Knight R. QIIME 2 enables comprehensive end-to-end analysis of diverse 
microbiome data and comparative studies with publicly available data. 
Curr Protoc Bioinformatics. 2020;1:e100.

	49.	 Quast C, Yilmaz P, Gerken J, Schweer T, Yarza P, Peplies J, Glöckner FO. The 
SILVA ribosomal RNA gene database project: improved data processing 
and web-based tools. Nucleic Acids Res. 2013;41:D590–6.

	50.	 Nilsson RH, Taylor AFS, Bengtsson-Palme J, Jeppesen TS, Schigel D, Ken-
nedy P, Picard K, Glöckner FO, Tedersoo L, Saar I, Kõljalg U, Abarenkov 
K. The UNITE database for molecular identification of fungi: handling 
dark taxa and parallel taxonomic classifications. Nucleic Acids Res. 
2019;8(D1):D259–64.

	51.	 Douglas GM, Zaneveld JR. PICRUSt2 for prediction of metagenome func-
tions. Nat Biotechnol. 2020;38:685–8.

	52.	 Bastian M, Jacomy M. Gephi: an open source software for exploring and 
manipulating networks. ICWSM. 2009. https://​doi.​org/​10.​1609/​icwsm.​
v3i1.​13937.

	53.	 Love MI, Anders S. Moderated estimation of fold change and dispersion 
for RNA-seq data with DESeq2. Genome Biol. 2014;15(12):550.

	54.	 Kumar S, Li M, Knyaz C, Tamura K. MEGA X: molecular evolutionary genet-
ics analysis across computing platforms. Mol Biol Evol. 2018;35(6):1547–9.

	55.	 Poly F, et al. Comparison of nifH gene pools in soils and soil micro-
environments with contrasting properties. Appl Environ Microbiol. 
2001;67(5):2255–62.

	56.	 Glick BR. Bacteria with ACC deaminase can promote plant growth and 
help to feed the world. Microbiol Res. 2014;169(1):30–9.

	57.	 Brazelton JN, et al. 2, 4-Diacetylphloroglucinol alters plant root develop-
ment. Mol Plant Microbe Interact. 2008;21(10):1349–58.

	58.	 Gruet C, et al. Rhizophere analysis of auxin producers harboring the 
phenylpyruvate decarboxylase pathway. Appl Soil Ecol. 2022;173: 104363.

Publisher’s Note
Springer Nature remains neutral with regard to jurisdictional claims in pub-
lished maps and institutional affiliations.

https://doi.org/10.1038/srep28069
https://doi.org/10.1609/icwsm.v3i1.13937
https://doi.org/10.1609/icwsm.v3i1.13937

	Carbon nanosol-induced assemblage of a plant-beneficial microbiome consortium
	Abstract 
	Introduction
	Results
	CNS promotes tobacco growth
	CNS enhances the diversity of the bacterial and fungal microbiomes
	Microbial community composition is influenced by CNS
	Microbial ecological networks are affected by CNS
	CNS upregulates microbial genes with plant growth–promoting functions
	Plant-beneficial effects of the CNS-enriched microbes

	Discussion
	Conclusion
	Materials and methods
	Experimental design
	Sample collection
	DNA extraction and amplicon sequencing
	Amplicon sequencing data analysis
	Co-occurrence network analysis
	Statistical analysis
	Isolation and identification of tobacco rhizosphere bacteria
	Plant growth–promotion assay
	Molecular detection of plant-beneficial functional genes

	Anchor 23
	Acknowledgements
	References


