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Abstract: The oro-respiratory microbiome is impacted by inhalable exposures such as smoking and
has been associated with respiratory health conditions. However, the effect of emerging toxicants,
particularly engineered nanoparticles, alone or in co-exposure with smoking, is poorly understood.
Here, we investigated the impact of sub-chronic exposure to carbon nanotube (CNT) particles,
cigarette smoke extract (CSE), and their combination. The oral, nasal, and lung microbiomes were
characterized using 16S rRNA-based metagenomics. The exposures caused the following shifts in lung
microbiota: CNT led to a change from Proteobacteria and Bacteroidetes to Firmicutes and Tenericutes;
CSE caused a shift from Proteobacteria to Bacteroidetes; and co-exposure (CNT+CSE) had a mixed
effect, maintaining higher numbers of Bacteroidetes (due to the CNT effect) and Tenericutes (due
to the CSE effect) compared to the control group. Oral microbiome analysis revealed an abundance
of the following genera: Acinetobacter (CNT), Staphylococcus, Aggregatibacter, Allobaculum, and
Streptococcus (CSE), and Alkalibacterium (CNT+CSE). These proinflammatory microbial shifts
correlated with changes in the relative expression of lung mucosal homeostasis/defense proteins,
viz., aquaporin 1 (AQP-1), surfactant protein A (SP-A), mucin 5b (MUC5B), and IgA. Microbiota
depletion reversed these perturbations, albeit to a varying extent, confirming the modulatory role
of oro-respiratory dysbiosis in lung mucosal toxicity. This is the first demonstration of specific
oro-respiratory microbiome constituents as potential modifiers of toxicant effects in exposed lungs.

Keywords: carbon nanotubes; cigarette smoke extract; lung microbiome; oral microbiome; nasal
microbiome

1. Introduction

Engineered nanomaterials (NMs) offer immense potential for myriad applications
in several sectors, which has led to an escalation of their production over the last decade.
Carbon nanotubes (CNTs) in particular are high-volume engineered nanomaterials that
find wide-ranging applications in diverse sectors, including manufacturing, medicine, and
the environment [1]. However, their perceived impact on human health and the envi-
ronment has led to contemplation of whether the risks largely outweigh their benefits.
Indeed, the risk of human exposure to CNTs in occupational settings as well as through
the environment during the product life cycle of these materials is high since CNTs can
become airborne and persist as aerosols. CNT nanoparticles are therefore considered a
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potential human respiratory health hazard. The past decade has seen several epidemio-
logical and animal studies highlighting the toxicity and respiratory effects of CNTs [2].
Published rodent model studies including our own indicate their potential to induce lung
inflammatory episodes causing acute response and chronic toxicologic immunopathol-
ogy characterized by inflammation, hyperplasia, and granulomatous lesions [3–6]. Our
sub-chronic mouse model studies have shown that hyperplasia in response to inhaled
CNTs preferentially involves the proliferation of type 2 pneumocytes (T2Ps), also known
as alveolar type II epithelial cells lining the alveoli, conceivably to heal the injury and
maintain epithelial integrity [5]. CNT toxicity may be even more critical in workplaces with
smokers in the workforce because of co-exposure to tobacco smoke constituents. While the
underlying mechanisms of the immunotoxic effects of these nanoparticles and toxicants are
emerging [7], their impact on the microbiome of the air passages and its consequences are
poorly understood.

The role of microbiomes in human health is becoming increasingly apparent with
the gradual revelation of data in the area of disease–microbiome crosstalk [8–11]. It is
now known that microbiome balance within the body (eubiosis) is critical for a healthy
human body. This status may be altered, leading to an imbalance (dysbiosis), due to several
factors, such as sedentary lifestyle, food habits, and exposure to pollutants. These may
include voluntary (tobacco smoke) and involuntary (air pollution, occupational exposures)
pollutants, among others. Dysbiosis involves perturbations in microbial abundance and
diversity (measured in terms of diversity indices such as Chao1 and Shannon) and has
been linked with the onset of several diseases, though the underlying mechanisms remain
poorly understood. Often, it has been speculated that an altered microbiome resulting from
respiratory exposure to toxicants, such as smoke and air pollution, may be responsible, at
least in part, for the onset of the associated pathologies/diseases. The microbiome segment
that has been mostly investigated in such a toxicant exposure context is the gut microbiome.
However, the oro-respiratory microbiome (microbiota in upper and lower parts of the
respiratory tract, including the oral cavity), being at the environment–respiratory system
interface, may be critical in mediating host response to inhalable toxicants via direct and
indirect interactions [12–15]. For instance, it has been observed that in the airway micro-
biome, the Gamma-proteobacteria group benefits from the inflammatory lung condition,
while encoding molecular components promoting inflammation. In contrast, genera such
as Prevotella may participate in the immunologic homeostasis of the airways [16,17]. These
findings are not only indicative of the airway microbiome playing a critical role in lung
immunopathology but also suggest a quite different immunogenic response of the airway
microbiome compared to the gut microbiome. Taken together, this scientific premise has
triggered increased research interest in microbial dysbiosis in the lung and upper parts
of the respiratory system and their role in understanding the mechanisms underlying the
toxicity of inhalable pollutants.

In human respiratory diseases, there has been increasing evidence of the role of the
lung microbiome in inducing immune responses and vice versa [16,18]. For instance, the
role of lung microbiota has been implicated in respiratory immune diseases, particularly
asthma [19]. Likewise, tobacco smoke, which is the underlying cause of chronic obstructive
pulmonary disease (COPD) and other lung diseases, has been known to affect both oral
microbiota [20,21] and lung microbiota [16,22–25]. However, such information is lack-
ing on oro-respiratory microbiota perturbations during CNT exposures and associated
lung toxicity.

Lung homeostasis is maintained by critical mucosal proteins [26]. For example, surfac-
tant proteins such as SP-A are required for the lubrication of the alveolar lining for normal
lung function and the opsonization of microbes. Aquaporins (AQPs) are water channel
proteins, of which AQP-1 is required for water transport across membranes, particularly
of endothelial cells in the lungs. Mucin protein secreted by goblet cells is a critical com-
ponent of the mucociliary escalator in the lung and is required for inhibiting microbial
adherence to epithelial cells, mucosal lubrication, and surface tension reduction in the
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lung. Immunoglobulin A (IgA) is a predominant antibody isotype in mucosal surfaces
where it confers protection from invading pathogens while being tolerant to commensals
(which are considered as its inducers) and is a potential driver of microbiota homeosta-
sis [27]. Lung exposure to pathogens and toxicants, such as cigarette smoke and associated
respiratory diseases, disrupts lung mucosal homeostasis as well as the lung microbiome;
however, the causal role of the microbiome in such mucosal disruptions implicating the
mucosal proteins is unclear. Such interactions are particularly unclear in lung exposure to
engineered nanoparticles.

In view of the above scientific premise, our hypothesis is that CNT nanoparticles, alone
or in combination with cigarette smoke (frequently co-occurring exposures), may cause
perturbations (dysbiosis) in the oro-respiratory microbiome, which may play a modifying
role in inducing changes in mucosal homeostasis in exposed lungs. To test this in the
current study, our overall objective was to investigate the oro-respiratory microbiome in
relation to lung mucosal responses employing our previously established CNT sub-chronic
exposure mouse model using normal (microbiota-intact) and antibiotic-treated (microbiota-
depleted) mice. Considering that smoking is a common confounder in lung exposures, we
undertook an investigation of the individual and combined effect of CNTs and cigarette
smoke extract (CSE) using microbiota-intact (normal) mice or microbiota-depleted mice
to understand any continuum or synergy between these two particulate exposure types.
To our knowledge, this is the first report on the effects of CNT nanoparticles (alone or
in combination with cigarette smoke) on the oro-respiratory microbiome and the latter’s
modulatory role in CNT toxicity in exposed lungs.

2. Materials and Methods
2.1. CNT Preparation and Characterization

Multi-wall carbon nanotubes (MWCNTs, referred to as CNTs in this report) of high
purity were obtained in a dry bulk powder form from Baytubes (Leverkusen, Germany)
and physiochemically characterized and processed as described in our previous report [5,7].
A CNT suspension was prepared in 1% Pluronic solution made in PBS for use in mice
exposures.

2.2. CSE Preparation

Cigarette smoke extract (CSE) was prepared from reference cigarettes (Code 3R4F),
obtained from the Center for Tobacco Reference Products, Kentucky Tobacco Research
& Development Center, Lexington, KY, USA, using an in-house protocol, as reported
earlier [7]. The resulting extract was collected aseptically and stored in airtight vials at 4 ◦C
until used.

2.3. Animals, Microbiota Depletion, and Toxicant Exposures

Six-week-old male mice were generated by in-house breeding using C57BL/6J breed-
ing mice pairs purchased from The Jackson Laboratory (JAX). A cohort of microbiota-
depleted mice (designated as ABX mice) was generated by administration of antibiotics
for 2 weeks, per our published protocol [7]. Age-matched (8-week-old) microbiota-intact
(WT) mice and the microbiota-depleted (ABX) mice groups were then divided into four
exposure cohorts to test the impact of the following exposures: (a) vehicle (1% Pluronic
F127 in PBS) as the control group, (b) CNT, (c) CSE, and (d) a combination of CNT and
CSE. Oropharyngeal administration was carried out for all exposure treatments. For CNT
treatment, a single dose (2.8 mg kg−1 body weight) of CNT suspension was administered
on day one and the treated mice were housed normally for 4 weeks. For the CSE treatment,
a daily dose (30 µL/mouse) of CSE was administered for 4 weeks. For the co-exposure
regime, the mice were administered the above-described CNT and CSE dose regimens for
a total exposure period of 4 weeks. The animal protocol (#06-12-06-01) for procedures used
in this study was approved by the University of Cincinnati’s Institutional Animal Care and
Use Committee (IACUC).
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2.4. Organ Harvesting and Microbial Cell Recovery

All experimental mice were sacrificed by intraperitoneal injection of Euthasol® (Butler-
Schein, Dublin, OH, USA) per the approved IACUC protocol. The lungs were lavaged
to recover bronchoalveolar lavage (BAL) fluid and the tissue was harvested as per the
protocols described in our earlier report [7,26]. For oral and nasal lavaging, a small nick
was made at the pharynx exposing both the nasal and oral cavities. The two cavities were
rinsed with 1 mL sterile PBS each and the resulting lavage was centrifuged in succession
at 1000 RPM/5 min and 12,000 RPM/15 min at room temperature to differentially pellet
the mouse cells and the microorganisms, respectively. The microbial pellet was used
for microbiome analysis and the supernatants were stored immediately at −80 ◦C for
subsequent measurements.

2.5. Microbial DNA Isolation and Nextgen Sequencing

The microbial pellets obtained from the BAL fluid, oral lavage, and nasal lavage
samples were processed for isolation of total microbial DNA using Qiagen’s DNeasy Blood
and Tissue kit (Qiagen Inc., Germantown, MD, USA), following the manufacturer’s pro-
tocol with modifications. Briefly, the microbial pellet was lysed using an optimized lysis
buffer (20 mM Tris-HCl, pH 8.0, 2 mM Sodium EDTA, 1.2% Triton X-100, 20 mg/mL
Lysozyme added immediately before use, 40 IU/mL Mutanolysin) at 37 ◦C for 30 min in
conjunction with bead beating. The buffer AL of the kit was then added to the crude lysate
followed by purification of the microbial DNA using the DNeasy Mini Spin column per
the manufacturer’s protocol. To check any background contamination, microbial DNA
was extracted from the blank microfuge tubes using the same reagents and conditions.
The DNA extract was stored (−80 ◦C) for subsequent analysis. The 16S rRNA gene se-
quencing was performed using the MiSeq V2 500 cycle kit on an Illumina platform as
described earlier [28], at the DNA Core of the Cincinnati Children’s Hospital Medical
Center (CCHMC). Bioinformatic analysis of the data involved FASTQ file generation fol-
lowed by the use of the QIIME program, demultiplexing, reformatting, dereplication and
operational taxonomic unit (OTU) clustering, taxonomic assignment, and OTU table cre-
ation followed by analysis for alpha and beta diversity [29]. Linear discrimination analysis
(LefSe) was performed using a Galaxy module based on a 3.0 LDA score threshold value
(http://huttenhower.sph.harvard.edu/galaxy, accessed on 1 June 2020).

2.6. RNA Isolation

Mouse lung tissue was processed for total RNA extraction using a TRI reagent kit fol-
lowing the manufacturer’s protocol. Briefly, 150 mg of the tissue was homogenized in 1 mL
of TRI reagent solution on ice using a tissue homogenizer (Biospec Variable speed Tissue
Tearor, model no. 985370). The homogenate was subjected to phase separation by treatment
with 100 µL of 1-bromo-3-chloropropane (BCP) for 5 min at room temperature, followed
by centrifugation at 12,000 RPM for 12 min at 4 ◦C. The aqueous phase was subjected to a
column-based protocol using a RNeasy mini kit (Qiagen) for RNA purification. The quality
and concentration of the resulting RNA preparation were estimated using Nanodrop (Nunc
Nanodrop, Thermofisher, Waltham, MA, USA).

2.7. qRT-PCR for Gene Expression Analysis

Gene expression analysis was performed based on gene-specific qRT-PCR using a
Brilliant III SYBER Green Master Mix one-step kit (Agilent Technologies, Santa Clara,
CA, USA) and real-time PCR platform ABI 7500 (Applied Biosystems, Waltham, MA,
USA). The housekeeping gene hypoxanthine phosphoribosyl transferase (HPRT) was
used as an internal control. Gene-specific primers were used for transcriptional analysis
of the following targets: aquaporin 1 (AQP-1), surfactant protein A (SP-A), and mucin
5b (MUC5B). The primers were used from published sources (see Supplementary Table
S1) [26]. One-step qRT-PCR reaction for each gene target was performed using an ABI 7500
thermocycler (Applied Biosystems) using the reaction conditions described in our earlier
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report [26]. Fold change (FC) in target gene expression in the sample relative to the control
was calculated by the 2−δδCT method [30]. The calculation was based on the following
formula: Fold Change (FC) = 2−[CT(TG)-CT(HKG)] treated sample − 2−[CT(TG)-CT(HKG)] vehicle
control. Regulation of gene expression was interpreted as follows: FC = 1, no change in
gene expression; FC > 1, upregulation; FC < 1, downregulation.

2.8. IgA Estimation in BAL Fluid

Immunoglobin-A (IgA) was measured in the BAL fluid using an IgA Mouse ELISA
kit (cat. no. 88-50450, Thermofisher Scientific USA) following the manufacturer’s protocol.
Briefly, the ELISA plate was coated with capture antibody (100 µL) overnight at 4 ◦C. Wells
were aspirated and washed with wash buffer (400 µL/well) and blocked with blocking
buffer (250 µL/well). The wells were washed and loaded with the standard or sample
(10 µL diluted in 90 µL of assay buffer) and incubated for 2 h at room temperature on
the shaker. The wells were washed again, and a detection antibody (100 µL/well) was
added. Following another wash, a substrate solution (100 µL/well) was added and incu-
bated for 15 min. The reaction was stopped with 100 µL of stop solution and absorbance
was measured at 450 nm. The IgA concentration was calculated relative to the standard
concentration. The minimum detection limit of the IgA kit was 0.39 ng/mL.

2.9. Histopathological Analysis of Lung Tissue

The formalin-fixed lung tissues (n = 2 mice) for each treatment type (CNT, CSE, and
CNT+CSE) were stained with hematoxylin and eosin (H&E) staining at the CCHMC His-
tology core facility. A blinded histopathological analysis of the stained sections was carried
out using an Olympus BX53 microscope equipped with Olympus DP22 and the software
imaging system cellSens standard 2.2 (Olympus Lifescience, Waltham, MA, USA). The
endpoints analyzed include alveolar type II pneumocyte (T2P) hyperplasia and bron-
choalveolar (mixed-cell) hyperplasia in terms of location, presence or absence, and severity.
The observations were scored on a scale of 0 to 4 where 0 is absent, 1 is minimal, 2 is mild,
3 is moderate, and 4 represents severe. Each slide was analyzed for five adjacent areas and
representative images were captured for presentation.

2.10. Statistical Analyses

All statistical analyses were performed using GraphPad Prism 8.0.1 (La Jolla, CA, USA).
The results were expressed as mean ± standard error (SE) and further statistical significance
of the difference between groups was calculated by using an unpaired t-test with Welch
correction. Statistical significance was determined with a p-value ≤ 0.05 representing
significance and the lower values p ≤ 0.01 and p ≤ 0.001 representing highly significant
differences. The level of significance was denoted using asterisks as follows: (*) if p ≤ 0.05,
(**) if p ≤ 0.01, and (***) if p ≤ 0.001.

3. Results
3.1. Toxicant Exposure and Co-Exposure Led to Oro-Respiratory Microbiota Dysbiosis in WT Mice

Microbiome analyses in the lung, nasal cavity, and oral cavity showed distinct shifts
in the overall microbial community composition and differential abundance of specific
bacterial taxa between the control mice and the CNT- and/or CSE-exposed mice, as de-
tailed below.

3.1.1. Lung Microbiota Dysbiosis

The analysis of lung microbiota showed differential microbiota clustering, particularly
when holistically comparing control and treated samples for diversity (Figure 1), suggest-
ing definitive effects of exposures. At the phylum level, the CNT group had a reduced
abundance of Bacteroidetes and Proteobacteria while having an increased abundance of
Firmicutes and Tenericutes (Figure 1). Accordingly, the microbiota composition at the
genus level was found to be distinctly different in the CNT, CSE, and CNT+CSE groups
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compared to the control group. Comparison of these bacterial taxa by LEfSe analysis
revealed a significantly higher proportion of Mollicutes, Mycoplasma, Tenericutes, Shewanella,
and Altermonadales in the CNT group; Bacteroidetes, Odoribacter, and Ruminococcus in
the CSE group; and Oscillospira and Helicobacter in the CNT+CSE group (Figure 2). The
abundance of Pseudomonas was significantly lower in all three treated groups compared to
the control group (Figure 2).
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Figure 1. Lung microbiota diversity and compositional changes in mice in response to respiratory tox-
icants. The toxicants, animal exposure conditions, and lung microbiota DNA analyses are described
in the Materials and Methods (Section 2). The top part of the figure depicts microbiota diversity
showing differential microbiota clustering for beta diversity based on principal component analysis
(a) and alpha diversity based on Chao1 index (b) and Shannon index (c), between the control and
treated groups. The bottom part of the figure depicts microbiota composition at the phylum (d),
family (e), and genus (f) level showing distinct differences in the CNT, CSE, and CNT+CSE groups
compared to the control group. The differences in diversity and composition suggest definitive effects
of the toxicant exposures.
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are described in the Materials and Methods (Section 2). The LEfSe analysis shows a higher pro-
portion of Mollicutes, Mycoplasma, Tenericutes, Shewanella, and Altermonadales in the CNT group;
Bacteroidetes, Odoribacter, and Ruminococcus in the CSE group; and Oscillospira and Helicobacter in the
CNT+CSE group.

3.1.2. Oral Microbiota Dysbiosis

Interestingly, a pattern similar to that in the lung microbiota was seen in the oral
microbiota wherein the CNT, CSE, and CNT+CSE groups demonstrated distinct clusters
compared to the control group (Figure 3). At the phylum level, Proteobacteria abundance
was reduced, while Firmicutes, Cyanobacteria, and Bacteroidetes were increased in all three
toxicant treatment groups. In addition, at the genus level, the CNT group had a higher
abundance of Acinetobacter while the CSE group had a higher abundance of Staphylococcus,
Aggregatibacter, Allobaculum, and Streptococcus, and the CNT+CSE group had Alkalibacterium
abundance (Figure 3).
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Figure 3. Oral microbiota diversity and compositional changes in mice in response to respiratory
toxicants. The toxicants, animal exposure conditions, and oral microbiota DNA analyses are described
in the Materials and Methods (Section 2). The top part of the figure depicts oral microbiota diversity
showing differential microbiota clustering between the control and treated groups for beta diversity
based on principal component analysis (a) and alpha diversity based on Chao1 index (b) and
Shannon index (c). The bottom part of the figure depicts oral microbiota compositional differences
among the treatment groups at phylum (d), family (e), and genus (f) levels. At the genus level,
the CNT group had a higher abundance of Acinetobacter, the CSE group had a higher abundance
of Staphylococcus, Aggregatibacter, Allobaculum, and Streptococcus, and the CNT+CSE group had
Alkalibacterium abundance.

3.1.3. Nasal Microbiota Dysbiosis

Although a sufficient sample size could not be acquired for nasal specimens, the anal-
ysis of nasal microbiota demonstrated a similar pattern to that seen for the oral microbiota,
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i.e., reduced Proteobacteria and increased Firmicutes in the CNT, CSE, and CNT+CSE
groups compared to the control group (Figure 4). The three treatment groups segregated
well from the control group and showed a trend towards high beta diversity but low alpha
diversity differences among their microbiota profiles.
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Figure 4. Compositional changes in mouse nasal microbiota at various phylogenetic levels in response
to different respiratory toxicants. The toxicants, animal exposure conditions, and nasal microbiota
analyses are described in the Materials and Methods (Section 2). Nasal microbiome compositional
differences among the treatment groups are shown at phylum (a), family (b), and genus (c) levels. The
analysis revealed reduced Proteobacteria and increased Firmicutes in the CNT, CSE, and CNT+CSE
groups compared to the control group.

Taken together, the above-described microbiome data clearly indicated that the respi-
ratory exposure and co-exposure to the examined particulates, CNTs in particular, result in
a dysbiosis of lung, oral, and nasal mucosal microflora characterized by a shift in microbial
community composition and altered abundance of several bacterial taxa.

3.2. Microbiota Depletion Differentially Regulated the Lung Mucosal Homeostasis/Defense Proteins

We investigated the transcriptional regulation of mucin (MUC5B), surfactant protein-A
(SP-A), and aquaporin-1 (AQP-1) based on gene expression analysis. Regulation of these
lung-function-related proteins in normal (WT) microbiota-intact mice when exposed to
CNT, CSE, or CNT+CSE was reported in our previous report [26]. Here, we compared
antibiotic-treated (ABX) microbiota-depleted mice with the WT microbiota-intact mice (as
comparison control) to understand the modulatory role of microbiota in toxicant-induced
lung damage/injury. Though the baseline in ABX background mice was somewhat higher
than in the WT background mice, the overall outcomes in the two backgrounds were
exposure-dependent, confirming the driver role of toxicant–microbiota interactions.

3.2.1. Microbiota Depletion Upregulated Mucin (MUC5B) Gene Expression

This mucin protein isoform, required for lung airway lubrication/rheology and barrier
function, showed relative upregulation in microbiota-depleted (ABX) mice in the three
exposure groups, viz., CNT (p ≤ 0.01), CSE (p ≤ 0.05), and CNT+CSE (p ≤ 0.05), compared
to the normal (WT) background (Figure 5a).

3.2.2. Surfactant Protein-A (SP-A) Was Downregulated in Microbiota-Depleted Mice

Lung surfactant protein A showed relative downregulation in the CNT (p ≤ 0.05), CSE
(p ≤ 0.01), and CNT+CSE exposure groups in the ABX background compared to the WT
background (Figure 5b).
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Figure 5. Mucosal defense and homeostasis proteins in the exposed lungs from microbiota-depleted
(ABX) mice relative to microbiota-intact (normal) mice. The toxicants and animal exposure condi-
tions are described in the Materials and Methods (Section 2). The gene expression analysis for the
following individual proteins measured in the lung tissue showed differential expression among the
treatment groups: (a) Mucin 5b (MUC5B); (b) Surfactant protein-A (SP-A); (c) Aquaporin-1 (AQP-1).
(d) Immunoglobulin A (IgA) level measured in the bronchoalveolar lavage (Bal) fluid was lower in
microbiota-depleted mice. Note that the WT data presented here for comparison are leveraged from
our earlier open access publication (Reference [26] published by “Frontiers”). Statistical comparisons
between treatments are represented in terms of the level of significance (p-value) denoted using
asterisks, as follows: (*) if p ≤ 0.05, (**) if p ≤ 0.01, and (***) if p ≤ 0.001.

3.2.3. Microbiota Depletion Exerted a Differential Effect on Aquaporin-1 (AQP-1) Gene
Expression

AQP-1 expression was relatively upregulated in the microbiota-depleted (ABX) back-
ground in the CSE exposure group (p ≤ 0.001) but showed a downregulation trend in the
CNT and CNT+CSE groups compared to the WT background (Figure 5c).

3.2.4. Microbiota Depletion Reduced Total Immunoglobulin A (IgA) Secretion in Lung

The total IgA level in the BAL fluid was significantly high in the CNT and CSE groups
compared to the vehicle control group (p < 0.05) in the WT background mice. In a pairwise
comparison between WT (microbiota-normal) and ABX (microbiota-depleted) mice, the
IgA level was relatively lower in the microbiota-depleted group across all three toxicant
treatment groups.
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Taken together, the above results suggested that microbial dysbiosis due to toxicant
exposures differentially impacts the regulation of key lung homeostasis or defense proteins
under different toxicant exposure conditions (Figure 5d).

3.3. Microbiota Dysbiosis Modulated the CNT- and/or CSE-Induced Lung Pathology

Vehicle control mice showed no sign of any deformation in the lung for any of the
histological markers. Normal mice (WT) treated with CNT alone showed type II pneumo-
cytes (T2P) hyperplasia and bronchoalveolar (BA) hyperplasia. However, in ABX-CNT
(microbiota-depleted CNT-treated) mice, lower grades of T2P hyperplasia and BA hyperpla-
sia were observed. ABX-CSE mice showed mild grade T2P hyperplasia and BA hyperplasia.
Similarly, in normal CNT+CSE and ABX-CNT+CSE treated mice, the patchy T2P and BA
hyperplasia were observed but the extent of these changes was lower in ABX-treated mice
(Figure 6).
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Figure 6. Hyperplasia in the exposed lungs of microbiota-intact (normal) versus microbiota-depleted
(ABX) mice subjected to different respiratory toxicants. The hyperplasia changes are shown by arrows
in the H&E-stained images. The toxicants and animal exposure conditions are described in the
Materials and Methods (Section 2). Bronchoalveolar (BA) hyperplasia is presented in the top part of
the figure as follows: upper panels—(a) WT-Control; (c) WT-CNT; (e) WT-CSE; (g) WT-CNT+CSE;
lower panels—(b) ABX-Control; (d) ABX+CNT; (f) ABX+CSE; (h) ABX+CNT+CSE. (i) Heat map
showing the effects of different exposures. Type 2 pneumocyte (T2P) hyperplasia, also known as
alveolar Type2 epithelial cell hyperplasia, is presented in the bottom part of the figure as follows:
upper panels—(a’) WT-Control; (c’) WT-CNT; (e’) WT-CSE; (g’) WT-CNT+CSE; lower panels—(b’)
ABX-Control; (d’) ABX+CNT; (f’) ABX+CSE; (h’) ABX+CNT+CSE. (i’) Heat map showing the effects
of different exposures. The x-axis numbers 1–5 in panel (i) and (i’) represent the five different focus
areas analyzed per slide. The y-axis numbers 0, 0.5, 1.0,1.5, and 2.0 in panel (i) and (i’) represent the
injury scores on a 0 to 4 scale, with 0 being normal and 4 being severe. Microbiota depletion resulted
in a lower grade of hyperplasia (BA and T2P) in either CNT- or CSE-exposed mice.
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4. Discussion

There is emerging interest in understanding the role of microbiomes in environmental-
exposure-associated lung diseases such as asthma and COPD, which are caused by in-
voluntary exposures to toxicants like CNTs and/or voluntary exposure to toxicants such
as smoking, and other environmental triggers. However, the majority of such studies,
including our own, on microbiome–toxicant pathology interactions have focused on the
gut microbiome [12–15,26] and little is known about the role of the oral and respiratory
microbiomes. While cigarette smoking has been shown to modulate human oral and lung
microbiomes [22–24] such evidence is lacking for other toxic particulate types, particu-
larly for carbon nanotubes, the high-volume engineered nanoparticles that are known to
cause lung damage and pathological conditions [4–6]. In this context, our most recent
studies have shown that respiratory exposure to CNTs can remotely induce dysbiosis in
gut microbiota [7]. In the current study, the question of whether respiratory exposure to
CNT particles is responsible for microbiome perturbations in the local organ (respiratory
tract) was investigated using the CNT sub-chronic respiratory exposure mouse model. An
additional query was to investigate whether the impact is primarily confined to the main
lung or if it extends throughout the entire respiratory tract, including the upper parts (nasal
or oral) involved in the respiration process.

While the health effects of inhaled carbon nanoparticles, particularly CNTs, have
attracted much attention, little is known about their synergy with commonly inhaled par-
ticulates, such as cigarette smoke. The current study was designed to primarily understand
the effects of respiratory exposure as well as co-exposure to CNT particles and cigarette
smoke constituents on oro-respiratory microbiota and whether the microbiota is a critical
regulator of lung toxicity in these exposures. Such a regulatory role of the microbiota
in the exposed lungs was investigated by comparing mice with intact (normal WT) lung
microbiota and those with antibiotic-depleted (ABX) microbiota.

4.1. Dysbiosis of Oro-Respiratory Microbiota Due to Respiratory Exposure to CNT and/or Tobacco
Smoke Constituents

Different treatment groups of mice were analyzed for microbiota composition in
different segments of the oro-respiratory system. We observed an overlap of Proteobacteria
among the three microbiomes (lung, oral, and nasal). Additionally, the lungs harbored
the microbiome phyla Bacteroidetes, Firmicutes, and Actinobacteria. This suggested the
prevalence of both overlapping and niche-specific colonization of individual segments
of the oro-respiratory tract. In terms of factors perturbing the oro-respiratory microbiota,
inhalation exposures to smoke and air pollution have been shown to cause dysbiosis of
both the lung and oral microbiota [22,31]. Such dysbiosis bears significance considering
that oral microbiota has been linked with esophageal cancer [32] and chronic kidney
diseases [33] and there is emerging evidence on the role of lung microbiota in lung health
and disease [16,18].

4.1.1. Lung Microbiota

In the lung, the microbiota is considered to be one of the factors contributing to the first
line of defense and is required for normal lung function [34]. The lung being in continuity
with the upper respiratory tract, it is unclear whether the nasal microbiota is the potential
source for the lung microbiota. Comparative analysis of the control and treated mice
groups showed that Proteobacteria are the overlapping major phylum in the nasal and
oral microbiomes; this phylum formed a dominant fraction (>99%) of these microbiotas
in the control mice. Interestingly, Proteobacteria constituted a large proportion (46.9%) of
the total lung microbiome, which also contained Bacteroidetes (16.7%), Firmicutes (32.8%),
and Actinobacteria (1.1%); this implied a selective overlap between the lung microbiome
profile and those of the oral and nasal microbiome (Figures 1–4). Although a similar
lung microbiome profile was observed in other mouse studies, the composition is highly
variable as it may depend on shipment, vendor, cage, and surrounding environmental
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factors [35–37]. This implies that the source of lung microbiota may be environmental and
can be manipulated by specific external factors.

Our observations that the predominant phyla in the mouse lung microbiota are Pro-
teobacteria, Firmicutes, and Bacteroidetes are similar to the findings in human studies
on asthma patients [38,39]. Higher levels of the phylum Proteobacteria (Gram-negative
bacteria) have been positively correlated with Th17 cell development and recruitment
of eosinophils and neutrophils in the lung [40]. Similarly, higher levels of the phylum
Firmicutes (Gram-positive bacteria) and the genus Lactobacillus were found to be associated
with severe asthma [41]. Higher Bacteroidetes abundance promoted programmed death
ligand (PD-L1) restricted T regulatory cells and limited the degree of inflammation in the
lung after antigen exposure [42]. While exposure to CNTs led to a shift in lung microbiota
from Proteobacteria (also known as Pseudomonadota) and Bacteroidetes to Firmicutes (now
known as Bacillota) and Tenericutes (renamed as Mycoplasmatota), the CSE exposure shifted
it from Proteobacteria to Bacteroidetes. The co-exposure (CNT+CSE) showed a mixed
effect on lung microbiota, maintaining higher numbers of Bacteroidetes (CNT effect) and
Tenericutes (CSE effect) compared to the control group (Figure 1). While many species of
Mycoplasma are known to be harmless, species such as M. pneumoniae have been associ-
ated with lung diseases, such as walking pneumoniae. Cell-free extracts of M. pneumoniae
have been shown to trigger immunogenic responses in murine models, which included
IL-6, TNF-α, NF-κB, and p38 and PI3K-linked pro-inflammatory signals [43]. Increased
Bacteroidetes and Prevotella have been shown to secrete extracellular vesicles that were
linked with Th17 cell development and neutrophil recruitment leading to pulmonary
fibrosis [34]. Other murine studies have shown shifting of microbiota early in infancy
from Gamma-proteobacteria and Firmicutes to Bacteroidetes, leading to PD-L1 dependent
anti-inflammatory Treg cell development and attenuation of the Th2 cell response for pollen
allergy [42].

4.1.2. Oral Microbiota

Cigarette smoking has been associated with the depletion of oral microbiota in smokers
characterized by decreased alpha diversity in buccal mucosa but not in other oral sampling
sites [44]. However, in the current mouse model, we noticed an increase in alpha diversity
(Shannon index) in the oral microbiome in the CSE-exposed mice. Surfactant proteins (SPs)
regulate the colonization of microbiota at mucosal surfaces, such as the oral, lung, and
gastrointestinal systems, and also modulate the innate immune response [45]. A study
on female smokers with oral lesions reported a differential quantitative effect of smoking
and SP-A expression on 53 oral microbiome species, where a higher SP-A expression
was associated with decreased oral microbial diversity. The smoker group had a lower
salivary SP-A level and a higher abundance of Corynebacterium argentoratense [9]. In the
current mouse study, we found a decreased SP-A mRNA transcript expression in mice
exposed to CSE, CNT, or CNT+CSE. However, both the oral and nasal microbiomes in the
CNT, CSE, and co-exposed mice showed an abundance of Proteobacteria and Firmicutes.
The Firmicutes abundance was >2-fold higher in the CSE-treated group compared to the
CNT-treated group or the CNT+CSE co-treated group mice [42]. An increase in Firmicutes
members has been associated with declining lung function in COPD patients [31].

The human lung microbiome in smokers showed an increased proportion of pathogenic
species Acinetobacter and Pseudomonas, which were in decreased proportion in our find-
ings [25]. The oral microbiome in smokers had Bacteroides as the most abundant bacterial
genus, similar to our findings, though many other bacterial genera that were different from
our study were also detected [21]. CSE exposure impacted the lung microbiota by increas-
ing the proportion of Bacteroidetes (38.4%) and decreasing the proportion of Proteobacteria
(26.2%) at the phylum level, and causing an increase in the genera Bacteroides, Clostridiales,
Shewanella, S24-7 and a decrease in the genera Pseudomonas, Alkalibacterium, Acinetobacter,
Mycoplasma, Oscillospira, Allobaculum. In contrast to lung microbiota, the oral and nasal
microbiota showed increased Firmicutes and decreased Proteobacteria in the CSE-exposed
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mice compared to the control mice. This is quite different from the changes observed in the
oral microbiota of human smokers, where Fusobacteria, Prevotella, and Selenomonas were the
most abundant genera, in contrast to Peptococcus and Capnocytophaga in non-smokers [21].
In contrast to the human oral microbiome, Bacteroidetes constituted only 7.6% and 10.46%
of the total oral and nasal microbiota in the CSE-exposed mice in this study. In comparison,
in the control mice, Proteobacteria was the major phylum constituting > 99% of the total
oral and nasal microbiota. The quantitative differences between the human smokers’ data
and our mice observations could be due to the use of smoke extract instead of inhaled
smoke, which contains both intact particulates and chemical constituents.

4.2. CNT- and/or CSE-Induced Lung Damage and Pathology

Mucin protein is required for inhibiting microbial adherence to epithelial cells, mucosal
lubrication, and surface tension reduction in the lung. Both CNT and CSE exposures had
downregulating effects on MUC5B gene expression, although the co-exposure showed
no significant effect (Figure 5a). This contrasts with earlier findings [46], which reported
an upregulation of the MUC5B gene in mice lungs after receiving a total of four doses
(36–109 µg/mouse) of MWCNT at 1-week intervals for 90 days. This upregulation may be
attributed to the onset of a reparative mechanism during their long-term (90 days) exposure.
An upregulation of MUC5B has been found to be linked with pulmonary interstitial lung
fibrosis and COPD [47,48]. The downregulation of MUC5B in our study may be due to
the sloughing of goblet cells. Furthermore, exposure to CNT or CSE has been linked with
poor pathogen clearance (fungal and bacterial) in the lungs, which might be in part due to
inhibition of mucus secretion [49,50]. In this context, surfactant protein A (SP-A), another
important innate defense protein in the lungs, is required for the opsonization of pathogens
for phagocytosis by the alveolar macrophages. We observed a significant decrease in SP-A
expression both in CNT and CSE individual exposures and co-exposure, suggesting an
increased propensity for infection in the exposed lungs (Figure 5b). Downregulation of SP-
A has been reported to confer increased susceptibility to Streptococcal and Pseudomonas
infections [51,52]. In contrast, the total Immunoglobin-A(IgA) level in BAL fluid was
higher in the CNT and CSE exposure groups compared to the vehicle control group,
implying upregulation of the mucosal secretory IgA (Figure 5d), which is required for the
lung microbiota homeostasis and mucosal protection against infections. For instance, a
decreased serum IgA level was associated with increased oropharyngeal colonization of
microbiota members Prevotella, Alloprevotella, and Selenomonas, and severe lung disease [27].

4.3. Modulatory Effects of Lung Microbiota on Mucosal Homeostasis and Damage in
Toxicant-Exposed Lungs

Our results showed a significant difference (either upregulation or downregulation)
between microbiota-intact (normal) mice and microbiota-depleted (ABX) mice for induction
of lung homeostasis and mucosal defense proteins (Figure 5), and pathological endpoints
(Figure 6) in the toxicant-exposed lungs. The difference was more or less consistent in
the three exposure types (CNT, CSE, or co-exposure), albeit with quantitative differences.
Generally speaking, the lung innate homeostasis/mucosal defense protein MUC5B was
upregulated whereas SP-A and AQP-1 were downregulated in microbiota-depleted mice
compared to normal mice in all three exposure groups except for AQP-1 in the ABX-CSE
background (Figure 5c). Collectively, this suggested the role of microbiota in maintain-
ing lung homeostasis. Interestingly, we observed an abundance of short-chain fatty acid
(SCFA)-producing bacterial phyla Bacteroidetes and Firmicutes. In this context, mucin
metabolism produces SCFA, which preferentially serves as an energy source for the epithe-
lial cells, reduces inflammation, and enhances the expression of epithelial tight junction
proteins [53]. An earlier study associated MUC5B gene deficiency with colonization of
Streptococcus and Staphylococcus aureus, increased accumulation of apoptotic macrophages,
decreased phagocytosis, and reduced IL-23 in lungs [54]. Mucus is also required as an
energy source by the commensal bacterial species Akkermansia muciniphilla, which pro-
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motes Treg differentiation and reduces inflammation and apoptosis in the epithelium [55].
Aquaporins contribute to the water permeability of the cell membranes, gas exchange,
cell proliferation, and migration. Increased AQP-1 expression has been associated with
angiogenesis and lung adenocarcinoma [56].

Taken together, the results suggested a differential (mediator-specific) modulatory
effect of microbiota on mucosal proteins that are critical in lung innate defense and injury
protection mechanisms in the exposed lungs.

Despite the demonstration of the hypothesized modulatory/causal role of
oro-respiratory microbiota dysbiosis in lung mucosal toxicity/immunotoxicity due to
nanoparticle exposures, our study had certain limitations. For instance, because the mi-
crobiota modulates the immune response via its immunoreactive metabolites or proteins,
there is a need to identify specific molecular constituents driving the modulatory effect.
Also, there is a need to further clarify whether the observed modulatory effect was directly
mediated by the microbiota or indirectly via the activated immune mediators. Further
research in this direction will help clear up this conundrum.

5. Conclusions

The current study, based on a sub-chronic exposure mouse model is the first to show
that respiratory exposure to CNT or CSE, or their combination, causes significant dysbiosis
of oro-respiratory microbiota, leading to perturbations in microbial composition, diversity,
and species abundance in oral, nasal, and lung mucosal surfaces. Microbiota-depletion
experiments demonstrated the causal role of oro-respiratory microbiota in modulating the
innate defense and protective mechanisms against lung damage/pathology phenotypes
induced in the CNT/CSE-exposed/co-exposed lungs; the modulatory effect showed a
mediator-specific trend and varied with the type of exposure. Taken together, the study
revealed the perturbations and importance of oro-respiratory mucosal microbiota in respi-
ratory exposure to carbon nanoparticles, alone or in co-exposure with tobacco smoke. Our
future efforts will be directed toward further understanding of the underlying molecular
mechanisms of interaction between the lung microbiota and nanotoxicant responses.

Supplementary Materials: The following supporting information can be downloaded at:
https://www.mdpi.com/article/10.3390/nano14030314/s1. Table S1. List of the primers used in
the current study. References [5,26,57] are cited in the Supplementary Materials.

Author Contributions: The experiments were designed by J.S.Y., S.S.B. and B.Y.; Experimentation
and data analyses were conducted by B.Y., S.S.B., L.R., H.Y., R.N. and J.S.Y.; Data presentation and
drafting of the manuscript were performed by B.Y., L.R., H.Y., R.N. and J.S.Y. All authors have read
and agreed to the published version of the manuscript.

Funding: The study was primarily supported by funding (to J.S.Y.) from the University of Cincinnati
Center for Environmental Genetics through the NIH/NIEHS award P30ES006096.

Data Availability Statement: The data presented in this study are available on request from the
corresponding author.

Acknowledgments: S.S.B. acknowledges Harish Chandra for assistance in sampling.

Conflicts of Interest: The authors declare no conflicts of interest.

References
1. Rahman, G.; Najaf, Z.; Mehmood, A.; Bilal, S.; Shah, A.H.; Mian, S.A.; Ali, G. An Overview of the Recent Progress in the Synthesis

and Applications of Carbon Nanotubes. C 2019, 5, 3. [CrossRef]
2. Ravichandran, P.; Baluchamy, S.; Gopikrishnan, R.; Biradar, S.; Ramesh, V.; Goornavar, V.; Thomas, R.; Wilson, B.L.; Jeffers, R.;

Hall, J.C.; et al. Pulmonary Biocompatibility Assessment of Inhaled Single-Wall and Multiwall Carbon Nanotubes in BALB/c
Mice. J. Biol. Chem. 2011, 286, 29725–29733. [CrossRef]

3. Chetyrkina, M.R.; Fedorov, F.S.; Nasibulin, A.G. In Vitro Toxicity of Carbon Nanotubes: A Systematic Review. RSC Adv. 2022, 12,
16235–16256. [CrossRef] [PubMed]

https://www.mdpi.com/article/10.3390/nano14030314/s1
https://doi.org/10.3390/c5010003
https://doi.org/10.1074/jbc.M111.251884
https://doi.org/10.1039/D2RA02519A
https://www.ncbi.nlm.nih.gov/pubmed/35733671


Nanomaterials 2024, 14, 314 15 of 17

4. Frank, E.A.; Carreira, V.S.; Shanmukhappa, K.; Medvedovic, M.; Prows, D.R.; Yadav, J.S. Genetic Susceptibility to Toxicologic
Lung Responses among Inbred Mouse Strains Following Exposure to Carbon Nanotubes and Profiling of Underlying Gene
Networks. Toxicol. Appl. Pharmacol. 2017, 327, 59–70. [CrossRef]

5. Frank, E.A.; Carreira, V.S.; Birch, M.E.; Yadav, J.S. Carbon Nanotube and Asbestos Exposures Induce Overlapping but Distinct
Profiles of Lung Pathology in Non-Swiss Albino CF-1 Mice. Toxicol. Pathol. 2016, 44, 211–225. [CrossRef]

6. Frank, E.A.; Birch, M.E.; Yadav, J.S. MyD88 Mediates in Vivo Effector Functions of Alveolar Macrophages in Acute Lung
Inflammatory Responses to Carbon Nanotube Exposure. Toxicol. Appl. Pharmacol. 2015, 288, 322–329. [CrossRef] [PubMed]

7. Bhattacharya, S.S.; Yadav, B.; Rosen, L.; Nagpal, R.; Yadav, H.; Yadav, J.S. Crosstalk between Gut Microbiota and Lung Inflamma-
tion in Murine Toxicity Models of Respiratory Exposure or Co-Exposure to Carbon Nanotube Particles and Cigarette Smoke
Extract. Toxicol. Appl. Pharmacol. 2022, 447, 116066. [CrossRef] [PubMed]

8. White, B.; Sterrett, J.D.; Grigoryan, Z.; Lally, L.; Heinze, J.D.; Alikhan, H.; Lowry, C.A.; Perez, L.J.; DeSipio, J.; Phadtare, S.
Characterization of Gut Microbiome and Metabolome in Helicobacter Pylori Patients in an Underprivileged Community in the
United States. World J. Gastroenterol. 2021, 27, 5575–5594. [CrossRef]

9. Adibi, S.; Seferovic, D.; Tribble, G.D.; Alcorn, J.L.; Fakhouri, W.D. Surfactant Protein A and Microbiome Composition in Patients
with Atraumatic Intraoral Lesions. Front. Oral. Health 2021, 2, 663483. [CrossRef]

10. Yang, J.; Zhang, Q.; Zhang, J.; Ouyang, Y.; Sun, Z.; Liu, X.; Qaio, F.; Xu, L.-Q.; Niu, Y.; Li, J. Exploring the Change of Host and
Microorganism in Chronic Obstructive Pulmonary Disease Patients Based on Metagenomic and Metatranscriptomic Sequencing.
Front. Microbiol. 2022, 13, 818281. [CrossRef]

11. Yang, J.; Zhou, X.; Liu, X.; Ling, Z.; Ji, F. Role of the Gastric Microbiome in Gastric Cancer: From Carcinogenesis to Treatment.
Front. Microbiol. 2021, 12, 641322. [CrossRef] [PubMed]

12. Allais, L.; Kerckhof, F.-M.; Verschuere, S.; Bracke, K.R.; De Smet, R.; Laukens, D.; Van den Abbeele, P.; De Vos, M.; Boon, N.;
Brusselle, G.G.; et al. Chronic Cigarette Smoke Exposure Induces Microbial and Inflammatory Shifts and Mucin Changes in the
Murine Gut. Environ. Microbiol. 2016, 18, 1352–1363. [CrossRef] [PubMed]

13. Gui, X.; Yang, Z.; Li, M.D. Effect of Cigarette Smoke on Gut Microbiota: State of Knowledge. Front. Physiol. 2021, 12, 673341.
[CrossRef] [PubMed]

14. Lahiani, M.H.; Khare, S.; Cerniglia, C.E.; Boy, R.; Ivanov, I.N.; Khodakovskaya, M. The Impact of Tomato Fruits Containing
Multi-Walled Carbon Nanotube Residues on Human Intestinal Epithelial Cell Barrier Function and Intestinal Microbiome
Composition. Nanoscale 2019, 11, 3639–3655. [CrossRef] [PubMed]

15. Qu, Z.; Zhang, L.; Hou, R.; Ma, X.; Yu, J.; Zhang, W.; Zhuang, C. Exposure to a Mixture of Cigarette Smoke Carcinogens Disturbs
Gut Microbiota and Influences Metabolic Homeostasis in A/J Mice. Chem. Biol. Interact. 2021, 344, 109496. [CrossRef]

16. Huffnagle, G.B.; Dickson, R.P.; Lukacs, N.W. The Respiratory Tract Microbiome and Lung Inflammation: A Two-Way Street.
Mucosal Immunol. 2017, 10, 299–306. [CrossRef]

17. Ramsheh, M.Y.; Haldar, K.; Esteve-Codina, A.; Purser, L.F.; Richardson, M.; Müller-Quernheim, J.; Greulich, T.; Nowinski, A.;
Barta, I.; Stendardo, M.; et al. Lung Microbiome Composition and Bronchial Epithelial Gene Expression in Patients with COPD
versus Healthy Individuals: A Bacterial 16S rRNA Gene Sequencing and Host Transcriptomic Analysis. Lancet Microbe 2021, 2,
e300–e310. [CrossRef]

18. O’Dwyer, D.N.; Dickson, R.P.; Moore, B.B. The Lung Microbiome, Immunity, and the Pathogenesis of Chronic Lung Disease. J.
Immunol. 2016, 196, 4839–4847. [CrossRef]

19. Barcik, W.; Boutin, R.C.T.; Sokolowska, M.; Finlay, B.B. The Role of Lung and Gut Microbiota in the Pathology of Asthma.
Immunity 2020, 52, 241–255. [CrossRef]

20. Thomas, A.M.; Gleber-Netto, F.O.; Fernandes, G.R.; Amorim, M.; Barbosa, L.F.; Francisco, A.L.N.; de Andrade, A.G.; Setubal, J.C.;
Kowalski, L.P.; Nunes, D.N.; et al. Alcohol and Tobacco Consumption Affects Bacterial Richness in Oral Cavity Mucosa Biofilms.
BMC Microbiol. 2014, 14, 250. [CrossRef]

21. Moon, J.-H.; Lee, J.-H.; Lee, J.-Y. Subgingival Microbiome in Smokers and Non-Smokers in Korean Chronic Periodontitis Patients.
Mol. Oral. Microbiol. 2015, 30, 227–241. [CrossRef] [PubMed]

22. Huang, C.; Shi, G. Smoking and Microbiome in Oral, Airway, Gut and Some Systemic Diseases. J. Transl. Med. 2019, 17, 225.
[CrossRef] [PubMed]

23. Zhang, R.; Chen, L.; Cao, L.; Li, K.-J.; Huang, Y.; Luan, X.-Q.; Li, G. Effects of Smoking on the Lower Respiratory Tract Microbiome
in Mice. Respir. Res. 2018, 19, 253. [CrossRef]

24. Erb-Downward, J.R.; Thompson, D.L.; Han, M.K.; Freeman, C.M.; McCloskey, L.; Schmidt, L.A.; Young, V.B.; Toews, G.B.; Curtis,
J.L.; Sundaram, B.; et al. Analysis of the Lung Microbiome in the “Healthy” Smoker and in COPD. PLoS ONE 2011, 6, e16384.
[CrossRef]

25. Mason, M.R.; Preshaw, P.M.; Nagaraja, H.N.; Dabdoub, S.M.; Rahman, A.; Kumar, P.S. The Subgingival Microbiome of Clinically
Healthy Current and Never Smokers. ISME J. 2015, 9, 268–272. [CrossRef]

26. Bhattacharya, S.S.; Yadav, B.; Yadav, E.; Hus, A.; Yadav, N.; Kaur, P.; Rosen, L.; Jandarov, R.; Yadav, J.S. Differential Modulation of
Lung Aquaporins among Other Pathophysiological Markers in Acute (Cl2 Gas) and Chronic (Carbon Nanoparticles, Cigarette
Smoke) Respiratory Toxicity Mouse Models. Front. Physiol. 2022, 13, 880815. [CrossRef] [PubMed]

https://doi.org/10.1016/j.taap.2017.04.019
https://doi.org/10.1177/0192623315620587
https://doi.org/10.1016/j.taap.2015.08.004
https://www.ncbi.nlm.nih.gov/pubmed/26272622
https://doi.org/10.1016/j.taap.2022.116066
https://www.ncbi.nlm.nih.gov/pubmed/35595072
https://doi.org/10.3748/wjg.v27.i33.5575
https://doi.org/10.3389/froh.2021.663483
https://doi.org/10.3389/fmicb.2022.818281
https://doi.org/10.3389/fmicb.2021.641322
https://www.ncbi.nlm.nih.gov/pubmed/33790881
https://doi.org/10.1111/1462-2920.12934
https://www.ncbi.nlm.nih.gov/pubmed/26033517
https://doi.org/10.3389/fphys.2021.673341
https://www.ncbi.nlm.nih.gov/pubmed/34220536
https://doi.org/10.1039/C8NR08604D
https://www.ncbi.nlm.nih.gov/pubmed/30741296
https://doi.org/10.1016/j.cbi.2021.109496
https://doi.org/10.1038/mi.2016.108
https://doi.org/10.1016/S2666-5247(21)00035-5
https://doi.org/10.4049/jimmunol.1600279
https://doi.org/10.1016/j.immuni.2020.01.007
https://doi.org/10.1186/s12866-014-0250-2
https://doi.org/10.1111/omi.12086
https://www.ncbi.nlm.nih.gov/pubmed/25283067
https://doi.org/10.1186/s12967-019-1971-7
https://www.ncbi.nlm.nih.gov/pubmed/31307469
https://doi.org/10.1186/s12931-018-0959-9
https://doi.org/10.1371/journal.pone.0016384
https://doi.org/10.1038/ismej.2014.114
https://doi.org/10.3389/fphys.2022.880815
https://www.ncbi.nlm.nih.gov/pubmed/36246134


Nanomaterials 2024, 14, 314 16 of 17

27. Berbers, R.-M.; Mohamed Hoesein, F.A.A.; Ellerbroek, P.M.; van Montfrans, J.M.; Dalm, V.A.S.H.; van Hagen, P.M.; Paganelli,
F.L.; Viveen, M.C.; Rogers, M.R.C.; de Jong, P.A.; et al. Low IgA Associated with Oropharyngeal Microbiota Changes and Lung
Disease in Primary Antibody Deficiency. Front. Immunol. 2020, 11, 1245. [CrossRef]

28. Fadrosh, D.W.; Ma, B.; Gajer, P.; Sengamalay, N.; Ott, S.; Brotman, R.M.; Ravel, J. An Improved Dual-Indexing Approach for
Multiplexed 16S rRNA Gene Sequencing on the Illumina MiSeq Platform. Microbiome 2014, 2, 6. [CrossRef]

29. Kuczynski, J.; Stombaugh, J.; Walters, W.A.; González, A.; Caporaso, J.G.; Knight, R. Using QIIME to Analyze 16S rRNA Gene
Sequences from Microbial Communities. Curr. Protoc. Bioinform. 2011, 36, 10.7.1–10.7.20. [CrossRef]

30. Schmittgen, T.D.; Livak, K.J. Analyzing Real-Time PCR Data by the Comparative C(T) Method. Nat. Protoc. 2008, 3, 1101–1108.
[CrossRef]

31. Chen, Y.-W.; Li, S.-W.; Lin, C.-D.; Huang, M.-Z.; Lin, H.-J.; Chin, C.-Y.; Lai, Y.-R.; Chiu, C.-H.; Yang, C.-Y.; Lai, C.-H. Fine Particulate
Matter Exposure Alters Pulmonary Microbiota Composition and Aggravates Pneumococcus-Induced Lung Pathogenesis. Front.
Cell Dev. Biol. 2020, 8, 570484. [CrossRef]

32. Peters, B.A.; Wu, J.; Pei, Z.; Yang, L.; Purdue, M.P.; Freedman, N.D.; Jacobs, E.J.; Gapstur, S.M.; Hayes, R.B.; Ahn, J. Oral
Microbiome Composition Reflects Prospective Risk for Esophageal Cancers. Cancer Res. 2017, 77, 6777–6787. [CrossRef]

33. Hu, J.; Iragavarapu, S.; Nadkarni, G.N.; Huang, R.; Erazo, M.; Bao, X.; Verghese, D.; Coca, S.; Ahmed, M.K.; Peter, I. Location-
Specific Oral Microbiome Possesses Features Associated with CKD. Kidney Int. Rep. 2018, 3, 193–204. [CrossRef]

34. Yang, D.; Chen, X.; Wang, J.; Lou, Q.; Lou, Y.; Li, L.; Wang, H.; Chen, J.; Wu, M.; Song, X.; et al. Dysregulated Lung Commensal
Bacteria Drive Interleukin-17B Production to Promote Pulmonary Fibrosis through Their Outer Membrane Vesicles. Immunity
2019, 50, 692–706.e7. [CrossRef] [PubMed]

35. Dickson, R.P.; Erb-Downward, J.R.; Falkowski, N.R.; Hunter, E.M.; Ashley, S.L.; Huffnagle, G.B. The Lung Microbiota of Healthy
Mice Are Highly Variable, Cluster by Environment, and Reflect Variation in Baseline Lung Innate Immunity. Am. J. Respir. Crit.
Care Med. 2018, 198, 497–508. [CrossRef] [PubMed]

36. Singh, N.; Vats, A.; Sharma, A.; Arora, A.; Kumar, A. The Development of Lower Respiratory Tract Microbiome in Mice.
Microbiome 2017, 5, 61. [CrossRef]

37. Yun, Y.; Srinivas, G.; Kuenzel, S.; Linnenbrink, M.; Alnahas, S.; Bruce, K.D.; Steinhoff, U.; Baines, J.F.; Schaible, U.E. Environmen-
tally Determined Differences in the Murine Lung Microbiota and Their Relation to Alveolar Architecture. PLoS ONE 2014, 9,
e113466. [CrossRef]

38. Morris, A.; Beck, J.M.; Schloss, P.D.; Campbell, T.B.; Crothers, K.; Curtis, J.L.; Flores, S.C.; Fontenot, A.P.; Ghedin, E.; Huang, L.;
et al. Comparison of the Respiratory Microbiome in Healthy Nonsmokers and Smokers. Am. J. Respir. Crit. Care Med. 2013, 187,
1067–1075. [CrossRef]

39. Hilty, M.; Burke, C.; Pedro, H.; Cardenas, P.; Bush, A.; Bossley, C.; Davies, J.; Ervine, A.; Poulter, L.; Pachter, L.; et al. Disordered
Microbial Communities in Asthmatic Airways. PLoS ONE 2010, 5, e8578. [CrossRef]

40. Huang, Y.J.; Nariya, S.; Harris, J.M.; Lynch, S.V.; Choy, D.F.; Arron, J.R.; Boushey, H. The Airway Microbiome in Patients with
Severe Asthma: Associations with Disease Features and Severity. J. Allergy Clin. Immunol. 2015, 136, 874–884. [CrossRef]

41. Sze, M.A.; Dimitriu, P.A.; Hayashi, S.; Elliott, W.M.; McDonough, J.E.; Gosselink, J.V.; Cooper, J.; Sin, D.D.; Mohn, W.W.; Hogg,
J.C. The Lung Tissue Microbiome in Chronic Obstructive Pulmonary Disease. Am. J. Respir. Crit. Care Med. 2012, 185, 1073–1080.
[CrossRef]

42. Gollwitzer, E.S.; Saglani, S.; Trompette, A.; Yadava, K.; Sherburn, R.; McCoy, K.D.; Nicod, L.P.; Lloyd, C.M.; Marsland, B.J. Lung
Microbiota Promotes Tolerance to Allergens in Neonates via PD-L1. Nat. Med. 2014, 20, 642–647. [CrossRef]

43. Hirao, S.; Wada, H.; Nakagaki, K.; Saraya, T.; Kurai, D.; Mikura, S.; Yasutake, T.; Higaki, M.; Yokoyama, T.; Ishii, H.; et al.
Inflammation Provoked by Mycoplasma Pneumoniae Extract: Implications for Combination Treatment with Clarithromycin and
Dexamethasone. FEMS Immunol. Med. Microbiol. 2011, 62, 182–189. [CrossRef]

44. Yu, G.; Phillips, S.; Gail, M.H.; Goedert, J.J.; Humphrys, M.S.; Ravel, J.; Ren, Y.; Caporaso, N.E. The Effect of Cigarette Smoking on
the Oral and Nasal Microbiota. Microbiome 2017, 5, 3. [CrossRef]

45. Nayak, A.; Dodagatta-Marri, E.; Tsolaki, A.G.; Kishore, U. An Insight into the Diverse Roles of Surfactant Proteins, SP-A and
SP-D in Innate and Adaptive Immunity. Front. Immunol. 2012, 3, 131. [CrossRef] [PubMed]

46. Rahman, L.; Jacobsen, N.R.; Aziz, S.A.; Wu, D.; Williams, A.; Yauk, C.L.; White, P.; Wallin, H.; Vogel, U.; Halappanavar, S. Multi-
Walled Carbon Nanotube-Induced Genotoxic, Inflammatory, and pro-Fibrotic Responses in Mice: Investigating the Mechanisms
of Pulmonary Carcinogenesis. Mutat. Res. Genet. Toxicol. Environ. Mutagen. 2017, 823, 28–44. [CrossRef] [PubMed]

47. Juge, P.-A.; Lee, J.S.; Ebstein, E.; Furukawa, H.; Dobrinskikh, E.; Gazal, S.; Kannengiesser, C.; Ottaviani, S.; Oka, S.; Tohma, S.;
et al. MUC5B Promoter Variant and Rheumatoid Arthritis with Interstitial Lung Disease. N. Engl. J. Med. 2018, 379, 2209–2219.
[CrossRef] [PubMed]

48. Ash, S.Y.; Harmouche, R.; Putman, R.K.; Ross, J.C.; Martinez, F.J.; Choi, A.M.; Bowler, R.P.; Regan, E.A.; Curtis, J.L.; Han, M.K.;
et al. Association between Acute Respiratory Disease Events and the MUC5B Promoter Polymorphism in Smokers. Thorax 2018,
73, 1071–1074. [CrossRef]

49. Shakoor, S.; Sun, L.; Wang, D. Multi-Walled Carbon Nanotubes Enhanced Fungal Colonization and Suppressed Innate Immune
Response to Fungal Infection in Nematodes. Toxicol. Res. 2016, 5, 492–499. [CrossRef]

50. Lugade, A.A.; Bogner, P.N.; Thatcher, T.H.; Sime, P.J.; Phipps, R.P.; Thanavala, Y. Cigarette Smoke Exposure Exacerbates Lung
Inflammation and Compromises Immunity to Bacterial Infection. J. Immunol. 2014, 192, 5226–5235. [CrossRef]

https://doi.org/10.3389/fimmu.2020.01245
https://doi.org/10.1186/2049-2618-2-6
https://doi.org/10.1002/0471250953.bi1007s36
https://doi.org/10.1038/nprot.2008.73
https://doi.org/10.3389/fcell.2020.570484
https://doi.org/10.1158/0008-5472.CAN-17-1296
https://doi.org/10.1016/j.ekir.2017.08.018
https://doi.org/10.1016/j.immuni.2019.02.001
https://www.ncbi.nlm.nih.gov/pubmed/30824326
https://doi.org/10.1164/rccm.201711-2180OC
https://www.ncbi.nlm.nih.gov/pubmed/29533677
https://doi.org/10.1186/s40168-017-0277-3
https://doi.org/10.1371/journal.pone.0113466
https://doi.org/10.1164/rccm.201210-1913OC
https://doi.org/10.1371/journal.pone.0008578
https://doi.org/10.1016/j.jaci.2015.05.044
https://doi.org/10.1164/rccm.201111-2075OC
https://doi.org/10.1038/nm.3568
https://doi.org/10.1111/j.1574-695X.2011.00799.x
https://doi.org/10.1186/s40168-016-0226-6
https://doi.org/10.3389/fimmu.2012.00131
https://www.ncbi.nlm.nih.gov/pubmed/22701116
https://doi.org/10.1016/j.mrgentox.2017.08.005
https://www.ncbi.nlm.nih.gov/pubmed/28985945
https://doi.org/10.1056/NEJMoa1801562
https://www.ncbi.nlm.nih.gov/pubmed/30345907
https://doi.org/10.1136/thoraxjnl-2017-211208
https://doi.org/10.1039/C5TX00373C
https://doi.org/10.4049/jimmunol.1302584


Nanomaterials 2024, 14, 314 17 of 17

51. LeVine, A.M.; Kurak, K.E.; Bruno, M.D.; Stark, J.M.; Whitsett, J.A.; Korfhagen, T.R. Surfactant Protein-A-Deficient Mice Are
Susceptible to Pseudomonas Aeruginosa Infection. Am. J. Respir. Cell Mol. Biol. 1998, 19, 700–708. [CrossRef] [PubMed]

52. LeVine, A.M.; Bruno, M.D.; Huelsman, K.M.; Ross, G.F.; Whitsett, J.A.; Korfhagen, T.R. Surfactant Protein A-Deficient Mice Are
Susceptible to Group B Streptococcal Infection. J. Immunol. 1997, 158, 4336–4340. [CrossRef] [PubMed]

53. Tatsuta, M.; Kan-O, K.; Ishii, Y.; Yamamoto, N.; Ogawa, T.; Fukuyama, S.; Ogawa, A.; Fujita, A.; Nakanishi, Y.; Matsumoto,
K. Effects of Cigarette Smoke on Barrier Function and Tight Junction Proteins in the Bronchial Epithelium: Protective Role of
Cathelicidin LL-37. Respir. Res. 2019, 20, 251. [CrossRef] [PubMed]

54. Roy, M.G.; Livraghi-Butrico, A.; Fletcher, A.A.; McElwee, M.M.; Evans, S.E.; Boerner, R.M.; Alexander, S.N.; Bellinghausen, L.K.;
Song, A.S.; Petrova, Y.M.; et al. Muc5b Is Required for Airway Defence. Nature 2014, 505, 412–416. [CrossRef]

55. Kuczma, M.P.; Szurek, E.A.; Cebula, A.; Chassaing, B.; Jung, Y.-J.; Kang, S.-M.; Fox, J.G.; Stecher, B.; Ignatowicz, L. Commensal
Epitopes Drive Differentiation of Colonic Tregs. Sci. Adv. 2020, 6, eaaz3186. [CrossRef]

56. López-Campos, J.L.; Sánchez Silva, R.; Gómez Izquierdo, L.; Márquez, E.; Ortega Ruiz, F.; Cejudo, P.; Barrot Cortés, E.; Toledo Aral,
J.J.; Echevarría, M. Overexpression of Aquaporin-1 in Lung Adenocarcinomas and Pleural Mesotheliomas. Histol. Histopathol.
2011, 26, 451–459. [CrossRef]

57. Caporaso, J.G.; Lauber, C.L.; Walters, W.A.; Berg-Lyons, D.; Huntley, J.; Fierer, N.; Owens, S.M.; Betley, J.; Fraser, L.; Bauer,
M.; et al. Ultra-high-throughput microbial community analysis on the Illumina HiSeq and MiSeq platforms. ISME J. 2012, 6,
1621–1624. [CrossRef]

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual
author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to
people or property resulting from any ideas, methods, instructions or products referred to in the content.

https://doi.org/10.1165/ajrcmb.19.4.3254
https://www.ncbi.nlm.nih.gov/pubmed/9761768
https://doi.org/10.4049/jimmunol.158.9.4336
https://www.ncbi.nlm.nih.gov/pubmed/9126996
https://doi.org/10.1186/s12931-019-1226-4
https://www.ncbi.nlm.nih.gov/pubmed/31706310
https://doi.org/10.1038/nature12807
https://doi.org/10.1126/sciadv.aaz3186
https://doi.org/10.14670/HH-26.451
https://doi.org/10.1038/ismej.2012.8

	Introduction 
	Materials and Methods 
	CNT Preparation and Characterization 
	CSE Preparation 
	Animals, Microbiota Depletion, and Toxicant Exposures 
	Organ Harvesting and Microbial Cell Recovery 
	Microbial DNA Isolation and Nextgen Sequencing 
	RNA Isolation 
	qRT-PCR for Gene Expression Analysis 
	IgA Estimation in BAL Fluid 
	Histopathological Analysis of Lung Tissue 
	Statistical Analyses 

	Results 
	Toxicant Exposure and Co-Exposure Led to Oro-Respiratory Microbiota Dysbiosis in WT Mice 
	Lung Microbiota Dysbiosis 
	Oral Microbiota Dysbiosis 
	Nasal Microbiota Dysbiosis 

	Microbiota Depletion Differentially Regulated the Lung Mucosal Homeostasis/Defense Proteins 
	Microbiota Depletion Upregulated Mucin (MUC5B) Gene Expression 
	Surfactant Protein-A (SP-A) Was Downregulated in Microbiota-Depleted Mice 
	Microbiota Depletion Exerted a Differential Effect on Aquaporin-1 (AQP-1) Gene Expression 
	Microbiota Depletion Reduced Total Immunoglobulin A (IgA) Secretion in Lung 

	Microbiota Dysbiosis Modulated the CNT- and/or CSE-Induced Lung Pathology 

	Discussion 
	Dysbiosis of Oro-Respiratory Microbiota Due to Respiratory Exposure to CNT and/or Tobacco Smoke Constituents 
	Lung Microbiota 
	Oral Microbiota 

	CNT- and/or CSE-Induced Lung Damage and Pathology 
	Modulatory Effects of Lung Microbiota on Mucosal Homeostasis and Damage in Toxicant-Exposed Lungs 

	Conclusions 
	References

