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Carbon nanoparticles adversely 
affect CFTR expression 
and toxicologically relevant 
pathways
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Cystic fibrosis is an autosomal recessive disorder caused by mutations in the cystic fibrosis 
transmembrane conductance regulator (CFTR) that can lead to terminal respiratory failure. Ultrafine 
carbonaceous particles, which are ubiquitous in ambient urban and indoor air, are increasingly 
considered as major contributors to the global health burden of air pollution. However, their effects 
on the expression of CFTR and associated genes in lung epithelial cells have not yet been investigated. 
We therefore evaluated the effects of carbon nanoparticles (CNP), generated by spark-ablation, on 
the human bronchial epithelial cell line 16HBE14o− at air–liquid interface (ALI) culture conditions. The 
ALI-cultured cells exhibited epithelial barrier integrity and increased CFTR expression. Following a 
4-h exposure to CNP, the cells exhibited a decreased barrier integrity, as well as decreased expression 
of CFTR transcript and protein levels. Furthermore, transcriptomic analysis revealed that the CNP-
exposed cells showed signs of oxidative stress, apoptosis and DNA damage. In conclusion, this study 
describes spark-ablated carbon nanoparticles in a realistic exposure of aerosols to decrease CFTR 
expression accompanied by transcriptomic signs of oxidative stress, apoptosis and DNA damage.

Abbreviations
CFTR  Cystic fibrosis transmembrane conductance regulator
CNP  Carbon nanoparticles
16HBE14o−  Human bronchial epithelial cell line
ALI  Air–liquid interface
PM  Particulate matter
TRIC  Tricellulin
TEER  Transepithelial electrical resistance
FITC  Fluorescein-isothiocyanate
OCLN  Occludin
EM  Electron microscopy
ONT  Oxford nanopore
SMG  Ubmerged
E-cadherin  CDH1
KLF4  Krüppel-like factor 4
UBC  Ubiquitin C

Cystic fibrosis transmembrane conductance regulator (CFTR) is an important cAMP-regulated chloride chan-
nel in the cell membrane of human airway cells. Next to the contribution to mucus hydration and  obstruction1, 
CFTR has several other functions and is necessary for proper lung  physiology2. CFTR mutations can lead to the 
development of cystic fibrosis (CF). Interestingly, CF patients display phenotypic variability, even among patients 
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carrying the same  mutation3. CF phenotypes can be influenced by environmental factors and exacerbated under 
air pollution  conditions4,5.

In urban areas, particulate air pollution predominantly consists of ultrafine combustion-derived carbon 
 particles6. Depending on the emitting source, these may be associated with contaminating toxicants like transition 
metals and organic compounds, including polycyclic aromatic hydrocarbons, that have been shown to contribute 
to their toxic  effects7–9. Carbon nanoparticles (CNP) are considered a good model for the carbonaceous core of 
environmental ultrafine particles. Studies investigating the effects of pure CNP demonstrate that these particles 
are able to induce adverse health effects mostly based on inflammatory responses in rodents and  humans10–12. The 
cellular and molecular mechanisms which cause pro-inflammatory and other adverse health effects are closely 
linked to the reactive oxygen generating properties of CNP and associated generation of oxidative stress in lung 
cells and  tissues8,13. Besides DNA damaging effects, intracellular reactive oxygen species can trigger signaling 
cascades which lead to the production and release of pro-inflammatory cytokines and  chemokines14–16. While 
consensus has developed about the importance of carbonaceous nanoparticles in air pollution induced lung 
diseases like chronic obstructive pulmonary disease (COPD), their specific effect on CFTR and the pathology 
of CF to the best of our knowledge has not yet been fully elucidated. Decreased CFTR expression has direct 
consequences in CF patients but it has also been proposed to play a role in non-CF in patients suffering from 
 COPD2. CFTR expression in human bronchial epithelial cells has been shown to be reduced with exposure to 
cigarette  smoke17–19. In vitro studies with pro-oxidant substances suggest the hypothesis that the reduction of 
CFTR protein levels may be caused by oxidative  stress20. The effects of carbonaceous nanoparticles exposure to 
 16HBE14o− at air–liquid interface (ALI) culture including transcriptomic landscape, CFTR and cystic fibrosis 
modifier gene expression have not been fully studied yet.

In order to address this question, we evaluated the effects of pure CNP in the human bronchial epithelial cell 
line 16HBE14o-, upon their controlled exposure at air–liquid interface (ALI) culture conditions. These cells were 
selected because they retain several features of normal differentiated bronchial epithelial cells, including a normal 
karyotype, the the ability to form an epithelial  barrier21 and can be cultured in ALI  conditions22,23. Moreover, 
 16HBE14o− cells express CFTR at the apical cell  surface24, making this cell line an ideal model for CF-related 
 research25 even though they do not recapitulate all the features of primary epithelial cells.

Various studies have already been carried out with  16HBE14o− cells to explore mechanisms of toxicity of 
ambient particulate matter (PM) and nanoparticles in the  lung26–28. Notably, we previously showed that these 
cells, similar to alveolar epithelial cells, respond to CNP exposure with pro-inflammatory signaling events 
which were also observed in vivo in exposed  rodents29. Diesel exhaust particles showed effects on the bar-
rier function of 16HBE14o- cells including reduced expression of tricellulin (TRIC), decreased transepithelial 
electrical resistance (TEER), increased fluorescein-isothiocyanate (FITC)-Dextran  permeability30 and altered 
occludin (OCLN)  expression31. A transcriptomic analysis of 16HBE14o- cells exposed to airborne PM2.5 revealed 
upregulation of genes involved in xenobiotic metabolism and inflammatory pathways, which was predominantly 
attributed to the absorbed substances, like  PAHs32.

As with most in vitro investigations with nanoparticles, the aforementioned studies were carried out in 
cells under submerged conditions where particles were administered in suspension. However, interactions of 
nanoparticles with the suspension medium change the properties of the particles and therefore also the effects 
on  cells33. To achieve more realistic particle exposure conditions, approaches have been developed that combine 
ALI exposures of lung cell models with aerosol generation  devices27,34–37.

Therefore, in the present study we exposed the 16HBE14o- cells in an automated exposure  station35,38,39 at ALI 
conditions, using the controlled generation of CNP aerosols by spark-ablation. Here we report that CNP expo-
sure leads to decrease CFTR expression accompanied by transcriptomic signs of oxidative stress, apoptosis and 
DNA damage.

Material and Methods
Cell culture. 16HBE14o- cells (RRID:CVCL_0112) were kindly provided by Dr. D. Gruenert (University of 
California, San Francisco, CA) and cultured in α Minimum Essential Medium (SIGMA, St. Louis, MO, USA) 
supplemented with 10% fetal bovine serum (Thermo Fisher, Waltham, MA USA), 1% L-glutamine (Thermo 
Fisher) and 1% Penicillin/Streptomycin (Thermo Fisher) at 37 °C with 5%  CO2. Culture flasks were coated with 
a sterile filtered extracellular matrix (ECM) solution comprising human fibronectin (SIGMA, 10 µg/mL), bovine 
serum albumin (SIGMA, 100 µg/mL) and collagen (SIGMA, 30 µg/mL). Cells were maintained in ECM-coated 
culture flasks. For experiments, 6 ×  105 cells were seeded in non-coated Transwell inserts (Corning, PET, 24 mm, 
0.4 µm pore size) with culture medium and cultured for 4 days under submerged conditions. At day 4 after seed-
ing apical medium in the inserts was removed and the cells were cultured under ALI conditions for 14 days to 
characterize cell properties. The CNP exposure experiments were carried out at day 5 of ALI culture. Basolateral 
medium was replaced every two days.

Transepithelial electrical resistance (TEER) measurements. The development of an epithelial bar-
rier was assessed via TEER measurements, recorded with ERS-2 Volt-Ohm-Meter with STX01 chopstick elec-
trodes (Millipore, Burlington, MA, USA) on each day of submerged culture and on distinct days of ALI culture. 
Medium was replaced in both Transwell compartments and cells were incubated at 37 °C for 25 min and subse-
quently kept at room temperature for 2 min before measuring TEER. Values were recorded for each of the three 
cavities of one insert and the mean was calculated. The values of a blank insert without cells were subtracted as 
the background value.
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FITC-Dextran permeability assay and immunostaining. Cellular barrier integrity was additionally 
assessed using 4 kDa FITC-Dextran (SIGMA) permeability as described  previously30. Medium was removed 
from both compartments, cells and the wells washed with PBS. Basolateral wells were filled with 1.5 mL DMEM 
high glucose without phenol red (Thermo Fisher) and 500 µL of 5 mg/mL FITC-Dextran (dissolved in the same 
DMEM) were added to the apical compartment. Cells were incubated for 2.5 h at 37 °C and sample fluorescence 
of the basolateral medium was measured in triplicates in a black 96 well plate in a Tecan Spark plate reader 
(Tecan, Männedorf, Switzerland) with excitation at 490 nm and emission at 520 nm against a FITC-Dextran 
standard curve.

16HBE14o- cells ZO-1 (sc33725, Santa Cruz, CA, USA) staining under ALI conditions was performed accord-
ing to the manufacturer’s protocol using as secondary antibody a Goat IgG anti-Rat IgG (H + L)-Alexa Fluor 488 
(Thermo Fisher, A-11006) and the Hoechst 33,342 Solution (Thermo Fisher, 62,249). Samples were imaged with 
a Leica DMi8 Thunder Imager (Leica, Microsystem, Wetzlar, Germany) and Thunder imaging processing system.

Generation and characterization of the CNP. The CNP were generated by the method of spark abla-
tion using the VSP-G1 particle generator (VSParticle, Delft, Netherlands) equipped with graphite electrodes 
and supplied with nitrogen as carrier gas. Prior to the cell exposure studies, different CNP generation condi-
tions were compared for the VSP-G1 generator to evaluate effects on particle size distribution characteristics 
and number concentrations, as described in Fig. 1. Number particle size distribution and concentration were 
measured with a Scanning Mobility Particle Sizer (SMPS, model 3936, TSI Inc., Shoreview, MN, USA) equipped 
with a Differential Mobility Analyzer (DMA, model 3081, TSI Inc.) and a Condensation Particle Counter (CPC, 
model 3776, TSI Inc.). The DMA was operated at 10.5 or 15 L/min sheath flow and 1.5 L/min aerosol flow rate. 
The particle induced charge was measured with an electrometer (model 3086B, TSI Inc.). For each spark genera-
tor settings three 180 s long SMPS scans were recorded and the mean of these measurements were calculated.

The mean number of charges per particle  (np) was calculated according to Eq. (1)

I = electrical current (A), e = elementary unit of charge, 1.602 ×  10–19 Coulombs, N = particle number concentra-
tion (particles/cm3),  qe = flow rate  (cm3/sec).

Exposure of cells to CNP. 16HBE14o- cells exposures, at the air–liquid-interface, were carried out using 
the VITROCELL® Automated Exposure Station (VITROCELL SYSTEMS GMBH, Waldkirch, Germany)35,38. 
Based on the CNP characterization experiments, a flow rate of 8 L/min nitrogen carrier gas at 1.0 kV gap voltage 
with 5 mA was chosen for the ALI exposures. Accordingly, the generated test atmosphere was mixed with filtered 
room air by a HEPA-filter to a flow of 16.6 L/min and guided into the 37 °C heated and 85% humidified aerosol 
reactor of the Automated Exposure Station, resulting in a calculated final concentration of oxygen of approxi-
mately 10.9%. From the aerosol reactor the particles were guided with 100 mL/min by isokinetic sampling to the 
exposure modules with the cells. Three inserts with cells were exposed to CNP for 4 h, while three additional 
inserts were exposed to humidified and pressurized clean air as control samples (CAC, 21%  O2). In one addi-
tional exposure module the CNP were sampled for characterization on transmission electron microscopy (TEM) 
grids (nickel-based grids with continuous carbon film, 400 mesh size, Plano GmbH, Germany), immobilized in 
a TEM grid holder (Vitrocell)40. During exposure, cells were supplied with 25 mM 4-(2-hydroxyethyl)-1-pip-
erazineethanesulfonic acid (HEPES)-supplemented culture medium from the basolateral side. The deposited 
mass of the CNP generated with these parameters (i.e. mean diameter of 44 nm, particle number concentration 
of 6.36 ×  106/cm3) was estimated to be approximately 230 ng of CNP after 4-h exposure (Supplement 1). For this 
calculation we considered 1.5% of the applied particles as deposited on the  cells35. Considering the surface area 
of the insert this corresponds to 50 ng/cm2.

Electron microscopy/Energy dispersive x-ray spectroscopy (EDS) analysis of CNP. For the 
morphological evaluation of the CNP the obtained TEM-grids were analyzed by means of Scanning Electron 
Microscopy (EM) applying a Tescan CLARA RISE (Tescan GmbH, Dortmund, Germany) high-resolution scan-
ning electron microscope at an acceleration voltage of 15 kV and a current of 100 pA. Typically, a zoom series 
with increasing magnification was obtained at a representative position of the grid. The elemental composi-
tion of the particles was analyzed by applying energy dispersive x-ray analysis (EDAX Octane Elect detector, 
AMETEK GmbH, Wiesbaden, Germany), confirming the purity of the generated CNP.

RNA isolation and qPCR analysis. After measuring TEER and FITC-Dextran permeability subsequent 
to exposure, cells were washed with PBS twice and homogenized in TRIzol for RNA isolation using the column-
based Direct-zol RNA preparation kit (Zymo Research, Freiburg, Germany). Five hundred ng of total RNA were 
used for cDNA synthesis with the High-capacity RNA-to-cDNA Kit (Thermo Fisher). Gene expression was 
measured with KAPA SybrFast qPCR mastermix (SIGMA) on a QuantStudio 3 device (Thermo Fisher) with 
oligonucleotides for different target genes (Supplement 2). PGK1 was used as reference gene and expression was 
calculated using the ΔΔCt-method41.

Protein isolation and western blot. Total protein was extracted with 1 × RIPA lysis buffer (Cell Signaling 
Technologies CST, Danvers, MA, USA) containing protease and phosphatase inhibitors (Roche, Basel, Swit-
zerland). The cleared lysate was measured for protein concentration with Pierce BCA assay (Thermo Fisher). 

(1)np =
I

e × N × qe
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Thirty µg total protein (4X LDS buffer) were denatured at 90 °C for 5 min and separated on a 4–12% Bis–Tris gel 
under denaturing conditions with MOPS buffer and transferred on a PVDF membrane via semi-dry Turbo Blot-
ting for 30 min. Two different membranes were blocked with 5% BSA/TBS-T and incubated respectively with 
primary antibodies against CFTR (Santa Cruz Biotechnology Cat# sc-376683, RRID:AB_11151574, 1:500) and 
beta-actin (Cell Signaling Technology Cat# 3700, RRID:AB_2242334, 1:1000) overnight at 4 °C in 5% BSA/TBS-
T. Secondary-HRP conjugated anti-mouse antibody (Cell Signaling Technology Cat# 7076, RRID:AB_330924, 
1:2000) was incubated at room temperature for 60 min and bands were detected with Western Bright Chemi-
luminescence Substrate (Advansta Inc., San Jose, CA, USA) on a LICOR device. Band intensities were analyzed 
with the Image Studio Lite software (Image Studio Lite, RRID:SCR_013715). In order to test CFTR antibody 
specificity, 16HBE14o- cells were transfected with CFTR siRNA (Ambion Silencer, s534180) using Lipefectamin 
2000 (Thermo) or Nucleofection (Amaxa, Lonza) according to the manufacturer’s protocol and protein expres-
sion. 3 days after transfection CFTR expression was analyzed using WB analysis (data not shown). Original WB 
figure (Supplement 8) and metrics can be downloaded at https:// tinyu rl. com/ 2mtju c9w.

Figure 1.  Physical, morphological and chemical characterization of CNPs generated by spark ablation. (a–f) 
Normalized particle number size distributions for different aerosol generator settings; carrier gas flow (2–12 L/
min), gap voltage 0.7–1.3 kV. (g) Schematic of the setup used for the initial physical characterization of spark-
ablated carbon nanoparticles. VSP-G1 nanoparticle generator was supplied with nitrogen carrier gas at 2–12 L/
min flow. Generated particles were diluted with room air at the T-connector with two HEPA filters and guided 
through a tube system to be subsequently measured with a Scanning Mobility Particle Sizer consisting of an 
electrostatic classifier with a Differential Mobility Analyzer (DMA) and a Condensation Particle Counter (CPC), 
and an Electrometer. Appropriate flow parameters in the tubes and devices were set by vacuum pumps and 
regulated with mass flow controllers. Graphic was generated with the graphic tool from Microsoft Power Point.

https://tinyurl.com/2mtjuc9w
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Library preparation and sample loading for long-read nanopore RNA-Sequencing 
(RNA-Seq). RNAseq experiments were performed as previously  described42. Briefly, quality of isolated RNA 
was determined using the High Sensitivity RNA Screen Tape System (Agilent Technologies, Santa Clara, CA, 
USA). All samples showed a RIN value > 7.7. Library preparation, including reverse transcription and multiplex-
ing of the samples was performed with the PCR cDNA Barcoding Kit (Oxford Nanopore Technologies, Oxford, 
United Kingdom) using 50 ng total RNA. Quantity of amplified cDNA was measured with the Qubit 4 Fluorom-
eter (Invitrogen, Carlsbad, CA, USA) and the fragment size was examined using the Agilent D1000 ScreenTape 
assay (Agilent Technologies). The SpotON flow cell (R9.4.1, FLO-MIN106D) was prepared with the Flow Cell 
Priming Kit (EXP FLP002, Oxford Nanopore Technologies) and equal amounts of barcoded cDNA were loaded 
to a total of ~ 100 fmol. Sequencing was carried out with a MinION device (MN33710) using the MinKNOW 
software (v.21.02.1) over a period of 72 h.

Basecaller and quality control. Oxford Nanopore (ONT) raw fast5 reads were converted into fastq files 
by the guppy GPU basecaller (version 5.0.11 + 2b6dbffa5) with super-accurate model dna_r9.4.1_450bps_sup.
cfg. We used a standard quality control ONT  MinIONQC43 and a general-purpose FastQC to examine the read 
quality and detect abnormalities in base quality score, GC content, sequence duplication levels, adapter content, 
and read length.

Sequence alignment, gene count, and differential expression analysis. Sequence reads were 
aligned to the Genome Reference Consortium GRCh38 using  Minimap244 and  Samtools45 to create BAM files 
with optimized parameters for Nanopore. Feature Counts/Rsubread46 was used to calculate the gene count matri-
ces, then aligned reads are mapped to reference transcripts using Ensembl 102 dataset. We also used  HTSeq47 
to ensure no abnormal mapping to genome annotation by mutual gene counts matrices from two methods. To 
analyze the differential expression we use DESeq2 and  Duesselpore48,49 that shows the reliable capability of pro-
cessing RNA-Seq in a small number of replicas.

Statistical analysis and time. All exposure experiments were performed and repeated with three bio-
logical replicates and all analyses used at least two technical replicates. Exact conditions and statistical tests are 
depicted in the figure legends. Unless otherwise stated the graphics were generated and statistical significance 
was calculated using GraphPad Prism 8 software (GraphPad Prism, RRID:SCR_002798). Experimental timing 
was taken using an Omega Speedmaster Professional caliber 1863.

Results
CNP characterization under aerosol exposure conditions. CNPs were generated using different 
parameter combinations, e.g. carrier gas  (N2) flow and gap voltage. All number particle size distributions were 
lognormal and in the range between 5 and 300 nm (Fig. 1a–f). Different parameter combinations of carrier gas 
flow and gap voltage were used to establish the desired CNP size characteristics for the ALI exposure experi-
ments. The measurement setup (Fig. 1g) therefore represented the conditions (total flow, tube lengths and tube 
diameters) that exist under the exposure conditions in the Automated Exposure Station.

Characterization of 16HBE14o- barrier integrity in ALI culture conditions. The barrier integrity 
of cells under ALI condition (Fig. 2a) was assessed by measuring TEER (Fig. 2b, Supplement 3a), FITC-Dextran 
permeability (Supplement 3b) and mRNA expression of markers for tight junctions, adherens junctions and 
CFTR (Supplement 3c). TEER values were similar to those observed before for 16HBE14o- cells (Supplement 3a, 
b)38,39. FITC-Dextran permeability assay was performed to quantify transepithelial permeability. Until day 3 of 
ALI culture, FITC-Dextran permeability was approx. 0.55 mg/mL, corresponding to approx. 72% of the cell-free 
permeability indicating no tight barrier between the cells. Permeability at day 6 dropped to approx. 0.25 mg/mL, 
corresponding to 25% of the cell-free permeability and remained around 0.3 mg/mL until day 14 of ALI culture 
(Supplement 3b). We investigated mRNA expression of markers for cell–cell contact and CFTR (Supplement 3c). 
CLDN1 expression steadily increased to approx. fourfold at day 6 and approx. 11-fold at day 14, relative to day 0. 
Expression of the adherens junction gene CDH1 (E-cadherin) steadily increased to approx. twofold after 14 days 
of ALI culture. Expression of CFTR also increased during ALI culture between day 6 and day 14 (Supplement 
3c). Furthermore, 16HBE14o- cells appear to exhibit polarity as suggested by ZO-1 and nuclei staining (Supple-
ment 3d). All together, these data indicated that the 16HBE14o- cells under ALI condition are able to form an 
appropriate morphological and functional barrier to model airways in physiological conditions and in response 
to insults such as toxicants and pathogens.

Effects of CNP on barrier integrity. To evaluate the effects of CNP on the epithelial barrier integrity, we 
measured TEER during the culture of the cells, directly prior to and after a 4 h exposure interval. TEER develop-
ment between different Transwell was not different when referred to the starting value at day −3 (Fig. 2c). TEER 
values were similar in both groups before CNP-exposure and it is particularly highlighted when expressing the 
TEER values of the CNP-exposed cells as fold of CAC which is significantly lower post-exposure compared to 
pre-exposure (Fig.  2d). We also measured FITC-Dextran permeability in the CNP exposed cells. Values for 
pre-exposure were measured one day before the exposure, whereas post-exposure was measured after TEER 
measurement directly after the 4 h exposure. CNP-exposed cells had a significantly higher fold of FITC-Dextran 
permeability post-exposure compared to pre-exposure (Fig. 2e). These data indicate a decreased barrier integrity 
in CNP-exposed cells.



6

Vol:.(1234567890)

Scientific Reports |        (2022) 12:14255  | https://doi.org/10.1038/s41598-022-18098-8

www.nature.com/scientificreports/

CFTR expression and assessment of oxidative stress. In order to assess CFTR gene expression in 
CAC and CNP-exposed cells, real time qPCR experiments were performed (Fig. 3a). CFTR mRNA expression 
was significantly downregulated by around 40% in CNP-exposed cells compared to clean air (Fig. 3a). Interest-
ingly we also found two cystic fibrosis modifier genes, ANO1 (TMEM16A) and TNFAIP3, downregulated by 
60% and 70% respectively, in CNP-exposed cells (Fig. 3b). Decreased expression of CFTR was also apparent on 
protein level (Fig. 3c), although further experiments are necessary to determine the underlying mechanism. The 
interaction of lung cells with CNP has been associated with the generation of reactive oxygen species leading to 
intracellular oxidative  stress13. Moreover, studies of Cantin et al., indicated an association between pro-oxidants 
and the loss of  CFTR20. We thus performed real time qPCR experiments targeting genes involved in pro- and 
antioxidative cellular responses in cells after exposure to CNP (Fig.  3d). HMOX1 expression was drastically 
increased by approx. 80-fold in CNP-exposed cells. Likewise, expression of NFE2L2 as transcription factor for 
the regulation of redox balance and protective antioxidant responses (including HMOX1 induction) was sig-
nificantly increased. In contrast, catalase gene expression (CAT ) was significantly downregulated, while SOD1, 
SOD2 and GPX1 expression were unchanged. Of note, exposure to the nitrogen-air mixture alone did neither 
influence barrier integrity nor gene expression, indicating that the observed effects are particle related (Supple-
ment 4).

CFTR expression and oxidative stress markers using RNA-Seq analysis. Oxford Nanopore 
Sequencing (Fig. 4a) was used to analyze the transcriptomic landscape of 16HBE14o- cells after CNP expo-
sure. Heat Map analysis of RNA-Seq data identified several differentially expressed genes (Fig. 4b). CFTR and 
TNFAIP3 expression were downregulated to a comparable extent as with qPCR (Fig. 4c) while ANO1 expression 
was not detected. Furthermore, the expression pattern for oxidative stress markers showed slightly different 
results to the qPCR measurement (Fig. 4d). In the RNA-Seq dataset, NFE2L2 was not differentially expressed 
amongst different samples. In contrast, SOD2 expression was significantly downregulated, while SOD1 expres-
sion was significantly upregulated. CAT  expression was clearly downregulated and hardly detectable in CNP-
exposed cells.

Figure 2.  Assessment of barrier integrity in ALI-cultured 16HBE14o- cells pre- and post-exposure. (a) 
Schematic representation of ALI-cultured 16HBE14o- cells (b) Schematic representation of a TEER device is 
depicted (c, d) TEER was measured as described in the method section before and after ALI start until day 
5 (pre-exposure) and expressed relative to TEER values at day -3. Data are mean ± SEM of four independent 
experiments with three Transwell inserts for each experiment. Each Transwell insert was measured at three 
cavities and the mean was recordedb TEER was measured directly before (pre-exposure) and after (post-
exposure) 4-h CNP or CAC exposure and expressed relative to TEER values at day -3. Data are mean ± SEM 
of two or three independent experiments with three Transwell inserts for each experiment. (e) FITC-Dextran 
permeability was measured one day before (pre-exposure) and directly after (post-exposure) CNP or CAC 
exposure. Data are mean ± SEM of three independent experiments with three Transwell inserts for each 
experiment. Two-tailed, unpaired student ‘s t-test; *p < 0.05; **p < 0.01.
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RNA-Seq revealed further effects in CNP-exposed cells. Downregulation of CFTR and the induc-
tion of oxidative stress upon CNP exposure can potentially affect the expression of other genes. Thus, while 
performing RNA-Seq data analysis, we focused on differentially expressed genes belonging to apoptosis, 
DNA damage, cell stress and inflammatory pathways. Strongly increased expression of ATF3, ATF4, PMAIP1, 
CDKN1A, DDIT3 and DDIT4 was indicative of activated apoptosis pathway and DNA damage in CNP-exposed 
cells (Fig. 5a). This was supported by significantly decreased expression of different histone 1 subunits (Fig. 5b). 
Strongly increased expression of various heat shock protein genes and DNA-binding protein genes in CNP-
exposed cells suggest that they are in a stress state (Fig. 5c). We also measured markers for the inflammatory 
pathway and show significantly differentially regulated genes (Fig.  5d). TNF, IKBKE, CXCL1 and IL1B were 
downregulated while GDF15 was highly upregulated in CNP-exposed cells.

Discussion
Carbon nanoparticles account for a substantial proportion of ambient particulate matter in urban environments 
and are nowadays well recognized to cause adverse effects in lung  cells14,50,51. Inhalation of particulate matter as 
the major component of outdoor air pollution affects human health and exacerbates symptoms in chronic airway 
disease patients such as in  CF52,53. CF patients with mutated CFTR show highly variables phenotypes, even among 
patients with the same  mutation3 suggesting that environmental factors may influence the severity of the disease. 
CFTR expression is fundamental for lung function, nevertheless its expression after CNP exposure in human 

Figure 3.  Analysis of CFTR and oxidative stress related genes expression (a) Schematic representation of 
a qPCR device and a plate used for the analysis. (b) ALI-cultured 16HBE14o- cells were exposed to spark-
ablated CNP generated with 8 L/min nitrogen gas flow, 1.0 kV gap voltage and 5 mA at day 5 of ALI and gene 
expression of CFTR, ANO1 and TNFAIP3 was measured by qPCR, normalized to PGK1 expression. Data are 
mean ± SEM of three independent experiments. Each experiment was measured with two technical replicates. 
Two-tailed, unpaired student ‘s t-test, * p < 0.05, ** p < 0.01. (c) From the same cells proteins were isolated 
and 30 µg protein were subjected to western blot analysis (cropped image, depicted are lane 4 and 5 of Fig. S9 
with the full western blot image with 3 biological replicates) for CFTR and β-Actin as reference protein. Data 
are expressed as fold of CAC samples. Data are mean ± SEM of four independent experiments. Two-tailed, 
unpaired student ‘s t-test, **p < 0.01. (d) A panel of markers for oxidative stress was analyzed by qPCR. Data are 
mean ± SEM of three independent experiments. Each experiment was measured with two technical replicates. 
Two-tailed, unpaired student ‘s t-test, * p < 0.05.
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lung cells has not been studied before. So here, we wanted to test whether CNP influence CFTR expression and 
if the environment can account for these discrepancies. Thus, we first established an ALI system with cells that 
have been extensively used in CF research and toxicological studies. By culturing 16HBE14o- cells at the ALI we 
showed a developing barrier integrity, indicated by decreased FITC-Dextran permeability. This is supported by 
increasing CLDN1 gene expression during ALI culture of the cells suggesting this protein as a major contributor 
to that barrier. Moreover, increase in CFTR expression during ALI culture suggests that cell polarity develops, 
since CFTR incorporates predominantly into the apical cell membrane. The formation of a cell polarity was also 
suggested by ZO-1 immunostaining (Supplement 3d) as also previously shown by He et al.39.

Using the particle generator VSP-G1, we generated pure CNP with a mean diameter of approximately 44 nm 
and a particle number concentration of 6.36 ×  106/cm3. With these parameters, we calculated the particle mass 
deposited on the cells after 4 h exposure to be approx. 50 ng/cm2. This calculation was based on the mean particle 
diameter and not on the number particle size distribution. However, due to the presence of agglomerates, the 

Figure 4.  RNA-Seq analysis of 16HBE14o- cells exposed to clean air control or spark-ablated CNP. (a) 
RNA-Seq analysis was performed using a minION device (ONT, top). DNA or RNA molecules pass through a 
pore and cause alterations in electric signal when passing through the pore (bottom). Eventually, these signal 
fluctuations are further translated (basecalled) into distinct bases with special algorithms (b) Heat Map analysis 
of RNA-Seq data. Visualized are the 30 top differentially expressed genes in a heatmap plot and genes ranked by 
Wald test p-value, then clustered by hierarchical clustering (c) CFTR and TNFAIP3 expression or (d) oxidative 
stress markers. Data are expressed as fold of clean air control (CAC). Data are mean ± SEM of two (CNP) or 
three (CAC) independent experiments. Statistical significance was calculated using the DESeq2 algorithm as 
described in the method section. *p < 0.05; **p < 0.01; ***p < 0.001.
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effective density of the carbon particles is lower than its physical  density54. Assuming a lower density would result 
in even less particle mass, than already estimated with our calculation. The size distribution of the particles was 
also investigated with electron microscopy and the element analysis confirmed their chemical purity. Silicon 
and oxygen in the particle, measured by EDS might derive from siloxanes degassing from the silicone tube that 
connects the particle generator with the exposure  station55.

16HBE14o- cell exposure to CNP leads to decreased TEER and increased FITC-Dextran permeability, indi-
cating that CNP decrease barrier integrity in ALI-cultured 16HBE14o- cells (Fig. 2d, e). Diesel engine exhaust 
particles showed similar responses in previous studies despite differences in particle composition as well as cell 
culture and exposure  conditions30,31.

In order to investigate our initial hypothesis that inhaled carbonaceous particles may have an impact on CFTR 
abundance, we tested the ability of CNP to alter CFTR gene expression. We detected a significant downregula-
tion of CFTR expression at protein and transcript level following a 4-h exposure to CNP in the ALI-cultured 
16HBE14o- cells. To our knowledge, we are the first group that reports such effects by CNP.

In our settings, such effect was not observed in cells exposed to the nitrogen-air mixture without particles 
(Supplement 4). This indicates that lower oxygen levels in the AES (10.9% versus 21%) per se, do not drive 
altered CFTR and oxidative stress responses in the 16HBE14o- cells, though some priming or additive effect 
on the observed CNP effects cannot be entirely ruled out. Downregulation of CFTR promotes epithelial-to-
mesenchymal transition (EMT) in the development of breast  cancer56. During EMT epithelial cells lose their 
polarized functionality and cell–cell  contact57. CFTR is expressed on the apical surface of the  cells58. Thus, losing 
cell polarity by EMT might be associated with decreased CFTR expression. EMT has also been associated with 
decreased expression of micro RNAs MIR205 and MIR12659,60. Interestingly, MIR126 was also reported to be 
downregulated in CF airway epithelial  cells61. In our RNA-Seq analysis (Supplement 5, 6, 7) of CNP-exposed 
cells, MIR205HG expression was downregulated (Fig. 4b, Supplement 5) and while MIR126 was not detected, 
the expression of one of its main targets VEGFA was highly increased (Fig. 4b, Supplement 5). Notably, reduced 
expression and function of CFTR has been previously associated with increased VEGF-A expression in airway 
 epithelium62. Together with decreased barrier integrity and downregulated CFTR expression, these data might 
indicate first signs of EMT in CNP-exposed cells.

The molecular mechanisms that control CFTR downregulation at transcript and protein levels, upon CNP 
exposure, need further investigation.

At protein level, a possibility is that the exposure to carbon particles lead to CFTR internalization and deg-
radation. Indeed, it was recently shown that cigarette smoke exposure induces a retrograde trafficking of CFTR 
to the endoplasmic reticulum in a clathrin/dynamin-dependent  fashion63.

Furthermore, CNP-exposed cells exhibited increased expression of genes involved in the regulation of oxida-
tive stress and it has been shown that oxidative stress leads to CFTR downregulation in T84 and Calu-3  cells20.

Figure 5.  Differentially regulated genes analyzed by RNA-Seq reveal further adverse effects of CNP on 
16HBE14o- cells. Isolated RNA was subjected to Long Read Nanopore Sequencing to analyze gene expression 
of different markers involved in apoptosis and DNA damage (a,b), heat shock and DNA-binding (c) or 
inflammatory processes (d) Data are expressed as fold of CAC. Data are mean ± SEM of two (CNP) or three 
(CAC) independent experiments. Statistical significance was calculated using the DESeq2 algorithm as 
described in the method section. *p < 0.05; **p < 0.01; ***p < 0.001.
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We showed a significant downregulation of ANO1 and TNFAIP3 in CNP-exposed cells. ANO1 encodes a 
transmembrane channel that is critical for mucus secretion and production, it is thought to act in cooperation 
with CFTR and it can partially compensate for CFTR  deficiency64–66. Reduced TNFAIP3 and CFTR expression 
was reported in CF patients and seem to clinically correlate with lung  function67. Moreover, TNFAIP3 was 
downregulated in urban asthmatic  patients68 indicating an important role of TNFAIP3 (A20) in airway disease. 
A20 is a negative regulator of NFκ-B activation exhibiting anti-inflammatory  properties69. Decreased expres-
sion of TNFAIP3 suggests therefore a pro-inflammatory response in CNP-exposed cells. However, this was 
not represented in our transcriptomic analysis, where most differentially regulated genes were downregulated, 
except for GDF15, which is reported to be a stress-induced  cytokine70. In conclusion, downregulation of both, 
ANO1 and TNFAIP3 together with decreased CFTR expression in CNP-exposed 16HBE14o- cells suggest an 
unhealthy lung cells state.

Amongst other genes, HMOX1 and NFE2L2 were significantly increased, while CAT  was significantly 
decreased. This expression pattern has been shown before in states of oxidative stress even upon exposure to 
cigarette smoke or airborne  particles71–73. In this scenario, on the one hand, hydrogen peroxide accumulates in the 
cell due to decreased CAT  expression. On the other hand, upregulated HMOX1 will result in increased production 
of  Fe2+ ions, which in turn support the Fenton reaction of hydrogen peroxide towards hydroxyl radicals. This 
induces a negative spiral to worsen oxidative stress in the cell and lead to DNA and cell damage and  apoptosis74,75.

Our RNA-Seq analysis showed marked upregulation of several genes that are associated with an apoptotic 
state or signature of DNA damage. Apoptosis has been seen in  CF76–78 and in bronchial epithelial cells exposed 
to carbon  nanoparticles51,79. DNA damage and pathways involving the unfolded protein response and endoplas-
mic reticulum (ER) stress were also induced in CNP-exposed cells and seen in few CF  patients80,81. Moreover, 
histone subunits were significantly downregulated, while CDKN1A was upregulated which has been described 
during DNA  damage82.

Complementary to our current findings, ALI exposure studies with non-cystic fibrosis (CF) and CF air-
way epithelial cells have revealed marked further differences in susceptibility to nanoparticles. Using FITC-
labelled model nanoparticles it was demonstrated that uptake and intercellular accumulation of these particles 
is enhanced in CF-cells in comparison to non-CF epithelial  cells83. A role of CFTR in these uptake differences 
was confirmed via antisense oligonucleotide-based downregulation in NP-exposed epithelial cells. In another 
study, the effects of spark-generated CNP, as well as silver nanoparticles, were compared in CF versus normal 
bronchial epithelia at ALI-conditions. In the CF-cells enhanced necrosis as well as increased Caspase-3 activ-
ity and IL-6 release were  observed36. Taken together our transcriptomic data indicate that CNP-exposed cells 
display an oxidative stress, DNA damage and apoptotic state. Thus, ALI-cultured 16HBE14o- cells are suitable 
for a toxicological assessment of spark-ablated nanoparticles after aerosol exposure.

Conclusion
In conclusion, this study describes spark-ablated carbon nanoparticles in a realistic exposure of aerosols to 
decrease CFTR expression accompanied with transcriptomic signs of oxidative stress, apoptosis and DNA damage 
in ALI-cultured 16HBE14o- cells. Downregulation of CFTR might be a new mechanistic link to the aforemen-
tioned effects after CNP exposure. These effects, due to environmental factors, might explain the development 
of different phenotype severity in patients carrying the same CFTR mutation.

Data availability
The datasets generated and/or analysed during the current study are available at https:// iufdu essel dorf- my. share 
point. com/: f:/g/ perso nal/ thach_ nguyen_ iuf- duess eldorf_ de/ EgVUZ hXYif 9Kpwq NXWab_ ZoBAE aKUDr_ FI2g0 
OsaAa 0Jdw?e= BTXlR8 or in the ArrayExpress repository (accession number E-MTAB-11389).

Received: 21 January 2022; Accepted: 5 August 2022

References
 1. Kreda, S. M., Davis, C. W. & Rose, M. C. CFTR, mucins, and mucus obstruction in cystic fibrosis. Cold Spring Harb. Perspect. Med. 

2, a009589 (2012).
 2. Collawn, J. F. & Matalon, S. CFTR and lung homeostasis. Am. J. Physiol. Lung Cell. Mol. Physiol. 307, L917-923 (2014).
 3. Stahl, M., Steinke, E. & Mall, M. A. Quantification of phenotypic variability of lung disease in children with cystic fibrosis. Genes 

(Basel) 12, 803 (2021).
 4. Goeminne, P. C. et al. Impact of air pollution on cystic fibrosis pulmonary exacerbations: a case-crossover analysis. Chest 143, 

946–954 (2013).
 5. Psoter, K. J., De Roos, A. J., Wakefield, J., Mayer, J. D. & Rosenfeld, M. Air pollution exposure is associated with MRSA acquisition 

in young U.S. children with cystic fibrosis. BMC Pulm. Med. 17, 106 (2017).
 6. Donaldson, K. et al. Combustion-derived nanoparticles: a review of their toxicology following inhalation exposure. Part Fibre 

Toxicol. 2, 10 (2005).
 7. Li, N. et al. Ultrafine particulate pollutants induce oxidative stress and mitochondrial damage. Environ. Health Perspect. 111, 

455–460 (2003).
 8. Stone, V. et al. Nanomaterials versus ambient ultrafine particles: an opportunity to exchange toxicology knowledge. Environ. Health 

Perspect. 125, 106002 (2017).
 9. Tacu, I. et al. Mechanistic insights into the role of iron, copper, and carbonaceous component on the oxidative potential of ultrafine 

particulate matter. Chem. Res. Toxicol. 34, 767–779 (2021).
 10. Ganguly, K. et al. Early pulmonary response is critical for extra-pulmonary carbon nanoparticle mediated effects: comparison of 

inhalation versus intra-arterial infusion exposures in mice. Part. Fibre Toxicol. 14, 19 (2017).
 11. Berger, M. et al. Pulmonary challenge with carbon nanoparticles induces a dose-dependent increase in circulating leukocytes in 

healthy males. BMC Pulm. Med. 17, 121 (2017).

https://iufduesseldorf-my.sharepoint.com/:f:/g/personal/thach_nguyen_iuf-duesseldorf_de/EgVUZhXYif9KpwqNXWab_ZoBAEaKUDr_FI2g0OsaAa0Jdw?e=BTXlR8
https://iufduesseldorf-my.sharepoint.com/:f:/g/personal/thach_nguyen_iuf-duesseldorf_de/EgVUZhXYif9KpwqNXWab_ZoBAEaKUDr_FI2g0OsaAa0Jdw?e=BTXlR8
https://iufduesseldorf-my.sharepoint.com/:f:/g/personal/thach_nguyen_iuf-duesseldorf_de/EgVUZhXYif9KpwqNXWab_ZoBAEaKUDr_FI2g0OsaAa0Jdw?e=BTXlR8


11

Vol.:(0123456789)

Scientific Reports |        (2022) 12:14255  | https://doi.org/10.1038/s41598-022-18098-8

www.nature.com/scientificreports/

 12. Zhang, R. et al. Reduced pulmonary function and increased pro-inflammatory cytokines in nanoscale carbon black-exposed 
workers. Part. Fibre Toxicol. 11, 73 (2014).

 13. Unfried, K. et al. Cellular responses to nanoparticles: Target structures and mechanisms. Nanotoxicology 1, 52–71 (2007).
 14. Kim, Y. M. et al. Ultrafine carbon particles induce interleukin-8 gene transcription and p38 MAPK activation in normal human 

bronchial epithelial cells. Am. J. Physiol. Lung Cell. Mol. Physiol. 288, L432-441 (2005).
 15. Sydlik, U. et al. The compatible solute ectoine protects against nanoparticle-induced neutrophilic lung inflammation. Am. J. Respir. 

Crit. Care Med. 180, 29–35 (2009).
 16. Weissenberg, A. et al. Reactive oxygen species as mediators of membrane-dependent signaling induced by ultrafine particles. Free 

Radic. Biol. Med. 49, 597–605 (2010).
 17. Clunes, L. A. et al. Cigarette smoke exposure induces CFTR internalization and insolubility, leading to airway surface liquid 

dehydration. FASEB J. 26, 533–545 (2012).
 18. Rab, A. et al. Cigarette smoke and CFTR: implications in the pathogenesis of COPD. Am. J. Physiol. Lung Cell. Mol. Physiol. 305, 

L530-541 (2013).
 19. Cantin, A. M. et al. Cystic fibrosis transmembrane conductance regulator function is suppressed in cigarette smokers. Am. J Respir. 

Crit. Care Med. 173, 1139–1144 (2006).
 20. Cantin, A. M., Bilodeau, G., Ouellet, C., Liao, J. & Hanrahan, J. W. Oxidant stress suppresses CFTR expression. Am. J. Physiol. Cell. 

Physiol. 290, C262-270 (2006).
 21. Callaghan, P. J., Ferrick, B., Rybakovsky, E., Thomas, S. & Mullin, J. M. Epithelial barrier function properties of the 16HBE14o- 

human bronchial epithelial cell culture model. Biosci. Rep. 40, 10 (2020)
 22. Forbes, B., Shah, A., Martin, G. P. & Lansley, A. B. The human bronchial epithelial cell line 16HBE14o- as a model system of the 

airways for studying drug transport. Int. J. Pharm. 257, 161–167 (2003).
 23. O’Farrell, H. E. et al. E-cigarettes induce toxicity comparable to tobacco cigarettes in airway epithelium from patients with COPD. 

Toxicol. In Vitro 75, 105204 (2021).
 24. Haws, C., Krouse, M. E., Xia, Y., Gruenert, D. C. & Wine, J. J. CFTR channels in immortalized human airway cells. Am. J. Physiol. 

263, L692-707 (1992).
 25. Gruenert, D. C., Willems, M., Cassiman, J. J. & Frizzell, R. A. Established cell lines used in cystic fibrosis research. J. Cyst. Fibros 

3(Suppl 2), 191–196 (2004).
 26. Clift, M. J. et al. A comparative study of different in vitro lung cell culture systems to assess the most beneficial tool for screening 

the potential adverse effects of carbon nanotubes. Toxicol. Sci. 137, 55–64 (2014).
 27. Upadhyay, S. & Palmberg, L. Air-liquid interface: relevant in vitro models for investigating air pollutant-induced pulmonary 

toxicity. Toxicol. Sci. 164, 21–30 (2018).
 28. Frohlich, E. & Salar-Behzadi, S. Toxicological assessment of inhaled nanoparticles: role of in vivo, ex vivo, in vitro, and in silico 

studies. Int. J. Mol. Sci. 15, 4795–4822 (2014).
 29. Unfried, K., Sydlik, U., Bierhals, K., Weissenberg, A. & Abel, J. Carbon nanoparticle-induced lung epithelial cell proliferation is 

mediated by receptor-dependent Akt activation. Am. J. Physiol. Lung Cell. Mol. Physiol. 294, L358-367 (2008).
 30. Smyth, T. et al. Diesel exhaust particle exposure reduces expression of the epithelial tight junction protein Tricellulin. Part Fibre 

Toxicol. 17, 52 (2020).
 31. Lehmann, A. D., Blank, F., Baum, O., Gehr, P. & Rothen-Rutishauser, B. M. Diesel exhaust particles modulate the tight junction 

protein occludin in lung cells in vitro. Part Fibre Toxicol. 6, 26 (2009).
 32. Zhou, Z. et al. Transcriptomic analyses of the biological effects of airborne PM2.5 exposure on human bronchial epithelial cells. 

PLoS ONE 10, e0138267 (2015).
 33. Loret, T. et al. Air-liquid interface exposure to aerosols of poorly soluble nanomaterials induces different biological activation 

levels compared to exposure to suspensions. Part. Fibre Toxicol. 13, 58 (2016).
 34. Geiser, M., Jeannet, N., Fierz, M. & Burtscher, H. Evaluating Adverse Effects of Inhaled Nanoparticles by Realistic In Vitro Tech-

nology. Nanomaterials (Basel) 7(2), 49 (2017).
 35. Mülhopt, S. et al. Toxicity testing of combustion aerosols at the air–liquid interface with a self-contained and easy-to-use exposure 

system. J. Aerosol Sci. 96, 38–55 (2016).
 36. Jeannet, N. et al. Acute toxicity of silver and carbon nanoaerosols to normal and cystic fibrosis human bronchial epithelial cells. 

Nanotoxicology 10, 279–291 (2016).
 37. Brandenberger, C. et al. Effects and uptake of gold nanoparticles deposited at the air-liquid interface of a human epithelial airway 

model. Toxicol. Appl. Pharmacol. 242, 56–65 (2010).
 38. Braakhuis, H. M. et al. An Air-liquid Interface Bronchial Epithelial Model for Realistic, Repeated Inhalation Exposure to Airborne 

Particles for Toxicity Testing. J. Vis. Exp. 13, 59 (2020).
 39. He, R. W. et al. Optimization of an air-liquid interface in vitro cell co-culture model to estimate the hazard of aerosol exposures. 

J. Aerosol Sci. 153, 105703 (2021).
 40. Mulhopt, S. et al. A novel TEM grid sampler for airborne particles to measure the cell culture surface dose. Sci. Rep. 10, 8401 

(2020).
 41. Livak, K. J. & Schmittgen, T. D. Analysis of relative gene expression data using real-time quantitative PCR and the 2(-Delta Delta 

C(T)) Method. Methods 25, 402–408 (2001).
 42. Vogeley, C. et al. Unraveling the differential impact of PAHs and dioxin-like compounds on AKR1C3 reveals the EGFR extracel-

lular domain as a critical determinant of the AHR response. Environ. Int. 158, 106989 (2022).
 43. Lanfear, R., Schalamun, M., Kainer, D., Wang, W. & Schwessinger, B. MinIONQC: fast and simple quality control for MinION 

sequencing data. Bioinformatics 35, 523–525 (2019).
 44. Li, H. Minimap2: pairwise alignment for nucleotide sequences. Bioinformatics 34, 3094–3100 (2018).
 45. Li, H. et al. Genome project data processing S: the sequence alignment/map format and SAMtools. Bioinformatics 25, 2078–2079 

(2009).
 46. Liao, Y., Smyth, G. K. & Shi, W. featureCounts: an efficient general purpose program for assigning sequence reads to genomic 

features. Bioinformatics 30, 923–930 (2014).
 47. Anders, S., Pyl, P. T. & Huber, W. HTSeq–a Python framework to work with high-throughput sequencing data. Bioinformatics 31, 

166–169 (2015).
 48. Love, M. I., Huber, W. & Anders, S. Moderated estimation of fold change and dispersion for RNA-seq data with DESeq2. Genome 

Biol. 15, 550 (2014).
 49. Vogeley, C. Rapid and simple analysis of short and long sequencing reads using DuesselporeTM. Front. Genet. 13931996. https:// 

doi. org/ 10. 3389/ fgene. 2022. 931996 (2022).
 50. Stöckmann, D. et al. Non-canonical activation of the epidermal growth factor receptor by carbon nanoparticles. Nanomaterials 8, 

267 (2018).
 51. Sydlik, U. et al. Ultrafine carbon particles induce apoptosis and proliferation in rat lung epithelial cells via specific signaling path-

ways both using EGF-R. Am. J. Physiol. Lung Cell Mol. Physiol. 291, L725-733 (2006).
 52. Leikauf, G. D., Kim, S. H. & Jang, A. S. Mechanisms of ultrafine particle-induced respiratory health effects. Exp. Mol. Med. 52, 

329–337 (2020).

https://doi.org/10.3389/fgene.2022.931996
https://doi.org/10.3389/fgene.2022.931996


12

Vol:.(1234567890)

Scientific Reports |        (2022) 12:14255  | https://doi.org/10.1038/s41598-022-18098-8

www.nature.com/scientificreports/

 53. Geiser, M. et al. Biokinetics of nanoparticles and susceptibility to particulate exposure in a murine model of cystic fibrosis. Part 
Fibre Toxicol. 11, 19 (2014).

 54. Growney, D. J. et al. Determination of effective particle density for sterically stabilized carbon black particles: effect of diblock 
copolymer stabilizer composition. Langmuir 31, 8764–8773 (2015).

 55. Asbach, C. et al. Silicone sampling tubes can cause drastic artifacts in measurements with aerosol instrumentation based on 
unipolar diffusion charging. Aerosol Sci. Technol. 50, 1375–1384 (2016).

 56. Zhang, J. T. et al. Downregulation of CFTR promotes epithelial-to-mesenchymal transition and is associated with poor prognosis 
of breast cancer. Biochim. Biophys. Acta 1833, 2961–2969 (2013).

 57. Kalluri, R. & Weinberg, R. A. The basics of epithelial-mesenchymal transition. J. Clin. Invest. 119, 1420–1428 (2009).
 58. Bertrand, C. A. & Frizzell, R. A. The role of regulated CFTR trafficking in epithelial secretion. Am. J. Physiol. Cell. Physiol. 285, 

C1-18 (2003).
 59. Gregory, P. A. et al. The miR-200 family and miR-205 regulate epithelial to mesenchymal transition by targeting ZEB1 and SIP1. 

Nat. Cell Biol. 10, 593–601 (2008).
 60. Jia, Z., Zhang, Y., Xu, Q., Guo, W. & Guo, A. miR-126 suppresses epithelial-to-mesenchymal transition and metastasis by targeting 

PI3K/AKT/Snail signaling of lung cancer cells. Oncol. Lett. 15, 7369–7375 (2018).
 61. Oglesby, I. K. et al. miR-126 is downregulated in cystic fibrosis airway epithelial cells and regulates TOM1 expression. J. Immunol. 

184, 1702–1709 (2010).
 62. Martin, C. et al. CFTR dysfunction induces vascular endothelial growth factor synthesis in airway epithelium. Eur. Respir. J. 42, 

1553–1562 (2013).
 63. Marklew, A. J. et al. Cigarette smoke exposure induces retrograde trafficking of CFTR to the endoplasmic reticulum. Sci. Rep. 9, 

13655 (2019).
 64. Benedetto, R. et al. Epithelial chloride transport by CFTR requires TMEM16A. Sci. Rep. 7, 12397 (2017).
 65. Kunzelmann, K. et al. TMEM16A in cystic fibrosis: activating or inhibiting?. Front. Pharmacol. 10, 3 (2019).
 66. Ousingsawat, J., Kongsuphol, P., Schreiber, R. & Kunzelmann, K. CFTR and TMEM16A are separate but functionally related Cl- 

channels. Cell Physiol. Biochem. 28, 715–724 (2011).
 67. Kelly, C., Williams, M. T., Elborn, J. S., Ennis, M. & Schock, B. C. Expression of the inflammatory regulator A20 correlates with 

lung function in patients with cystic fibrosis. J. Cyst. Fibros. 12, 411–415 (2013).
 68. Krusche, J. et al. TNF-alpha-induced protein 3 is a key player in childhood asthma development and environment-mediated 

protection. J. Allergy Clin. Immunol. 144(1684–1696), e1612 (2019).
 69. Jarosz, M., Olbert, M., Wyszogrodzka, G., Mlyniec, K. & Librowski, T. Antioxidant and anti-inflammatory effects of zinc. Zinc-

dependent NF-kappaB signaling. Inflammopharmacology 25, 11–24 (2017).
 70. Tavenier, J. et al. Association of GDF15 with inflammation and physical function during aging and recovery after acute hospitaliza-

tion: a longitudinal study of older patients and age-matched controls. J. Gerontol. A Biol. Sci. Med. Sci. 76, 964–974 (2021).
 71. Chin, B. Y., Trush, M. A., Choi, A. M. & Risby, T. H. Transcriptional regulation of the HO-1 gene in cultured macrophages exposed 

to model airborne particulate matter. Am. J. Physiol. Lung Cell. Mol. Physiol. 284, L473-480 (2003).
 72. Muller, T. & Gebel, S. Heme oxygenase expression in Swiss 3T3 cells following exposure to aqueous cigarette smoke fractions. 

Carcinogenesis 15, 67–72 (1994).
 73. Quan, X., Lim, S. O. & Jung, G. Reactive oxygen species downregulate catalase expression via methylation of a CpG island in the 

Oct-1 promoter. FEBS Lett. 585, 3436–3441 (2011).
 74. Nandi, A., Yan, L. J., Jana, C. K. & Das, N. Role of catalase in oxidative stress- and age-associated degenerative diseases. Oxid. Med. 

Cell. Longev. 2019, 9613090 (2019).
 75. Redza-Dutordoir, M. & Averill-Bates, D. A. Activation of apoptosis signalling pathways by reactive oxygen species. Biochim. 

Biophys. Acta 1863, 2977–2992 (2016).
 76. Soleti, R., Porro, C. & Martinez, M. C. Apoptotic process in cystic fibrosis cells. Apoptosis 18, 1029–1038 (2013).
 77. Valdivieso, A. G. & Santa-Coloma, T. A. CFTR activity and mitochondrial function. Redox Biol. 1, 190–202 (2013).
 78. Chen, Q. et al. Cystic fibrosis epithelial cells are primed for apoptosis as a result of increased Fas (CD95). J. Cyst. Fibros. 17, 616–623 

(2018).
 79. Hussain, S. et al. Carbon black and titanium dioxide nanoparticles elicit distinct apoptotic pathways in bronchial epithelial cells. 

Part. Fibre Toxicol. 7, 10 (2010).
 80. Bartoszewski, R. et al. CFTR expression regulation by the unfolded protein response. Methods Enzymol. 491, 3–24 (2011).
 81. Bartoszewski, R. et al. Activation of the unfolded protein response by deltaF508 CFTR. Am. J. Respir. Cell. Mol. Biol. 39, 448–457 

(2008).
 82. Su, C. et al. DNA damage induces downregulation of histone gene expression through the G1 checkpoint pathway. EMBO J. 23, 

1133–1143 (2004).
 83. Ahmad, S. et al. Interaction and Localization of Synthetic Nanoparticles in Healthy and Cystic Fibrosis Airway Epithelial Cells: 

Effect of Ozone Exposure. Journal of Aerosol Medicine and Pulmonary Drug Delivery 25(1), 7–15. https:// doi. org/ 10. 1089/ jamp. 
2011. 0889 (2012).

Acknowledgements
We gratefully acknowledge the University of California (Dr. Dieter Gruenert) for kindly providing the 
16HBE14o− cells. We particularly thank Haribaskar Ramachandran for expert technical assistance during the 
revision, discussion and comments on the manuscript. We thank Jochen Dobner for discussion and comments 
on the manuscript. We thank Christoph Schlager for kindly providing the mathematical basis for calculating the 
approximate particle mass. We thank Roeland Dijkema and Eva Rennen (VSParticle) as well as Bastian Gutmann 
and Christoph Schlager (Vitrocell) for their support in experimental setup and Dr. Christof Asbach (IUTA) for 
his expert consultation and advice about the experimental setup and particle characterization.

Author contributions
Conceived and designed the study: T.S., J.K., K.U., R.P.F.S., A.R. Performed Research: T.S., B.S., A.M.T., S.W., 
I.H. Analyzed Data: T.S., T.N. Wrote the manuscript: T.S., A.R. Edited the manuscript: B.S., A.M.T., R.P.F.S., 
K.U. Supervision: A.R. All authors read and approved the final manuscript.

Funding
Open Access funding enabled and organized by Projekt DEAL.

Competing interests 
The authors declare no competing interests.

https://doi.org/10.1089/jamp.2011.0889
https://doi.org/10.1089/jamp.2011.0889


13

Vol.:(0123456789)

Scientific Reports |        (2022) 12:14255  | https://doi.org/10.1038/s41598-022-18098-8

www.nature.com/scientificreports/

Additional information
Supplementary Information The online version contains supplementary material available at https:// doi. org/ 
10. 1038/ s41598- 022- 18098-8.

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

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

Publisher’s note Springer Nature remains neutral with regard to jurisdictional claims in published maps and 
institutional affiliations.

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

format, as long as you give appropriate credit to the original author(s) and the source, provide a link to the 
Creative Commons licence, and indicate if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons licence, unless indicated otherwise in a credit line to the 
material. If material is not included in the article’s Creative Commons licence and your intended use is not 
permitted by statutory regulation or exceeds the permitted use, you will need to obtain permission directly from 
the copyright holder. To view a copy of this licence, visit http:// creat iveco mmons. org/ licen ses/ by/4. 0/.

© The Author(s) 2022

https://doi.org/10.1038/s41598-022-18098-8
https://doi.org/10.1038/s41598-022-18098-8
www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/

	Carbon nanoparticles adversely affect CFTR expression and toxicologically relevant pathways
	Material and Methods
	Cell culture. 
	Transepithelial electrical resistance (TEER) measurements. 
	FITC-Dextran permeability assay and immunostaining. 
	Generation and characterization of the CNP. 
	Exposure of cells to CNP. 
	Electron microscopyEnergy dispersive x-ray spectroscopy (EDS) analysis of CNP. 
	RNA isolation and qPCR analysis. 
	Protein isolation and western blot. 
	Library preparation and sample loading for long-read nanopore RNA-Sequencing (RNA-Seq). 
	Basecaller and quality control. 
	Sequence alignment, gene count, and differential expression analysis. 
	Statistical analysis and time. 

	Results
	CNP characterization under aerosol exposure conditions. 
	Characterization of 16HBE14o- barrier integrity in ALI culture conditions. 
	Effects of CNP on barrier integrity. 
	CFTR expression and assessment of oxidative stress. 
	CFTR expression and oxidative stress markers using RNA-Seq analysis. 
	RNA-Seq revealed further effects in CNP-exposed cells. 

	Discussion
	Conclusion
	References
	Acknowledgements


