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Abstract
Even after quitting smoking, the risk of the development of chronic obstructive pulmonary

disease (COPD) and lung cancer remains significantly higher compared to healthy non-

smokers. Based on the knowledge that COPD and most lung cancers start in the small air-

way epithelium (SAE), we hypothesized that smoking modulates miRNA expression in the

SAE linked to the pathogenesis of smoking-induced airway disease, and that some of these

changes persist after smoking cessation. SAE was collected from 10th to 12th order bronchi

using fiberoptic bronchoscopy. Affymetrix miRNA 2.0 arrays were used to assess miRNA

expression in the SAE from 9 healthy nonsmokers and 10 healthy smokers, before and

after they quit smoking for 3 months. Smoking status was determined by urine nicotine and

cotinine measurement. There were significant differences in the expression of 34 miRNAs

between healthy smokers and healthy nonsmokers (p<0.01, fold-change >1.5), with func-

tions associated with lung development, airway epithelium differentiation, inflammation and

cancer. After quitting smoking for 3 months, 12 out of the 34 miRNAs did not return to nor-

mal levels, with Wnt/β-catenin signaling pathway being the top identified enriched pathway

of the target genes of the persistent dysregulated miRNAs. In the context that many of

these persistent smoking-dependent miRNAs are associated with differentiation,
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inflammatory diseases or lung cancer, it is likely that persistent smoking-related changes in

SAE miRNAs play a role in the subsequent development of these disorders.

Introduction
Cigarette smoking, with its>4000 compounds and 1014 oxidants per puff, is the major cause of
two major lung disorders, chronic obstructive pulmonary disease (COPD) and bronchogenic
carcinoma [1–3]. COPD and most cases of lung cancer start in the small airway epithelium
(SAE), the cell population lining the airways�6th generations [4–6]. While cessation of smok-
ing reduces the risk for smoking-induced lung disease, epidemiologic studies have shown that
the risk never disappears [7,8], suggesting that there are lung-related biologic processes that
continue despite smoking cessation. There is extensive data from our laboratory and others
demonstrating that smoking is associated with up- and down-regulation of many genes in the
airway epithelium [9–12]. Interestingly, and consistent with the epidemiologic data, ex-smok-
ers continue to have persistent up- and down-regulation of many genes, despite smoking cessa-
tion [11,13].

There are likely a number of explanations for this, as cigarette smoke is complex, and there
are multiple pathways by which smoking may influence airway epithelial gene expression
[3,14]. Importantly, smoking affects the expression of many genes in the airway epithelium,
suggesting that the biologic processes involved, likely have a broad influence in gene expres-
sion. One such class of biologic processes are microRNAs (miRNA), small non-coding endoge-
nous, single-stranded, 17 to 25 nucleotide-long RNAs that are generated by sequential
processing from longer transcripts that contain a stem-loop [15]. These small regulatory RNAs
modulate gene expression by binding to the 3’ end of target mRNAs, resulting in gene silencing
through induction of mRNA cleavage or translational suppression [15,16]. Due to redundancy
in self-complementary miRNA-mRNA binding, one miRNA often controls several potential
mRNA targets, or alternately, one mRNA can be controlled by several miRNAs. In the lung,
miRNA profiling studies have shown that miRNAs play a role in lung organogenesis [17–19]
and that smoking can lead to the dysregulation of miRNAs in the large airway epithelium [20].

In the context of these considerations, we hypothesized that, not only does smoking modify
the expression of miRNAs in the airway epithelium, but that with smoking cessation, a subset
of these miRNAs continue to be dysregulated, with the consequences of persistent modification
of the expression of several SAE genes despite smoking cessation. To assess this hypothesis, ge-
nome-wide levels of miRNA were assessed in the SAE from healthy nonsmokers, and healthy
smokers before and after 3 months of smoking cessation. The data demonstrates that, not only
does smoking alter the expression in the SAE of many miRNAs, but also many of these smok-
ing-induced alterations in miRNA expression remain abnormally expressed after smoking ces-
sation, with many associated with chronic airway inflammation or malignancy.

Methods

Ethics Statement
All individuals were evaluated and samples collected in the Weill Cornell NIH Clinical and
Translational Science Center and Department of Genetic Medicine Clinical Research Facility
under clinical protocols approved for this study by the Weill Cornell Medical College and New
York/Presbyterian Hospital Institutional Review Boards (IRB) according to local and national
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IRB guidelines. All subjects gave their informed written consent prior to any clinical evalua-
tions or procedures.

Study Population
Nineteen study subjects, including 9 healthy nonsmokers and 10 healthy smokers, were as-
sessed using protocols approved by the Weill Cornell Medical College IRB. In order to study
the smoking cessation effect on small airway epithelial miRNA expression, the 10 healthy
smokers were asked to quit smoking with the aid of varenicline (Chantix, targeting alpha-4
beta-2 nicotinic receptor in the brain) and counseling (see S1 Methods for inclusion/exclusion
criteria). The SAE (10–12th order) was collected by fiberoptic bronchoscopy by brushing as de-
scribed previously (9). For all subjects, a baseline bronchoscopy was carried out in order to
compare healthy nonsmokers to healthy smokers. For the healthy smokers, a second bronchos-
copy was carried out 3 months after quitting smoking.

miRNAMicroarray Processing and Analysis
Following RNA extraction and sample quality assessment, miRNA microarray analyses were
performed using Affymetrix miRNA 2.0 arrays (Affymetrix, Santa Clara CA). The raw data are
available at the Gene Expression Omnibus (GEO) site (http://www.ncbi.nlm.nih.gov/geo, ac-
cession number for this dataset GSE 53519). The image files from Affymetrix miRNA 2.0 mi-
croarrays were processed in Partek Genomics Suite software version 6.6, 2012 (Partek Inc,
St. Louis, MO). Two way ANOVA (gender was identified as a source of variation) followed by
Fisher’s Least Significant Difference test was used to identify the differentially expressed miR-
NAs among groups. Additional details are provided in S1 Methods.

To quantitate the cessation response for each of the smoking-dependent miRNAs, the mean
absolute expression levels of all healthy nonsmokers, healthy smokers before quitting, and
healthy smokers after quitting smoking for 3 months were assessed as: % change = [(healthy
smokers before smoking cessation—healthy smokers after 3-month smoking cessation)x100 /
(healthy smokers before smoking cessation—healthy nonsmokers)].

To evaluate the global change of expression of these smoking-dependent miRNAs, a “smok-
ing-dependent miRNA index” was created. For each miRNA, the expression quartile was calcu-
lated from the corresponding values in nonsmoker. The index was calculated for each subject
as:

Smoking � dependent miRNA index ¼
X34

n¼1

E n

where E1 has a value of 1 if the expression level for smoking up-regulated miRNA 1 was>3rd

quartile of all healthy nonsmokers, or<1st quartile if this miRNA was a smoking down-regu-
lated miRNA; E2 was the index for miRNA 2, etc.; the total, “n = 34”, is the number of all
smoking-dependent miRNAs. The statistical significance of differences of index between the
groups was determined using the Kruskal-Wallis test followed by Dunn’s test.

Direct prediction of the functions and associated diseases of the list of significantly changed
miRNAs was carried out using Tool for Annotations of microRNAs (TAM; http://202.38.126.
151/hmdd/tools/tam.html), which catalogs miRNAs into various categories. miRNA target
gene prediction was carried out in Partek 6.6, which uses the TargetScan 6.2 database to search
target genes. As not all genes are expressed in the SAE, the predicted-target gene list was fil-
tered by “SAE genes” previously identified by deep sequencing (RNA-Seq) with expression
level>0.125 RPKM (reads per kilobase of exon per million mapped reads) [21]. Pathway
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analysis of the target genes was performed in Ingenuity Pathway Analysis (IPA, Redwood City,
CA).

The effect of smoking on the expression the miRNA target genes in the small airway epithe-
lium were analyzed using our recently published Affymetrix Human Genome U133 plus 2.0
array dataset (16 healthy nonsmokers and 20 healthy smokers). The captured image data from
the arrays were processed using the MAS5 algorithm [22]. For the genes with multiple probe-
sets, only the one with highest average expression level was kept. For all 41 Wnt/β-catenin sig-
naling pathway genes listed in S3 Table, 40 genes have matched probesets (none for Wnt3A).
Principal component analysis was performed in Partek 6.6 using the default setting.

Quantitative Real-Time PCR Validation
Quantitative real-time PCR (qRT-PCR, TaqMan; Life Technologies, Grand Island, NY) was
used to confirm the differential expression of miRNAs (S1 Table). Small RNA RUN6B was
used as endogenous control. Data were analyzed using the comparative CT method. P values
were determined using Mann-Whitney test.

Assessment of miR-1246 Inhibition on Target Genes
Human primary airway epithelial cells (Lonza, Allendale, NJ) were cultured in 24 well plates
(6×104/well). After 1 day, the cells were transfected with miR-1246 inhibitor and negative
microRNA inhibitor control (mirVana miRNA Inhibitor, Life Technologies, Grand Island,
NY) at 66 nM concentration using Lipofectamine RNAiMAX reagent (Life Technologies,
Grand Island, NY). Samples were collected after 36 hr for RNA extraction. TaqMan PCR was
used to assess expression changes of 6 putative miR-1246 target genes, including DRK1A,
GRHL1, GFHL2, GSK3B, CREB3L2 and PCTH1 (predicted by TargetScan website). 18S was
used as endogenous control. Data were analyzed using the comparative CT method.

Results

Expression of miRNAs in Healthy Smokers Compared with Healthy
Nonsmokers
All the subjects were healthy based on self-reported history, physical exam, complete blood
count, coagulation studies, liver function tests, urine studies, chest X-ray, EKG and pulmonary
function tests (Table 1). All of the 10 smoking quitters were long term smokers and confirmed
to be successful quitters by assessment of urine cotinine and nicotine (see S1 Methods for inclu-
sion/exclusion criteria).

Using the criteria of p<0.01, fold-change>1.5, 34 out of 1100 human mature miRNAs were
identified as significantly changed in the SAE by smoking (Fig 1A and Table 2). Unsupervised
hierarchical clustering of the healthy smokers and healthy nonsmokers based on the 34 signifi-
cantly expressed miRNAs separated healthy smokers and healthy nonsmokers into two distinct
groups (Fig 1B). The majority of the smoking-dependent miRNAs were upregulated in healthy
smokers compared to healthy nonsmokers (25 of 34 miRNAs, 74%; Fig 1A and Table 2). The
miRNA that was most up-regulated in healthy smokers was miR-143 (p<10–2, 9.1-fold). The
miRNA that was most down-regulated in healthy smokers was miR-1246 (p<10–3, -3.8-fold).
Two miRNA families were over-expressed in healthy smokers compared to healthy nonsmok-
ers, including the miR-181 family (miR-181a, miR-181b and miRNA-181c) [23] and the miR-
133 family (miR-133a, miR-133b) [24]. Three microRNA clusters, miR-199a/miR-214 [25],
miR-143/miR-145 [26] and miR-181a/miR-181b, were upregulated by smoking.
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MicroRNA function enrichment analysis showed that the top 4 functions (p<0.05, ranked
by p value) of the 25 up-regulated miRNAs were miRNA tumor suppressors (p<10–4, fold-en-
richment 6.1), inflammation (p<10–2, fold-enrichment 3.4), human embryonic stem cell regu-
lation (p<0.05, fold-enrichment 2.3) and cell differentiation (p<0.05, fold-enrichment 5,
Table 3 and S2 Table). The top 4 functions of the 9 down-regulated miRNAs included inflam-
mation (p<10–2, fold-enrichment 6.6), immune response (p<10–2, fold-enrichment 5.7),
onco-miRNAs (p<0.05, fold-enrichment 5.8) and human embryonic stem cell regulation
(p<0.05, fold-enrichment 3.2; Table 3 and S2 Table). The enriched functions of the smoking-
dependent miRNAs are consistent with the knowledge that chronic smoking is associated with
COPD and lung cancer [27].

As inflammation was a major function for both smoking up- and down-regulated micro-
RNAs, we investigated whether several of the smoking up-regulated and down-regulated
microRNAs might be directed toward a common inflammation-related pathway. By manually
assessing the literature, 6 smoking dependent microRNAs were identified as being associated
with NF-kappa B pathway [28,29] (S1 Fig). For example, smoking up-regulated miR-181b and

Table 1. Demographics of healthy nonsmokers, healthy smokers and healthy smokers after 3-month smoking cessation1.

Parameters Healthy nonsmokers Healthy smokers

Month 0 Month 3 (quitters)2

n 9 10

Gender (male/female) 4/5 5/5

Age (year) 44 ± 10 47 ± 7

Race (B/W/O)3 6/1/2 6/2/2

Pack-yr 0 19 ± 6

Pulmonary function4

FVC 106 ± 12 107 ± 13

FEV1 103 ± 9 99 ±13

FEV1/FVC 79 ± 4 76 ± 6

TLC 90 ± 7 93 ±12

DLCO 87 ± 7 89 ±5

Epithelial cells5

Number recovered x106 1.2 ± 0.4 0.9 ± 0.3 0.9 ± 0.3

% epithelial cells 98.4 ± 0. 8 98.4 ± 0.7 98.4 ± 1.0

% inflammatory cells 1.6 ± 0.8 1.6 ± 0.7 1.7 ± 1.0

Differential cell count6

Ciliated (%) 68.6 ± 6.2 66.9 ± 8.3 67.9 ± 6.5

Secretory (%) 9.1 ± 2.9 13.7 ± 6.8 13.7 ± 5.4

Basal (%) 13.6 ± 6.5 5.4 ± 4.9 3.9 ± 1.9

Undifferentiated (%) 7.1 ± 2.9 12.5 ± 6.9 12.8 ± 5.5

1 Data are presented as mean ± standard deviation
2 Criteria for quitter (inactive smoking stats) is defined as nicotine levels of <30 ng/ml and cotinine levels of <50 ng/ml for the urine tests.
3 B = Black, W = White, O = Other.
4 Pulmonary function testing parameters are given as % of predicted value with the exception of FEV1/FVC, which is reported as % observed; FVC—

forced vital capacity; FEV1—forced expiratory volume in 1 sec; TLC—total lung capacity; DLCO—diffusing capacity.
5 Small airway epithelium was collected using fiberoptic bronchoscopy. To quantify the percentage of epithelial and inflammatory cells and the proportions

of ciliated, basal, secretory, and intermediate epithelial cells, aliquots of 2x104 cells were prepared by centrifugation and stained with DiffQuik.
6 Only epithelial cells were used for differential cell counting.

doi:10.1371/journal.pone.0120824.t001
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miR-126, two miRNAs that can promote NF-kappa B indirectly; smoking up-regulated miR-
143, a NF-kappa B target; smoking down-regulated miR-146a and miR-218, two NF-kappa B
negative regulators; and smoking upregulated miR-199a, an inhibitor of the NF-kappa B

Fig 1. Volcano plot and unsupervised hierarchical clustering of differentially expressedmiRNAs in
the small airway epithelium (SAE) of healthy smokers and healthy nonsmokers. A. Volcano plot
comparing the expression of 1100 humanmature miRNAs in the SAE of smokers vs nonsmokers. There
were 25 miRNAs (red) upregulated and 9 miRNAs (blue) downregulated in the SAE of healthy smokers
compared to healthy nonsmokers (fold-change >1.5, p<0.01, total 34 miRNAs). X-axis, fold-change; Y-axis, p
values. B. Unsupervised hierarchical clustering of 34 differentially expressed miRNAs between healthy
smokers (tan rectangle) and healthy nonsmokers (green rectangle). The color bar indicates the relative
miRNA expression level.

doi:10.1371/journal.pone.0120824.g001
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pathway. Together, these data point out the complexity of miRNA smoking-related modula-
tion of the SAE gene expression, with different miRNAs competing to activate or suppress the
same pathway.

Table 2. miRNAs Significantly Up- and Down-regulated in the Small Airway Epithelium by Cigarette
Smoking1.

Healthy smokers vs healthy nonsmokers

Probeset ID Fold-change2 p value3

Up-regulated

hsa-miR-143_st 9.1 1.0x10-3

hsa-miR-145_st 8.0 1.2x10-3

hsa-miR-133b_st 6.7 8.9x10-5

hsa-miR-214_st 5.7 1.6x10-3

hsa-miR-634_st 5.3 2.0x10-5

hsa-miR-126_st 5.0 7.6x10-4

hsa-miR-139-5p_st 4.5 1.6x10-4

hsa-miR-199a-3p_st 3.9 3.3x10-3

hsa-miR-199a-5p_st 3.7 9.1x10-3

hsa-miR-133a_st 3.7 1.9x10-4

hsa-miR-195_st 2.7 8.9x10-4

hsa-miR-181c_st 2.7 1.3x10-3

hsa-miR-675_st 2.6 1.2x10-4

hsa-miR-127-3p_st 2.3 5.8x10-3

hsa-let-7b-star_st 2.1 4.2x10-3

hsa-miR-1260_st 2.1 1.2x10-3

hsa-miR-1226-star_st 2.1 9.3x10-3

hsa-miR-636_st 2.0 2.2x10-4

hsa-miR-193b-star_st 2.0 2.6x10-3

hsa-miR-487b_st 2.0 4.3x10-3

hsa-miR-193b_st 1.9 6.6x10-3

hsa-miR-138-1-star_st 1.8 4.2x10-3

hsa-miR-181a_st 1.7 5.4x10-7

hsa-miR-550_st 1.7 8.2x10-3

hsa-miR-181b_st 1.5 3.1x10-4

Down-regulated

hsa-miR-449b_st -1.6 3.1x10-3

hsa-miR-224-star_st -1.6 4.5x10-3

hsa-miR-1975_st -1.8 1.4x10-4

hsa-miR-1979_st -1.9 2.1x10-4

hsa-miR-218_st -2.0 1.7x10-3

hsa-miR-146a_st -2.1 2.9x10-3

hsa-miR-203_st -2.1 5.6x10-4

hsa-miR-3201_st -2.2 6.3x10-3

hsa-miR-1246_st -3.8 2.7x10-4

1 Affymetrix miRNA 2.0 arrays.
2 Fold-change: healthy smokers vs healthy nonsmokers.
3 p value: healthy smokers vs healthy nonsmokers.

doi:10.1371/journal.pone.0120824.t002
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As it is known that smoking is associated with disordering of airway epithelium differentia-
tion, we carried out literature data mining for the specific role of each smoking dependent
microRNA in lung development and airway epithelium differentiation. Interestingly, smoking
up-regulated two lung development-related miRNAs, miR-214 and miR-127 (p<10–3,
5.8-fold) [17,19]. Relevant to the pathogenesis of COPD, activating transcription factor 4
(ATF4)-mediated endoplasmic reticulum stress (ER stress) has been suggested to be a key regu-
lator for COPD-relevant airway epithelial gene expression [30], and ATF4 is a validated target
of miR-214 [31]. Smoking also down-regulated miR-449b (p<0.01, -1.6-fold), a miRNA associ-
ated with airway epithelial differentiation [32].

Effect of Smoking Cessation on miRNA Expression
Assessment of urine nicotine and cotinine confirmed that the 10 smokers had quit, with urine
nicotine and cotinine measured in the nonsmoking range at the 3 month assessment (Fig 2A).
To assess the effect of smoking cessation on the expression of smoking-dependent miRNAs at
a global level, a smoking-dependent miRNA index was used. Smoking up-regulated the smok-
ing-dependent miRNA index (3.8-fold, p<0.05) and smoking cessation was associated with
significant down-regulation of the index (1.6-fold, p<0.05, compared to healthy smokers, Fig
2B). When assessed at this global level of all smoking changed miRNAs, the differences be-
tween healthy nonsmokers and smokers that quit was not statistically significant, although the
average miRNA index of the smoking cessation group was still 2.4-fold higher than that of the
healthy nonsmokers, suggesting the levels of individual miRNAs may still be significantly ab-
normal even with smoking cessation.

Consistent with this concept, at the individual miRNA level, 22 out of the 34 smoking re-
sponsive miRNAs returned to the expression level of healthy nonsmokers (Fig 2C and
Table 4). The other 12 miRNAs that did not return to the normal level represented 35% of the

Table 3. Top function categories of miRNAs with significantly different expression in the small airway epithelium of healthy smokers vs healthy
nonsmokers1.

Category2 Count3 Percent4 Fold-enrichment p value5

25 up-regulated miRNAs

miRNA tumor suppressor 8 22 6.1 8.0x10-6

Inflammation 5 12 3.4 1.0x10-2

Human embryonic stem cell regulation 7 8 2.3 1.8x10-2

Cell differentiation 3 18 5.0 1.9x10-2

HIV latency 3 14 4.0 3.3x10-2

9 down-regulated miRNAs

Inflammation 3 7 6.6 6.2x10-3

Immune response 3 6 5.7 9.3x10-3

Onco-miRNAs 2 6 5.8 4.1x10-2

Human embryonic stem cell regulation 3 4 3.2 4.9x10-2

Apoptosis 2 5 4.0 7.8x10-2

1 miRNA functional category was analyzed by “Tool for annotations of meaningful human miRNAs categories” (TAM; http://202.38.126.151/hmdd/tools/

tam.html). The list of microRNAs for each category can be found in S1 Table.
2 TAM includes 24 miRNA function categories.
3 Count = number of miRNAs matched to the functional category.
4 Percent of matched miRNA/total number of miRNA in the function category.
5 Significance of enrichment.

doi:10.1371/journal.pone.0120824.t003
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total number of differentially expressed miRNAs between healthy smokers and healthy non-
smokers (Fig 2C and Table 4). Quantitative assessment of the degree to which the expression

Fig 2. Effect of smoking cessation on the SAE expression of the 34 miRNAs dysregulated by smoking. A: Quantitative evaluation of smoking
cessation. Urine nicotine and cotinine levels of healthy nonsmokers, healthy smoker before smoking cessation (month 0), healthy smokers after 3 months
smoking cessation. B: Global effect of smoking cessation on smoking-dependent miRNAs. Smoking dependent miRNA indexes based on 34 smoking
dependent miRNAs were calculated (see Methods) for each of the healthy nonsmokers, healthy smokers before smoking cessation (month 0) and healthy
smokers after 3 months smoking cessation. C: Volcano plot of the 34 smoking-dependent miRNAs in healthy smokers after 3-month smoking cessation
compared to healthy nonsmokers. X-axis, fold-change, healthy smokers after 3-month smoking cessation vs healthy nonsmokers; Y-axis, p value. Twelve of
the 34 miRNAs were not reversed after smoking cessation (criteria p<0.05, fold-change >1.5). D: Quantitative assessment of smoking cessation on miRNA
expression in human SAE. Using mean absolute expression levels, the degree of reversibility in a miRNA was calculated as: % change = [(healthy smokers
before smoking cessation—healthy smokers after 3-month smoking cessation)x100 / (healthy smokers before smoking cessation—healthy nonsmokers)].
X-axis—percentage of the smoking dependent miRNA (in order of ascending % change). The persistent miRNA identified in panel C are shown as red.
Y-axis—% change of miRNA. The vertical dash line indicates the percentage of miRNAs which have 25% and 50% reversal.

doi:10.1371/journal.pone.0120824.g002
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of these miRNAs normalized to the level observed in healthy nonsmokers demonstrated that
after 3 months smoking cessation, the expression of 21% of miRNAs reversed less than 25%
and 38% of miRNAs reversed less than 50% (Fig 2D).

Examples of “smoking cessation reversible miRNAs” included cancer and inflammation re-
lated miR-181a, airway epithelium differentiation related miR-449b, and lung development-re-
lated miR-214 and miR-127. Interestingly, many SAE “smoking cessation persistent miRNAs”
have been associated with carcinogenesis and chronic airway disease. For example, the persis-
tently-downregulated miRNA, miR-218, has been identified as a tumor suppressive miRNA in
non-small cell lung cancer [33]. The persistently up-regulated miRNAs miR-133a and 133b
has been reported to function as either onco-miRNA or tumor suppressive miRNA depending
on cancer type [24,34]. The persistently up-regulated miR-487b has been associated with pul-
monary fibrosis [35] and the persistently-downregulated miRNA, miRNA-1246, is a transcrip-
tional target of P53 family genes [36]. Finally, mir-1246 itself can regulate expression of cystic
fibrosis transmembrane conductance regulator (CFTR) [37].

TaqMan PCR Validation of Differentially Expressed miRNAs
We performed confirmatory qRT-PCR for 13 microRNAs (3 reversible miRNAs, 10 persistent
miRNAs) on all samples. The reversible smoking-induced expression changes of miR-181a,
miR-449b and miR-143 (Fig 3A–3C), and the persistent changes of miR-218, miR-1246, miR-
133a (Fig 3A–3C) and miR-634, miR-133b, miR-1226-star, miR-487b, miR-1260, miR-550 (S2
Fig) were verified by qRT-PCR. Two persistent miRNAs (miR-1975 and miR-3201) were not
validated because no matched TaqMan Probes available. Probably because of limited sample
size, we were not able to get significant changes of miR-1226 star by qRT-PCR (S2 Fig).

Table 4. miRNAs that remain significantly up- and down-regulated in the small airway epithelium de-
spite cessation of cigarette smoking1.

Healthy smokers after 3-month smoking
cessation vs healthy nonsmokers

Probeset ID Fold-change2 p value3

Persistently up-regulated

hsa-miR-634_st 2.8 3.0x10-3

hsa-miR-133b_st 2.8 1.8x10-2

hsa-miR-133a_st 2.0 2.7x10-2

hsa-miR-1226-star_st 1.8 3.2x10-2

hsa-miR-487b_st 1.8 1.3x10-2

hsa-miR-1260_st 1.6 2.6x10-2

hsa-miR-550_st 1.5 3.3x10-2

Persistently down-regulated

hsa-miR-1246_st -3.2 1.0x10-3

hsa-miR-3201_st -1.8 3.8x10-2

hsa-miR-218_st -1.7 1.1x10-2

hsa-miR-224-star_st -1.6 7.4x10-3

hsa-miR-1975_st -1.5 1.6x10-3

1 Affymetrix miRNA 2.0 arrays.
2 Fold-change: healthy smokers after 3-month smoking cessation vs healthy nonsmokers.
3 p value: healthy smokers after 3-month smoking cessation vs healthy nonsmokers.

doi:10.1371/journal.pone.0120824.t004
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Target Genes of Smoking Cessation Persistent miRNAs
To further assess the roles of smoking cessation persistent miRNAs in the SAE, the functions
of their target genes were explored. Only those target genes known to be expressed in SAE were
used for analysis [21]. There were 2,112 genes (excluding duplicates) that were predicted-tar-
gets of the smoking cessation persistent-miRNAs. Among these genes, 1763 were expressed in
the human SAE. Interestingly, many of the target genes were targets of miR-218 and miR-
133a/b (Fig 4A). By pathway analysis, Wnt/β-catenin signaling, cardiac β-adrenergic signaling
and protein kinase A signaling were found to be the top 3 canonical pathways (ranked by p
value) enriched in the target genes of smoking cessation persistent-miRNAs (Fig 4B and S3

Fig 3. TaqMan quantitative PCR validation of smoking cessation reversible and smoking cessation
persistent miRNAs in the SAE.MicroRNA let-7a was used as endogenous control. Error bars indicate
standard error, and p values (compared with nonsmokers) were determined using Mann-Whitney test. *,
p<0.05; **, p<0.01.A-C: Validation of reversible miRNAs after smoking cessation.A:miR-181a; B:miR-
449b; andC:miR-143.D-F: Validation of persistent miRNAs after smoking cessation.D:miR-218; E:miR-
1246; and F:miR-133a.

doi:10.1371/journal.pone.0120824.g003
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Fig 4. Target genes of smoking cessation persistently alteredmiRNAs in the human SAE. A: Numbers
of predicted target genes for each of the persistent miRNAs. The target genes prediction was based on
Target Scan 6.2 database. Only genes that are expressed in human SAE were used for the analysis. Blue,
target genes of persistent-down-regulated miRNAs. Red, target genes of persistent-up-regulated miRNA.
The persistently dysregulated miRNAs with the highest target gene number were miR-218 and miR-133a and
miR-133b targets. B: Top 10 enriched canonical pathways in the target genes of the smoking cessation
persistent miRNAs. The analysis was performed using Ingenuity Pathway Analysis software. X axis,-log of p
value, Fisher's exact test. The ratio of genes that were targeted by the smoking cessation persistent-miRNA
in each pathway are indicated. C: Wnt/β-catenin signaling pathway associated with persistently dysregulated
miRNAs despite smoking cessation. TheWnt pathway genes that are targets of the smoking cessation
persistent miRNAs are highlighted by yellow. The correspondent miRNAs are marked red, with the number of
red dots corresponding to the number of miRNAs targeted toward each gene. ManyWnt pathway ligands,
receptors, effectors and regulators are potential targets of the smoking cessation persistent miRNAs.
Abbreviations: IGF-1, insulin-like growth factor 1; ERK5, Extracellular signal-regulated kinase 5; MAPK,
mitogen-activated protein kinase.

doi:10.1371/journal.pone.0120824.g004
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Table). The Wnt/ β-catenin signaling pathway was the top enriched pathway, consistent with
smoking being associated with dysregulated differentiation, lung cancer and inflammation. Re-
markably, 24% of Wnt pathway genes were predicted to be targets of smoking cessation miR-
NAs, with someWnt pathway genes targeted by multiple miRNAs, including Wnt ligands,
receptors, regulators and effectors (Fig 4C).

To ask whether the smoking-deregulated miRNAs could have biologic effect in vivo, we ana-
lyzed our recently published SAE mRNA microarray dataset [22] and focused on the effect of
smoking onWnt pathway target genes of the persistent miRNAs. Interestingly, expression of
target genes of the persistent miRNAs clearly segregated smokers and nonsmokers into two
groups (PCA analysis, S3 Fig). The data suggests that smoking induces dysregulation of Wnt
pathway in SAE and that persistent miRNAs might be involved during this process.

Assessment of Target Genes of Persistent miRNAs
To assess putative target genes of the dysregulated-miRNA, microRNA inhibitors were used.
We focused on miR-1246, which is a smoking-persistent-down microRNA validated by Taq-
Man PCR. Suppression of miR-1246 by microRNA inhibitor in primary human airway epithe-
lial cells significantly up-regulated several putative miR-1246-target genes, including DRK1A,
GRHL1 and GSK3B (S4 Fig).

Discussion
The focus of this study was on the effect of smoking on miRNA levels in the SAE, the site of de-
velopment of the smoking-related diseases, COPD and most types of lung cancer [2,3]. We
identified 34 smoking-responsive miRNAs in the SAE, with functions associated with lung de-
velopment, airway epithelium differentiation, inflammation and cancer. Interestingly, among
these 34 miRNAs, 12 did not return to normal levels after 3 months of cigarette smoking cessa-
tion. The functions of many of these smoking cessation persistent miRNAs and /or their target
mRNAs have been associated with pathogenic processes linked to chronic airway disease and/
or lung cancer [24,33–35,37,38]. This is consistent with the knowledge that while smoking ces-
sation improves respiratory symptoms and bronchial hyper-responsiveness, delays the decline
in FEV1 compared to continuing smokers, and reduces the risk for lung cancer [7,39,40], the
risk for COPD and lung cancer remains significantly higher compared to healthy nonsmokers
despite smoking cessation [7,8].

miRNAs in Lung Development and Airway Epithelium Differentiation
miRNA profiling in lung development has identified a number of miRNAs differentially ex-
pressed during different stages of lung development, with similarities in studies of the develop-
ing mouse, rat and human lung [17–19]. Consistent with these observations, and the
knowledge that smoking is associated with disordering of airway epithelial differentiation [3,4],
several of the miRNAs differentially expressed in the smoker SAE have been implicated as im-
portant in lung development. For example, smoking up-regulates the expression of miR-214,
miR-127, miR-145 and down-regulates miR-449b in the SAE. miR-214 levels change signifi-
cantly in mouse and rat lung development [17,19], while miR-127 overexpression is associated
with a decrease in lung terminal bud count and increase in internal and terminal bud sizes
[20]. miR-449b, a miRNA down-regulated in the smoker SAE, has been shown to enhance cilia
biosynthesis in human airway epithelium by repressing the delta/notch pathway [32], and is
down-regulated in the airway epithelium in asthma [41]. miR-145, a miRNA up-regulated in
the SAE by smoking, plays a role in human embryonic stem cells [42], and targets SOX2 and
KLF4, both important transcription factors in human airway epithelium [21]. The
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dysregulation of miR-214, miR-127, miR-449b and miR-145 in the SAE is reversed by smoking
cessation, consistent with the knowledge that smoking cessation does reverse many of the
smoking-related epithelial lung pathologies [43].

Expression of miRNAs by Different Lung Cell Populations
The SAE, the cell population central to the initial pathology of the smoking-related lung disor-
ders, represents, at most, 2% of the total population of the lung parenchyma [44], and thus like-
ly does not contribute significantly to miRNA analyses of samples of lung parenchyma per se.
With this caveat, there are interesting parallels between the observations in the present study
and studies of miRNA in pieces of lung parenchyma in health and disease. For example, in the
SAE, we observed that smoking down-regulated miR-146a. Of interest, miR-146a, a miRNA
that targets COX2 and suppresses arachidonic acid metabolism, is up-regulated in lung fibro-
blasts by cytokines, but less so in fibroblasts derived from the COPD lung [45]. We also
observed that smoking up-regulates miR-199a-5p in the SAE, a miRNA that targets hypoxia-
inducible factor-1α (HIF-1α) and suppresses HIF-1α in human pulmonary microvascular
endothelial cells. miR-199a-5p is up-regulated in COPD lung tissue [46]. Globally, the Wnt
pathway is enriched as targets of the smoking cessation persistent miRNAs in SAE. Interesting-
ly, the Wnt pathway has also been identified as a major target of dysregulated-miRNAs in a
COPD lung tissue-based study [47]. As most COPD patients are smokers, these similarities
suggest some common smoking-related miRNA responses may be present in different cell pop-
ulations in the lung.

Finally, our data suggests that there are differences in miRNA regulation in the large airway
compared to the SAE. In this regard, Schembri et al [20] examined miRNA expression from
human large airway epithelial cells of healthy smokers and healthy nonsmokers and found 28
miRNAs to be significantly differentially expressed with the majority being down-regulated in
smokers. The most significantly down-regulated miRNA in the large airway epithelium of
smokers compared to healthy nonsmokers was miRNA-218 [20]. Although we also observed
miR-218 to be down-regulated in the SAE, most of the smoking-dependent miRNAs we found
in SAE were not paralleled in the large airway. Further, unlike the dominant down-regulation
of miRNA expression in large airway epithelium [20], there were more miRNAs up-regulated
in the SAE from healthy smokers. Further study focusing on microRNAs from different airway
regions of same individuals might explain this observation.

Small Airway Epithelium miRNA Levels Following Smoking Cessation
The reversibility of miRNAs targeting NF-kappa B [28,29], COX2 [45], HIF-1α [46], ER stress
[31] and Notch pathway [32] is consistent with the role of smoking cessation in improving re-
spiratory symptoms. However, even after 3 months smoking cessation, some of the dysregula-
tion of SAE miRNAs persisted. Some, like miR-133a, miR-133b, miR-487b, miR-1246 and
miR-218, are cancer or inflammation-related miRNAs [24,33–35,37]. Of note, miR-487b can
be regulated by DNA methylation [48], and miR-218 is a tumor repressor in several types of
cancers, including lung carcinoma [33]; miR-1246 is a downstream gene of the p53 oncogene
[36]. Globally, the Wnt pathway is enriched in the target genes of the persistent miRNAs, con-
sistent with the knowledge that Wnt pathway dysregulation is associated with chronic lung dis-
eases, including lung cancer and COPD [49,50].

The reasons for the persistent changes of miRNAs with smoking cessation are not clear.
Possible mechanisms include the persistence of cigarette smoke-related components in the
lung tissue, persistent airway inflammation [51,52], changes in airway epithelial cell popula-
tions, persistent changes of transcription factors controlling miRNAs, or genomic or epigenetic
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changes directly affecting miRNA expression [53]. Another interesting question is whether dis-
ordered-airway basal stem/progenitor cells contribute to these persistent miRNAs. The healthy
airway epithelial cell population is renewed every 3 months [54], and it takes approximately 30
days to get fully differentiated airway epithelium from human basal cells in vitro, a time frame
within our 3 month smoking cessation study period.

Therapeutic Prospect of Persistent miRNAs in Airway Disease
To some extent, smoking cessation is the best “drug” to prevent smoking-induced airway dis-
eases like COPD and lung cancer. However, even after smoking cessation, some airway epithe-
lial molecular changes persist, including dysregulation of some miRNAs. Encouraged by
progress in the human trials of targeting miR-122 for the treatment of the hepatitis C virus
[55], it is tempting to speculate that the persistent dysregulated-miRNAs would be candidates
for drug development to prevent smoking-related lung disorders. The accessibility of the air-
way to topical administration makes this approach even more attractive. However, there are
still several concerns need to be addressed. For example, it still remains unclear whether these
microRNAs will persist for even longer time and whether the persistent change is simply a re-
flection of the disease or an essential mediator of the underlying pathology. Since the pathogen-
esis of airway disease like COPD is very complex with the involvement of multiple cells types,
more mechanism investigations, including animal studies, are warranted to gain more insight
into the role of these dysregulated miRNAs.

Supporting Information
S1 Fig.
(TIF)

S2 Fig.
(TIF)

S3 Fig.
(TIF)

S4 Fig.
(TIF)

S1 Methods.
(PDF)

S1 Table. TaqMan microRNA Assays Used to Validate the Microarray Data1.
(PDF)

S2 Table. Functional Categories of Smoking-dependent microRNAs1,2.
(PDF)

S3 Table. Top 10 Canonical Pathways Used by the Target Genes of the Smoking Cessation
Persistent miRNAs.
(PDF)

Acknowledgments
We thank NMohamed and DNMcCarthy for help in preparing this manuscript.

Airway EpitheliumMiRNA

PLOSONE | DOI:10.1371/journal.pone.0120824 April 17, 2015 15 / 18

http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0120824.s001
http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0120824.s002
http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0120824.s003
http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0120824.s004
http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0120824.s005
http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0120824.s006
http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0120824.s007
http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0120824.s008


Author Contributions
Conceived and designed the experiments: G. Wang RW JSF CSS RGC. Performed the experi-
ments: JA AET JYL CH BGH RJK. Analyzed the data: G. Wang RW YSB JS MrS AET JGM SS
SGP HH G. Wolff. Contributed reagents/materials/analysis tools: SS SGP HH G. Wolff HB SV
JSF CSS RGC. Wrote the paper: G. Want RW YSB RGC.

References
1. MacNeeW. Oxidative stress and lung inflammation in airways disease. Eur J Pharmacol. 2001; 429:

195–207. PMID: 11698041

2. Hecht SS. Tobacco carcinogens, their biomarkers and tobacco-induced cancer. Nat Rev Cancer.
2003; 3: 733–744. PMID: 14570033

3. Yoshida T, Tuder RM. Pathobiology of cigarette smoke-induced chronic obstructive pulmonary dis-
ease. Physiol Rev. 2007; 87: 1047–1082. PMID: 17615396

4. Auerbach O, STOUT AP, Hammond EC, Garfinkel L. Changes in bronchial epithelium in relation to cig-
arette smoking and in relation to lung cancer. N Engl J Med. 1961; 265: 253–267. PMID: 13685078

5. Hogg JC, Macklem PT, ThurlbeckWM. Site and nature of airway obstruction in chronic obstructive lung
disease. N Engl J Med. 1968; 278: 1355–1360. PMID: 5650164

6. Rosado-de-Christenson ML, Templeton PA, Moran CA. Bronchogenic carcinoma: radiologic-patholog-
ic correlation. Radiographics. 1994; 14: 429–446. PMID: 8190965

7. Anthonisen NR, Connett JE, Murray RP. Smoking and lung function of Lung Health Study participants
after 11 years. Am J Respir Crit Care Med. 2002; 166: 675–679. PMID: 12204864

8. Halpern MT, Gillespie BW, Warner KE. Patterns of absolute risk of lung cancer mortality in former
smokers. J Natl Cancer Inst. 1993; 85: 457–464. PMID: 8445673

9. Harvey BG, Heguy A, Leopold PL, Carolan BJ, Ferris B, et al. Modification of gene expression of the
small airway epithelium in response to cigarette smoking. J Mol Med (Berl). 2007; 85: 39–53. PMID:
17115125

10. Spira A, Beane J, Shah V, Liu G, Schembri F, et al. Effects of cigarette smoke on the human airway epi-
thelial cell transcriptome. Proc Natl Acad Sci U S A. 2004; 101: 10143–10148. PMID: 15210990

11. Chari R, Lonergan KM, Ng RT, MacAulay C, LamWL, et al. Effect of active smoking on the human
bronchial epithelium transcriptome. BMCGenomics. 2007; 8: 297. PMID: 17727719

12. Tilley AE, O'Connor TP, Hackett NR, Strulovici-Barel Y, Salit J, et al. Biologic phenotyping of the
human small airway epithelial response to cigarette smoking. PLoS One. 2011; 6: e22798. doi: 10.
1371/journal.pone.0022798 PMID: 21829517

13. Beane J, Sebastiani P, Liu G, Brody JS, Lenburg ME, et al. Reversible and permanent effects of tobac-
co smoke exposure on airway epithelial gene expression. Genome Biol. 2007; 8: R201. PMID:
17894889

14. Brody JS, Steiling K. Interaction of cigarette exposure and airway epithelial cell gene expression. Annu
Rev Physiol. 2011; 73: 437–456. doi: 10.1146/annurev-physiol-012110-142219 PMID: 21090967

15. Bartel DP. MicroRNAs: target recognition and regulatory functions. Cell. 2009; 136: 215–233. doi: 10.
1016/j.cell.2009.01.002 PMID: 19167326

16. Guo H, Ingolia NT, Weissman JS, Bartel DP. Mammalian microRNAs predominantly act to decrease
target mRNA levels. Nature. 2010; 466: 835–840. doi: 10.1038/nature09267 PMID: 20703300

17. Dong J, Jiang G, Asmann YW, Tomaszek S, Jen J, et al. MicroRNA networks in mouse lung organo-
genesis. PLoS One. 2010; 5: e10854. doi: 10.1371/journal.pone.0010854 PMID: 20520778

18. Williams AE, Moschos SA, Perry MM, Barnes PJ, Lindsay MA. Maternally imprinted microRNAs are dif-
ferentially expressed during mouse and human lung development. Dev Dyn. 2007; 236: 572–580.
PMID: 17191223

19. Bhaskaran M, Wang Y, Zhang H, Weng T, Baviskar P, et al. MicroRNA-127 modulates fetal lung devel-
opment. Physiol Genomics. 2009; 37: 268–278. doi: 10.1152/physiolgenomics.90268.2008 PMID:
19439715

20. Schembri F, Sridhar S, Perdomo C, Gustafson AM, Zhang X, et al. MicroRNAs as modulators of smok-
ing-induced gene expression changes in human airway epithelium. Proc Natl Acad Sci U S A. 2009;
106: 2319–2324. doi: 10.1073/pnas.0806383106 PMID: 19168627

21. Hackett NR, Butler MW, Shaykhiev R, Salit J, Omberg L, et al. RNA-Seq quantification of the human
small airway epithelium transcriptome. BMCGenomics. 2012; 13: 82. doi: 10.1186/1471-2164-13-82
PMID: 22375630

Airway EpitheliumMiRNA

PLOSONE | DOI:10.1371/journal.pone.0120824 April 17, 2015 16 / 18

http://www.ncbi.nlm.nih.gov/pubmed/11698041
http://www.ncbi.nlm.nih.gov/pubmed/14570033
http://www.ncbi.nlm.nih.gov/pubmed/17615396
http://www.ncbi.nlm.nih.gov/pubmed/13685078
http://www.ncbi.nlm.nih.gov/pubmed/5650164
http://www.ncbi.nlm.nih.gov/pubmed/8190965
http://www.ncbi.nlm.nih.gov/pubmed/12204864
http://www.ncbi.nlm.nih.gov/pubmed/8445673
http://www.ncbi.nlm.nih.gov/pubmed/17115125
http://www.ncbi.nlm.nih.gov/pubmed/15210990
http://www.ncbi.nlm.nih.gov/pubmed/17727719
http://dx.doi.org/10.1371/journal.pone.0022798
http://dx.doi.org/10.1371/journal.pone.0022798
http://www.ncbi.nlm.nih.gov/pubmed/21829517
http://www.ncbi.nlm.nih.gov/pubmed/17894889
http://dx.doi.org/10.1146/annurev-physiol-012110-142219
http://www.ncbi.nlm.nih.gov/pubmed/21090967
http://dx.doi.org/10.1016/j.cell.2009.01.002
http://dx.doi.org/10.1016/j.cell.2009.01.002
http://www.ncbi.nlm.nih.gov/pubmed/19167326
http://dx.doi.org/10.1038/nature09267
http://www.ncbi.nlm.nih.gov/pubmed/20703300
http://dx.doi.org/10.1371/journal.pone.0010854
http://www.ncbi.nlm.nih.gov/pubmed/20520778
http://www.ncbi.nlm.nih.gov/pubmed/17191223
http://dx.doi.org/10.1152/physiolgenomics.90268.2008
http://www.ncbi.nlm.nih.gov/pubmed/19439715
http://dx.doi.org/10.1073/pnas.0806383106
http://www.ncbi.nlm.nih.gov/pubmed/19168627
http://dx.doi.org/10.1186/1471-2164-13-82
http://www.ncbi.nlm.nih.gov/pubmed/22375630


22. Buro-Auriemma LJ, Salit J, Hackett NR, Walters MS, Strulovici-Barel Y, et al. Cigarette smoking in-
duces small airway epithelial epigenetic changes with corresponding modulation of gene expression.
HumMol Genet. 2013; 22: 4726–4738. doi: 10.1093/hmg/ddt326 PMID: 23842454

23. Sun X, Sit A, Feinberg MW. Role of miR-181 family in regulating vascular inflammation and immunity.
Trends Cardiovasc Med. 2014; 24: 105–112. doi: 10.1016/j.tcm.2013.09.002 PMID: 24183793

24. Nohata N, Hanazawa T, Enokida H, Seki N. microRNA-1/133a and microRNA-206/133b clusters: dys-
regulation and functional roles in human cancers. Oncotarget. 2012; 3: 9–21. PMID: 22308266

25. Lee YB, Bantounas I, Lee DY, Phylactou L, Caldwell MA, et al. Twist-1 regulates the miR-199a/214
cluster during development. Nucleic Acids Res. 2009; 37: 123–128. doi: 10.1093/nar/gkn920 PMID:
19029138

26. Davis-Dusenbery BN, Chan MC, Reno KE, Weisman AS, Layne MD, et al. down-regulation of Kruppel-
like factor-4 (KLF4) by microRNA-143/145 is critical for modulation of vascular smooth muscle cell phe-
notype by transforming growth factor-beta and bone morphogenetic protein 4. J Biol Chem. 2011; 286:
28097–28110. doi: 10.1074/jbc.M111.236950 PMID: 21673106

27. Punturieri A, Szabo E, Croxton TL, Shapiro SD, Dubinett SM. Lung cancer and chronic obstructive pul-
monary disease: needs and opportunities for integrated research. J Natl Cancer Inst. 2009; 101: 554–
559. doi: 10.1093/jnci/djp023 PMID: 19351920

28. Boldin MP, Baltimore D. MicroRNAs, new effectors and regulators of NF-kappaB. Immunol Rev. 2012;
246: 205–220. doi: 10.1111/j.1600-065X.2011.01089.x PMID: 22435557

29. Ma X, Becker Buscaglia LE, Barker JR, Li Y. MicroRNAs in NF-kappaB signaling. J Mol Cell Biol. 2011;
3: 159–166. doi: 10.1093/jmcb/mjr007 PMID: 21502305

30. Steiling K, van den BM, Hijazi K, Florido R, Campbell J, et al. A dynamic bronchial airway gene expres-
sion signature of chronic obstructive pulmonary disease and lung function impairment. Am J Respir Crit
Care Med. 2013; 187: 933–942. doi: 10.1164/rccm.201208-1449OC PMID: 23471465

31. Wang X, Guo B, Li Q, Peng J, Yang Z, et al. miR-214 targets ATF4 to inhibit bone formation. Nat Med.
2013; 19: 93–100. doi: 10.1038/nm.3026 PMID: 23223004

32. Marcet B, Chevalier B, Luxardi G, Coraux C, Zaragosi LE, et al. Control of vertebrate multiciliogenesis
by miR-449 through direct repression of the Delta/Notch pathway. Nat Cell Biol. 2011; 13: 693–699.
doi: 10.1038/ncb2241 PMID: 21602795

33. Davidson MR, Larsen JE, Yang IA, Hayward NK, Clarke BE, et al. MicroRNA-218 is deleted and down-
regulated in lung squamous cell carcinoma. PLoS One. 2010; 5: e12560. doi: 10.1371/journal.pone.
0012560 PMID: 20838434

34. QinW, Dong P, Ma C, Mitchelson K, Deng T, et al. MicroRNA-133b is a key promoter of cervical carci-
noma development through the activation of the ERK and AKT1 pathways. Oncogene. 2012; 31: 4067–
4075. doi: 10.1038/onc.2011.561 PMID: 22179829

35. Milosevic J, Pandit K, Magister M, Rabinovich E, Ellwanger DC, et al. Profibrotic Role of miR-154 in Pul-
monary Fibrosis. Am J Respir Cell Mol Biol. 2012; 47: 879–887. doi: 10.1165/rcmb.2011-0377OC
PMID: 23043088

36. Zhang Y, Liao JM, Zeng SX, Lu H. p53 downregulates Down syndrome-associated DYRK1A through
miR-1246. EMBORep. 2011; 12: 811–817. doi: 10.1038/embor.2011.98 PMID: 21637297

37. Gillen AE, Gosalia N, Leir SH, Harris A. MicroRNA regulation of expression of the cystic fibrosis trans-
membrane conductance regulator gene. Biochem J. 2011; 438: 25–32. doi: 10.1042/BJ20110672
PMID: 21689072

38. Lee YS, Dutta A. MicroRNAs in cancer. Annu Rev Pathol. 2009; 4: 199–227. doi: 10.1146/annurev.
pathol.4.110807.092222 PMID: 18817506

39. Peto R, Darby S, Deo H, Silcocks P, Whitley E, et al. Smoking, smoking cessation, and lung cancer in
the UK since 1950: combination of national statistics with two case-control studies. BMJ. 2000; 321:
323–329. PMID: 10926586

40. Willemse BW, Postma DS, TimensW, ten Hacken NH. The impact of smoking cessation on respiratory
symptoms, lung function, airway hyperresponsiveness and inflammation. Eur Respir J. 2004; 23: 464–
476. PMID: 15065840

41. Solberg OD, Ostrin EJ, Love MI, Peng JC, Bhakta NR, et al. Airway Epithelial miRNA Expression is Al-
tered in Asthma. Am J Respir Crit Care Med. 2012.

42. Xu N, Papagiannakopoulos T, Pan G, Thomson JA, Kosik KS. MicroRNA-145 regulates OCT4, SOX2,
and KLF4 and represses pluripotency in human embryonic stem cells. Cell. 2009; 137: 647–658. doi:
10.1016/j.cell.2009.02.038 PMID: 19409607

43. Lapperre TS, Sont JK, van SA, GosmanMM, Postma DS, et al. Smoking cessation and bronchial epi-
thelial remodelling in COPD: a cross-sectional study. Respir Res. 2007; 8: 85. PMID: 18039368

Airway EpitheliumMiRNA

PLOSONE | DOI:10.1371/journal.pone.0120824 April 17, 2015 17 / 18

http://dx.doi.org/10.1093/hmg/ddt326
http://www.ncbi.nlm.nih.gov/pubmed/23842454
http://dx.doi.org/10.1016/j.tcm.2013.09.002
http://www.ncbi.nlm.nih.gov/pubmed/24183793
http://www.ncbi.nlm.nih.gov/pubmed/22308266
http://dx.doi.org/10.1093/nar/gkn920
http://www.ncbi.nlm.nih.gov/pubmed/19029138
http://dx.doi.org/10.1074/jbc.M111.236950
http://www.ncbi.nlm.nih.gov/pubmed/21673106
http://dx.doi.org/10.1093/jnci/djp023
http://www.ncbi.nlm.nih.gov/pubmed/19351920
http://dx.doi.org/10.1111/j.1600-065X.2011.01089.x
http://www.ncbi.nlm.nih.gov/pubmed/22435557
http://dx.doi.org/10.1093/jmcb/mjr007
http://www.ncbi.nlm.nih.gov/pubmed/21502305
http://dx.doi.org/10.1164/rccm.201208-1449OC
http://www.ncbi.nlm.nih.gov/pubmed/23471465
http://dx.doi.org/10.1038/nm.3026
http://www.ncbi.nlm.nih.gov/pubmed/23223004
http://dx.doi.org/10.1038/ncb2241
http://www.ncbi.nlm.nih.gov/pubmed/21602795
http://dx.doi.org/10.1371/journal.pone.0012560
http://dx.doi.org/10.1371/journal.pone.0012560
http://www.ncbi.nlm.nih.gov/pubmed/20838434
http://dx.doi.org/10.1038/onc.2011.561
http://www.ncbi.nlm.nih.gov/pubmed/22179829
http://dx.doi.org/10.1165/rcmb.2011-0377OC
http://www.ncbi.nlm.nih.gov/pubmed/23043088
http://dx.doi.org/10.1038/embor.2011.98
http://www.ncbi.nlm.nih.gov/pubmed/21637297
http://dx.doi.org/10.1042/BJ20110672
http://www.ncbi.nlm.nih.gov/pubmed/21689072
http://dx.doi.org/10.1146/annurev.pathol.4.110807.092222
http://dx.doi.org/10.1146/annurev.pathol.4.110807.092222
http://www.ncbi.nlm.nih.gov/pubmed/18817506
http://www.ncbi.nlm.nih.gov/pubmed/10926586
http://www.ncbi.nlm.nih.gov/pubmed/15065840
http://dx.doi.org/10.1016/j.cell.2009.02.038
http://www.ncbi.nlm.nih.gov/pubmed/19409607
http://www.ncbi.nlm.nih.gov/pubmed/18039368


44. Crapo JD, Barry BE, Gehr P, Bachofen M, Weibel ER. Cell number and cell characteristics of the nor-
mal human lung. Am Rev Respir Dis. 1982; 126: 332–337. PMID: 7103258

45. Sato T, Liu X, Nelson A, Nakanishi M, Kanaji N, et al. ReducedmiR-146a increases prostaglandin E(2)
in chronic obstructive pulmonary disease fibroblasts. Am J Respir Crit Care Med. 2010; 182: 1020–
1029. doi: 10.1164/rccm.201001-0055OC PMID: 20522791

46. Mizuno S, Bogaard HJ, Gomez-Arroyo J, Alhussaini A, Kraskauskas D, et al. MicroRNA-199a-5p is as-
sociated with hypoxia-inducible factor-1alpha expression in lungs from patients with COPD. Chest.
2012; 142: 663–672. PMID: 22383663

47. Ezzie ME, Crawford M, Cho JH, Orellana R, Zhang S, et al. Gene expression networks in COPD: micro-
RNA and mRNA regulation. Thorax. 2012; 67: 122–131. doi: 10.1136/thoraxjnl-2011-200089 PMID:
21940491

48. Xi S, Xu H, Shan J, Tao Y, Hong JA, et al. Cigarette smoke mediates epigenetic repression of miR-
487b during pulmonary carcinogenesis. J Clin Invest. 2013; 123: 1241–1261. doi: 10.1172/JCI61271
PMID: 23426183

49. Konigshoff M, Eickelberg O. WNT signaling in lung disease: a failure or a regeneration signal? Am J
Respir Cell Mol Biol. 2010; 42: 21–31. doi: 10.1165/rcmb.2008-0485TR PMID: 19329555

50. Heijink IH, de Bruin HG, van den BM, Bennink LJ, Brandenburg SM, et al. Role of aberrant WNT signal-
ling in the airway epithelial response to cigarette smoke in chronic obstructive pulmonary disease. Tho-
rax. 2013; 68: 709–716. doi: 10.1136/thoraxjnl-2012-201667 PMID: 23370438

51. Duan MC, Tang HJ, Zhong XN, Huang Y. Persistence of Th17/Tc17 cell expression upon smoking ces-
sation in mice with cigarette smoke-induced emphysema. Clin Dev Immunol. 2013; 2013: 350727. doi:
10.1155/2013/350727 PMID: 24489575

52. Morissette MC, Jobse BN, Thayaparan D, Nikota JK, Shen P, et al. Persistence of pulmonary tertiary
lymphoid tissues and anti-nuclear antibodies following cessation of cigarette smoke exposure. Respir
Res. 2014; 15: 49. doi: 10.1186/1465-9921-15-49 PMID: 24754996

53. Nana-Sinkam SP, Hunter MG, Nuovo GJ, Schmittgen TD, Gelinas R, et al. Integrating the MicroRNome
into the study of lung disease. Am J Respir Crit Care Med. 2009; 179: 4–10. doi: 10.1164/rccm.200807-
1042PP PMID: 18787215

54. Rawlins EL, Hogan BL. Ciliated epithelial cell lifespan in the mouse trachea and lung. Am J Physiol
Lung Cell Mol Physiol. 2008; 295: L231–L234. doi: 10.1152/ajplung.90209.2008 PMID: 18487354

55. Janssen HL, Reesink HW, Lawitz EJ, Zeuzem S, Rodriguez-Torres M, et al. Treatment of HCV infection
by targeting microRNA. N Engl J Med. 2013; 368: 1685–1694. doi: 10.1056/NEJMoa1209026 PMID:
23534542

Airway EpitheliumMiRNA

PLOSONE | DOI:10.1371/journal.pone.0120824 April 17, 2015 18 / 18

http://www.ncbi.nlm.nih.gov/pubmed/7103258
http://dx.doi.org/10.1164/rccm.201001-0055OC
http://www.ncbi.nlm.nih.gov/pubmed/20522791
http://www.ncbi.nlm.nih.gov/pubmed/22383663
http://dx.doi.org/10.1136/thoraxjnl-2011-200089
http://www.ncbi.nlm.nih.gov/pubmed/21940491
http://dx.doi.org/10.1172/JCI61271
http://www.ncbi.nlm.nih.gov/pubmed/23426183
http://dx.doi.org/10.1165/rcmb.2008-0485TR
http://www.ncbi.nlm.nih.gov/pubmed/19329555
http://dx.doi.org/10.1136/thoraxjnl-2012-201667
http://www.ncbi.nlm.nih.gov/pubmed/23370438
http://dx.doi.org/10.1155/2013/350727
http://www.ncbi.nlm.nih.gov/pubmed/24489575
http://dx.doi.org/10.1186/1465-9921-15-49
http://www.ncbi.nlm.nih.gov/pubmed/24754996
http://dx.doi.org/10.1164/rccm.200807-1042PP
http://dx.doi.org/10.1164/rccm.200807-1042PP
http://www.ncbi.nlm.nih.gov/pubmed/18787215
http://dx.doi.org/10.1152/ajplung.90209.2008
http://www.ncbi.nlm.nih.gov/pubmed/18487354
http://dx.doi.org/10.1056/NEJMoa1209026
http://www.ncbi.nlm.nih.gov/pubmed/23534542


<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /None
  /Binding /Left
  /CalGrayProfile (Dot Gain 20%)
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (U.S. Web Coated \050SWOP\051 v2)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Error
  /CompatibilityLevel 1.4
  /CompressObjects /Tags
  /CompressPages true
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /DetectCurves 0.0000
  /ColorConversionStrategy /CMYK
  /DoThumbnails false
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 1048576
  /LockDistillerParams false
  /MaxSubsetPct 100
  /Optimize true
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage true
  /PreserveDICMYKValues true
  /PreserveEPSInfo true
  /PreserveFlatness true
  /PreserveHalftoneInfo false
  /PreserveOPIComments true
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Apply
  /UCRandBGInfo /Preserve
  /UsePrologue false
  /ColorSettingsFile ()
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages true
  /ColorImageMinResolution 300
  /ColorImageMinResolutionPolicy /OK
  /DownsampleColorImages true
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 300
  /ColorImageDepth -1
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages true
  /ColorImageFilter /DCTEncode
  /AutoFilterColorImages true
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /ColorImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasGrayImages false
  /CropGrayImages true
  /GrayImageMinResolution 300
  /GrayImageMinResolutionPolicy /OK
  /DownsampleGrayImages true
  /GrayImageDownsampleType /Bicubic
  /GrayImageResolution 300
  /GrayImageDepth -1
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages true
  /GrayImageFilter /DCTEncode
  /AutoFilterGrayImages true
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /GrayImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasMonoImages false
  /CropMonoImages true
  /MonoImageMinResolution 1200
  /MonoImageMinResolutionPolicy /OK
  /DownsampleMonoImages true
  /MonoImageDownsampleType /Bicubic
  /MonoImageResolution 1200
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.50000
  /EncodeMonoImages true
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects false
  /CheckCompliance [
    /None
  ]
  /PDFX1aCheck false
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError true
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile ()
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName ()
  /PDFXTrapped /False

  /CreateJDFFile false
  /Description <<

    /BGR <>
    /CHS <FEFF4f7f75288fd94e9b8bbe5b9a521b5efa7684002000410064006f006200650020005000440046002065876863900275284e8e9ad88d2891cf76845370524d53705237300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c676562535f00521b5efa768400200050004400460020658768633002>
    /CHT <FEFF4f7f752890194e9b8a2d7f6e5efa7acb7684002000410064006f006200650020005000440046002065874ef69069752865bc9ad854c18cea76845370524d5370523786557406300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c4f86958b555f5df25efa7acb76840020005000440046002065874ef63002>
    /CZE <>
    /DAN <>
    /DEU <>
    /ESP <>
    /ETI <>
    /FRA <>
    /GRE <>

    /HRV (Za stvaranje Adobe PDF dokumenata najpogodnijih za visokokvalitetni ispis prije tiskanja koristite ove postavke.  Stvoreni PDF dokumenti mogu se otvoriti Acrobat i Adobe Reader 5.0 i kasnijim verzijama.)
    /HUN <>
    /ITA <>
    /JPN <FEFF9ad854c18cea306a30d730ea30d730ec30b951fa529b7528002000410064006f0062006500200050004400460020658766f8306e4f5c6210306b4f7f75283057307e305930023053306e8a2d5b9a30674f5c62103055308c305f0020005000440046002030d530a130a430eb306f3001004100630072006f0062006100740020304a30883073002000410064006f00620065002000520065006100640065007200200035002e003000204ee5964d3067958b304f30533068304c3067304d307e305930023053306e8a2d5b9a306b306f30d530a930f330c8306e57cb30818fbc307f304c5fc59808306730593002>
    /KOR <FEFFc7740020c124c815c7440020c0acc6a9d558c5ec0020ace0d488c9c80020c2dcd5d80020c778c1c4c5d00020ac00c7a50020c801d569d55c002000410064006f0062006500200050004400460020bb38c11cb97c0020c791c131d569b2c8b2e4002e0020c774b807ac8c0020c791c131b41c00200050004400460020bb38c11cb2940020004100630072006f0062006100740020bc0f002000410064006f00620065002000520065006100640065007200200035002e00300020c774c0c1c5d0c11c0020c5f40020c2180020c788c2b5b2c8b2e4002e>
    /LTH <>
    /LVI <>
    /NLD (Gebruik deze instellingen om Adobe PDF-documenten te maken die zijn geoptimaliseerd voor prepress-afdrukken van hoge kwaliteit. De gemaakte PDF-documenten kunnen worden geopend met Acrobat en Adobe Reader 5.0 en hoger.)
    /NOR <>
    /POL <>
    /PTB <>
    /RUM <>
    /RUS <>
    /SKY <>
    /SLV <>
    /SUO <>
    /SVE <>
    /TUR <>
    /UKR <>
    /ENU (Use these settings to create Adobe PDF documents best suited for high-quality prepress printing.  Created PDF documents can be opened with Acrobat and Adobe Reader 5.0 and later.)
  >>
  /Namespace [
    (Adobe)
    (Common)
    (1.0)
  ]
  /OtherNamespaces [
    <<
      /AsReaderSpreads false
      /CropImagesToFrames true
      /ErrorControl /WarnAndContinue
      /FlattenerIgnoreSpreadOverrides false
      /IncludeGuidesGrids false
      /IncludeNonPrinting false
      /IncludeSlug false
      /Namespace [
        (Adobe)
        (InDesign)
        (4.0)
      ]
      /OmitPlacedBitmaps false
      /OmitPlacedEPS false
      /OmitPlacedPDF false
      /SimulateOverprint /Legacy
    >>
    <<
      /AddBleedMarks false
      /AddColorBars false
      /AddCropMarks false
      /AddPageInfo false
      /AddRegMarks false
      /ConvertColors /ConvertToCMYK
      /DestinationProfileName ()
      /DestinationProfileSelector /DocumentCMYK
      /Downsample16BitImages true
      /FlattenerPreset <<
        /PresetSelector /MediumResolution
      >>
      /FormElements false
      /GenerateStructure false
      /IncludeBookmarks false
      /IncludeHyperlinks false
      /IncludeInteractive false
      /IncludeLayers false
      /IncludeProfiles false
      /MultimediaHandling /UseObjectSettings
      /Namespace [
        (Adobe)
        (CreativeSuite)
        (2.0)
      ]
      /PDFXOutputIntentProfileSelector /DocumentCMYK
      /PreserveEditing true
      /UntaggedCMYKHandling /LeaveUntagged
      /UntaggedRGBHandling /UseDocumentProfile
      /UseDocumentBleed false
    >>
  ]
>> setdistillerparams
<<
  /HWResolution [2400 2400]
  /PageSize [612.000 792.000]
>> setpagedevice


