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Abstract

Persistent bronchial dysplasia is associated with increased
risk of developing invasive squamous cell carcinoma (SCC) of
the lung. In this study, we hypothesized that differences in
gene expression profiles between persistent and regressive
bronchial dysplasia would identify cellular processes that
underlie progression to SCC. RNA expression arrays compar-
ing baseline biopsies from 32 bronchial sites that persisted/
progressed to 31 regressive sites showed 395 differentially
expressed genes [ANOVA, FDR � 0.05). Thirty-one path-
ways showed significantly altered activity between the two
groups, many of which were associated with cell-cycle
control and proliferation, inflammation, or epithelial dif-
ferentiation/cell–cell adhesion. Cultured persistent bronchi-
al dysplasia cells exhibited increased expression of Polo-like
kinase 1 (PLK1), which was associated with multiple cell-
cycle pathways. Treatment with PLK1 inhibitor induced
apoptosis and G2–M arrest and decreased proliferation
compared with untreated cells; these effects were not seen
in normal or regressive bronchial dysplasia cultures. Inflam-

matory pathway activity was decreased in persistent bron-
chial dysplasia, and the presence of an inflammatory infil-
trate was more common in regressive bronchial dysplasia.
Regressive bronchial dysplasia was also associated with
trends toward overall increases in macrophages and T lym-
phocytes and altered polarization of these inflammatory cell
subsets. Increased desmoglein 3 and plakoglobin expression
was associated with higher grade and persistence of bron-
chial dysplasia. These results identify alterations in the
persistent subset of bronchial dysplasia that are associated
with high risk for progression to invasive SCC. These altera-
tions may serve as strong markers of risk and as effective
targets for lung cancer prevention.

Significance: Gene expression profiling of high-risk persis-
tent bronchial dysplasia reveals changes in cell-cycle control,
inflammatory activity, and epithelial differentiation/cell–cell
adhesion that may underlie progression to invasive SCC.
Cancer Res; 78(17); 4971–83. �2018 AACR.

Introduction
Mortality associated with non–small cell lung cancer (NSCLC)

is higher than the next four tumor types combined and will claim
the lives of more than 160,000 people in the United States this
year (1, 2). Early detection via screeningwith low-doseCT (LDCT)

has contributed to improved survival (3, 4), but is most effective
for detection of peripheral tumors that are predominantly of the
adenocarcinoma subtype. LDCT does not detect bronchial dys-
plasia, the precursor of invasive squamous cell carcinoma (SCC).
Bronchial dysplasia arises in the central airways of the lung and
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can be detected by bronchoscopic means especially when
advanced techniques such as autofluorescence, narrow-band
imaging, and other recently developed technologies are employed
(5, 6). When present, these lesions represent a stage in the
development of invasive lung cancer at which application of
preventive measures in secondary (patients without a history of
lung cancer) or tertiary (patients with a history of lung cancer)
settings could be utilized to significantly reduce lung cancer–
associated mortality.

The relationship between bronchial dysplasia and SCC is well
established with the demonstration of increased risk when higher
grades of bronchial dysplasia are present and the description of
molecular alterations in bronchial dysplasia that parallel those
seen in invasive SCC (7–13). However, the large majority of
bronchial dysplasias, including high-grade lesions (moderate
dysplasia or worse), do not progress to invasive SCC (14–16).
We have recently shown that patients harboring multiple sites
within the airways that persist as or progress to high-grade
dysplasia represent a subset of patients with aggressive airway
disease that have a 7.8-fold increase in risk for the development of
SCC (17).

We hypothesize that changes in gene expression that distin-
guish high risk persistent from low risk regressive bronchial
dysplasia will elucidate key cellular activities that mediate
progression of premalignant lesions to invasive SCC. Cellular
processes associated with persistence are further explored to
demonstrate a potential role inmediatingmalignant progression.
The description of these gene expression alterations will provide
information that can be used to predict risk associated with
bronchial dysplasia and identify targets for prevention of pro-
gression to invasive SCC.

Materials and Methods
Subject and biopsy characteristics

All tissues used in these studies were obtained from subjects
who directly or through their guardians signed informed written
consents for these types of analyses. These tissues were collected
via Colorado SPORE in LungCancer bronchoscopy protocols that
were approved by the Colorado Multiple Institutional Review
Board (CoMIRB). CoMIRB and University of Colorado investi-
gators follow thepolicies of theU.S.CommonRule. Biopsies from
the treatment arm of the iloprost chemoprevention trial were
excluded as this trial demonstrated a reduction in outcome
histology related to iloprost treatment in former smokers (18).
Inclusion criteria consisted of availability of snap-frozen biopsy
tissue from a site with a known baseline histology as defined from
the adjacent formalin-fixed, paraffin-embedded (FFPE) biopsy,
and a known outcome histology as defined in FFPE biopsy at the
samebronchial site on a subsequent bronchoscopy (mean time to
follow-up biopsy, 12.3 months, see Supplementary Table S1).
Autofluorescence bronchoscopy was used to initially identify
dysplastic lesions in the airways. Follow-up biopsy sites were
determined by reviewing prior images using a common map and
algorithm of sequential appearance and orientation of orifices in
the airways in protocols developed and employed by bronchos-
copists with over 25 years of experience (R.L. Keith, Y.E. Miller,
and T.C. Kennedy). Histology was scored using a system in which
numeric assignments were given for each level of atypia as
reported previously (see Fig. 1; ref. 17). Inflammation scores
generated during microscopic assessment of hematoxylin and

eosin (H&E)–stained biopsy slides indicate overall cellularity
attributed to inflammatory cells as normal (<5%), mild (5%–

25%), moderate (25%–75%), and severe (>75%). Where possi-
ble, specimens in test groups were selected to maintain similarity
in respect to baseline histology, age, gender, tobacco history, and
history of NSCLC. Frozen sections were performed on the tissue
used for RNA isolation and inclusion required histology that was
within one diagnostic score of the adjacent FFPE section (frozen
diagnoses were assigned to a site when there was a one score
difference). A total of 200 ng of total RNA and RNA integrity
number (RIN; Agilent Bioanalyzer) of 2.5 or higher were also
required for inclusion. Consistency of overall gene expression
levels within groups were evaluated to confirm that differences in
RIN did not significantly correlate with differences in gene expres-
sion levels. Sixty-three of 107 processed frozen biopsies met
criteria for inclusion with 21 excluded for discordant histology
and 23 for inadequate RNA quality/quantity. Cultures of primary,
unimmortalized bronchial epithelial cells were selected from
Colorado SPORE in Lung Cancer tissue bank stores of cultures
previously established from fresh biopsy tissue. Because frozen
and fresh biopsies were collected only from selected sites at
bronchoscopy (usually one or two sites per bronchoscopy), all
but three cultures were from sites other than those included in the
gene expression analysis. Cultures were classified as persistent or
regressive dysplasia based on diagnoses from concurrent imme-
diately adjacent and subsequent FFPE biopsies at the same site.

Gene expression microarray analysis
Baseline histologic scores (HS) of 4 or higher were considered

dysplasia and less than or equal to 2 considered nondysplasia.
Processing of biopsies for gene expression analysis was performed
with simultaneous evaluation by H&E-stained frozen sections.
Biopsies frozen in optimal cutting tissue solution (OCT; Fisher
Healthcare) at collection and stored in liquid nitrogen were
placed in a cryostat at �25�C and mounted in toto for sectioning.
A superficial section was assessed by H&E stain and if demon-
strating the appropriate histology, tissue was removed from the
cryostat chuck in a manner to prevent thawing and immediately
placed in RNeasy (Qiagen). RNAwas extracted within 60minutes
and resuspended in 12 mL of RNAse free water. Onemicroliter was
used for bioanalyzer assessment. If the initial H&E section did not
show expected histology, deeper sections were taken until the
expected histology was identified or until the tissue was
exhausted. Labeled RNA was hybridized with the Affymetrix Hu
1.0 array and expression levelsmeasured by address specific signal
intensity (GEO accession number: GSE114489). Gene expression
data were analyzed by classification of biopsy source in two ways,
firstly according to outcome histology and secondly by degree of
dysplastic change in the baseline biopsy without consideration of
outcome.

Culture-based PLK1 expression, apoptosis, and cell-cycle
analyses

Bronchial epithelial cultures were established as described
previously (19). Stocks of cells frozen at 3 to 6weeks after primary
isolation were thawed as passage 3 cultures. All experiments were
performed on passage 4 to 6 cultures, and senescence was seen
with all cell lines between passages 7 and 10. Identity of selected
cell lines used for extended analyses was confirmed by standard
STR (short tandem repeat) testing of cultured cells and associated
peripheral blood collected from patients at enrollment. Whole-
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cell lysates (15–25 mg/lane) from regressive and persistent
primary, nonimmortalized dysplastic cell lines at 60% to
90% confluence were analyzed by standard Western blotting
procedures using the Li-Core system. These cultures were also
grown to near confluence (80%–90% confluent) and either
harvested for collection of RNA (RNeasy) or treated with vehicle
alone (DMSO, Sigma) or vehicle plus 100 nmol/L Polo-like
kinase 1 (PLK1) inhibitor (Volasertib, Selleck) for 48 to 96
hours. Parallel cultures were performed in triplicate with one
set each used to measure apoptosis via caspase-3/7 activity
(ApoTox-Glo, Promega), cell count by manual cytometer, and
cell-cycle fraction via flow cytometric analysis (University of
Colorado Flow Cytometry Core). PLK1 expression levels were
measured in TaqMan real-time quantitative PCR analyses using
validated QuantiTect Primer and SYBR Green PCR mix based
assays for PLK1 and GAPDH (Qiagen).

IHC and immunofluorescent staining
Pre-cut slides with 4 to 8 five-micron sections of bronchial

biopsy tissue from the Colorado SPORE in Lung Cancer tissue
bank were obtained from persistent or regressive sites. Antigen
retrieval was performed in citric acid buffer, pH 6.0 (pH 9.0 for
PLK1/Cytokeratin), under pressure for 15 minutes to prepare for
overnight incubation at 4�Cwith primary antibodies (IHC/IF) for
CD3 (Ventana-2GV6), CD4 (Ventana-SP35/Abcam-EPR6855),

CD8 (Ventana-SP57), CD68 (Ventana-KP-1/Abcam-KP-1), HLA-
DRA (Abcam-TAL15B), CD206 (Novus-EPR6828(B)), FoxP3
(Abcam-236A-E7), Junctional plakoglobin (PG; Fitzgerald-PG
5.1), Desmoglein 3 (AbD Serotec-5G11), PLK1 (Cell Signaling
Technology-208G4), and Pan-keratin (Thermo Fisher Scientific-
AE1/AE3). Image annotation was used on IHC-stained slides to
demarcate dysplastic epithelial and underlying stromal compart-
ments for image analysis (Aperio, Leica Biosystems) in which
percent of positive pixels were used to indicate relative levels of
expression in each stained slide. H&E slides for the cases included
in this analysis were reviewed prior to inclusion to confirm the
presence of appropriate epithelial histology and adequate asso-
ciated underlying stroma. The mean area of epithelium and
stroma analyzed was larger in the group of persistent bronchial
dysplasia as compared with the regressive bronchial dysplasias:
mean epithelial area 0.139 versus 0.061 (minimum 0.006 vs.
0.007 and maximum 1.033 vs. 0.327) mm2; mean stromal area
0.173 versus 0.103 (minimum 0.008 vs. 0.010 and maximum
0.994 vs. 0.447) mm2, respectively (P < 0.01). Thus, all results
were normalized to the measured area scored for each case. The
accuracy of the image analysis was confirmed by comparing
manual counts of positive cells by two pathologists (D.T. Merrick
andM.C.O'Keefe) to the relative levels of positivity as determined
by pixel counts to show similar levels of difference in 12 coscored
cases. Immuno-scores (I-score) for DSG3 and PG expression were

Figure 1.

Summary of specimens analyzed and differentially expressed genes identified in persistent versus regressive bronchial dysplasia. A, Representative H&E
images (�400) from each of the four classifications of biopsy sites according to baseline and follow-up histology scores at a specific site (ND, nondysplasia). B,
Graphical representation of all sites included in gene expression analysis comparing persistent (left) and regressive (right) sites. Lines connect baseline (gray dots)
and follow-up (black dots) HSs (1 ¼ normal, 2 ¼ reserve cell hyperplasia, 3 ¼ squamous metaplasia without atypia, 4 ¼ mild bronchial dysplasia, 5 ¼ moderate
dysplasia, 6 ¼ severe dysplasia, and 7 ¼ carcinoma in situ) for consecutive biopsies from a single site within the airway of an individual. C, Venn diagram
showing overlap of genes that distinguish persistent from regressive sites (light gray circle) and those associated with HS regardless of outcome (dark
gray circle).
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calculated bymanual classification of dysplastic epithelial regions
into proportions (percentage) of negative (intensity ¼ 0) to
strongly positive (intensity ¼ 3) areas with the I-score calculated
by summing thepercent area� intensity for each level of intensity.
Two scorers (D.T. Merrick and E.J. Donald) scored all stained
sections and cases with I-scores that were more than 50 units
different between the two scorers (six cases) were reviewed to
generate a consensus score. Otherwise mean scores were used in
analyses.

Statistical analysis
Gene expression analysis was conducted using Affymetrix

Human Gene 1.0 ST microarrays, and analyzed using RMA and
ANOVA methods. Significant differences in expression were
defined using an FDR cutoff of 0.05% based on a corrected t test.
The primary comparison of persistent versus regressive bronchial
sites used expression data that were normalized to the mean
expression level of a given gene across all groups for the baseline
HS that each site demonstrated. The genes meeting criteria
for significance were further characterized by employing Ingenu-
ity Pathway Analysis (Qiagen) or KEGG Pathway database (Gen-
omeNet) software to identify associations with biological path-
ways, biological networks, and upstream regulators that are
associated with the genes comprising the final gene list. A P value
of �0.05 was used to represent statistical significance in these
analyses. Raw gene expression levels were also assessed for trends
over the range of baseline HSs. Spearman correlation was applied
and r values of ��0.5 were considered significant. A P value of
�0.05 was used to indicate significant evidence of activation or
inhibition of upstream regulator activity. An activation Z-score
was used to rank upstream regulators in respect to degree of
activity. Chi-square and Student t tests were employed to assess
potential differences between study groups in clinical parameters
and in analyses of gene expression, cell cycle, apoptosis, and
proliferation in cell culture analyses. Validational analyses
employ Student t tests of gene expression levels from real-time
RT-PCR values normalized to GAPDH expression within each of
the triplicatemeasurements for each cell line. For PLK1 expression
analyses, two values in regressive bronchial dysplasia–derived cell
lines were excluded due to outlier status (more than 20-fold
difference from the mean of the other two replicate measures for
that cell line). t tests included eachmeasurement for each cell line.
A P value of �0.05 is considered statistically significant and P
values of 0.05–0.15 are considered to be a trend.

Results
Gene expression analysis of bronchial biopsy tissue

Sixty-three frozen biopsies were selected for gene expression
analyses. Twenty-three sites represented persistent dysplasias with
mild dysplasia (HS¼ 4) or higher HS at baseline and at least mild
dysplasia on follow-up biopsy. The follow-up biopsies for this
group always showed anHS that was not less than one lower than
the baseline score except for one site in which the baseline score
was 6 and the follow-up score was 4. This site was included in the
persistent group because additional biopsies collected at this site
after the initial follow-up showed HSs of 6. Fifteen regressive
dysplasias were characterized by an HS of 4 or higher on baseline
sampling and nondysplastic HS (normal, HS ¼ 1 or reserve cell
hyperplasia, HS ¼ 2) on follow-up biopsy. Nine progressive
nondysplasias (baseline HS ¼ 1–2 and follow-up HS � 4) and

16 stable nondysplasias (HS ¼ 1–2 on baseline and follow-up
biopsy) were also characterized (Fig. 1A). Initial comparisons
showed differences in gene expression in histologically compa-
rable baseline biopsies from persistent bronchial dysplasia versus
regressive bronchial dysplasia (142 genes, Supplementary Table
S2). Although dysplastic biopsies from regressive sites showed
fewer than 90 differentially expressed genes compared with his-
tologically distinct stable nondysplastic sites, persistent sites
showed more than 8 times this number versus stable nondyspla-
sia (780 genes). In addition, nondysplastic baseline biopsies that
progressed to dysplasia showed 221 differentially expressed genes
in comparison with stable nondysplastic sites. Given theminimal
differences in gene expression between regressive bronchial dys-
plasia and stable nondysplasia, the final analysis combined
groups into those with dysplasia on follow-up (persistent bron-
chial dysplasia and progressive nondysplasia, referred to as "per-
sistent sites" throughout the article) and compared this group
with those with nondysplastic histology on follow-up (regressive
bronchial dysplasia and stable nondysplasia, referred to as
"regressive sites"; Fig. 1B). The baseline HS of dysplastic sites,
baseline HS of nondysplastic sites, time to follow-up biopsy,
smoking status, pack year smoking histories, frequency of history
of invasive lung cancer, age, gender, and ethnic distribution were
not statistically different between these groups, although a higher
percentage of current smokers in the persistent group was near
statistical significance (Supplementary Table S1, specimen-spe-
cific data in Supplementary Table S3). The mean inflammation
score was higher in the regressive group (Supplementary Table
S1). ANOVA analysis of normalized gene expression levels
revealed 395 genes that were differentially expressed between
persistent and regressive groups. The subset (N ¼ 169) of genes
that were associated with altered cellular pathway activity were
selected to represent those most strongly correlated with persis-
tence and supervised hierarchical clustering was performed to
further confirm the similarity of the groups combined to form the
final persistent and regressive two-group comparison. Only 4
cases in the combined persistent (n¼ 32) and 3 in the combined
regressive (n ¼ 31) groups showed uncharacteristic expression
profiles (Supplementary Fig. S1). Compared with regressive sites,
195 of the full gene list were upregulated and 200 downregulated
in persistent sites. In addition, levels of gene expression related to
the baseline HS regardless of whether sites showed persistence or
regression were assessed. Genes were assessed for the presence of
an upward or downward trend in expression with increasing HS.
Pearson correlation revealed 797 genes that showed a correlation
coefficient of ��0.5 across HS 1–7. Forty percent of the differ-
entially expressed genes associated with persistence were also
associated with baseline histology (Fig. 1C).

The gene lists were utilized to identify cellular processes that are
associated with persistence and degree of histologic atypia via
characterization of activity using the Ingenuity Pathway Analysis
program (IPA, Ingenuity, Qiagen). Thirty-one of 232 pathways
with which the genes could be associated showed statistically
significant evidence of altered activity in persistent sites (Fig. 2A;
Supplementary Table S4). These pathways mostly represented
three general categories of cellular activity. Fourteen of these
pathways are directly associated with immune responses and
predominantly showdownregulationof the genes associatedwith
these activities. Eight of the pathways mediate cell-cycle regula-
tion andproliferative activities that are commonly associatedwith
malignant disease. Five pathways are associatedwith regulation of
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Figure 2.

Pathway and network analyses showing major cellular processes associated with persistence of bronchial dysplasia. A, Pathway analysis showing top 20 pathways
with significant alteration of activity in persistent versus regressive bronchial dysplasia. Red indicates that the majority of the persistence-related genes associated
with a given pathway are upregulated, and green indicates predominant downregulation. Lines connecting pathways indicate that genes are present in both
pathways. Intensity of color indicates degree of significance as described in color bar. B, Inflammation associated, differentially expressed genes are predominantly
downregulated and are strongly associated with Th lymphocyte and dendritic cell networks. C, The majority of cell-cycle progression network–associated
genes are upregulated and PLK1 shows the most numerous regulatory interactions. D, The majority of morphology of epidermis network–associated genes
are upregulated and include a number of keratins and desmosomal (desmoglein, desmocollins, plakins) genes.
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tissue development encompassing a number of genes that medi-
ate epithelial tissue differentiation, cell–cell interactions, and
cytoskeleton-related signaling. The cell cycle and tissue develop-
ment groups show more frequent upregulation of pathway activ-
ity. Pathway analysis utilizing the list of genes associated with
baseline histology show that 44 of 261 pathways demonstrate
statistically significant evidence of altered activity. Eighteen of the
top 22 pathways and 26 overall represent proliferation-associated
pathways that are commonly related to cancer development
(Supplementary Table S5). Cell-cycle regulation, frequently via
pathways coordinating cell-cycle progression with DNA damage
responses, is strongly represented. Relatively few pathways (three
each) are associated with immune responses and tissue differen-
tiation. Several pathways representing altered metabolic activity
and response to cellular injury are correlated withHS. All but four
of the histology-related pathways are associated with predomi-
nantly up-regulated genes. In addition, the persistence and base-
line histology gene lists were used for IPA upstream regulator
analysis inwhich the groups of geneswhose expression are known
to be regulated by certain signaling proteins are identified and
used to indicate significant increases or decreases in signaling by
the related upstream regulatory protein. The upstream regulators
with the highest positive activation Z-scores to be associated with
baseline histology were VEGF and b-estradiol (Supplementary
Table S6A). VEGF was also the highest to be associated with
persistence (Supplementary Table S6B).

Network analyses provided a broader method by which inter-
actions between genes that are differentially expressed in compar-
isons of persistent and regressive bronchial dysplasia could be
assessed. These analyses revealed networks significantly associat-
ed with persistence of bronchial dysplasia that were reviewed to
further focus the cellular processes we chose to study in the
validational analyses presented below. Inflammatory networks
associated with persistence were generally downregulated and
showed a strong association with helper T-lymphocyte differen-
tiation and macrophage/dendritic cell function networks (Fig.
2B). The cell-cycle progression network included genes that con-
sistently demonstrated upregulation with persistence and iden-
tified PLK1 as the centralmediator of these activities (Fig. 2C). The
morphology of epidermis network demonstrated that most dif-
ferentially expressed genes were upregulated and identified a
number of genes associated with squamous differentiation and
desmosomal functions (Fig. 2D).

PLK1 expression and activity are increased in persistent as
compared with regressive bronchial dysplasia

PLK1 is the central mediator of activity in three of the top 10
pathways most significantly associated with both persistence and
baseline histology. To validate this relationship, PLK1 expression
was correlated with increased H-score on follow-up biopsy in the
Affymetrix gene expression dataset (Fig. 3A), and high expression
in persistent bronchial dysplasia was also demonstrated in situ by
dual immunofluorescence (Fig. 3B). Expression levels of PLK1
were further assessed in primary cultures of bronchial epithelial
cells derived from fresh biopsy tissue. Quantitative real-time PCR-
based expression levels were normalized to expression levels of
PLK1 in a primary cell line derived from a site showing normal
histology over multiple time points. Triplicate measurements in
each of two independent studies of PLK1 mRNA levels demon-
strated higher mean levels of PLK1 expression in a group of
cultures derived from eight persistent bronchial dysplasia sites

as compared with measurements from six cultures of regressive
bronchial dysplasia. Results from a representative analysis are
shown in Fig. 3C, where the mean normalized level of PLK1
expression for persistent bronchial dysplasia wasmore than twice
that of regressive bronchial dysplasia (2.33 vs. 0.88, P ¼ 0.002).
The majority of the persistent bronchial dysplasia–derived cul-
tures displayed PLK1 RNA levels that were above the mean for
regressive bronchial dysplasia. PLK1 protein expression was also
found to be elevated in cultured persistent bronchial dysplasia
versus cultured regressive bronchial dysplasia by Western blot
analysis (Fig. 3D).

SCC of the lung demonstrates one of the highest rates of
mutational damage of all malignancies (20). We therefore
hypothesized that the role of PLK1 activity in mediating abro-
gation of cell-cycle arrest in the presence of DNA damage at the
G2–M checkpoint could represent a key cellular alteration asso-
ciated with progression of bronchial dysplasia to invasive SCC. In
addition, effective inhibitors of PLK1 are commercially available
and FDA approved for treatment of some malignancies. In vitro
analyses of the role of PLK1 in mediating cellular proliferation
and evasion of apoptotic activity were undertaken to confirm
increased PLK1-mediated biological activity in persistent bron-
chial dysplasia. Treatment with 100 nmol/L of the PLK1 inhibitor
volasertib for 3days led to significant arrest of persistent bronchial
dysplasia–derived cells in S–G2 phase without an impact on cell-
cycle progression in normal or regressive bronchial dysplasia
(Fig. 4A and B). Similarly, 4 days of treatment with volasertib
induced apoptotic activity as measured by caspase-3/7 activity in
persistent bronchial dysplasia and to a lesser degree in regressive
bronchial dysplasia while not having an effect in cultures of
normal bronchial epithelium (Fig. 4C). Volasertib also induced
a significant decrease in proliferation in persistent bronchial
dysplasia, but did not have a significant effect on proliferation
in regressive bronchial dysplasia or normal cultures (Fig. 4C).

Inflammatory responses are downregulated in persistent
bronchial dysplasia

Persistence-associated inflammatory pathways indicate signif-
icant downregulation in expression of genes associated with
macrophage and T-lymphocyte (T-LC) activity in persistent as
compared with regressive bronchial dysplasia. Given these obser-
vations, inflammation scores that are generated for all biopsies at
the time of initial pathologic characterization were used to deter-
mine whether there is a difference in overall levels of inflamma-
tion related to persistence/regression. Figure 5A shows that the
presence of an inflammatory infiltrate was more frequent at sites
that showed regressive, nondysplastic histology than those with
persistent, dysplastic histology in follow-up biopsies. To deter-
mine whether these gene expression changes correlated with
actual levels of inflammatory cell types in tissue, numbers
of macrophages and T-LCs were assessed in an independent set
of 46 persistent and 39 regressive dysplasias by IHC stains for
CD68, CD3, CD4, and CD8. The persistent and regressive bron-
chial dysplasia groups were selected to be matched in respect to
inflammation score (mean scores 0.88 vs. 0.83, respectively, P ¼
0.77) and proportion of cases with high-grade inflammation
(inflammation scores 2–3; 16.3% vs. 23.1% respectively, P ¼
0.44), as well as age, gender, tobacco status, pack year smoking
history, and history of lung cancer (Supplementary Table S7).
Image analysis showed a near significant trend toward decreased
overall CD68 positivity per area in persistent versus regressive

Merrick et al.

Cancer Res; 78(17) September 1, 2018 Cancer Research4976

on September 4, 2018. © 2018 American Association for Cancer Research. cancerres.aacrjournals.org Downloaded from 

Published OnlineFirst July 11, 2018; DOI: 10.1158/0008-5472.CAN-17-3822 

http://cancerres.aacrjournals.org/


bronchial dysplasia and similar lower magnitude nonsignificant
decreases in CD3, CD4, and CD8 (Fig. 5B and C). Although no
subanalyses were statistically significant, the same trends were
seen when analyses were restricted to only cases with low or high
inflammation scores or restricted to the stromal compartment.No
changes were observed in the analysis of the epithelial compart-
ment (Supplementary Fig. S2A and S2B). The gene expression
data suggest that alterations in the polarization of inflammatory
cell types are key characteristics that distinguish persistent
and regressive bronchial dysplasia. Direct assessment of the
array-based gene expression levels for a variety of genes that have
been reported in the literature to be associated with specific
polarization states of inflammatory cell subsets were evaluated
(21–28). Themajority of geneswith statistically significant or near
significant differences when comparing persistent with regressive
bronchial dysplasia showed decreases in M1 macrophage and
Th 1 T-lymphocyte markers, whereas 5 of 9 regulatory T lympho-
cyte markers were increased in persistent bronchial dysplasia
(Supplementary Fig. S2C). To investigate these potential differ-

ences, dual immunofluorescence stains to demonstrate subsets
of inflammatory cells were used in a small set of representative
dysplasias. Figure 5D shows an abundance of dual CD68/HLA-
DRA–positive M1 macrophages in regressive bronchial dyspla-
sia compared with persistent bronchial dysplasia. In addition,
HLA-DRA expression is noted in epithelial cells of regressive
bronchial dysplasia, but not that of the persistent bronchial
dysplasia. Conversely, regulatory T-lymphocytes represent a
larger proportion of T-LCs in representative persistent as com-
pared with regressive bronchial dysplasia (Fig. 5D).

Altered expression of tissue differentiation and cell adhesion
molecules distinguish persistent and regressive bronchial
dysplasia

Several pathways associatedwith persistence are related to cell–
cell interactions that contribute to epithelial morphology and
nuclear signaling stimulated by physical interactions occurring on
the external surface of the cell. These Ingenuity pathways are
correlated with gene ontology (GO)–related cellular activities

Figure 3.

PLK1 overexpression is associated with persistence of bronchial dysplasia. A, Biopsy sites with PLK1 overexpression (PLK1 OE) show higher histology scores in
follow-up biopsies than those with underexpression (PLK1 UE). Baseline HSs were not significantly different between OE and UE groups (PLK1 OE ¼ 5.14;
PLK1 UE ¼ 4.75; P ¼ 0.11). B, PLK1/Pan-keratin (Pan-Ker) dual immunofluorescence showing representative frequent moderate (i.e., white arrows) and strong (i.e.,
red arrow) nuclear and cytoplasmic positivity for PLK1 in persistent bronchial dysplasia (PBD) that is not seen in regressive bronchial dysplasia (RBD).
Magnification, �600. C, Cultures of persistent bronchial dysplasia show higher PLK1 expression than regressive bronchial dysplasia. Diamonds, mean of triplicate
measurements of a single cell line. Horizontal bars, PLK1 level for the entire group. Vertical bars, SEM (based on all included replicates). D,Western blot analysis of
PLK1 on protein lysates from normal, regressive bronchial dysplasia, and persistent bronchial dysplasia–derived cultured cells. By densitometry of duplicates
from each case, persistent bronchial dysplasia shows increased PLK1 levels versus regressive bronchial dysplasia (normalized mean 1.93 vs. 0.99; P ¼ 0.02).
Student t test, � , P < 0.01.
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Figure 4.

PLK1 inhibition inhibits cell-cycle progression and induces apoptosis of persistent bronchial dysplasia (PBD). A, Flow cytometric analysis of cell-cycle
fraction in PLK1 inhibitor, volasertib (PLK1i), treated cultured normal bronchial epithelial (Nl BE), and persistent bronchial dysplasia–derived cells showing an
increase in the fraction of cells in the S (diagonal lines) and G2 (gray peak to the right) phase of the cell cycle in PBD but not normal BE or regressive bronchial
dysplasia (RBD)–derived cells. B, The proportion of persistent bronchial dysplasia cells arrested at the G2–M checkpoint is >4-fold higher in PLK1-treated
versus vehicle (DMSO) alone–treated cells and significantly greater than that seen in normal and regressive bronchial dysplasia cells (three replicates
each of one normal, two regressive bronchial dysplasia, and one persistent bronchial dysplasia cell lines). C, Apoptotic activity and inhibition of proliferation
are increased in persistent bronchial dysplasia treated with 100 nmol/L but not in normal BE or regressive bronchial dysplasia, although a lesser degree
of induction of apoptosis is noted in regressive bronchial dysplasia. Caspase activity is normalized to that measured in vehicle only–treated parallel cultures
(16 replicates each of one normal, two regressive bronchial dysplasia, and two persistent bronchial dysplasia cell lines). Cell numbers in analyses of
proliferation are expressed as ratios compared with initial seeding of 1 � 105 cells for each cell line/condition (three replicates each). Student t test, � , P < 0.05.
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Figure 5.

A, H&E-based mild to severe inflammation scores are more frequent in regressive (RBD) than persistent bronchial dysplasia (PBD). B,Macrophage and T-lymphocyte
markers are more strongly expressed in regressive than persistent bronchial dysplasia, although only macrophage marker CD68 shows a trend toward statistical
significance. C, Representative CD68 immunostains. D, Dual immunofluorescence stains of representative persistent and regressive bronchial dysplasia. Although the
majority of macrophages lack reactivity for M1 marker HLADRA (red arrows, top middle), in regressive bronchial dysplasia, nearly all show dual positivity for CD68 and
HLADRA (see inset, bottommiddle) and additionally, membranous HLADRA staining is seen in epithelial cells (green arrows). Regulatory T-lymphocytes coexpressing
CD4andFoxP3 (Tregs,greenarrows, topandbottomright) aremoreabundant inpersistentascomparedwith regressivebronchial dysplasia (see inset, top right).Overall,
the numbers of M1 macrophages and Tregs in these biopsieswere 63.3% (19 dual positive/30 CD68 positive) and 33.7% (28 dual positive/83 CD4 positive) for persistent
bronchial dysplasia versus 73.1% (19/26) and 7.0% (4/57) for regressive bronchial dysplasia, respectively. Student t test: � , P < 0.05; �� , P ¼ 0.05–0.15.
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regulating organismal development emphasizing the potential
role of altered gene expression in mediating altered epithelial
morphology as demonstrated histologically by the metaplastic
change from glandular to squamous epithelium in bronchial
dysplasia. Immunofluorescent staining showed that both desmo-
glein 3 (DSG3) and junctional PG demonstrated predominantly
membranous staining patterns (Fig. 6A and B). Immunofluores-
cence scores (I-scores) based on combined membranous
and cytoplasmic staining indicated that high-grade bronchial
dysplasia (HGD) demonstrated significantly higher expression
of DSG3 than low-grade bronchial dysplasia (LGD) and normal
bronchial epithelium while PG showed a trend toward higher

expression in LGD as compared with normal bronchial epithe-
lium (Fig. 6C). Persistence of bronchial dysplasiawas significantly
associated with high expression of DSG3 and showed a trend
toward association with PG expression using I-score cutoffs of 50
and 100, respectively (Fig. 6D).

Discussion
Premalignant airway disease precedes the development of

invasive SCC, and previously described airway-wide, smoking-
related gene expression alterations have recently been shown to
predict the presence of dysplastic lesions (29, 30). However, the

Figure 6.

Expression of desmosomal components is increased in persistent bronchial dysplasia. A, Immunofluorescence shows low desmoglein 3 (DSG3) expression in stable
reserve cell hyperplasia (left) with increased expression in high-grade regressive bronchial dysplasia (RBD) and strongest expression in high-grade persistent bronchial
dysplasia (PBD; right). B, A similar pattern of junctional PG expression is noted in stable reserve cell hyperplasia (left) with more pronounced increased
expression in high-grade regressive bronchial dysplasia and strongest expression in persistent high-grade bronchial dysplasia (right). Positive controls, invasive skin SCC
(DSG3) and lung SCC (PG); negative controls, persistent HGDs with secondary Ab only. C, Increased DSG3 expression is seen as histology progresses from normal
bronchial epithelium (Nl BE; n ¼ 6) to LGD (n ¼ 4) and HGD (n ¼ 8). There is a trend toward increased expression of PG in LGD versus normal BE. Bars, SEM.
D, More frequent overexpression of DSG3 in persistent (n¼ 8) versus regressive bronchial dysplasia [n ¼ 12 (10 for PG)] using an immunofluorescence score (I-score)
cutoff of 50 and a trend toward overexpression of PG in persistent bronchial dysplasia using a cutoff score of 100. Magnification,�200. Student t test (C) and c2 (D):
� , P < 0.05; �� , P ¼ 0.5–0.15.

Merrick et al.

Cancer Res; 78(17) September 1, 2018 Cancer Research4980

on September 4, 2018. © 2018 American Association for Cancer Research. cancerres.aacrjournals.org Downloaded from 

Published OnlineFirst July 11, 2018; DOI: 10.1158/0008-5472.CAN-17-3822 

http://cancerres.aacrjournals.org/


rate of progression to SCC of these lesions is low with even the
highest grades only progressing in 5% to 10% of cases (16, 17).
Gene expression changes that distinguish high-risk from low-risk
bronchial dysplasia havenot been reportedpreviously.Herein,we
describe gene expression changes associated with the persistent
bronchial dysplasias that are characteristic lesions of aggressive
airway disease, a condition associated with a 7.8-fold increase in
risk for invasive SCC (17). The persistence-associated gene expres-
sion profile provides potential markers of risk and indicates
alterations in cellular activity that may represent effective targets
for prevention of progression to invasive cancer.

Cell-cycle control is prominent in both persistence and dys-
plastic grade–associated pathways. Although many of the path-
ways upregulated in association with increasing histologic grade
represent DNA damage repair pathways, these pathways are not
represented in the comparisons of persistent versus regressive
bronchial dysplasia. PLK1 promotes cell-cycle progression and
also plays a role in regulating the effect of DNA damage on this
progression. PLK1 is required for progression through the M-
phase of the cell cycle (reviewed in ref. 31). In addition, PLK1
plays a key role in regulating progression through the G2–M cell-
cycle checkpoint. PLK1 activity can override G2–M checkpoint
arrest in the presence of DNA damage (32–34). In the presence of
significantDNAdamage, a number of cellular processes will arrest
cell cycle–mediated proliferation at this checkpoint and induce
apoptosis (reviewed in ref. 35). Our analyses demonstrate an
association of PLK1 overexpression with persistence of bronchial
dysplasia and show that treatment with PLK1 inhibitor (volaser-
tib, BI6727) arrests persistent dysplastic cells in the S and G2

phases of the cell cycle while inducing a significant increase in
apoptotic activity. These results confirm increased PLK1 activity in
persistent bronchial dysplasia and suggest that overexpression
may promote genomic instability, leading to the accumulation of
somatic genetic damage potentially associated with the develop-
ment of malignant behavior. The demonstration that the activity
of DNA damage repair pathways increases with increasing histo-
logic grade, but that increased activity of these pathways are not
specifically associated with high-risk persistent behavior may
indicate that although ongoing DNA damage is common in the
airways, it is the control of cell-cycle progression that is critical to
malignant progression. Indeed, a gene expression study of bron-
chial dysplasia from four cases of resected invasive SCC showed
that one of the characteristics that distinguished the premalignant
lesions from normal bronchial epithelium was cell cycle M-phase
activation and modulation of microtubule dynamics (36), both
processes that PLK1 influences in its role of promoting cell-cycle
progression. Thus, our results suggest that PLK1 overexpression
could represent a marker of risk for progression and that inhibi-
tion of PLK1 may prevent progression of bronchial dysplasia to
invasive lung cancer.

Altered activity of inflammatory pathways related topersistence
of bronchial dysplasia suggests that influences of the microenvi-
ronment play a role in the progression of premalignant airway
disease. The data implicate certain specific aspects of broader
cellular processes in progression such as the more frequent
identification of alterations in cellular than humoral immune
responses and the frequent identification of antigen presentation
and T-lymphocyte activity in this subgroup of cellular pathways
associated with persistence. Intriguingly, the immune response
pathways associated with persistence almost exclusively show
downregulation of the component genes. Our data show that

the presence of an inflammatory infiltrate is more common in
regressive than persistent bronchial dysplasia. In lung cancer, a
strong general immune infiltrate has been associatedwith variable
but often poor prognosis, although recent studies have clearly
established that if the composition of immune cells is oriented
toward active responses, such infiltrates can be associated with
improved prognosis (37, 38). Potential benefit has been shown
when numbers of tumor-associated CD4 and CD8-positive T-LCs
or M1macrophages are increased and adverse effects found when
M2-type macrophages or regulatory T-LCs are increased in inva-
sive lung cancers (39, 40). Our analyses suggest that regressive
bronchial dysplasia may be associated with decreased regulatory
T-LCs and increased antigen presentation capabilities via
increased epithelial HLA-DRA expression and the presence of
M1-type macrophages, which demonstrate robust antigen pre-
sentation and are associated with strong antitumor responses
(41). If results from additional studies confirm alterations such
as those identified in our pathway analyses, it may suggest that
modulation of immune infiltrates could be a successful approach
to prevent progression to lung cancer.

Increased expression of DSG3 and PG, proteins associated with
desmosomes, indicate alterations of cell–cell interactions and
epithelial differentiation in persistent bronchial dysplasia. The
structural roles of these factors suggest that increased expression
could contribute to squamous metaplastic change that may be
more prominent in persistent disease and thus represent potential
markers of high-risk bronchial dysplasia. DSG3 is a key compo-
nent of desmosomes that sequesters prooncogenic desmosomal
components associated with epithelial-to-mesenchymal transi-
tion, but has recently also been associated with nondesmosomal
cytoplasmic activation of protumorigenic SRC signaling (42).
Indeed, overexpressionofDSG3hasbeendescribed in lung cancer
and has been associated with poor prognosis in esophageal SCC
and pancreatic adenocarcinoma (43–45). PG, a member of the
catenin family of proteins, also demonstrates dual activity involv-
ing translocation to the nucleus and interactionwith transcription
factors, although its transcriptional effects have been associated
with antioncogenic activities such as inhibition of proliferation,
migration, and invasion (46–49). Although some of the immu-
nofluorescence stains did show differences in the distribution of
DSG3 and PG (i.e., membranous vs. cytoplasmic/nuclear), the
number of cases studied precluded definitive demonstration of
differences related to histologic grade or persistence. Further
analysis of the factors associated with both up- and downregula-
tion of the cell–cell interaction pathways identified in our gene
expression analysis will be required to determine whether altera-
tions in expression of these factors may directly promote protu-
morigenic activities that could be targeted for prevention.

The gene expression data also show evidence that increased
signaling via VEGF and estrogen distinguishes persistent from
regressive bronchial dysplasia. Estrogen receptor expression has
been associated with poor prognosis in NSCLC, indicating
that estrogen signaling contributes to tumor progression (50).
Furthermore, administration of estrogen inhibitors in female
mice reduced tumor formation providing evidence that estrogen
activity may contribute to the development of lung cancer (51).
We have previously shown that VEGF and VEGFR2 expression
as well as microvessel densities are increased in bronchial dys-
plasia and invasive lung cancer, especially early-stage tumors, as
compared with normal or reactive bronchial epithelium (52).
Furthermore, VEGF production by dysplastic epithelial cells
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induced endothelial cell proliferation, migration, and tubule
elongation (53). A role for VEGF signaling in promoting persis-
tence and progression has also been suggested by observations
that bronchial dysplasia showing histologic features of increased
angiogenesis (angiogenic squamous dysplasia) demonstrate
more frequent persistence and that treatment of mice with van-
detanib, a strong inhibitor of VEGFR2, reduced the number and
size of urethane-induced tumors (17, 54).

The use ofwhole biopsy tissue to generate RNA for these studies
could represent a drawback as some persistence-related gene
expression changes might be masked by RNA derived from none-
pithelial cells. In addition, although an extensive set of bronchos-
copy-derived specimens are available in the Colorado SPORE
tissue bank, the availability of frozen tissue from sites with
informative follow-up sampling was limited and thus might also
have contributed to false negatives regarding changes in the
expression of certain genes. One other recently published study
has employed gene expression to assess alterations associated
with degree of histologic atypia in precursor lesions of SCC of the
lung (55). Unlike our analysis, this study included gene expres-
sion from invasive SCCs as part of the spectrum of progression.
Nonetheless, similar pathways associated with cell-cycle control
and DNA damage repair were also identified, lending support to
the validity of the findings in both studies.

To our knowledge, this is the first analysis to describe gene
expression alterations that distinguish high-risk from low-risk
premalignant SCC precursor lesions. In summary, the identifica-
tion of a large number of genes that are differentially expressed
between histologically indistinguishable lesions lends strong
support to the higher risk associated with persistent bronchial
dysplasia. Altered activity of pathways associated with these
differentially expressed genes shows the importance of cell-cycle
regulation, immune infiltrates, and cell–cell interactions in estab-
lishing persistent behavior. These findings suggest that markers of
these pathways may be useful in predicting which bronchial
dysplasias may persist and therefore represent high risk for pro-
gression and also facilitate identification of certain cellular activ-
ities that might be successfully targeted to prevent the develop-
ment of invasive cancer.

Disclosure of Potential Conflicts of Interest
No potential conflicts of interest were disclosed.

Authors' Contributions
Conception and design:D.T. Merrick, M.G. Edwards, W.A. Franklin, R.L. Keith,
Y.E. Miller, E.J. Donald, G. Hickey, P.A. Bunn, M. Geraci, R.A. Nemenoff
Development of methodology: D.T. Merrick, M.G. Edwards, W.A. Franklin,
M. Sugita, R.L. Keith, L.D. Dwyer-Nield, E.J. Donald, A. van Bokhoven,
S. Wilson, P.J. Koch, D.J. Orlicky
Acquisition of data (provided animals, acquired and managed patients,
provided facilities, etc.): D.T. Merrick, M. Sugita, R.L. Keith, Y.E. Miller,
M.B. Friedman, L.D. Dwyer-Nield, M.A. Tennis, M.C. O'Keefe, E.J. Donald,
A. van Bokhoven, S. Wilson, P.J. Koch, C. Coldren, D.J. Orlicky, G. Hickey,
T.C. Kennedy, R. Powell, M. Geraci
Analysis and interpretation of data (e.g., statistical analysis, biostatistics,
computational analysis): D.T. Merrick, M.G. Edwards, L.D. Dwyer-Nield,
M.A. Tennis, M.C. O'Keefe, S. Wilson, C. O'Shea, C. Coldren, D.J. Orlicky,
X. Lu, A.E. Baron, G. Hickey, P.A. Bunn, M. Geraci
Writing, review, and/or revision of the manuscript: D.T. Merrick, W.A. Frank-
lin, R.L. Keith, Y.E. Miller, L.D. Dwyer-Nield, E.J. Donald, A. van Bokhoven,
C. O'Shea, L. Heasley, P.A. Bunn, M. Geraci, R.A. Nemenoff
Administrative, technical, or material support (i.e., reporting or organizing
data, constructing databases): D.T. Merrick, E.J. Donald, J.M. Malloy, A. van
Bokhoven
Study supervision: D.T. Merrick

Acknowledgments
The authors wish to thank Drs. Aik-Choon Tan and Minjae Yoo for their

assistance in creating Supplementary Table S1 and Supplementary Fig. S1, and
Elise S. Bales for assistance in performing the immunofluorescence for Fig. 3B.
We are grateful to Karen Helm and the University of Colorado Flow Cytometry
Core for their guidance and assistance (shared resources supported by P30
CA46934). This work was also supported by Lung Specialized Programs
of Research Excellence P50 CA058187, recipients P.A. Bunn and Y. E. Miller
(D.T. Merrick, M.G. Edwards, W.A. Franklin, M. Sugito, R.L. Keith, A van
Bokhoven, C. Coldren, X. Lu, A.E. Baron, T.C. Kennedy, R. Powell, L. Heasley,
P.A. Bunn, M. Geraci, and R.A. Nemenoff), University of Colorado Cancer
Center Lung Cancer Prevention Program AWD-120560, recipient D.T. Merrick
(M.B. Friedman, L.D. Dwyer-Nield, M.A. Tennis, G. Hickey), Cancer Center
Support Grant P30 CA046934, recipient D. Theodorescu (all authors received
P30 CA046934 support), Provocative Questions group C-1 R21 CA190124-01,
recipientD.T.Merrick (L.D.Dwyer-Nield,M.A. Tennis, E.J.Donald, J.M.Malloy)
and Cancer League of Colorado Award, recipient D.T. Merrick (M.C. O'Keefe,
E.J. Donald, A. van Bokhoven, S. Wilson).

The costs of publication of this articlewere defrayed inpart by the payment of
page charges. This article must therefore be hereby marked advertisement in
accordance with 18 U.S.C. Section 1734 solely to indicate this fact.

Received December 11, 2017; revised May 16, 2018; accepted July 6, 2018;
published first July 11, 2018.

References
1. Siegel R, Naishadham D, Jemal A. (2013) Cancer statistics. CA Cancer J

2013;63:11–30.
2. Zeng C, WenW,Morgans AK, PaoW, Shu XO, Zheng W. Disparities by race,

age, and sex in the improvementof survival formajor cancers: results fromthe
National Cancer Institute Surveillance, Epidemiology, and End Results
(SEER) program inUnited States, 1990 to 2010. JAMAOncol 2015;1:88–96.

3. Aberle DR, Adams AM, Berg CD, BlackWC, Clapp JD, FagerstromRM, et al.
Reduced lung-cancer mortality with low-dose computed tomographic
screening. N Engl J Med 2011;365:395–409.

4. Bach PB, Mirkin JN, Oliver TK, Azzoli CG, Berry DA, Brawley OW, et al.
Benefits and harms of CT screening for lung cancer: a systematic review.
JAMA 2012;307:2418–29.

5. Edell E, Lam S, Pass H,Miller YE, Sutedja T, Kennedy T, et al. Detection and
localization of intraepithelial neoplasia and invasive carcinoma using
fluorescence-reflectance bronchoscopy: an international, multi-center clin-
ical trial. J Thorac Oncol 2009;4:49–54.

6. Iftikhar IH, Musani AI. Narrow-band imaging bronchoscopy in the detec-
tion of premalignant airway lesions: a meta-analysis of diagnostic test
accuracy. Ther Adv Respir Dis 2015;9:207–16.

7. Wistuba II, Behrens C, Virmani AK, Mele G, Milchgrub S, Girard L, et al.
High resolution chromosome 3p allelotyping of human lung cancer and
bronchial epithelium reveals multiple, discontinuous sites of 3pallele
loss and three regions of frequent breakpoints. Cancer Res 2000;60:
1949–60.

8. Merrick DT, Kittelson J, Winterhalder R, Kotantoulas G, Ingeberg S, Keith
RL, et al. Analysis of c-ErbB1/epidermal growth factor receptor and
c-ErbB2/HER-2 expression in bronchial dysplasia: evaluation of potential
targets for chemoprevention of lung cancer. Clin Cancer Res 2006;12:
2281–8.

9. Mascaux C, Laes JF, Anthoine G, Haller A, Ninane V, Burny A, et al.
Evolution of microRNA expression during human bronchial squamous
carcinogenesis. Eur Respir J 2009;33:352–9.

10. Jonsson S, Varella-Garcia M, Miller Y, Wolf HJ, Byers T, Braudrick S, et al.
Chromosomal aneusomy in bronchial high grade lesions is associatedwith
invasive lung cancer. Am J Respir Crit Care Med 2008;177:342–7.

11. Massion P, Zou Y,UnerH, Kiatsimkul P,WolfHJ, Baron AE, et al. Recurrent
genomic gains in preinvasive lesions as a biomarker of risk for lung cancer.
PLoS One 2009;4:e5611.

Cancer Res; 78(17) September 1, 2018 Cancer Research4982

Merrick et al.

on September 4, 2018. © 2018 American Association for Cancer Research. cancerres.aacrjournals.org Downloaded from 

Published OnlineFirst July 11, 2018; DOI: 10.1158/0008-5472.CAN-17-3822 

http://cancerres.aacrjournals.org/


12. Gustafson AM, Soldi R, Anderlind C, Scholand MB, Qian J, Zhang X, et al.
Airway PI3K pathway activation is an early and reversible event in lung
cancer development. Sci Transl Med 2010;2:1–11.

13. McCaughan F, Pole JCM, Bankier AT, Konfortov BA, Carroll B, Falzon M,
et al. Progressive 3q amplification consistently targets SOX2 in pre-
invasive squamous lung cancer. Am J Resp Crit Care Med 2010;182:
83–91.

14. Breuer RH, Pasic A, Smit EF, van Vliet E, VonkNoordegraaf A, Risse EJ, et al.
The natural course of preneoplastic lesions in bronchial epithelium. Clin
Cancer Res 2005;11:537–43.

15. SalaunM, Bota S, Thiberville L. Long-term followupof severe dysplasia and
carcinoma in-situ of the bronchus. J Thorac Oncol 2009;4:1187–8.

16. Ishizumi T,McWilliams A,MacaulayC,Gazdar A, LamS.Natural history of
bronchial preinvasive lesions. Cancer Metastasis Rev 2010;29:5–14.

17. MerrickDT, GaoD,Miller YE, Keith RL, BaronAE, FeserW, et al. Persistence
of bronchial dysplasia is associated with development of invasive squa-
mous cell carcinoma. Cancer Prev Res 2015;9:96–104.

18. Keith RL, Blatchford PJ, Kittelson J, Minna JD, Kelly K, Massion PP, et al.
Oral iloprost improves endobronchial dysplasia in former smokers. Cancer
Prev Res 2011;4:793–80.

19. Franklin WA, Folkvord JM, Varella-Garcia M, Kennedy T, Proudfoot S,
Cook R, et al. Expansion of bronchial epithelial cell populations by in vitro
culture of explants from dysplastic and histologically normal sites. Am J
Respir Cell Mol Biol 1996;15:297–304.

20. Alexandrov LB, Nik-Zainal S, Wedge DC, Aparicio SAJR, Behjati S, Biankin
AV, et al. Signatures of mutational processes in human cancer. Nature
2013;500:415–21.

21. Schmeider A, Michel J, Schonharr K, Goerdt S, Schledzewski K. Differen-
tiation and gene expression profile of tumor associated macrophages.
Semin Cancer Biol 2012;22:289–97.

22. Biswas SK, Mantovan A. Macrophage plasticity and interaction with lym-
phocyte subsets: cancer as a paradigm. Nat Immunol 2010;11:889–96.

23. Heusinkveld M, van der Burg SH. Identification and manipulation of
tumor associated macrophages in human cancers. J Transl Med 2011;9:
216–28.

24. Tripathi SK, Lahesmaa R. ranscriptional and epigenetic regulation of
T-helper lineage specification. Immunol Rev 2014;261:62–83.

25. Wei G, Abraham BJ, Yagi R, Jothi R, Cui K, Sharma S, et al. Genome-wide
analyses of transcription factor GATA3-mediated gene regulation in dis-
tinct T cell type. Immunity 2011;35:299–311.

26. Horiuchi S, Onodera A, Hosokawa H, Watanabe Y, Tanaka T, Sugano S,
et al. Genome-wide analysis reveals unique regulation of transcription of
Th2-specific genes by GATA3. J Immunol 2011;186:6378–89.

27. Cao W, Chen Y, Alkan S, Subramaniam A, Long F, Liu H, et al. Human
Thelper (Th) cell lineage commitment is not directly linked to the secretion
of IFN-c or IL-4: Characterization of Th cells isolated by FACS based on
IFN-c and IL-4 secretion. Eur J Immunol 2005;35:2709–17.

28. Smeets RL, Fleuren WWM, He X, Vink PM, Wijnands F, Gorecka M, et al.
Molecular pathway profiling of T lymphocyte signal transduction path-
ways; Th1 and Th2 genomic fingerprints are defined by TCR and CD28-
mediated signaling. BMC Immunol 2012;13:1–17.

29. Spira A, Beane JE, Shah V, Steiling K, Liu G, Schembri F, et al. Airway
epithelial gene expression in the diagnostic evaluation of smokers with
suspect lung cancer. Nat Med 2007;13:361–6

30. Beane J, Mazzilli SA, Tassinari AM, Liu G, Zhang X, Liu H, et al. Detecting
the presence and progression of premalignant lung lesions via airway gene
expression. Clin Cancer Res 2017;23:5091–100.

31. BruinsmaW, Raaijmakers JA,MedemaRH. Switching Polo-like kinase-1 on
and off in time and space. Trends Biochem Sci 2012;37:534–42.

32. vanVugtMA,GardinoAK, LindingR,OstheimerGJ, ReinhardtHC,Ong SE,
et al. A mitotic phosphorylation feedback network connects Cdk1, Plk1,
53BP1, and Chk2 to inactivate the G2/M DNA damage checkpoint. PLoS
Biol 2010;8:e1000287.

33. Yata K, Lloyd J,Maslen S, Bleuyard JY, SkehelM, Smerdon SJ, et al. Plk1 and
Chk2 act in concert to regulate Rad51 during DNA double strand break
repair. Mol Cell 2012;45:371–83.

34. MundtKE,GolsteynRM, LaneHA,NiggEA.On the regulation and function
of human polo-like kinase 1 (PLK1): effects of overexpression on cell cycle
progression. Biochem Biophys Res Comm 1997;239:377–85.

35. Roos WP, Kaina B. DNA damage-induced cell death: from specific DNA
lesions to the DNA damage response and apoptosis. Cancer Lett
2013;332:237–48.

36. Ooi AT, Gower AC, Zhang KX, Vick JL, Hon L, Nagao B, et al. Molecular
profiling of premalignant lesions in lung squamous cell carcinomas
identifies mechanisms involved in stepwise carcinogenesis. Cancer Prev
Res 2014;7:487–95.

37. Dieu-Nosjean M-C, Antoine M, Danel C, Heudes D, Wislez M, Poulot V,
et al. Long-term survival for patients with non-small-cell lung cancer with
intratumoral structures. J Clin Oncol 2008;26:4410–7.

38. Wang L, Zhu B,Miaomiao Z,Wang X. Roles of immunemicroenvironment
heterogeneity in therapy-associated biomarkers in lung cancer. Semin Cell
Dev Biol 2017;64:90–7.

39. Ma J, Liu L, Che G, Yu N, Dai F, You Z. The M1 form of tumor-associated
macrophages in non-small cell lung cancer is positively associated with
survival time. BMC Cancer 2010;10:112.

40. Redente EF, Dwyer-Nield LD, Merrick DT, Raina K, Agarwal R, PaoW, et al.
Tumor progression stage and anatomical site regulate tumor-associated
macrophage and bone marrow-derived monocyte polarization. Am
J Pathol 2010;176:2972–85.

41. SolinasG,GermanoG,Mantovani A, Allavena P. Tumor-associatedmacro-
phages (TAM) as major players of the cancer-related inflammation. J
Leukoc Biol 2009;86:1065–73.

42. Wan H, Lin K, Tsang SM, Uttagomol J. Evidence for Dsg3 in regulating
signaling by competing with it for binding to caveolin-1. Data Brief
2016;6:124–34.

43. Saaber F, Chen Y, Cui T, Yang L, Mireskandari M, Petersen I. Expression of
desmogleins 1–3 and their clinical impacts on human lung cancer. Pathol
Res Pract 2015;211:208–13.

44. Fang W-K, Chen B, Xu X-E, Liao L-D, Wu Z-Y, Wu JY, et al. Altered
expression and localization of desmoglein 3 in esophageal squamous cell
carcinoma. Acta Histochem 2014;116:803–9.

45. Ormanns S, Altendorf-Hofmann A, Jackstadt R, Horst D, Assman G, Zhao
Y, et al. Desmogleins as prognostic biomarkers in resected pancreatic ductal
adenocarcinoma. Br J Cancer 2015;113:1460–6.

46. Spindler V, Dehner C, Hubner S, Waschke J. Plakoglobin but not desmo-
plakin regulates keratinocyte cohesion via modulation of p38MAPK sig-
naling. J Invest Dermatol 2014;134:1655–64.

47. Zhurinsky J, Shtutman M, Ben-Ze'ev A. Plakoglobin and beta-catenin:
protein interactions, regulation and biological roles. J Cell Sci 2000;113
(Pt 18):3127–39.

48. Aktary Z, PasdarM. Plakoglobin: role in tumorigenesis andmetastasis. Int J
Cell Biol 2012;2012:189521.

49. Winn RA, Bremnes RM, Bemis L, Franklin WA, Miller YE, Cool C, et al.
gamma-Catenin expression is reduced or absent in a subset of human lung
cancers and re-expression inhibits transformed cell growth. Oncogene
2002;21:7497–506.

50. Stabile LP, Dacic S, Land SR, Lenzner DE, Dhir R, Aquafondata M, et al.
Combined analysis of estrogen receptor b–1 and progesterone receptor
expression identifies lung cancer patients with poor outcome. Clin Cancer
Res 2011;17:154–64.

51. Stabile LP, RothsteinME,CunninghamDE, Land SR,Dacic S, KeohavongP,
et al. Prevention of tobacco carcinogen-induced lung cancer in femalemice
using antiestrogens. Carcinogenesis 2012;33:2181–9.

52. Merrick DT, Haney J, Petrunich S, Sugita M, Miller YE, Keith RL, et al.
Overexpression of vascular endothelial growth factor and its receptors in
bronchial dysplasia demonstrated by quantitative RT-PCR analysis. Lung
Cancer 2005;48:31–45.

53. Merrick DT, Petrunich S, Miller YE, Keith RL, Kennedy TC, Franklin WA.
Chapter 10. Characterization of angiogenic activity and identification of
mediators in bronchial dysplasia and invasive lung cancer: role of vascular
endothelial growth factor and angiopoietins. In: Litchfield JE ed. New
Research on Precancerous Lesions. New York, NY: NOVA Science Publish-
ers; 2007. p. 217–43.

54. Karoor V, Le M, Merrick DT, Dempsey EC, Miller YE. VEGFR-2 targeted
chemoprevention ofmurine lung tumors. Cancer Prev Res 2010;3:1141–7.

55. Koper A, Zeef LAH, Joseph L, Kerr K, Gosney J, Lindsay MA, et al. Whole
transcriptome analysis of preinvasive and invasive early squamous lung
carcinoma in archival lasermicrodissected samples. Respir Res 2017;18:12.

www.aacrjournals.org Cancer Res; 78(17) September 1, 2018 4983

Gene Expression in Persistent Bronchial Dysplasia

on September 4, 2018. © 2018 American Association for Cancer Research. cancerres.aacrjournals.org Downloaded from 

Published OnlineFirst July 11, 2018; DOI: 10.1158/0008-5472.CAN-17-3822 

http://cancerres.aacrjournals.org/


2018;78:4971-4983. Published OnlineFirst July 11, 2018.Cancer Res 
  
Daniel T. Merrick, Michael G. Edwards, Wilbur A. Franklin, et al. 
  
High-Risk Persistent Bronchial Dysplasia
Altered Cell-Cycle Control, Inflammation, and Adhesion in

  
Updated version

  
 10.1158/0008-5472.CAN-17-3822doi:

Access the most recent version of this article at:

  
Material

Supplementary

  
 http://cancerres.aacrjournals.org/content/suppl/2018/07/11/0008-5472.CAN-17-3822.DC1

Access the most recent supplemental material at:

  
  

  
  

  
Cited articles

  
 http://cancerres.aacrjournals.org/content/78/17/4971.full#ref-list-1

This article cites 54 articles, 12 of which you can access for free at:

  
  

  
E-mail alerts  related to this article or journal.Sign up to receive free email-alerts

  
Subscriptions

Reprints and 

  
.pubs@aacr.org

To order reprints of this article or to subscribe to the journal, contact the AACR Publications Department at

  
Permissions

  
Rightslink site. 
Click on "Request Permissions" which will take you to the Copyright Clearance Center's (CCC)

.http://cancerres.aacrjournals.org/content/78/17/4971
To request permission to re-use all or part of this article, use this link

on September 4, 2018. © 2018 American Association for Cancer Research. cancerres.aacrjournals.org Downloaded from 

Published OnlineFirst July 11, 2018; DOI: 10.1158/0008-5472.CAN-17-3822 

http://cancerres.aacrjournals.org/lookup/doi/10.1158/0008-5472.CAN-17-3822
http://cancerres.aacrjournals.org/content/suppl/2018/07/11/0008-5472.CAN-17-3822.DC1
http://cancerres.aacrjournals.org/content/78/17/4971.full#ref-list-1
http://cancerres.aacrjournals.org/cgi/alerts
mailto:pubs@aacr.org
http://cancerres.aacrjournals.org/content/78/17/4971
http://cancerres.aacrjournals.org/


<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /None
  /Binding /Left
  /CalGrayProfile (Gray Gamma 2.2)
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (U.S. Web Coated \050SWOP\051 v2)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Error
  /CompatibilityLevel 1.3
  /CompressObjects /Off
  /CompressPages true
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /DetectCurves 0.0000
  /ColorConversionStrategy /LeaveColorUnchanged
  /DoThumbnails false
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings true
  /EndPage -1
  /ImageMemory 1048576
  /LockDistillerParams true
  /MaxSubsetPct 0
  /Optimize false
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage false
  /PreserveDICMYKValues true
  /PreserveEPSInfo true
  /PreserveFlatness false
  /PreserveHalftoneInfo false
  /PreserveOPIComments false
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Remove
  /UCRandBGInfo /Remove
  /UsePrologue false
  /ColorSettingsFile ()
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages false
  /ColorImageMinResolution 200
  /ColorImageMinResolutionPolicy /Warning
  /DownsampleColorImages true
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 150
  /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 false
  /GrayImageMinResolution 200
  /GrayImageMinResolutionPolicy /Warning
  /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 false
  /MonoImageMinResolution 600
  /MonoImageMinResolutionPolicy /Warning
  /DownsampleMonoImages true
  /MonoImageDownsampleType /Bicubic
  /MonoImageResolution 900
  /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 (None)
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName ()
  /PDFXTrapped /False

  /CreateJDFFile false
  /Description <<
    /ENU ([Based on '[High Quality Print]'] Use these settings to create Adobe PDF documents for quality printing on desktop printers and proofers.  Created PDF documents can be opened with Acrobat and Adobe Reader 5.0 and later.)
  >>
  /Namespace [
    (Adobe)
    (Common)
    (1.0)
  ]
  /OtherNamespaces [
    <<
      /AsReaderSpreads false
      /CropImagesToFrames false
      /ErrorControl /WarnAndContinue
      /FlattenerIgnoreSpreadOverrides true
      /IncludeGuidesGrids false
      /IncludeNonPrinting false
      /IncludeSlug false
      /Namespace [
        (Adobe)
        (InDesign)
        (4.0)
      ]
      /OmitPlacedBitmaps false
      /OmitPlacedEPS false
      /OmitPlacedPDF false
      /SimulateOverprint /Legacy
    >>
    <<
      /AddBleedMarks false
      /AddColorBars false
      /AddCropMarks true
      /AddPageInfo false
      /AddRegMarks false
      /BleedOffset [
        18
        18
        18
        18
      ]
      /ConvertColors /NoConversion
      /DestinationProfileName ()
      /DestinationProfileSelector /NA
      /Downsample16BitImages true
      /FlattenerPreset <<
        /ClipComplexRegions true
        /ConvertStrokesToOutlines false
        /ConvertTextToOutlines false
        /GradientResolution 300
        /LineArtTextResolution 1200
        /PresetName ([High Resolution])
        /PresetSelector /HighResolution
        /RasterVectorBalance 1
      >>
      /FormElements false
      /GenerateStructure false
      /IncludeBookmarks false
      /IncludeHyperlinks false
      /IncludeInteractive false
      /IncludeLayers false
      /IncludeProfiles false
      /MarksOffset 18
      /MarksWeight 0.250000
      /MultimediaHandling /UseObjectSettings
      /Namespace [
        (Adobe)
        (CreativeSuite)
        (2.0)
      ]
      /PDFXOutputIntentProfileSelector /NA
      /PageMarksFile /RomanDefault
      /PreserveEditing true
      /UntaggedCMYKHandling /LeaveUntagged
      /UntaggedRGBHandling /LeaveUntagged
      /UseDocumentBleed false
    >>
    <<
      /AllowImageBreaks true
      /AllowTableBreaks true
      /ExpandPage false
      /HonorBaseURL true
      /HonorRolloverEffect false
      /IgnoreHTMLPageBreaks false
      /IncludeHeaderFooter false
      /MarginOffset [
        0
        0
        0
        0
      ]
      /MetadataAuthor ()
      /MetadataKeywords ()
      /MetadataSubject ()
      /MetadataTitle ()
      /MetricPageSize [
        0
        0
      ]
      /MetricUnit /inch
      /MobileCompatible 0
      /Namespace [
        (Adobe)
        (GoLive)
        (8.0)
      ]
      /OpenZoomToHTMLFontSize false
      /PageOrientation /Portrait
      /RemoveBackground false
      /ShrinkContent true
      /TreatColorsAs /MainMonitorColors
      /UseEmbeddedProfiles false
      /UseHTMLTitleAsMetadata true
    >>
  ]
>> setdistillerparams
<<
  /HWResolution [600 600]
  /PageSize [792.000 1224.000]
>> setpagedevice




