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The human MUC7 gene encodes a low-molecular-mass mucin that
participates in the maintenance of healthy epithelium in the oral
cavity, and possibly in respiratory tracts, by promoting the clearance
of various bacteria. We examined whether MUC7 gene is expressed
in primary normal human tracheobronchial epithelial cells and
whether the expression is modulated by exogenous factors. By
assessing MUC7 transcripts, we found that the MUC7 gene was
induced by culturing the normal human tracheobronchial epithelial
cells at the air–liquid interface, in which the cells were well differen-
tiated. When the cells were treated with a panel of cytokines (IL-
1�, IL-4, IL-13, and TNF-�), epidermal growth factor, or a bacterial
product (Pseudomonas aeruginosa lipopolysaccharide [LPS]), MUC7
transcripts and glycoprotein products were increased 1.7- to 3.2-
fold. The effect of LPS on MUC7 gene expression was also studied
in the airway tissues of MUC7 gene transgenic mice. In the in vitro
cultured trachea and lung explants, the LPS-treated tissues showed
over 2-fold increased levels of MUC7 mRNA compared with the
untreated specimens. These results were confirmed by in vivo stud-
ies using the lungs and tracheas harvested from the transgenic mice
irritated by LPS through the tracheal instillation. By immunohisto-
chemistry, MUC7 glycoprotein was localized in tracheal submucosa
within the serous cells. Upon LPS stimulation, the overexpressed
MUC7 remains confined to the serous glands. In the lungs, MUC7
seems to be expressed within the respiratory epithelium at the
level of the bronchioles. Upon stimulation with LPS, it seems to be
overexpressed within the same cells and within the stromal tissue.
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The human oral cavity and respiratory, gastrointestinal, and
reproductive tracts are coated by a thin film of viscoelastic liquid
(mucus) that provides lubrication and protection to the epithelial
surfaces. Normal mucus secretion is important in maintaining
epithelial integrity and nonimmune mucosal defense (1–3). Ex-
cessive mucus is likely associated with inflammatory response
and epithelial diseases. Chronic respiratory diseases such as
asthma, chronic obstructive pulmonary disease, and cystic fibro-
sis (CF) are characterized by airway inflammation and mucus
hypersecretion. The mucus hypersecretion by itself could result
in impaired mucociliary movement and compromised protective
functions of mucosa (4). The major components of mucus are
mucin glycoproteins, which are also the determinants of the
viscoelasticity of mucus secretions. Mucus hypersecretion is the
culmination of several complex processes, including mucin
overexpression.
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At least 17 human mucin genes have been identified and
designated MUC1–4, MUC5AC, MUC5B, MUC6–9, MUC11–
13, MUC15–17, and MUC19. These genes are expressed in a
wide range of tissues. The expression levels and patterns of
mucins are subjected to variation during an inflammatory pro-
cess, tumor progression, and carcinogenesis. For example,
MUC1 overexpression was observed in most adenocarcinomas
of the breast, lung, stomach, pancreas, prostate, and ovary
(5, 6). MUC2 overexpression was thought to be a common
characteristic of colon and pancreatic carcinomas (7). MUC3
was also upregulated in colon cancers (5). Aberrant expression
of MUC5B was found in gastric cancer (8). Differential expres-
sion of MUC7 was linked to invasive bladder carcinoma (9, 10).

Airway mucins often show an enhanced expression in re-
sponse to inflammatory conditions. The expression of gel-
forming mucins (MUC2, MUC5AC, and MUC5B) was increased
during bacterial invasion (11). A similar observation was ex-
tended to CF airways (4, 12). The major infectious pathogen in
airways is Pseudomonas aeruginosa, which produces a virulence
factor known as lipopolysaccharide (LPS) that has the ability to
initiate a host defense response (13, 14). Airway mucins have
also shown to be regulated by cytokines and growth factors (15,
16). These observations have been reported mainly for MUC2,
MUC5AC, and MUC5B, and there is no information available
about MUC7 regulation in response to exogenous modulations.

The human MUC7 gene encodes a relatively small mucin
glycoprotein (MG2; � 125 kD) that is secreted mainly by human
sublingual and submandibular glands. The functions of MUC7
mucin in the oral cavity have been extensively studied. As a
salivary glycoprotein, it is involved in mastication, speech, swal-
lowing, and lubrication of the oral cavity. It also functions as
an antimicrobial agent involved in promoting the clearance of
various bacteria. It can inhibit bacterial colonization by masking
their surface adhesins (3). This mucin has been shown to interact
in vitro with many oral and respiratory microorganisms, includ-
ing Candida albicans, P. aeruginosa, Staphylococcus aureus,
Actinomyces viscosus, Porphyromonas gingivalis, Streptococcus
gordonii, S. mutans, Eikenella corrodens, Herpes simplex virus,
and human immunodeficiency virus (3, 17). Recent studies in
our laboratory have shown that the N-terminal region of MUC7
mucin exhibits potent fungicidal and bactericidal activities (18–20).

Although MUC7 gene expression was originally detected in
salivary glands (21), this gene regulation has not been studied
in vivo or in vitro because there is no appropriate salivary gland
cell model available for this purpose. More recently, MUC7 gene
expression was found in respiratory tracts (22–24) and likely
contributes to the protection of airway epithelium. There is a
great upsurge in studies of airway mucin expression with primary
cultures of normal human tracheobronchial epithelial (NHTBE)
cells. The so-called “air–liquid interface” (ALI) culture was
found to be effective in promoting NHTBE cell differentiation
and mucin gene expression. NHTBE cells grown in this configu-
ration retain many morphologic and functional characteristics
of in vivo airway epithelium (25).

In the present study, we examined whether MUC7 is ex-
pressed in primary NHTBE cells and whether the same agents
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that modulate the expression of MUC2, MUC5AC, and MUC5B
(cytokines, growth factors, and P. aeruginosa LPS) also modulate
MUC7 gene expression. Second, the modulation of the MUC7
gene expression by P. aeruginosa LPS was studied in MUC7
transgenic mice airway and salivary gland tissues in vitro (cul-
tured tissue explants) and in vivo. The modulation of the mouse
endogenous mucin gene, muc10 (26), was also examined in cul-
tured tissue explants.

MATERIALS AND METHODS

Human Airway Cells

NHTBE cells were obtained from Clonetics Corp. (San Diego, CA).
They were cultured in bronchial epithelial growth medium (BEGM)
supplemented with bovine pituitary extract (50 �g/ml), hydrocortisone
(0.5 �g/ml), human epidermal growth factor (0.5 ng/ml), epinephrine
(0.5 �g/ml), transferrin (10 �g/ml), insulin (5 �g/ml), all-trans retinoic
acid (0.1 ng/ml), tri-iodothyronine (6.5 ng/ml), gentamicin (50 �g/ml),
amphotericin B (50 ng/ml), and BSA (1.5 �g/ml; Sigma, Saint Louis,
MO). All reagents were from Clonetics Corp. unless otherwise indicated.

Cell Culture and Treatment

Cryopreserved passage-1 stock of NHTBE cells was cultured for expan-
sion following the manufacturer’s instructions. The passage-2 cells were
seeded onto a Transwell-COL culture insert coated with rat tail collagen
type I gel (Costar; Corning Inc., Big Flats, NY) at 1 � 105 cells/insert.
The insert was put in a 6-well plate, and the cells were grown in 2 ml
of BEGM-DMEM medium (1:1 mixture) in a 37�C, 5% CO2 incubator.
They were submerged in the medium for the first 7 d, during which
time the culture medium was changed every other day. The ALI was
created on Day 8 by removing the apical medium and feeding the cells
from the basal compartment only. The culture medium was changed
daily after creation of an ALI. In control cultures, the cells were kept
in an immersed condition (squamous culture) (25). The cultures were
examined for cell morphology, MUC7 transcription, and MUC7 mucin
production every day from Day 1 to Day 10 after ALI creation.

To stimulate cells, at Day 7, the cultures were individually treated
with IL-1�, IL-4, IL-13, TNF-�, epidermal growth factor (EGF) (all at
20 ng/ml), and P. aeruginosa LPS (10 �g/ml) for 12 h. These single
doses are optimal doses, based on the dose–response curves performed
for the individual agents (data not shown). All cytokines, EGF, and
LPS (serotype 10) were purchased from Sigma and dissolved in PBS
(pH 7.4) containing 0.1% BSA.

Animals

Human MUC7 gene transgenic mice were generated on the BCF2 strain
by our laboratory in 1998 (27) and were maintained by heterozygous
breeding yearly. The progenies were screened for the presence of
the human MUC7 gene by PCR. The mice were maintained under
environmentally controlled conditions. All procedures of using animals
were approved by the Institutional Animal Care and Use Committee
at the State University of New York at Buffalo.

LPS Stimulation of Mouse Tissues

Three male transgenic mice (8 wk old) were killed, and their tracheas,
lungs, and salivary glands were collected for culturing. The overlying
muscles and blood vessels were removed from the tissues under a
microscope. The pure tissues were cut into � 0.5-mm rings (trachea)
or � 2-mm3 pieces. The tissues were cultured in 2 ml of BEGM in a
37�C, 5% CO2 incubator. For stimulation, P. aeruginosa LPS was added
into the cultures at 10 �g/ml for 2 h. After 2 h of incubation, the tissues
were rinsed with PBS twice and immersed in RNAlater (Ambion Inc.,
Austin, TX) and stored at �20�C until they were subjected to RNA
isolation and immunohistochemistry (see below).

Mouse Intratracheal Instillation

Six male MUC7 gene transgenic mice were divided into experimental
and control groups. Three male nontransgenic mice were used as MUC7
gene negative controls. All mice were 8 wk old and had similar body
weights (� 25 g). The mice were anesthetized by injection of ketamine

hydrochloride (80 mg/kg) and xylazine hydrochloride (5 mg/kg) to cir-
cumvent the cough reflex during instillation. The upper portion of the
trachea was surgically exposed by making an incision in the skin and
separating the thyroid gland, overlying muscles, and connecting tissues.
A microsyringe carrying a 25-gauge soft needle filled with 25 �l (2.5
�g) of P. aeruginosa LPS solution (dissolved in PBS at 100 �g/ml) was
inserted into the exposed trachea, and the solution was injected into
the lumen of the mouse trachea. The control mice received 25�l of
PBS solution only. The three nontransgenic mice were also given the
same amount of the LPS-PBS solution. After injection, the skin was
sutured, and the animals resumed their daily activity. The animals were
observed for postinjection respiratory changes. They were killed 48 h
after surgery, and their tracheas, lungs, and salivary glands were col-
lected for RNA analysis.

RNA Preparation and RT-PCR

Total RNA was isolated from cultured NHTBE cells, and animal airway
tissues using TRIzol reagent (Invitrogen, Carlsbad, CA) according to
the manufacturer’s specifications. The quality and quantity of RNA
were determined spectrophotometrically.

Reverse transcriptions were performed using M-MLV reverse tran-
criptase (Promega, Madison, WI) following the manufacturer’s instruc-
tions. Briefly, first-strand cDNA was synthesized in 25 �l final volume,
containing total RNA (2 �g), random hexamer primers (1 �g), dNTP
(0.5 mM), rRNasin (25 U), M-MLV (200 U), and 5� first-strand buffer
(5 �l). The reactions were incubated at 37�C for 60 min. Template
contamination was monitored by including negative control reactions
that did not contain reverse transcriptase or total RNA.

PCR was performed on 2 �l of cDNA using specific pairs of primers.
The primers for human MUC7 gene are 5�-CTGGACTGCTAGCT
CACCAGAAGCCG-3� and 5�-GGGTGGGGCAGCTGTGGTGTC
TTG-3�, with an expected PCR product size of 361 bp (cDNA nucleo-
tide position: 244–605) (21). The primers for mouse muc10 gene are
5�-GGTTTCATTCCAAGCTCTCC-3� and 5�-TTAGGAGAACGG
CGACTGAT-3�, with an expected PCR product size of 161 bp (cDNA
nucleotide position: 212–372) (28). The primers for human glyceralde-
hyde-3-phosphate dehydrogenase (GAPDH) are 5�-ACCACAGTC
CATGCCATCAC-3� and 5�-TCCACCACCCTGTTGCTGTA-3�, with
an expected PCR product size of 152 bp. PCR reactions were performed
using the Advantage 2 PCR Kit (BD Biosciences, Palo Alto, CA)
as described in the instructions. Thirty cycles of amplification were
performed, and the products were analyzed on 1.2% ethidium bromide–
stained agarose gels run in 1� Tris/acetate/EDTA buffer.

Quantitative real-time PCR was performed using Applied Biosys-
tems 7500 (Foster City, CA) following the TaqMan Gene Expression
Assay protocol. TaqMan primers and probes for human MUC7 and
GAPDH (as an internal control) genes were pre-developed by Applied
Biosystems. The primers were designed to span intron/exon boundaries
to verify that PCR products were amplified from cDNA. Reactions
were run in the presence of a FAM dye-labeled TaqMan probe. To
optimize the reaction, serially diluted cDNA templates were tested,
and the target gene products were plotted against threshold cycle. The
plots of mRNA levels showed an increase in the fluorescent signal as
a function of cycle number. PCR amplification was run under the control
of SDS software (Sequence Detection Systems; Applied Biosystems).
The data were analyzed with Relative Quantification Study Document.
The relative quantity of MUC7 mRNA was normalized to GAPDH
expression.

Northern Analysis

Northern analysis was performed according to the standard procedures.
Briefly, RNA samples (15 �g) were resolved on 2% agarose-formaldehyde
gel and transblotted onto Nytran membrane (Schleicher and Schuell,
Keene, NH) by capillary blotting. After UV cross-linking (Stratalinker;
Stratagene, La Jolla, CA), the membrane was prehybridized in 15 ml
of the rapid hybridization buffer (Amersham Biosciences, Piscataway,
NJ) at 65�C for at least 15 min. A 32P-labeled cDNA probe was added
to the hybridization, and the blot was hybridized for 2–24 h. The cDNA
probe was prepared using Rediprime II random primer labeling kit
(Amersham Biosciences). The human MUC7 probe was a 403-bp cDNA
fragment (nt: 13–415) (21). The GAPDH gene was used as an internal
control. The blot was washed twice with 250 ml of 2� saline sodium
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citrate/0.1% SDS at room temperature for 30 min and washed twice
with 250 ml of 0.1� saline sodium citrate/0.1% SDS at 65�C for 30 min.
The hybridization results were visualized by autoradiography. Quantita-
tive analysis was performed using an Image-Store 7500 Scanner and
Quantity One software (Bio-Rad Laboratories Inc., Hercules, CA).
The relative abundance of MUC7 message was normalized with the
GAPDH mRNA bands.

Cell Lysate Preparation and ELISA Assays

NHTBE cell lysates were prepared by dissolving the cells in radioim-
munoprecipitation assay lysis buffer (1� PBS, 1%Nonidet P-40, 0.1%
SDS, 0.5% sodium deoxycholate, and complete mini-protease inhibitor
cocktail) at 50 �l/well. Protein concentrations of the cell lysates were
measured using Bio-Rad protein assay reagent (Bio-Rad, Richmond,
CA). The cell lysate contains secreted and cellular MUC7 mucin be-
cause mucin secretion occurs on the apical side of the biphasic culture
condition (29). The lysates were plated in four replicates on 96-well
microtiter plates (1 �g protein/well). ELISA was performed with a
Protein Detector ELISA Kit (Kirkegaard and Perry Laboratories Inc.,
Gaithersburg, MD) following the manufacturer’s instructions. The pri-
mary antibody (rabbit antisera) was made by Bio-Synthesis (Lewisville,
TX); it is specific to a 15-mer peptide derived from MUC7 mucin
glycoprotein (aa 39–53). The specificity of the primary antibody was
examined by using the cell lysates from squamous cultures that do not
express MUC7. The nonspecific interaction was detected in insignificant
amounts (� 5%) by comparing it with that in ALI cultures. The second-
ary antibody was goat anti-rabbit IgG–alkaline phosphatase conjugate.
The purified human MUC7 mucin glycoprotein was used for generating
the standard curve.

Immunolocalization of MUC7

Before immunohistochemistry, each histologic sample was incubated
in 0.5 M sucrose in PBS (12 h at 4�C) and cryosectioned (7 �m).
Immediately after cryosectioning, tissue sections were washed three
times in PBS (10 min at room temperature [RT]) and incubated with
a blocking agent for 2 h at RT (1% BSA [Sigma], 10% goat serum
[Sigma], and 0.1% Triton X-100 in PBS). Tissue sections were then
incubated for 1 h at RT with monoclonal mouse anti-MUC7 antibody
(diluted 1:1,000 in the blocking agent) (30). After washing three times
with PBS (10 min at RT), tissue sections were incubated for 2.5 h at
RT with a fluorescent secondary goat anti-mouse IgG (Alexa Fluor
488; Molecular Probes, Eugene, OR) diluted in 1% BSA and 10% goat

Figure 1. Analysis of NHTBE cells and
MUC7 expression in NHTBE cells cul-
tured under different conditions. (A )
A semiquantitative RT-PCR analysis of
the MUC7 gene transcription. NHTBE
cells were cultured in ALI or squamous
conditions, respectively. Total RNA
was isolated from those cultures every
day from Day 1 to Day 10. The levels
of MUC7 mRNA were assessed by
semiquantitative RT-PCR, and ana-
lyzed by agarose gel electrophoresis.
Lane S is a representative of the squa-
mous culture (the cells were sub-
merged in medium for 7 d). Lanes 1
through 10 represent ALI cultures
from Day 1 to Day 10. Human GAPDH
gene was used as an internal control.
(B ) Relative MUC7 mRNA levels ex-
pressed in densitometry units. The fig-
ure shown is a representative of three
separate experiments. Error bars indi-
cate SDs of the triplicate determina-

tions. (C and D ) Cell morphology of the cultures at Day 7 viewed by light microscopy (original magnification: �20). (C ) The cells grown in ALI
conditions revealed a basal layer overlaid by columnar cells with goblet morphology. (D ) The cells grown under squamous conditions revealed a
stratified (three arrows), nondifferentiated pattern.

serum in PBS (1:150). The sections were washed three times in PBS
(10 min at RT), air dried for 10 min at RT, and covered with a cover glass
using an aqueous mounting medium (Immu-Mount; Thermo-Shandon,
Pittsburgh, PA). Fluorescent pictures (original magnification: �200)
were acquired by a digital camera (70-ms exposure time) (SPOT RT-
KE; Diagnostic Instruments Inc., Sterling Heights, MI) attached to
a Nikon Eclipse TE2000-U inverted fluorescence microscope (Nikon
Instruments Inc., Melville, NY). For each sample, some tissue sections
immediately adjacent to those used for immunohistochemistry were pro-
cessed for hematoxylin-EOSIN staining and used for morphologic analy-
sis (original magnification: �200 and �400).

Statistical Analysis

Statistical analyses were performed upon comparisons made between
the treated group and the control group using the Student’s t test. A
P value of 	 0.05 was considered statistically significant. Data are
expressed as mean 
 SE.

RESULTS

Differentiation-Dependent Expression of the MUC7 Gene

To establish culture conditions optimal for the MUC7 gene ex-
pression in NHTBE cells, we have grown the cells in two ways:
ALI culture and squamous culture. In the ALI culture, cells
were fed from the basal sides with the apical sides facing air. In
the squamous culture, the cells were submerged in medium. Cell
morphology was examined microscopically, and MUC7 tran-
scription was detected by RT-PCR each day from Day 1 to Day
10. A MUC7 transcript was detectable only when the cells were
grown in ALI, increased in a time-dependent manner, and
reached the highest level around Day 7 (Figures 1A and 1B).
In contrast, when the cells were immersed in culture medium
and maintained in the squamous condition, the MUC7 transcript
was not detectable (Figure 1A, lane S, a representative of squa-
mous cultures from Day 1 to Day 10, in which the cells had been
grown for 7 d). MUC7 gene transcription was induced by the
ALI culture condition. We consider this induction in ALI to be
differentiation dependent because the NHTBE cells grown in
ALI had a well differentiated appearance (Figure 1C). Microscopy
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examination revealed a basal layer overlaid by columnar cells with
goblet morphology. In contrast, the cells grown under squamous
conditions showed poor differentiation with a stratified appearance
(Figure 1D). Thus, for subsequent experiments, we chose to grow
the NHTBE cells in ALI for 7 d.

Cytokines, EGF, and P. aeruginosa LPS Modulate MUC7
Expression in NHTBE Cells

To examine the effects of exogenous factors on MUC7 gene
expression, the levels of MUC7 mRNA and the mucin glycopro-
tein in the control and stimulated NHTBE cells were assessed
using quantitative real-time PCR and ELISA, respectively.

Figure 2. Effect of exogenous factors on MUC7 mRNA and glycoprotein
production. NHTBE cells were grown in ALI for 7 d and treated with
IL-1�, IL-4, IL-13, TNF-�, EGF, and P. aeruginosa LPS for 12 h. MUC7
expression in these cultures was examined at the transcriptional level
and protein level. (A ) Quantitative analyses of MUC7 transcription. Total
RNA was isolated from the control cells and treated cells and reverse
transcribed. The levels of MUC7 mRNA were assessed by real-time PCR
and normalized to those of the GAPDH gene. MUC7 mRNA levels are
expressed as fold of induction by comparing with untreated control
cultures. Each bar represents the mean 
 SE from three independent
experiments analyzed in four replicates. *P 	 0.05. (B ) Quantitative
analyses of MUC7 mucin production. The relative stimulatory effects
on MUC7 mucin production by the exogenous factors were determined
by ELISA as described in MATERIALS AND METHODS. Cell lysates were made
from the control cells and the exogenous factor–treated cells. The MUC7
mucin levels were normalized to standard curve made with purified
MUC7 mucin and expressed as percentage of the control. Each bar
represents the mean 
 SE from three independent experiments analyzed
in four replicates. *P 	 0.05.

When the cells that had been grown in ALI for 7 d were treated
individually with an optimal dose of IL-1�, IL-4, IL-13, TNF-�,
EGF, or LPS, the MUC7 transcript increased by 1.7- to 2.8-fold
(Figure 2A), and the MUC7 glycoprotein increased by 2.1- to
3.4-fold (Figure 2B). Thus, all of these exogenous factors showed
stimulatory effects on MUC7 gene expression, suggesting that
MUC7 upregulation may relate to airway inflammation because
these factors are relevant to the host inflammatory response (31).

Effect of LPS on MUC7 Gene Transcription in Mouse Airways

First, we examined the effect of P. aeruginosa LPS on the MUC7
using MUC7 transgenic mice tissue explants that were cultured
in vitro and irritated with LPS. Up to 2.3-fold enhancement of
the MUC7 mRNA level was found in the LPS-treated trachea
and lung explants, compared with the control tissues (Figure 3),
whereas no increase was observed in the salivary gland tissue
(data not shown). For comparison, we determined the transcript
levels of endogenous mouse mucin, muc10. Similarly to MUC7,
the muc10 transcripts were increased upon the LPS stimulation
in the airway tissues; up to 2.7-fold increase was found in the
trachea (Figure 3), and no increase was detected in the salivary
gland tissue (data not shown).

Next, we examined the LPS effect in vivo after administration
of LPS to animal airways by intratracheal instillation. MUC7-
transgenic mice and nontransgenic mice were used in this study.
The mice in the control group received saline solution only. Two
days later, breathing difficulties were observed in the mice that

Figure 3. Effect of P. aeruginosa LPS on MUC7 transcription in mouse
tracheal and lung explants. (A ) Three human MUC7 gene transgenic
mice were killed, and their tracheas and lungs were removed for in vitro
culture. The tissues were cultured in bronchial epithelial growth medium
for 2 h with or without LPS stimulation (10 �g/ml). RNA samples were
prepared and the MUC7 (human) and muc10 (mouse) mRNA quantity
determined by semiquantitative RT-PCR. Mouse GAPDH gene served
as an internal control for RNA integrity and the loading amount. (B )
Relative levels of MUC7 mRNA and muc10 mRNA expressed in densi-
tometry units. Results shown are representative of triplicate experiments,
and the values represent the mean 
 SE. *P 	 0.05. Open bars and bars
with horizontal lines, MUC7; cross-hatched bars and solid bars, muc10.
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received the LPS (transgenic and nontransgenic). Because the
single dose of LPS irritation of the mice was sufficient to elicit
breathing difficulty, under the suggestions of veterinarians, no
further LPS dose was administered. Animals were killed, and
tissues were harvested. MUC7 mRNA levels were determined
by Northern blot analysis. The MUC7 mRNA levels were in-
creased � 2-fold in the tissues of MUC7 transgenic mice that
received LPS compared with control animals that received vehi-
cle only (Figure 4). The MUC7 mRNA was not detectable at
all in nontransgenic mice, even in those that received LPS, due
to the absence of the MUC7 gene (Figure 4). These findings
indicate that animal airways are sensitive to the bacterial product
LPS and that MUC7 expression can be modulated by LPS in
transgenic mice. The upregulation of the MUC7 gene by P.
aeruginosa LPS may relate to airway inflammation as a conse-
quence of bacterial infection. Consistent with the salivary gland
explant experiment, the MUC7 expression was also not altered
in the salivary glands of the animals irritated with the LPS by
intratracheal instillation (data not shown). The fact that salivary
glands are not sensitive to LPS suggests that these glands do
not have LPS receptors.

Immunolocalization of MUC7 and Effect of LPS on MUC7
Glycoprotein Production in Transgenic Mice Airways

The immonohistochemistry shows the MUC7 glycoprotein in lung
and trachea tissues of MUC7 transgenic mice (Figures 5I–5L).

Figure 4. Effect of P. aeruginosa LPS on MUC7 transcription in mouse
airways. (A ) MUC7 mRNA was examined by Northern blot analyses.
Six human MUC7 gene transgenic mice were divided into two groups
(control and P. aeruginosa LPS–treated, as described in MATERIALS AND

METHODS). Three nontransgenic mice were also treated with LPS. Tissues
were collected from the animals 2 d later. The RNA samples were
prepared from the tissues, and MUC7 mRNA levels were assessed. Mouse
GAPDH gene served as an internal control. The RNA samples in lanes
1 to 4 were from transgenic mice; the RNA samples in lanes 5 and 6
were from nontransgenic mice. T, trachea; L lung. (B ) Relative levels
of MUC7 mRNA determined by densitometry. MUC7 mRNA was nor-
malized to GAPDH mRNA bands and expressed as fold of untreated
control samples. Results are representative of three independent experi-
ments (mean 
 SE). *P 	 0.05.

No MUC7 is detectable in BCF2 nontransgenic mice (Figures
5A–5D). Upon incubation of the transgenic lung and trachea
tissues with LPS, an overexpression of MUC7 can be observed
(Figures 5M–5P). No MUC7 is detectable upon incubation of
nontransgenic tissues with LPS (Figures 5E–5H).

In transgenic trachea, MUC7 glycoprotein is expressed in the
submucosa, within the serous glands (Figures 5I and 5J). Also,
the overexpression of MUC7 glycoprotein upon LPS stimulation
remains confined at the level of the serous glands (Figures 5M,
5N, 5Q, and 5R). In unstimulated and stimulated tissues, our
immunolocalization analysis does not show expression of MUC7
within the respiratory epithelium containing goblet cells.

In transgenic lung, MUC7 glycoprotein seems to be expressed
within the respiratory epithelium at the level of the bronchioles
(Figures 5K and 5L). No MUC7 was detected in the alveolar
epithelial cells. Upon stimulation with LPS, MUC7 glycoprotein
seems to be overexpressed within the same cells of the respira-
tory epithelium and within the stromal tissue (Figures 5O, 5P,
5S, and 5T).

DISCUSSION

We examined the expression and regulation of the human MUC7
gene in normal human primary airway cells and in MUC7 trans-
genic mice. MUC7 gene expression was detectable only in ALI-
cultured cells and was modulated by cytokines (IL-1�, IL-4, IL-
13, and TNF-�), EGF, and bacterial LPS. Therefore, the MUC7
gene expression and regulation show similar patterns to other
airway mucin genes, including MUC2 and MUC5AC. As pre-
viously discussed in the review article on control of mucin tran-
scription by diverse injury-induced signaling pathways (32), it
maybe speculated that each type of agent stimulates MUC7 tran-
scription through distinct yet intersecting signaling pathways.

Although MUC7 mucin is mainly secreted into human saliva,
it is also a part of the respiratory mucin pool (22, 23). It has
been proposed that growing NHTBE cells at the ALI provides
an appropriate model system for studying airway mucin gene
expression because the mucin genes showed a pattern of differen-
tiation-dependent expression (33). In this work, we observed
well differentiated morphology of NHTBE cells cultured in ALI
and found that MUC7 transcription was also induced under these
culture conditions (Figure 1). Thus, like other airway mucins
(MUC3, MUC4, MUC5AC, MUC5B, and MUC6) (34), MUC7
expression is differentiation dependent. The expression of mucin
genes upon epithelial cell differentiation represents a regulatory
mechanism under normal physiologic conditions.

The stimulatory effect of P. aeruginosa LPS on MUC7 expres-
sion (transcription and glycoprotein production) was also ob-
served in animal airways. The stimulatory effect of LPS was
further extended to the endogenous mouse muc10 transcription.
Bacterial LPS has a potential to elicit an inflammatory response
in epithelial cells. Indeed, bacterial infection of pulmonary air-
ways is often accompanied by mucus overproduction, a phenom-
enon that could lead to airflow obstruction. Excess mucus in
airways can result from mucous cell metaplasia and enhanced
production of mucins. P. aeruginosa is a primary causative patho-
gen in respiratory infections of hospitalized, immunosuppressed
patients with CF (13). It has been reported that mouse airway
mucus hypersecretion was induced by the onset and persistence
of P. aeruginosa infection (35–37). Several gel-forming mucins
(MUC5B, MUC5AC, and MUC2) have shown aberrant expres-
sion during bacterial infection and contributed to mucus hyperse-
cretion (13, 38). Bacterial LPS is able to induce a variety of
primary inflammatory mediators, such as TNF-�, which can pro-
voke production of secondary mediators (cytokines, reactive
oxygen, and nitrogen) by epithelial cells. These secondary
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Figure 5. Immunolocalization
of MUC7 protein expression in
mouse tracheal and lung ex-
plants. Fluorescent and phase
contrast pictures are shown for
each sample. (A–D) Trachea
and lung of nontransgenic
BCF2 mouse. (E–H) Trachea
and lung of nontransgenic
BCF2 mouse incubated with
LPS. (I–L) Trachea and lung of
transgenic TgMUC7 mouse.
(M–P) Trachea and lung of
transgenic TgMUC7 mouse
incubated with LPS. (Q–R) He-
matoxylin-eosin staining of tra-
chea of transgenic TgMUC7
mouse incubated with LPS.
(S–T) Hematoxylin-eosin stain-
ing of lung of transgenic
TgMUC7 mouse incubated
with LPS. Original magnifica-
tion in panels A–P, Q, and S:
�200. Original magnification
in panels R and T: �400.

mediators can further elicit pathophysiologic alterations, such
as hypersecretion of mucus and increased inflammation (31).
Therefore, they are potent actors in the pathogenesis of respira-
tory diseases.

Although the adherence of organisms to respiratory mucins
maybe important in the pathogenicity of some chronic coloniza-
tion states or diseases, it also may be a mechanism by which the
normal host can remove bacteria from the respiratory tract and
can protect the underlying cell surfaces from microbial attach-
ment. For example, rat tracheobronchial mucin has been shown
to bind to P. aeruginosa and effectively inhibit its ability to
adhere to injured tracheal cells in in vitro adhesion models (39).
Other in vivo studies have confirmed that mucus and purified
mucin binding to the bacterium inhibited its adherence to injured
host tissues (40).

In this study, we show for the first time that MUC7 expression
in the primary airway cells and in the MUC7 transgenic mice
airways can be upregulated by pathogenic agents. However, we
cannot be certain whether the increased production of MUC7
has a protective or harmful (pathogenic) role. MUC7 mucin is
a small and non–gel-forming mucin. Its main function is thought
to be clearance of various bacteria and thus inhibition of bacterial
colonization. It has been shown to interact in vitro with many
oral and respiratory micro-organisms, including P. aeruginosa
(3, 17). Thus, we can speculate that the overproduction of MUC7

mucin may reduce the viscosity of the mucus and facilitate muco-
ciliary clearance, thereby having a protective role in the lungs.

Our immunohistochemical study determined which types of
secretory cells in trachea and lungs of MUC7 transgenic mice
produce MUC7 glycoprotein and respond to the LPS by overpro-
duction of MUC7. We found that in transgenic mouse trachea,
MUC7 glycoprotein is expressed in the serous cells of submuco-
sal glands. This finding is consistent with a previous study investi-
gating human mucin gene expression by in situ hybridization
(23). In that study, MUC7 transcripts were localized to the serous
cells of the submucosal glands of normal human trachea, and
no hybridization was detected in mucous glands or in the surface
epithelium. Our results are consistent also with the study by
Sharma and colleagues (24), in which the expression of MUC7
and MUC5B was investigated in human bronchial airways by
in situ hybridization and immunocytochemistry. By in situ hy-
bridization, MUC7 was highly expressed in a subpopulation of
serous tubules within submucosal glands and no MUC7 expres-
sion was found in the surface epithelium. Their immunocyto-
chemical analysis showed the MUC7 expression also within a
subpopulation of serous tubules of submucosal glands. In the
present study, we found that the overexpression of MUC7 glycopro-
tein upon LPS stimulation remains confined at the level of the
serous cells of submucosal glands. Our study further found that in
transgenic mouse lung, MUC7 glycoprotein seems to be expressed
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within the respiratory epithelium at the level of the bronchioles,
and no MUC7 was detected in the alveolar epithelial cells. These
results are different from the previous in situ hybridization study
(23), where MUC7 transcripts were not found in bronchioles or
in alveolar epithelial cells. We speculate that this difference may
be explained by the fact that our study used MUC7 transgenic
mouse lung tissue, whereas the hybridization study used human
lung tissue. Moreover, the present study showed that upon stimu-
lation with LPS, in addition to the respiratory epithelium at
the level of the bronchioles, MUC7 glycoprotein seems to be
overexpressed within the stromal tissue. Our findings may give
some insights into the MUC7 overexpression by the inflamma-
tory actors in human airways.

Our future studies will focus on examining the effects of other
factors (IL-1�, IL-4, IL-13, TNF-�, and EGF) on MUC7 gene
expression in MUC7 transgenic mice and on delineating the
cellular signaling pathways.

Conflict of Interest Statement : None of the authors has a financial relationship
with a commercial entity that has an interest in the subject of this manuscript.

Acknowledgments : The authors thank Dr. Moon-IL Cho for his helpful advice on
tissue culture.

References

1. Audie JP, Janin A, Porchet N, Copin MC, Gosselin B, Aubert JP. Expres-
sion of human mucin genes in respiratory, digestive, and reproductive
tracts ascertained by in situ hybridization. J Histochem Cytochem
1993;41:1479–1485.

2. Rose MC, Gendler SJ. Airway mucin genes and gene products. In:
Lethem DRAM, editor. Airway mucus: mechanism and clinical per-
spectives. Basel: Birkhauser Verlag; 1997. pp. 41–66.

3. Schenkels LCPM, Gururaja TL, Levine JM. Salivary mucins: their role
in oral mucosal barrier function and drug delivery. In: Rathbone MJ,
editor. Oral mucosal drug delivery. Hamilton, New Zeland: Marcel
Dekker, Inc.; 1996. pp. 191–220.

4. Widdicombe JH. Accumulation of airway mucus in cystic fibrosis. Pulm
Pharmacol 1994;7:225–233.

5. Ho SB, Niehans GA, Lyftogt C, Yan PS, Cherwitz DL, Gum ET, Dahiya
R, Kim YS. Heterogeneity of mucin gene expression in normal and
neoplastic tissues. Cancer Res 1993;53:641–651.

6. Segal-Eiras A, Croce MV. Breast cancer associated mucin: a review.
Allergol Immunopathol (Madr) 1997;25:176–181.

7. Hanski C, Hofmeier M, Schmitt-Graff A, Riede E, Hanski ML, Borchard
F, Sieber E, Niedobitek F, Foss HD, Stein H, et al. Overexpression
or ectopic expression of MUC2 is the common property of mucinous
carcinomas of the colon, pancreas, breast, and ovary. J Pathol 1997;
182:385–391.

8. Perrais M, Pigny P, Buisine MP, Porchet N, Aubert JP, Van Seuningen-
Lempire I. Aberrant expression of human mucin gene MUC5B in
gastric carcinoma and cancer cells: identification and regulation of a
distal promoter. J Biol Chem 2001;276:15386–15396.

9. Retz M, Lehmann J, Roder C, Plotz B, Harder J, Eggers J, Pauluschke
J, Kalthoff H, Stockle M. Differential mucin MUC7 gene expression
in invasive bladder carcinoma in contrast to uniform MUC1 and MUC2
gene expression in both normal urothelium and bladder carcinoma.
Cancer Res 1998;58:5662–5666.

10. Retz M, Lehmann J, Amann E, Wullich B, Roder C, Stockle M. Mucin
7 and cytokeratin 20 as new diagnostic urinary markers for bladder
tumor. J Urol 2003;169:86–89.

11. Dohrman A, Miyata S, Gallup M, Li JD, Chapelin C, Coste A, Escudier
E, Nadel J, Basbaum C. Mucin gene (MUC 2 and MUC 5AC) upregu-
lation by Gram-positive and Gram-negative bacteria. Biochim Biophys
Acta 1998;1406:251–259.

12. Gray T, Coakley R, Hirsh A, Thornton D, Kirkham S, Koo JS, Burch
L, Boucher R, Nettesheim P. Regulation of MUC5AC mucin secretion
and airway surface liquid metabolism by IL-1beta in human bronchial
epithelia. Am J Physiol Lung Cell Mol Physiol 2004;286:L320–L330.

13. Li JD, Dohrman AF, Gallup M, Miyata S, Gum JR, Kim YS, Nadel JA,
Prince A, Basbaum CB. Transcriptional activation of mucin by

Pseudomonas aeruginosa lipopolysaccharide in the pathogenesis of
cystic fibrosis lung disease. Proc Natl Acad Sci USA 1997;94:967–972.

14. Zen Y, Harada K, Sasaki M, Tsuneyama K, Katayanagi K, Yamamoto
Y, Nakanuma Y. Lipopolysaccharide induces overexpression of MUC2
and MUC5AC in cultured biliary epithelial cells: possible key phenom-
enon of hepatolithiasis. Am J Pathol 2002;161:1475–1484.

15. Levine SJ, Larivee P, Logun C, Angus CW, Ognibene FP, Shelhamer
JH. Tumor necrosis factor-alpha induces mucin hypersecretion and
MUC-2 gene expression by human airway epithelial cells. Am J Respir
Cell Mol Biol 1995;12:196–204.

16. Shim JJ, Dabbagh K, Ueki IF, Dao-Pick T, Burgel PR, Takeyama K,
Tam DC, Nadel JA. IL-13 induces mucin production by stimulating
epidermal growth factor receptors and by activating neutrophils. Am
J Physiol Lung Cell Mol Physiol 2001;280:L134–L140.

17. Tabak LA. In defense of the oral cavity: structure, biosynthesis, and
function of salivary mucins. Annu Rev Physiol 1995;57:547–564.

18. Gururaja TL, Levine JH, Tran DT, Naganagowda GA, Ramalingam K,
Ramasubbu N, Levine MJ. Candidacidal activity prompted by
N-terminus histatin-like domain of human salivary mucin (MUC7)1.
Biochim Biophys Acta 1999;1431:107–119.

19. Situ H, Wei G, Smith CJ, Mashhoon S, Bobek LA. Human salivary
MUC7 mucin peptides: effect of size, charge and cysteine residues on
antifungal activity. Biochem J 2003;375:175–182.

20. Wei GX, Bobek LA. In vitro synergic antifungal effect of MUC7
12-mer with histatin-5 12-mer or miconazole. J Antimicrob Chemother
2004;53:750–758.

21. Bobek LA, Tsai H, Biesbrock AR, Levine MJ. Molecular cloning, se-
quence, and specificity of expression of the gene encoding the low
molecular weight human salivary mucin (MUC7). J Biol Chem 1993;
268:20563–20569.

22. Biesbrock AR, Bobek LA, Levine MJ. MUC7 gene expression and
genetic polymorphism. Glycoconj J 1997;14:415–422.

23. Copin MC, Devisme L, Buisine MP, Marquette CH, Wurtz A, Aubert JP,
Gosselin B, Porchet N. From normal respiratory mucosa to epidermoid
carcinoma: expression of human mucin genes. Int J Cancer 2000;86:
162–168.

24. Sharma P, Dudus L, Nielsen PA, Clausen H, Yankaskas JR, Hollingsworth
MA, Engelhardt JF. MUC5B and MUC7 are differentially expressed
in mucous and serous cells of submucosal glands in human bronchial
airways. Am J Respir Cell Mol Biol 1998;19:30–37.

25. Gray TE, Guzman K, Davis CW, Abdullah LH, Nettesheim P. Mucocili-
ary differentiation of serially passaged normal human tracheobron-
chial epithelial cells. Am J Respir Cell Mol Biol 1996;14:104–112.

26. Denny PC, Mirels L, Denny PA. Mouse submandibular gland salivary
apomucin contains repeated N-glycosylation sites. Glycobiology 1996;
6:43–50.

27. Bobek LA, Li H, Rojstaczer N, Jones C, Gross KW, Levine MJ. Tissue-
specific expression of human salivary mucin gene, MUC7, in transgenic
mice. Transgenic Res 1998;7:195–204.

28. Melnick M, Chen H, Zhou Y, Jaskoll T. An alternatively spliced Muc10
glycoprotein ligand for putative L-selectin binding during mouse em-
bryonic submandibular gland morphogenesis. Arch Oral Biol 2001;
46:745–757.

29. Wu R, Zhao YH, Chang MM. Growth and differentiation of conducting
airway epithelial cells in culture. Eur Respir J 1997;10:2398–2403.

30. Cohen RE, Aguirre A, Neiders ME, Levine MJ, Jones PC, Reddy MS,
Haar JG. Immunochemistry and immunogenicity of low molecular
weight human salivary mucin. Arch Oral Biol 1991;36:347–356.

31. Van Seuningen I, Pigny P, Perrais M, Porchet N, Aubert JP. Transcrip-
tional regulation of the 11p15 mucin genes: towards new biological
tools in human therapy, in inflammatory diseases and cancer? Front
Biosci 2001;6:D1216–D1234.

32. Basbaum C, Lemjabbar H, Longphre M, Li D, Gensch E, McNamara
N. Control of mucin transcription by diverse injury-induced signaling
pathways. Am J Respir Crit Care Med 1999;160:S44–S48.

33. Bernacki SH, Nelson AL, Abdullah L, Sheehan JK, Harris A, Davis
CW, Randell SH. Mucin gene expression during differentiation of
human airway epithelia in vitro. Muc4 and muc5b are strongly induced.
Am J Respir Cell Mol Biol 1999;20:595–604.

34. Gray T, Koo JS, Nettesheim P. Regulation of mucous differentiation and
mucin gene expression in the tracheobronchial epithelium. Toxicology
2001;160:35–46.

35. Lory S, Jin S, Boyd JM, Rakeman JL, Bergman P. Differential gene
expression by Pseudomonas aeruginosa during interaction with respi-
ratory mucus. Am J Respir Crit Care Med 1996;154:S183–S186.



102 AMERICAN JOURNAL OF RESPIRATORY CELL AND MOLECULAR BIOLOGY VOL 35 2006

36. Rose MC, Nickola TJ, Voynow JA. Airway mucus obstruction: mucin
glycoproteins, MUC gene regulation and goblet cell hyperplasia. Am
J Respir Cell Mol Biol 2001;25:533–537.

37. Cressman VL, Hicks EM, Funkhouser WK, Backlund DC, Koller BH.
The relationship of chronic mucin secretion to airway disease in nor-
mal and CFTR-deficient mice. Am J Respir Cell Mol Biol 1998;19:
853–866.

38. Jany BH, Gallup MW, Yan PS, Gum JR, Kim YS, Basbaum CB. Human

bronchus and intestine express the same mucin gene. J Clin Invest
1991;87:77–82.

39. Ramphal R, Pyle M. Adherence of mucoid and nonmucoid Pseudomonas
aeruginosa to acid-injured tracheal epithelium. Infect Immun 1983;41:
345–351.

40. Fleiszig SM, Zaidi TS, Ramphal R, Pier GB. Modulation of Pseudomonas
aeruginosa adherence to the corneal surface by mucus. Infect Immun
1994;62:1799–1804.


