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Abstract: Receptors for advanced glycation end-products (RAGE) are multi-ligand cell surface
receptors of the immunoglobin superfamily prominently expressed by lung epithelium. Previous
experiments demonstrated that over-expression of RAGE by murine alveolar epithelium throughout
embryonic development causes neonatal lethality coincident with significant lung hypoplasia. In the
current study, we evaluated the expression of NKX2.1 (also referred to as TTF-1), a homeodomain-
containing transcription factor critical for branching morphogenesis, in mice that differentially
expressed RAGE. We also contextualized NKX2.1 expression with the abundance of FoxA2, a winged
double helix DNA binding protein that influences respiratory epithelial cell differentiation and
surfactant protein expression. Conditional RAGE over-expression was induced in mouse lung
throughout gestation (embryonic day E0-18.5), as well as during the critical saccular period of
development (E15.5-18.5), and analyses were conducted at E18.5. Histology revealed markedly less
lung parenchyma beginning in the canalicular stage of lung development and continuing throughout
the saccular period. We discovered consistently decreased expression of both NKX2.1 and FoxA2
in lungs from transgenic (TG) mice compared to littermate controls. We also observed diminished
surfactant protein C in TG mice, suggesting possible hindered differentiation and/or proliferation
of alveolar epithelial cells under the genetic control of these two critical transcription factors. These
results demonstrate that RAGE must be specifically regulated during lung formation. Perturbation of
epithelial cell differentiation culminating in respiratory distress and perinatal lethality may coincide
with elevated RAGE expression in the lung parenchyma.
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1. Background

Pulmonary development involves highly ordered and complex stages. The formation
of the lungs occurs relatively early during embryogenesis, as its origins are observed
around embryonic day 9.5 (E9.5) in the mouse. The initial stage of murine pulmonary
development involves the establishment of primordial lung buds that undergo branching
to form the lobar bronchi, culminating at approximately E11.0. These events are followed
by the pseudoglandular stage of development which spans from E11.5 to E16.5. This stage
is associated with extensive branching and budding of the lobar bronchi, which forms
the intrapulmonary conducting and peripheral lung airways. The pseudoglandular stage
is also characterized by the differentiation of primitive epithelium into cell types such
as ciliated columnar epithelium, non-ciliated Club cells, and goblet cells that will line
the future conducting airways. This period of morphogenesis also coincides with distal
parenchymal cell differentiation of alveolar Type I (ATI) and II (ATII) cells that specialize
the future respiratory compartment. ATI cells emerge as distal parenchymal cells flatten,
thin, and spread, while ATII parenchymal cells remain cuboidal and acquire the capacity
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to synthesize surfactant [1,2]. The pseudoglandular period is followed by the canalicular
(E16.5 to E17.5) and saccular (E17.5 to postnatal (PN) day 4) stages of lung development.
These last stages are notably accompanied by dilations of terminal acinar tubules to form
alveolar saccules. Differentiation of epithelial cells to form larger alveolar sacs and thinner
mesenchyme is then seen in the latter period of the saccular stage and into the alveolar
stage, characterized by surface area enhancement and vascular remodeling of capillary
networks necessary for gas exchange [3-5].

The receptor for advanced glycation end-products (RAGE) is expressed by diverse
tissues throughout the body but is most abundantly detected in the lung [6]. As a member
of the immunoglobin superfamily of cell surface receptors, expression is observed in
numerous cell types, including fibroblasts, macrophages, smooth muscle, endothelium,
and epithelium [4,7-10]. RAGE is centrally involved in a host of signaling networks where
ligands engage an extracellular ligand-engaging V region-like domain and perpetuate
intracellular signaling via a short but highly charged cytoplasmic domain [4]. Pulmonary
RAGE expression tends to dominate on the membranes of differentiated ATI cells, while
expression by ATII cells is less abundant [4,6]. We previously demonstrated that RAGE
expression tends to have temporal and spatial constraints during lung development and
that genetic up-regulation of RAGE leads to pulmonary simplification [3,4,11]. Such
simplification when RAGE is genetically induced involves interplay between proliferation
and apoptosis during the differentiation of alveolar cell types.

NKX2.1 serves a fundamental role during lung morphogenesis. This 43 kDa homeodomain-
containing transcription factor centrally contributes to the growth and differentiation of
lung epithelial cells. As an early detectable marker of pulmonary morphogenesis, its
expression is restricted to differentiating epithelium, where it cooperates with a host of
other transcriptional regulators in order to direct normal lung development [12-14]. For
instance, NKX2.1 often cooperates with FoxA2 during the induction of target genes that
function during morphogenesis and maintenance of pulmonary function [15]. FoxA2 is a
member of the forkhead (Fox) family of transcription factors which, along with FoxAl, is
expressed with NKX2.1 by respiratory epithelial cells [13].

Because RAGE over-expression during development causes pulmonary hypoplasia
with parenchymal simplification, we hypothesized that RAGE over-expression would de-
crease NKX2.1, FoxA2, and surfactant protein C. Intriguingly, the loss of RAGE expression
during development in RAGE-null animals results in an indistinguishable lung pheno-
type when compared to controls [4,16]. Even though it is probable that parallel signaling
pathways compensate for the absence of RAGE, studies that identify the effects of marked
up-regulation of RAGE during development are rare. As such, testing our hypothesis
required the use of a pulmonary epithelial-cell-specific transgenic mouse wherein RAGE
was induced via a Tet-inducible system. Our results demonstrate that RAGE augmenta-
tion results in pulmonary dysmorphogenesis that coincides with diminished expression
of NKX2.1 and FoxA2 and eventual compromise of the surfactant secreting capacity by
alveolar epithelium.

2. Materials and Methods
2.1. Animals and Tissue Preparation

All mice were in a C57Bl/6 background. Controllable RAGE over-expression was
accomplished by mating two transgenic lines to create mice that over-express RAGE via
the doxycycline (dox)-inducible mechanism as described previously [3,4]. PCR genotyping
determined existence of transgenes from tail biopsies as described beforehand. Eight time-
mated pregnant mice were provided dox food (625 mg/kg; Invigo Teklad, St. Louis, MO,
USA) from before conception until E18.5 or during various periods were indicated. Lungs
from double-transgenic and littermate non-transgenic controls (from at least 8 different
pups each) were procured at E18.5 and processed, embedded in paraffin, then sectioned as
already described [3,4]. Additionally, E18.5 lungs were removed from pups (from at least
8 different TG and control pups) and total homogenates were subjected to immunoblot-
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ting. All mice were housed and used in accordance with a breeding and experimental
protocol approved by the Institutional Animal Care and Use Committee at Brigham Young
University (21-0202 and 21-0203) approved on 16 March 2021.

2.2. Histology and Immunohistochemistry

Lungs from control and double-transgenic mice were processed and embedded in
paraffin. Resulting lung sections were first stained using hematoxylin and eosin to visualize
basic morphology. Additional sections were also characterized for the expression of cell-
specific markers via immunohistochemistry. The following antibodies were employed:
Rabbit anti-TTF-1 at 1:1000 (Seven Hills Bioreagents, Cincinnati, OH, USA), Rat anti-RAGE
at 1:1000 (MAB1179 R&D systems, Minneapolis, MN, USA), and mouse anti-smooth muscle
actin (A5228 Sigma-Aldrich, St. Louis, MO, USA). Fluorescent secondary antibodies were
Donkey anti-Mouse IgG Alexa Flour 647 at 1:200 (Invitrogen A-31571, Carlsbad, CA,
USA), Goat anti-Rabbit IgG Alexa Flour 488 at 1:200 (A-11034 Invitrogen), and Donkey
anti-Rat IgG Alexa Flour 568 at 1:200 (ab175708 Abcam, Boston, MA, USA), and the 4',6-
diamidino-2-phenylindole (DAPI) counterstain was used at 1:2000 (D44462 Sigma-Aldrich).
Stained sections were imaged using the Olympus BX51 microscope and Olympus CellSens
Standard 3.1).

2.3. Protein Analysis

Whole lung lysates from control and double-transgenic mice were homogenized in
radioimmunoprecipitation assay (RIPA) supplemented with protease inhibitors (Thermo-
Scientific, Pittsburg, PA, USA). The concentrations of the protein samples were obtained
using a BCA Protein Assay Kit (ThermoScientific). Protein samples (10 ug each) were
separated on a 10% SDS-PAGE gel and then transferred to a nitrocellulose membrane that
was blocked with 5% nonfat milk and separately incubated with the following primary
antibodies: Rabbit anti-TTF-1 at 1:1000 (Seven Hills Bioreagents, Cincinnati, OH, USA),
Rabbit anti-Pro-SPC at 1:5000 (Seven Hills Bioreagents), rabbit anti-Mat-Sp-C at 1:5000
(Seven Hills Bioreagents), rabbit anti-Mat-Sp-B at 1:5000 (Seven Hills Bioreagents), and
Rabbit anti-Rat Foxa2 at 1:1000 (Seven Hills Bioreagents). We used mouse anti-beta Actin
(Santa Cruz Biotechnology sc-81178, Santa Cru, CA, USA) as a loading control at 1:1000.
Membranes were then incubated overnight at 4 °C with the corresponding secondary
antibodies: IRDye® 680RD Donkey anti-Goat IgG at 1:2500 (LiCor 926-68074) and imaged
using a Li-Cor Odyssey machine and quantified using image studio. Figures presented are
representative of three different immunoblotting experiments performed in quadruplicate.

2.4. Statistical Analysis

Mean values £ S.D. from at least six animals per group were assessed by one- and
two-way analysis of variance (ANOVA). When ANOVA indicated significant differences,
Student t-tests were used with Bonferroni correction for multiple comparisons. Results
are representative and those with p values < 0.05 were considered significant. Statistical
analysis was performed with GraphPad Prism 7.0.

3. Results
3.1. RAGE Ower-Expression Caused Pulmonary Simplification

We have previously published gPCR and immunoblotting confirmation that this trans-
genic mouse model increased RAGE expression in the embryonic lung [4]. Furthermore,
we have previously published details regarding diminished lung weight and lung translu-
cency in TG mice compared to controls [4]. Pregnant dams were exposed to doxycycline
(dox) from conception and lungs from pups were isolated at E15.5, E16.5, E17.8, or E18.5.
Immunoblotting confirmed RAGE up-regulation in TG mouse lungs compared to controls
(Figure 1). Pup lungs were also isolated from dams that were exposed to dox from E15.5
through E18.5 only. Lung sections stained with H&E for histological evaluation revealed ex-
tensive morphological alterations in dox-fed double-transgenic mice compared to dox-fed
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non-transgenic controls (Figure 2). RAGE over-expression through the pseudoglandular
and canalicular periods resulted in large dilations devoid of tissue (Figure 2, E15.5 and
E16.5). Markedly less lung parenchyma was evident through the saccular period (Figure 2,
E17.5 and E18.5), which is a period when primitive respiratory compartments expand
and differentiate. We observed persistently thickened respiratory units with increased
interstitial cellularity in the E18.5 lung when dox was only administered from E15.5 through
E18.5 (Figure 2). Wild-type control and non-transgenic mice were not different when fed
dox at any of the time points described.
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Figure 1. (A) Doxycycline (Dox)-inducible expression of RAGE in transgenic (TG) mice required
a reverse tetracycline transactivator (rtTA) localized to respiratory epithelial cells via the human
surfactant protein (hSP)-C promoter. The rtTA complexed with Dox and activated Tet-inducible RAGE
expression. (B) Representative immunoblotting revealed increased expression of RAGE in RAGE TG
mice fed Dox compared to Dox-exposed control animals. Actin was used as a loading control.

E16.5 E17.5 E18.5 E15.5-18.5

Figure 2. Hematoxylin and eosin staining revealed marked pulmonary simplification was observed
in RAGE TG pup lungs compared to controls following RAGE induction from E0-15.5 (A F), E0-16.5
(B,G), E0-17.5 (C,H), E0-18.5 (D,I), and E15.5-18.5 (E J). Each lung sample from RAGE TG mice
with dox administration since conception (F-I) contained marked tissue reduction (*) with only
sporadic areas of distal lung parenchyma. While significant lung hypoplasia resulted from RAGE
over-expression from conception, an intermediate phenotype that contained abundant parenchymal
tissue prevailed when over-expression occurred from E15-5-E18-5 (J). Main image scale bars represent
50 um and inset image scale bars represent 200 pm.

3.2. NKX2.1 Was Down-Regulated in RAGE-Transgenic Mice

Protein lysates from pup lungs were isolated daily starting at E15.5 and blotted for
NKX2.1. A representative blot for NKX2.1 is shown in Figure 3A. In TG mouse lungs
that over-express RAGE (not shown), we discovered significantly less NKX2.1 expression
when dox was administered from conception through each of the daily time points from
E15.5 to E18.5 (Figure 3A). We further identified differential NKX2.1 expression when dams
were exposed to dox from E15.5 through E18.5 (Figure 3B). Although NKX2.1 expression
was lowest in pups exposed to dox throughout gestation (E0-E18.5), an intermediate yet
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still significantly lower level of NKX2.1 expression was detected with dox availability
from E15.5-18.5 (Figure 3B). Qualitative immunofluorescent staining revealed diminished
NKX2.1 and enhanced RAGE expression in transgenic mice exposed to dox from E0-E18.5
or E15.5-18.5 (Figure 4).
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Figure 3. (A) Immunoblotting revealed decreased NKX2.1 expression in RAGE TG mice compared
to controls when RAGE was overexpressed from E0-15.5, E0-16.5, E0-17.5, or E0-18.5. * p < 0.05;
blots were densitometrically normalized to (3-actin and images are representative of three different
immunoblotting experiments performed in quadruplicate. (B) Immunoblotting revealed decreased
NKX2.1 expression in RAGE TG mice compared to controls when RAGE was overexpressed from
E0-18.5 or from E15.5-18.5. * p < 0.05 and ** p < 0.01; blots were densitometrically normalized to
-actin and images are representative of three different immunoblotting experiments performed
in quadruplicate.

3.3. FoxA2 Was Down-Regulated in RAGE-Transgenic Mice

FoxA2 is often a co-regulator with NKX2.1 in transcriptionally controlling target
genes [17]. Because NKX2.1 was significantly decreased each day from E15.5 onward,
we screened FoxA2 expression at the end of the pseudoglandular (E15.5) and start of the
canalicular (E16.5) period of development (Figure 5). We observed significantly less FoxA2
expression at these important time points compared to non-transgenic controls (Figure 5).

3.4. Surfactant Protein C Was Down-Regulated in RAGE-Transgenic Mice

Because NKX2.1 and FoxA2 were both decreased in RAGE-transgenic mice, we hy-
pothesized that their role in orchestrating alveolar cell differentiation was compromised.
As such, we assessed the expression of the propeptide of surfactant protein C (ProSPC) syn-
thesized by ATII cells, as well as the secreted mature peptide (Mature SPC). We discovered
that ATII cells were likely impaired due to significantly less ProSPC in lysates during the
period between the pseudoglandular and calicular periods (Figure 6A). Further, secreted
mature SPC was markedly decreased in E18.5 TG lungs following RAGE over-expression
(Figure 6B). Additional analyses of secreted mature SPB revealed no significant differences
between double-transgenic and control pup lungs (not shown).
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Figure 4. Immunofluorescent staining revealed increased RAGE expression in TG mouse lungs
((F,K) vs. A) and diminished localization of NKX2.1 ((G,L) vs. B) and alpha smooth muscle actin
(ACTA 2; (HM) vs. C). DAPI counterstained images (D,I,N) and merged images that contains RAGE,
NKX2.1, ACTA 2, and DAPI (E J,O) are also depicted. All images are at 400 x original magnification
and scale bars represent 50 um.
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Figure 5. Inmunoblotting revealed decreased FoxA2 expression in RAGE TG mice compared to con-
trols when RAGE was overexpressed from E0-15.5 or E0-16.5. * p < 0.05; blots were densitometrically
normalized to 3-actin and images are representative of three different immunoblotting experiments
performed in quadruplicate.
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Figure 6. (A) Inmunoblotting revealed a significant decrease in the expression of the SPC propeptide
(Pro-SPC) in RAGE TG pup lungs treated with Dox from E0-E15.5 or E0-E16.5. * p < 0.05 and
**p < 0.01; blots were densitometrically normalized to 3-actin and images are representative of three
different immunoblotting experiments performed in quadruplicate. (B) Immunoblotting revealed
significantly decreased elaboration of the mature SP-C protein when RAGE was induced from
E0-E18.5 compared to controls. ** p < 0.01; blots were densitometrically normalized to 3-actin and
images are representative of three different immunoblotting experiments performed in quadruplicate.

4. Discussion

This study reconfirmed significant pulmonary hypoplasia in mice when cells localized
to the respiratory compartment over-express RAGE [4]. These and other related experi-
mental pursuits reveal an interesting aspect of RAGE biology in that RAGE functions in
diverse inflammatory settings [18-20], but may also provide a biological basis for lung
embryogenesis as well. In the current undertaking, we observed a correlation between the
over-expression of RAGE and the down-regulation of NKX2.1 and FoxA2. Diminished
expression of NKX2.1, FoxA2, and a diversity of other key co-regulators leads to compro-
mised differentiation of ATII cells that express surfactant proteins and other lung-specific
products [21]. These and other molecular regulators normally contribute to a differentia-
tion cascade that causes a cellular shift from the primitive pulmonary epithelium during
early gestational periods toward an ATII phenotype essential for the postnatal lung. Such
molecular orchestration during organogenesis causes ATII cells to proliferate, spatially
organize, and express lung-specific genetic programs. As appropriate ATII quantities are
reached, some differentiate under the control of NKX2.1 and FoxA2 into ATI cells that
are absolutely critical during alveologenesis and the establishment of postnatal normal
lung function [14,22]. In particular, NKX2.1 serves as a transcription factor critical in the
formation of distal pulmonary structures and it specifically regulates surfactant protein
genes that are important for the development of postnatal alveolar stability. Further, FoxA2
is a DNA-binding factor that critically influences endoderm formation via the activation
of numerous target genes in concert with NKX2.1 [23]. Our discovery that pulmonary
RAGE up-regulation causes diminished expression of these two critical transcription factors
foreshadows the possibility that the expression of other genes under the control of NKX2.1
and FoxA2 involved in lung development may also be compromised [23,24].
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An assumption that increased RAGE expression influences cell differentiation was
reinforced by our observation that NKX2.1 and RAGE were colocalized in lung parenchyma
and pulmonary expression of both NKX2.1 and FoxA2 were decreased in RAGE-transgenic
mouse lungs. While not specifically tested in the current research, impaired cellular dif-
ferentiation and lung patterning is not observed in RAGE knockout mice. For instance,
alterations in lung morphology following branching morphogenesis and affected lung
function in unstimulated RAGE knockout animals have not been observed. Differences
in general lung architecture when comparing RAGE knockout and wild-type mice are
imperceptible. These comparative observations suggest that redundant receptors may
compensate for the absence of RAGE; however, increased availability of RAGE at critical
periods of organogenesis appears to be sufficient for the permanent impairment of devel-
opmental milestones observed here. Subsequent queries into parallel RAGE pathways
such as galectin-3 [25], Toll-like receptors 2 and 4 [26], or others may help to clarify such
phenotypic considerations when RAGE is absent. A follow-up investigation is needed in
order to assess the roles of these candidate parallel pathways during development.

An additional central finding of the current endeavor related to lung surfactant syn-
thesis and secretion. Surfactants represent a complex collection of unique phospholipids
and proteins. A vital function of surfactants is the reduction of surface tension observed at
the pulmonary interface between air and liquid. Insufficient surfactant is a characteristic
of premature infants that experience respiratory distress syndrome (RDS) [27]. While the
objective of the current research was not to characterize RDS, our discovery that essential
transcriptional regulators were decreased when RAGE was abundant reveals aberrant
surfactant protein synthesis and secretion by ATII cells mediated at least in part by RAGE.
Moreover, surfactant proteins are expressed in a cell-type-restricted manner, and the current
research identified ATII cell compromise when RAGE is elevated (via pro-SPC assessment)
as well as the secreted form of mature SPC. The promoter elements of surfactant proteins
are activated following combinatorial interactions between multiple transcription factors,
and previous research has identified NKX2.1 as a positive regulator for surfactant protein
transcription [28].

In summary, elevated RAGE expression by alveolar epithelium results in develop-
mental simplification potentially via NKX2.1 and FoxA2. While more research is required,
differentially regulating RAGE expression may be a component of uncovering mechanistic
programs that lead to insufficient lung tissue observed in cases of RDS or bronchopul-
monary dysplasia (BPD). In fact, a limitation of this study is a lack of mechanistic detail as
to how up-regulated RAGE expression causes decreased expression of NKX2.1 and FoxA2,
two key transcriptional regulators. To what extent RAGE signaling intermediates crosstalk
with signaling pathways that lead to NKX2.1/FoxA2 abundance would be a critical next
step in elucidating such mechanisms.

Clarification of the mechanisms that cause the phenotype observed in this model is
needed. Further characterization may reveal that significant reduction of lung parenchyma
is accompanied by fibrosis and a thickening of expanded alveoli observed in the BPD
lung [29]. Further, RAGE expression is a known target of tobacco smoke exposure, and
prenatal smoke exposure is also indicated in cases of lung simplification reminiscent of
BPD [30]. Further evaluation of lung simplification following RAGE over-expression
should therefore clarify imbalances between fibrosis and tissue damage in the context of
impaired developmental events or tissue destruction. While the current research does not
provide models for clinical diagnoses such as RDS or BPD, it provides an initial step in the
identification of molecular targets that potentially contribute to such outcomes.

Author Contributions: D.M.C.,, K.L.C,, J.A.A. and P.R.R. assisted in experimental design. D.M.C,,
R. AW, BM.S. and E.-T.C. maintained animals and performed surgeries. D.M.C. and K.L.C. managed
the PCR and immunoblotting, and D.M.C., N.B. and K.M.C. performed the histology assays. D.M.C.,
KL.C,RAW,BM.S. and E.T.C. assisted with animal husbandry, diets, and various assays. PR.R.
and J.A.A. conceived of the study and supervised in its implementation and interpretation. The



J. Dev. Biol. 2023, 11, 33 90f 10

manuscript was written primarily by PR.R. and D.M.C. with the assistance of ].A.A. All authors have
read and agreed to the published version of the manuscript.

Funding: This work was supported by a grant from the National Institutes of Health (1R15HL152257;
PR.R. and J.A.A.) and BYU Mentoring Environment Grants (PR.R. and ].A.A.).

Institutional Review Board Statement: All animal studies were approved by the Institutional Ani-
mal Care and Use Committee (IACUC) at Brigham Young University and all methods were carried
out in accordance with relevant animal regulations. The reporting of animal use was in accordance
with ARRIVE guidelines.

Informed Consent Statement: Not applicable.

Data Availability Statement: All data are presented within the article. Data and other materials are
available from the corresponding author on reasonable request.

Acknowledgments: Much appreciation is extended to the team of exceptional undergraduate stu-
dents in the Lung and Placenta Laboratory at Brigham Young University, including Kaden Harward,
Ryan Van Slooten, Joe Black, and Peter Robertson, for vital assistance with various experiments.

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

References

1.

10.

11.

12.

13.

14.

15.

16.

Reynolds, PR.; Mucenski, M.L.; Whitsett, J.A. Thyroid transcription factor (TTF) -1 regulates the expression of midkine (MK)
during lung morphogenesis. Dev. Dyn. 2003, 227, 227-237. [CrossRef]

Wan, H.; Dingle, S.; Xu, Y.; Besnard, V.; Kaestner, K.H.; Ang, S.L.; Wert, S.; Stahlman, M.T.; Whitsett, ]. A. Compensatory roles of
Foxal and Foxa2 during lung morphogenesis. J. Biol. Chem. 2005, 280, 13809-13816. [CrossRef] [PubMed]

Stogsdill, J.A.; Stogsdill, M.P; Porter, J.L.; Hancock, ].M.; Robinson, A.B.; Reynolds, P.R. Embryonic overexpression of receptors
for advanced glycation end-products by alveolar epithelium induces an imbalance between proliferation and apoptosis. Am. J.
Respir. Cell Mol. Biol. 2012, 47, 60—-66. [CrossRef]

Reynolds, P.R.; Stogsdill, J.A.; Stogsdill, M.P.; Heimann, N.B. Up-Regulation of Receptors for Advanced Glycation End-Products
by Alveolar Epithelium Influences Cytodifferentiation and Causes Severe Lung Hypoplasia. Am. J. Respir. Cell Mol. Biol. 2011, 45,
1195-1202. [CrossRef]

Millien, G.; Spira, A.; Hinds, A.; Wang, ].; Williams, M.C.; Ramirez, M.I. Alterations in gene expression in T1 alpha null lung: A
model of deficient alveolar sac development. BMC Dev. Biol. 2006, 6, 35. [CrossRef] [PubMed]

Brett, J.; Schmidt, A.M.; Yan, S.D.; Zou, Y.S.; Weidman, E.; Pinsky, D.; Nowygrod, R.; Neeper, M.; Przysiecki, C.; Shaw, A. Survey
of the distribution of a newly characterized receptor for advanced glycation end products in tissues. Am. J. Pathol. 1993, 143,
1699-1712. [PubMed]

Robinson, A.B.; Johnson, K.D.; Bennion, B.G.; Reynolds, P.R. RAGE signaling by alveolar macrophages influences tobacco
smoke-induced inflammation. Am. J. Physiol. Lung Cell. Mol. Physiol. 2012, 302, L1192-L1199. [CrossRef]

Rong, L.L.; Yan, S.-F.; Wendt, T.; Hans, D.; Pachydaki, S.; Bucciarelli, L.G.; Adebayo, A.; Qu, W.; Lu, Y.; Kostov, K.; et al. RAGE
modulates peripheral nerve regeneration via recruitment of both inflammatory and axonal outgrowth pathways. FASEB ]. 2004,
18, 1818-1825. [CrossRef] [PubMed]

Reynolds, P.R.; Kasteler, S.D.; Cosio, M.G.; Sturrock, A.; Huecksteadt, T.; Hoidal, J.R. RAGE: Developmental expression and
positive feedback regulation by Egr-1 during cigarette smoke exposure in pulmonary epithelial cells. Am. J. Physiol. Lung Cell.
Mol. Physiol. 2008, 294, 1L1094-L1101. [CrossRef]

Wendt, TM.; Tanji, N.; Guo, J.; Kislinger, T.R.; Qu, W.; Lu, Y.; Bucciarelli, L.G.; Rong, L.L.; Moser, B.; Markowitz, G.S.; et al. RAGE
drives the development of glomerulosclerosis and implicates podocyte activation in the pathogenesis of diabetic nephropathy.
Am. ]. Pathol. 2003, 162, 1123-1137. [CrossRef]

Oczypok, E.A.; Perkins, T.N.; Oury, T.D. All the “RAGE” in lung disease: The receptor for advanced glycation endproducts
(RAGE) is a major mediator of pulmonary inflammatory responses. Paediatr. Respir. Rev. 2017, 23, 40—-49. [CrossRef] [PubMed]
Zhou, L.; Lim, L.; Costa, R.H.; Whitsett, ].A. Thyroid transcription factor-1, hepatocyte nuclear factor-3beta, surfactant protein B,
C, and Clara cell secretory protein in developing mouse lung. |. Histochem. Cytochem. 1996, 44, 1183-1193. [CrossRef] [PubMed]
Minoo, P.; Hu, L,; Xing, Y.; Zhu, N.L.; Chen, H.; Li, M.; Borok, Z; Li, C. Physical and functional interactions between homeodomain
NKX2.1 and winged helix/forkhead FOXAL1 in lung epithelial cells. Mol. Cell. Biol. 2007, 27, 2155-2165. [CrossRef]

Little, D.R.; Gerner-Mauro, K.N.; Flodby, P.; Crandall, E.D.; Borok, Z.; Akiyama, H.; Kimura, S.; Ostrin, E.J.; Chen, J. Transcriptional
control of lung alveolar type 1 cell development and maintenance by NK homeobox 2-1. Proc. Natl. Acad. Sci. USA 2019, 116,
20545-20555. [CrossRef] [PubMed]

Wan, H.; Kaestner, K.H.; Ang, S.-L.; Ikegami, M.; Finkelman, F.D.; Stahlman, M.T.; Fulkerson, P.C.; Rothenberg, M.E.; Whitsett,
J.A. Foxa2 regulates alveolarization and goblet cell hyperplasia. Development 2004, 131, 953-964. [CrossRef]

Bierhaus, A.; Humpert, PM.; Morcos, M.; Wendt, T.; Chavakis, T.; Arnold, B.; Stern, D.M.; Nawroth, P.P. Understanding RAGE,
the receptor for advanced glycation end products. J. Mol. Med. 2005, 83, 876-886. [CrossRef]


https://doi.org/10.1002/dvdy.10304
https://doi.org/10.1074/jbc.M414122200
https://www.ncbi.nlm.nih.gov/pubmed/15668254
https://doi.org/10.1165/rcmb.2011-0385OC
https://doi.org/10.1165/rcmb.2011-0170OC
https://doi.org/10.1186/1471-213X-6-35
https://www.ncbi.nlm.nih.gov/pubmed/16869965
https://www.ncbi.nlm.nih.gov/pubmed/8256857
https://doi.org/10.1152/ajplung.00099.2012
https://doi.org/10.1096/fj.04-1900com
https://www.ncbi.nlm.nih.gov/pubmed/15576485
https://doi.org/10.1152/ajplung.00318.2007
https://doi.org/10.1016/S0002-9440(10)63909-0
https://doi.org/10.1016/j.prrv.2017.03.012
https://www.ncbi.nlm.nih.gov/pubmed/28416135
https://doi.org/10.1177/44.10.8813084
https://www.ncbi.nlm.nih.gov/pubmed/8813084
https://doi.org/10.1128/MCB.01133-06
https://doi.org/10.1073/pnas.1906663116
https://www.ncbi.nlm.nih.gov/pubmed/31548395
https://doi.org/10.1242/dev.00966
https://doi.org/10.1007/s00109-005-0688-7

J. Dev. Biol. 2023, 11, 33 10 of 10

17.

18.

19.

20.

21.

22.

23.

24.

25.

26.
27.
28.

29.
30.

Jimenez, ER.; Lewis, ].B.; Belgique, S.T.; Wood, T.T.; Reynolds, P.R. Developmental lung expression and transcriptional regulation
of claudin-6 by TTF-1, Gata-6, and FoxA?2. Respir. Res. 2014, 15, 70. [CrossRef]

Sims, G.P,; Rowe, D.C.; Rietdijk, S.T.; Herbst, R.; Coyle, A.J. HMGB1 and RAGE in inflammation and cancer. Annu. Rev. Immunol.
2010, 28, 367-388. [CrossRef]

Shu, A.; Du, Q.; Chen, J.; Gao, Y.; Zhu, Y.; Lv, G.; Lu, J.; Chen, Y.; Xu, H. Catalpol ameliorates endothelial dysfunction and
inflammation in diabetic nephropathy via suppression of RAGE/RhoA /ROCK signaling pathway. Chem. Biol. Interact 2021,
348, 109625. [CrossRef]

Palanissami, G.; Paul, S.ED. RAGE and Its Ligands: Molecular Interplay between Glycation, Inflammation, and Hallmarks of
Cancer-a Review. Horm. Cancer 2018, 9, 295-325. [CrossRef]

Aspal, M.; Zemans, R.L. Mechanisms of ATII-to-ATI Cell Differentiation during Lung Regeneration. Int. |. Mol. Sci. 2020, 21, 3188.
[CrossRef]

Choi, W.; Choe, S.; Lau, G.W. Inactivation of FOXA2 by Respiratory Bacterial Pathogens and Dysregulation of Pulmonary Mucus
Homeostasis. Front. Immunol. 2020, 11, 515. [CrossRef] [PubMed]

Costa, R.H.; Kalinichenko, V.V; Lim, L. Transcription factors in mouse lung development and function. Am. J. Physiol. Lung Cell.
Mol. Physiol. 2001, 280, L823-L838. [CrossRef] [PubMed]

Kumar, V.H.; Lakshminrusimha, S.; El Abiad, M.T.; Chess, P.R.; Ryan, R.M. Growth factors in lung development. Adv. Clin. Chem.
2005, 40, 261-316. [CrossRef] [PubMed]

Ho, J.E.; Gao, W,; Levy, D.; Santhanakrishnan, R.; Araki, T.; Rosas, I.O.; Hatabu, H.; Latourelle, J.C.; Nishino, M.; Dupuis, ] ; et al.
Galectin-3 Is Associated with Restrictive Lung Disease and Interstitial Lung Abnormalities. Am. J. Respir. Crit. Care Med. 2016,
194, 77-83. [CrossRef]

Wolf, L.; Herr, C.; Niederstrasser, J.; Beisswenger, C.; Bals, R. Receptor for advanced glycation endproducts (RAGE) maintains
pulmonary structure and regulates the response to cigarette smoke. PLoS ONE 2017, 12, e0180092. [CrossRef]

Rubarth, L.B.; Quinn, J. Respiratory Development and Respiratory Distress Syndrome. Neonatal. Netw. 2015, 34, 231-238.
[CrossRef]

Boggaram, V. Regulation of lung surfactant protein gene expression. Front. Biosci. 2003, 8, d751-d764. [CrossRef]

Coalson, ].J. Pathology of new bronchopulmonary dysplasia. Semin. Neonatol. 2003, 8, 73-81. [CrossRef]

Gonzalez-Luis, G.E.; van Westering-Kroon, E.; Villamor-Martinez, E.; Huizing, M.].; Kilani, M. A.; Kramer, B.W.; Villamor, E.
Tobacco Smoking During Pregnancy Is Associated with Increased Risk of Moderate/Severe Bronchopulmonary Dysplasia: A
Systematic Review and Meta-Analysis. Front. Pediatr. 2020, 8, 160. [CrossRef]

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


https://doi.org/10.1186/1465-9921-15-70
https://doi.org/10.1146/annurev.immunol.021908.132603
https://doi.org/10.1016/j.cbi.2021.109625
https://doi.org/10.1007/s12672-018-0342-9
https://doi.org/10.3390/ijms21093188
https://doi.org/10.3389/fimmu.2020.00515
https://www.ncbi.nlm.nih.gov/pubmed/32269574
https://doi.org/10.1152/ajplung.2001.280.5.L823
https://www.ncbi.nlm.nih.gov/pubmed/11290504
https://doi.org/10.1016/s0065-2423(05)40007-4
https://www.ncbi.nlm.nih.gov/pubmed/16355925
https://doi.org/10.1164/rccm.201509-1753OC
https://doi.org/10.1371/journal.pone.0180092
https://doi.org/10.1891/0730-0832.34.4.231
https://doi.org/10.2741/1062
https://doi.org/10.1016/S1084-2756(02)00193-8
https://doi.org/10.3389/fped.2020.00160

	Background 
	Materials and Methods 
	Animals and Tissue Preparation 
	Histology and Immunohistochemistry 
	Protein Analysis 
	Statistical Analysis 

	Results 
	RAGE Over-Expression Caused Pulmonary Simplification 
	NKX2.1 Was Down-Regulated in RAGE-Transgenic Mice 
	FoxA2 Was Down-Regulated in RAGE-Transgenic Mice 
	Surfactant Protein C Was Down-Regulated in RAGE-Transgenic Mice 

	Discussion 
	References

