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Abstract: Idiopathic lung fibrosis (IPF) is a fatal lung disease characterized by chronic epithelial injury
and exhausted repair capacity of the alveolar compartment, associated with the expansion of cells
with intermediate alveolar epithelial cell (AT2) characteristics. Using SftpcCreERT2/+: tdTomatoflox/flox

mice, we previously identified a lung population of quiescent injury-activated alveolar epithelial
progenitors (IAAPs), marked by low expression of the AT2 lineage trace marker tdTomato (Tomlow)
and characterized by high levels of Pd-l1 (Cd274) expression. This led us to hypothesize that a
population with similar properties exists in the human lung. To that end, we used flow cytometry
to characterize the CD274 cell-surface expression in lung epithelial cells isolated from donor and
end-stage IPF lungs. The identity and functional behavior of these cells were further characterized
by qPCR analysis, in vitro organoid formation, and ex vivo precision-cut lung slices (PCLSs). Our
analysis led to the identification of a population of CD274pos cells expressing intermediate levels of
SFTPC, which was expanded in IPF lungs. While donor CD274pos cells initiated clone formation, they
did not expand significantly in 3D organoids in AT2-supportive conditions. However, an increased
number of CD274pos cells was found in cultured PCLS. In conclusion, we demonstrate that, similar
to IAAPs in the mouse lung, a population of CD274-expressing cells exists in the normal human
lung, and this population is expanded in the IPF lung and in an ex vivo PCLS assay, suggestive
of progenitor cell behavior. CD274 function in these cells as a checkpoint inhibitor may be crucial
for their progenitor function, suggesting that CD274 inhibition, unless specifically targeted, might
further injure the already precarious lung epithelial compartment in IPF.
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1. Introduction

Alveolar epithelial type 2 cells (AT2s) are surfactant-producing cells that serve as
alveolar progenitors and play essential roles in the innate immune response. AT2s interact
with macrophages through the secretion of various cytokines in response to pathogens and
alveolar damage. As a result, AT2s activate macrophages and defend the alveolus [1,2].
Furthermore, AT2 interaction with Foxp3pos Treg cells is critical for the repair of the
epithelium during lung regeneration. Additionally, AT2s display enhanced proliferation
when co-cultured with Foxp3pos Treg cells [3]. However, our knowledge about the role
of the interaction of AT2s with different immune cells in the repair of the epithelium or
during the pathogenesis of lung diseases remains limited [1,2,4,5].

AT2 heterogeneity has been demonstrated in different mouse models during home-
ostasis and regeneration/repair [5–8]; however, the presence and function of the human
equivalent of mouse AT2 progenitor cells are largely unknown [9,10]. Using SftpcCreERT2/+;
tdTomatoflox/flox mice, and based on the differential level of the tomato reporter between two
lineage-traced alveolar epithelial subpopulations, we have previously reported the exis-
tence of a novel population of AT2s, named Tomlow AT2s, that are enriched in programmed
death-ligand1 (Pd-l1) [11]. This AT2 subpopulation expresses low levels of Sftpc, Sftpb, and
Sftpa1, and displays a low level of Fgf signaling activation. Following pneumonectomy,
Tomlow AT2s are activated and display progenitor-like properties, as they are amplified
and exhibit elevated expression of Fgf signaling genes Fgfr2b, Etv5, AT2 differentiation
marker Sftpc, and cell cycle genes Ccnd1, Ccnd2 expression, compared with sham. These
changes are, therefore, consistent with the activation of the progenitor-like properties of the
Tomlow, which allows them to proliferate and differentiate toward mature AT2s.

In addition, analysis of the behavior of these cells ex vivo in precision-cut lung slices
(PCLSs) from SftpcCreERT2/+: tdTomatoflox/flox mice supports their progenitor-like function in
the context of significant injury to the AT2 lineage. Therefore, we named these Tomlow

AT2s “injury-activated alveolar progenitors” (IAAPs) [12]. Pd-l1 is an immune inhibitory
membrane receptor–ligand expressed in different immune and epithelial cells. Pd-l1 ligands
bind to programmed death-1 (Pd-1) receptors. Pd-1 is expressed on a subset of Cd4pos and
Cd8pos T cells, natural killer T cells, B cells, and activated monocytes. Pd-l1 is an immune
inhibitory molecule that controls the inflammatory response to injury [13–17]. Remarkably,
human PD-L1 expression is upregulated in non-small-cell lung cancer and adenocarcinoma.
In the tumor microenvironment, cancer epithelial stem cells utilize the PD-L1 pathway to
escape immune system surveillance by suppressing the cytotoxic response following the
binding of PD-L1 ligands expressed by cancer stem epithelial cells to the PD-1 receptor on
T cells [18–21].

Interestingly, the presence of membrane PD-L1pos alveolar and bronchiolar epithelial
cells in a subgroup of IPF patients was previously reported. The presence of these cells
is associated with higher fibroblast foci detection and patchy fibrosis, compared with pa-
tients negative for PD-L1. However, no correlation between the expression of PD-L1 and
honeycomb formation could be detected [22]. We also found in the normal human lung a
subcluster of AT2 PD-L1high cells following data mining of the scRNA-seq database [10].
These AT2 PD-L1high cells express low levels of ETV5, SFTPC, and SFTPA1 and are en-
riched in the expression of immune system-related genes (CXCL1, CXCL2, CXCL3, CXCL8,
ICAM1, and IRF1) [11]. Intriguingly, an increased number of AT2 PD-L1high cells express-
ing chemokines was also observed in the epithelium of patients with chronic obstructive
pulmonary disease. These cells display higher expression of inflammation-related genes
such as CXCL1, CXCL8, CCL2, and CCL20, which supports a strong interaction of these
cells with immune cells [23].



Cells 2022, 11, 1593 3 of 16

In this paper, we analyzed the available scRNA-seq dataset in the IPF cell atlas to
investigate the presence of equivalent IAAP PD-L1pos cells in human lungs. In particu-
lar, we quantified by flow cytometry the abundance of EpCAMposHTII-280negPD-L1pos

cells (potentially equivalent to the IAAPs), as well as EpCAMposHTII-280posPD-L1neg cells
(equivalent to mature AT2s) in IPF vs. donor human lungs. We also examined the expres-
sion of key genes in these populations by qPCR and monitored the growth of these cells
in organoid and precision-cut lung slice assays. Our data indicate that the equivalent of
IAAPs, initially identified in mice, exist in humans, and are differentially regulated in IPF
vs. donor lungs.

2. Materials and Methods
2.1. Human Specimens

Human lung tissues from idiopathic pulmonary fibrosis (IPF) patients undergoing
lung transplantation and non-IPF donors were collected from the European IPF Registry
(euIPFreg) and provided by the UGMLC Giessen Biobank, a member of the DZL platform
biobanking. The study protocol was approved by the Ethics Committee of the Justus-Liebig
University School of Medicine (No. 111/08: European IPF Registry and 58/15: UGMLC
Giessen Biobank), and informed consent was obtained in written form from each subject.
Explanted lungs (n = 9 for sporadic IPF) or non-utilized donor lungs or lobes fulfilling
transplantation criteria (n = 12; human donors) were obtained from the Department of
Thoracic Surgery in Giessen, Germany, and Vienna, Austria. All IPF diagnoses were made
according to the American Thoracic Society (ATS)/European Respiratory Society (ERS)
consensus criteria (American Thoracic Society Idiopathic Pulmonary Fibrosis: Diagnosis
and Treatment International Consensus Statement, n.d. 343434), and a usual interstitial
pneumonia (UIP) pattern was proven in all IPF patients.

2.2. Mouse Experiments

Animal studies were performed in accordance with the Helsinki convention for the
use and care of animals and were approved by the local authorities at Regierungspräsidium
Giessen (G7/2017-No. 844-GP and G11/2019-No. 931-GP).

2.3. Human Lung Tissue Dissociation

Subpleural lung tissue from explanted IPF lungs or excised from donor lungs, due
to donor–recipient size mismatch, was dissected and placed on ice. Tissue was minced
with three scissors to pieces of approximately 1–2 mm in diameter, washed three times
with RPMI, and incubated for 30 min at 37 ◦C in RPMI containing dispase (BD Corning,
1:10 dilution) and 30 µg/µL DNase I, with continuous and gentle agitation on a rotating
shaker. Tissue pieces were first strained using surgical gauze and then with 100 µm, 70
µm, and 40 µm cell strainers, and the strained solution was centrifuged and resuspended
in RPMI containing 10% FBS. Cells were washed two more times with RPMI 10% FBS,
counted, and shock-frozen in liquid nitrogen at a concentration of 2–10 × 106 per vial until
further use.

2.4. Mouse Lung Tissue Dissociation

Saline perfused lungs were removed from the thoracic cavity, and 1ml RPMI solution
containing 10% dispase and 30 µg/µL DNase I was instilled intratracheally and placed in
a conical tube with 3 mL of the same dissociation solution. Following 30 min incubation
in a 37 ◦C water bath, the lung lobes were isolated, minced, and resuspended in 10 mL
RPMI 10% FBS 30 µg/µL DNase I. The lung suspension was then pipetted repeatedly up
and down until the individual lung pieces consolidated in one single piece of floating
extracellular material and the solution became turbulent. The resulting cell suspension
was filtered through 70 µm and 40 µm cell strainers. Cells were then spun down two
times at 1200 RPM for 5 min, resuspended in FACS buffer (HBSS 2% FBS 10 µg/mL DNase
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I, 2 mM HEPES, 1% penicillin–streptomycin), and placed on ice in preparation for flow
cytometry staining.

2.5. Flow Cytometry and Sorting

All analyses were performed on Li–nitrogen stored cell preparation available through
the European IPF Registry biobank. Human lung cell suspensions were thawed rapidly,
and cells were washed in 10 times the freezing volume of RPMI 10% FBS and maintained
on ice throughout the procedure. Cells were resuspended in FACS buffer (HBSS, 2%
FBS, 2 µg/µL DNase I, 2 mM HEPES, 1% penicillin–streptomycin) at a concentration of
106 cells/100 µL, and cell-surface staining was performed using antibody master mixes
whenever possible (antibodies in Table S1). For intracellular staining, cell-surface staining
was first performed, and then cells were fixed and permeabilized for 30 min at room tem-
perature using the Foxp3/Transcription Factor Staining Buffer Set (eBiosciences, San Diego,
CA, USA), according to the manufacturer’s instructions. Cells were washed following fixa-
tion and resuspended in 100 µL of permeabilization/wash buffer containing the primary
antibody and incubated for one hour at room temperature, washed three times, followed
by Anti-rabbit IgG (H + L), F (ab’)2 fragment (Alexa Fluor® 555 Conjugate Cell Signaling
Technologies, Danvers, MA, USA 1:1000).

The following controls were used: single-color controls for instrument set-up,
fluorescence-minus-one (FMO—a sample where one fluorophore was omitted) controls for
gating, and no primary controls for indirect intracellular staining.

Data were acquired on a BD FACSCanto II (BD Biosciences, Franklin Lakes, NJ, USA)
using BD FACSDiva software (BD Biosciences, Franklin Lakes, NJ, USA). Data were further
analyzed using FlowJo versionX software (FlowJo, LLC, Ashland, Oregon).

For cell-sorting experiments, samples were thawed successively and stained as above.
Cells were sorted through a 100 µm nozzle in RPMI 10%, and the sorting purity was
assessed for each sample. Cells were immediately centrifuged and resuspended in lysis
buffer (RNA Mini kit) for RNA isolation. The entire procedure was performed at 4 ◦C, and
cell lysates were stored at −80 ◦C until RNA isolation was performed.

2.6. RNA Extraction and Quantitative Real-Time PCR

Following lysis of FACS-isolated cells from human and mouse lungs in RLT plus, RNA
was extracted using a RNeasy Plus Micro Kit (QIAGEN, Venlo, The Netherlands), and
cDNA synthesis was carried out using a QuantiTect Reverse Transcription Kit (QIAGEN,
Venlo, The Netherlands), according to the instructions provided by the supplier. Thereafter,
selected primers were designed using NCBI’s Primer-BLAST option (https://www.ncbi.
nlm.nih.gov/tools/primer-blast/ (accessed on 15 September 2020); primer sequences
in Table S2). Quantitative real-time polymerase chain reaction (qPCR) was performed
using a PowerUp SYBR Green Master Mix Kit, according to the manufacturer’s protocol
(Applied Biosystems, Bedford, MA, USA) and a LightCycler 480 II machine (Roche Applied
Science, Basel, Switzerland). Hypoxanthine–guanine phosphoribosyltransferase (Hprt) and
Glyceraldehyde 3–phosphate dehydrogenase (GAPDH) were used as reference genes for mice
and humans, respectively. Data were presented as mean expressions relative to Hprt and
GAPDH. Data were assembled using GraphPad Prism software (GraphPad Software, La
Jolla, CA, USA). Statistical analyses were performed utilizing two tailed-paired Student’s
t-tests. Results were considered significant when p < 0.05.

2.7. Microarray Data

Differential gene expression was investigated using microarray analysis. Depending
on the amount of RNA isolated per sample in an experiment, one of two possible microarray
protocols was used. For RNA concentrations >50 ng/µL, the T7-protocol was followed. In
this protocol, purified total RNA was amplified and Cy3-labeled using a LIRAK kit (Agilent
Technologies, Waldbronn, Germany), following the kit instructions. Per reaction, 200 ng of
total RNA was used. The Cy3-labeled DNA was hybridized overnight to 8 × 60 K 60 mer
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oligonucleotide spotted microarray slides (Agilent Technologies, Waldbronn, Germany,
design ID 028005). For experiments in which samples yielded <50 ng/µL of RNA, the
SPIA protocol was utilized. In this protocol, purified total RNA was amplified using an
Ovation PicoSL WTA System V2 Kit (NuGEN Technologies, Leek, The Netherlands). Per
sample, 2 µg amplified cDNA was Cy3-labeled using a SureTag DNA labeling Kit (Agilent
Technologies, Waldbronn, Germany). The Cy3-labeled DNA was hybridized overnight to
8 × 60 K 60 mer oligonucleotide spotted microarray slides (Agilent Technologies, Wald-
bronn, Germany, design ID 074809). For each protocol, hybridization and subsequent
washing and drying of the slides were performed following the Agilent hybridization
protocol. The dried slides were scanned at 2 µm/pixel resolution using the InnoScan is 900
(Innopsys, Carbonne, France). Image analysis was performed with Mapix 6.5.0 software,
and calculated values for all spots were saved as GenePix results files. Stored data were
evaluated using the R software (version 3.3.2) and the limma package (version 3.30.13)
from BioConductor (https://www.bioconductor.org, accessed on 20 October 2020). Gene
annotation was supplemented by NCBI gene IDs via biomaRt.

2.8. Organoid Assay

Sorted AT2 (CD45neg CD31neg EpCAMpos HTII-280pos) and CD274pos (CD45neg CD31neg

EpCAMpos HTII-280neg CD274pos) cells from both donor and IPF lungs were centrifuged
and resuspended in cell culture medium (RPMI Life Technologies, 10% FBS). Donor inter-
stitial fibroblasts from one donor lung were provided by the Giessen Biobank [24] and were
used as the mesenchymal component of the organoids. Mesenchymal (4000 cells/insert)
and epithelial cells (5000 AT2s or 4000 CD274pos) suspensions were mixed in 100 µL cell
culture media, followed by the addition of cold Matrigel® growth factor-reduced (Corning)
at a 1:1 dilution resulting in 200 µL final volume per insert. The Matrigel® cell suspension
was placed on the top of the filter membrane of the insert and incubated at 37 ◦C for 30 min.
Next, 350 µL of the medium was transferred to each well. Cells were incubated under
air–liquid conditions at 37 ◦C with 5% CO2 for 12 days. Media were changed three times
per week.

2.9. PCLS Culture and Dissociation

One segment of each explanted human IPF lung was filled with 1.5% Low Melt
Agarose (Bio-Rad) at 37 ◦C and allowed to cool on ice for 30 min. Blocks of tissue of
~3 cm × 3 cm × 4 cm (depth × width × height) were cut and prepared for sectioning using
a Vibrating Blade Microtome (Thermo Fisher, Waltham, MA, USA) at a thickness of 500 µm.
PCLSs were cultured for 3 days in DMEM/F12 (Gibco, Thermo Fisher, Waltham, MA, USA),
supplemented with 10% human serum (Human Serum Off The Clot, Biochrom, Berlin,
Germany) and 1% penicillin–streptomycin in the presence of DAPT (10–50 µM in DMSO)
or DMSO (1:1000; Sigma-Aldrich, Burlington, MA, USA). The medium was changed daily.
At the end of the experiment, PCLSs were dissociated using Dispase (1:10 dilution; Roche,
Basel, Switzerland) and 10 µg/µL DNase I for 45 min at 37 ◦C and processed for flow
cytometry (see above).

3. Results
3.1. CD274 mRNA Expression in Donor and IPF Lungs

We previously identified a population of AT2s in mice and humans that express high
levels of CD274 (also known as PD-L1) on their surface. In mice, these cells have quiescent
progenitor characteristics. In humans, their role during homeostasis and in pathological
conditions remains to be elucidated. To determine the mRNA expression level in the
epithelial compartment at the single-cell level, two recently published scNGS datasets
of donor and IPF lung cells (Kaminski and Banovich) were investigated (Figure S1). In
both datasets, CD274 expression was found in a subpopulation of AT2s, as well as in IPF-
specific aberrant basaloid and KRT5-/KRT17+ cells (Figure S1A). Although the expression
pattern was concordant between the two datasets, they disagreed on the change in CD274
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expression level between the donor and IPF AT2s (Figure S1A). To determine the potential
functional role of CD274 in pathogenesis, we searched the same databases for the expression
of its cognate receptor PD-1 (also known as the PDCD1 gene) and found that it is specifically
expressed in T cells, and its expression was increased in IPF (Figure S1B). Thus, the data
demonstrate that CD274 is expressed in human alveolar epithelial cells, and its expression
is modulated in IPF. The complementary expression of its receptor on the surface of T
cells suggests CD274 may play a functional role in the alveolar epithelium-immune cell
interaction. This result is supported by the previously reported high-level expression of
immune-related genes in IAAPs [11].

Next, focusing on the alveolar epithelial lineage (Figure 1A), we mined existing
scRNAseq (Kaminski [25], Kropski [26], and Stripp [27]; Figure 1B) for the presence of
CD274pos cells in donor lungs (Figure 1C), as well as in pathological lungs belonging to
the interstitial lung diseases (ILDs) spectrum, including IPF, NSIP, unclassifiable ILD, cHP,
and Sarcoidosis (Figure 1D–H). Our results indicated that CD274pos cells were detected
in the alveolar lineage of donor and pathological lungs (Figure 1I). A comparison of
CD274pos cells in control vs. fibrotic cells (across all ILDs) indicated that CD274 expression
is significantly increased in fibrotic vs. control lungs (p = 2.2 × 10−16) (Figure 1J). This
difference was also significant for the other aforementioned diseases (Figure 1K), suggesting
that CD274 expression is increased in ILDs. In the mouse model, we also reported that
Fgfr2b, Etv5, and the differentiation markers Sftpa, Sftpc, and Sftpb were upregulated in
activated IAAPs following pneumonectomy [11]. This result suggested that, in mice,
there is a general activation of Fgfr2b signaling in IAAPs in the context of repair. This
prompted us to investigate the status in human PD-L1pos cells of the Fgfr2b signature
identified in the mouse at embryonic day (E) 12.5 [28], E14.5 [29], and E16.5 [30]. In the
adult lung, this Fgfr2b signature is mostly present in the alveolar epithelium and is found
to be conserved between mice and humans ([30] and data not shown). Our results indicated
that this signature significantly increased in CD274pos cells in IPF vs. control (Figure 1L–N),
suggesting the reactivation of this AT2-specific developmental pathway in this population.

However, and as a note of caution, a direct comparison of two key genes in the FGFR2b
signature in humans in the donor (n = 4) and IPF (n = 4) CD274pos populations isolated
for this study from our biobank revealed that IPF CD274pos cells expressed lower levels
of FGFR2b and ETV5, compared with the corresponding expression in donor CD274pos

cells (Figure S2); this suggests important heterogeneity in terms of FGFR2b signaling
activation in IPF vs. donor CD274pos cells between different datasets. The significance of
FGFR2b signaling in the CD274pos cells is still unclear and may be related to the capacity
of these cells to display some of their progenitor-like characteristics, such as proliferation
and/or differentiation.

3.2. Cell-Surface CD274 Expression in Donor and IPF Lungs

To determine the functional pool of CD274, five donor and five end-stage IPF lung sam-
ples were dissociated into single-cell suspension and analyzed by flow cytometry. CD274
cell-surface expression was analyzed in the epithelial compartment (CD45neg CD31neg

EpCAMpos) as a function of HTII-280, an AT2 specific marker (Figure S3A–C). Confirming
previously published observations [31], the proportion of AT2s (Figure 2A, population Q1)
was drastically diminished in IPF—from an average of 80% in donors to approximately
25% in IPF epithelium. CD274 expression was not detected in AT2s, but a small HTII-
280neg CD274pos population (called CD274pos; from here on, population Q3) was present in
the donor and was statistically increased in the lungs of IPF patients (Figures 2A,B, and
S3D, population Q3 donor vs. IPF = 0.54% ± 0.255% vs. 10.48% ± 10.32%, respectively,
p < 0.001). Notably, the amount of cell-surface CD274 was similar between donor and
IPF cells, shown by the similar mean fluorescence intensity (MFI) of the Q3 population
between the donor and IPF (Figure 2C, average Log (MFI) donor vs. IPF = 3.81 ± 0.08 vs.
3.92 ± 0.18, p = 0.18).
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stitial lung disease, cHP: chronic hypersensitivity pneumonitis; (I) expression of CD274 (PD-L1), 

Figure 1. Single-cell transcriptome analysis of distal epithelium in control and end-stage fibrotic
donors: (A) dimensional reduction in integrated data, showing cell-type distribution, visualized by
UMAP; (B) dimensional reduction in integrated data derived from 3 published datasets, visualized by
UMAP, with cells colored by lab of origin; (C–H) distribution of cell density by disease. IPF: idiopathic
pulmonary fibrosis, NSIP: non-specific interstitial pneumonia, unclassifiable ILD: interstitial lung
disease, cHP: chronic hypersensitivity pneumonitis; (I) expression of CD274 (PD-L1), visualized by
UMAP; (J) expression of CD274 (PD-L1) in positive cells, comparing control and fibrotic datasets,
visualized by violin plots. The value underneath each violin represents number of expressing cells;
(K) expression of CD274 (PD-L1) in positive cells, comparing control and each fibrotic disease,
visualized by violin plots. The value underneath each violin represents number of expressing cells;
(L–N) expression of mouse Fgfr2b signatures identified at E12.5, E14.5, and E16.5 on human CD274
(PD-L1)-positive cells, comparing control and fibrotic datasets, visualized by violin plots.
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Figure 2. Cell-surface expression of CD274 in donor and IPF human lungs: (A) representative flow
cytometry panels of HTII-280 vs. CD274 expression in the epithelial compartment (CD45neg CD3neg

EpCAMpos) of donor and IPF lungs; (B) quantification of the HTII-280 vs. CD274 data shown in (A);
(C) quantification of the mean fluorescence intensity (MFI) of the CD274pos (Q3 population) in donor
and IPF samples; (D) representative flow cytometry panels of proSP-C vs. CD274 expression in the
epithelial compartment (CD45neg CD31neg EpCAMpos) of donor and IPF lungs; (E) quantification of
the proSP-C vs. CD274 data shown in (D). Statistical analysis was performed on log-transformed
values, and Student’s t-test was applied to determine statistical significance. * p < 0.05, *** p < 0.001.

In the mouse lung, CD274pos cells expressed low levels of the AT2 marker proSP-C,
and lineage tracing experiments showed that they belong to the AT2 lineage. Thus, we
analyzed the proSP-C and CD274 expression in the epithelial compartment of the same
donor and IPF samples, as in the previous analysis. Similar to the HTII-280 data, the
number of proSP-Cpos cells was drastically decreased (Q5, donor vs. IPF = 81.9% ± 7.05%
vs. 23.9%± 25.1%, p = 0.014, Figures 2D,E and S3E), and the number of CD274pos cells
was increased in the IPF lung (Q7 donor vs. IPF = 0.84 ± 0.34 vs. 13.58 ± 11.2, p < 0.001).
We also found that the CD274pos population was entirely proSP-C-negative (Figure 2D,E).
Taken together, these data suggest that, in the human lung, CD274 expression is confined
to a population of HTII-280neg proSP-Cneg epithelial cells that are increased in the IPF lung.
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3.3. Molecular Characterization of the CD274pos Population in Mouse and Human Lungs

To gain insight into the identity of the corresponding CD274pos population in the
human lung, four donor and four IPF epithelial populations were sorted according to
their HTII-280 vs. CD274 expression pattern (Figure 3A, populations Q1—HTII-280pos

CD274neg, Q3—HTII-280pos CD274pos and Q4—HTII-280neg CD274neg), and the expressions
of the SFTPC and SCGB1A1 lineage-specific markers were determined in these isolated
subpopulations by qPCR (Figure 3B). The Q1 and Q4 populations had patterns of expression
of SFTPC and SCGB1A1 consistent with their respective alveolar and conducting airway
lineages, while the Q3 population (CD274pos) cells expressed intermediate levels of SFTPC.
The difference in the expression levels of SCGB1A1 between Q3 and Q1 subpopulations in
either donor or IPF was not statistically significant (Figure 3B,C).
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Figure 3. Molecular phenotype of the CD274pos population: (A) representative sorting strategy to
isolate HTII-280pos CD274neg cells (Q1), HTII-280neg CD274pos cells (Q3), and HTII-280neg CD274neg

cells (Q4) in donors (n = 4) and IPF (n = 4); (B) corresponding SFTPC and SCGB1A1 mRNA quantifi-
cation by qPCR in Q1, Q3, and Q4 subpopulations in donors (n = 4) and IPF (n = 4); (C) representative
flow cytometry panel of tdTomato expression in the epithelial cell compartment of tamoxifen-treated
SftpcCreERT2/+: tdTomatoflox/flox mice (left panel). qPCR analysis of Sftpc and Scgb1a1 in the populations
sorted according to the level of tdTomato expression (middle and right panel). Data are represented
as means ± SEM. ** p < 0.01, *** p < 0.001, **** p < 0.0001.



Cells 2022, 11, 1593 10 of 16

Our previously published data [11] led to the identification of a population of alveolar
epithelial cells that express low levels of the lineage tracing fluorescence protein tdTomato
(Tomlow) alongside mature AT2s (Tomhigh, Figure 3C). The Tomlow population is enriched in
Cd274pos cells and bears quiescent progenitor capabilities [11]. To understand the molecular
phenotype of these populations, we performed a qPCR analysis of Sftpc (an AT2 marker)
and Scgb1a1 (a club cell marker) on sorted Tomhigh (corresponding to the Q1 subpopulation),
Tomlow (corresponding to the Q3 subpopulation). and Tomneg cells (corresponding to the
Q4 subpopulation) from tamoxifen-treated SftpcCreERT2/+: tdTomatoflox/flox mice. As expected,
the Tomhigh cells expressed high levels of the AT2 marker Sftpc and minimal levels of
the club cell marker Scgb1a1, while the Tomneg cells had the opposite expression pattern,
conforming to their conducting airway identity. Interestingly, the Tomlow population
had a level of Sftpc expression lower than mature AT2s but significantly higher than
Tomneg, supporting our conclusion that Tomlow cells belong to the AT2 lineage (Figure 3C).
Interestingly, TomLow cells displayed low levels of expression of Scgb1a1, similar to what
was observed in Tomhigh cells (Figure 3C).

Next, we carried out bulk RNA sequencing of isolated AT2s (Q1) and PD-L1 (Q3)
subpopulations from n = 2 donor and n = 2 IPF patients. First, we explored the status of the
AT2 signature in AT2s vs. PD-L1pos cells in donor and IPF. Similar to what we found in
the mouse [11], we found significantly lower levels of AT2 markers in PD-L1pos cells vs.
AT2s (Figure S4A). Interestingly, in our limited dataset, we did not observe any significant
difference in the AT2 signature within PD-L1pos cells of either donor or IPF. This result
supports our previous observation that FGFR2b signaling, which is known to promote AT2
differentiation, is not increased in PD-L1pos cells in IPF (Figure S2)

Next, we identified the most regulated pathways in AT2s and PD-L1pos cells in IPF
vs. donor (Figure S4B,C). In AT2s, the most dysregulated pathways were ribosome, focal
adhesion, staphylococcus infection, and chemokine signaling pathways. In PD-L1pos cells,
a very significant increase in the dynamic range of the changes observed between IPF and
donor was noted, compared with the dynamic range of changes observed in AT2s (−log10
(p-value)) = 23 vs. 12 in PD-L1pos cells vs. AT2s, respectively). This result suggests tonic
transcriptomic changes in the PD-L1pos cells between donors and IPF. The most relevant
dysregulated pathways in PD-L1pos cells were pathways in cancer, cell cycle, and Hippo
signaling. This limited transcriptomic analysis, which should be expanded in the future,
suggests that PD-L1pos cells display a lower AT2 signature, compared with mature AT2s,
and exhibit dysregulation in the expression of genes linked to cell proliferation.

3.4. In Vitro Clonogenic Potential

Mouse Tomlow cells combined with resident mesenchymal cells gave rise to fewer
organoids in 3D culture, compared with the AT2 population of Tomhigh cells [11]. To study
the in vitro clonogenic potential of the CD274pos population, CD274pos (Q3 population)
and AT2s (Q1 population) were sorted from two donor patients and cultured in Matrigel®

in the presence of donor-derived interstitial fibroblasts and in a medium permissive of AT2
growth for 12 days (see Materials and Methods). In this assay, sorted AT2s gave rise to
alveolospheres at the expected frequency (3–5%, Figure 4A). Although organoid formation
was initiated in the CD274pos population, the organoids failed to grow in the provided
conditions (Figure 4A). However, counting the number of initiated colonies revealed a
similar colony-initiating efficiency in this population, suggesting that these cells present
colony initiation potential but failed to undergo proliferation (graph in Figure 4A).
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Figure 4. In vitro clonogenic potential of human CD274pos epithelial cells: (A) representative images
of AT2- and CD274pos-derived organoids from two donor patients. Quantification of the CFE; (B) flow
cytometry panel of the day 0 analysis of HTII-280/CD274 expression in the epithelial compartment
of patient 2 used for PCLS generation and culture. Flow cytometry analysis of HTII-280/CD274
expression in the epithelial compartment of PCLSs (n = 3) cultured for 3 days compared with the
cells isolated at day 0 from the lung of patient 2; (C) quantification of the data in (B).

3.5. Ex Vivo Progenitor Potential

To study CD274 expression in a more physiological model, we generated precision-
cut lung slices (PCLSs) from one donor lung (patient 2, Figure 4A,B). After three days of
culture, PCLSs were dissociated, and CD274 expression was analyzed in the epithelial
compartment of three cultured PCLSs (Figure 4B). Cells isolated from the same patient
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at the time of PCLS generation were used as Day 0 control (Figure 4A). Flow cytometry
analysis showed an overall increase in CD274 expression in both HTII-280neg (Q3) and HTII-
280pos (Q2) populations, suggesting the expansion of CD274pos cells in ex vivo conditions
(Figure 4C). In the absence of lineage tracing, it is difficult to determine progenitor–progeny
relationships in this assay. However, the increase in proportion in both populations strongly
suggests the proliferation and differentiation of the original CD274pos population, which is
a hallmark of progenitor cells.

Interestingly, using mouse PCLSs to investigate the fate of lineage-traced alveolar
epithelial cells, we also reported a massive loss of mature AT2s, as well as amplification of
the IAAPs [11]. The increase in the percentage of HTII-280posCD274pos cells after 3 days of
culture could, therefore, represent the differentiation of CD274pos cells to HTII-280pos cells.

Taken together, our data demonstrate the existence of a CD274pos population in the
human lung, which is expanded in the IPF lung, and which has a similar phenotype and
functional behavior with the recently identified IAAPs in the mouse lung.

4. Discussion

The interplay between the immune system and structural cell types in the normal and
fibrotic lung is a subject of high research interest. Several studies have thus far pointed to
the role of the checkpoint molecule CD274 (PD-L1) in the mesenchymal compartment of
IPF patients [32–34], while its role in the epithelial compartment remains to be established.
We have previously shown that in the distal lung epithelium, CD274 expression is limited
to an alveolar epithelial population with quiescent progenitor properties. In this study, we
examined the cell-surface expression of CD274 in the epithelial compartment of the human
donor and IPF lung. Mining the published single-cell NGS data (Kaminski/Rosas, Banovich,
www.ipflcellatlas.org, (accessed on 15 December 2021)) of IPF lungs, we determined the
CD274 mRNA expression in AT2s, aberrant basaloid, and KRT5-/KRT17+ epithelial cells.
However, flow cytometry analysis of the functionally active, cell-surface-expressed CD274
identified a population with an intermediate AT2/conducting airway phenotype, which
was significantly increased in the lung of patients with IPF. This population revealed similar
molecular characteristics and in vitro behavior to the previously identified IAAPs [11].
Moreover, in an ex vivo model of donor PCLS culture, these cells were expanded, suggesting
that they have self-renewal capacity.

Although CD274 expression has been acknowledged in the alveolar and bronchiolar
compartments of the IPF lung [22], this is the first study that assesses its cell-surface
expression, which is related to its functional immune-suppressive role. In the context of IPF
and bleomycin-induced lung fibrosis, CD274 induction plays a role in the SMAD3/GSK3-
mediated fibroblast to myofibroblast fate induction and collagen deposition [33,34], and
in the IPF fibroblasts’ invasive properties [32,35]. In our study, although we detected low
levels of CD274 on the surface of mesenchymal cells (CD45neg CD31neg EpCAMneg), we
did not find any significant change in expression between the donor and IPF single-cell
preparations (data not shown). However, our cell isolation protocol used mild enzymatic
dissociation (dispase), which was optimized for the extraction and enrichment of viable
AT2 cells. In these conditions, mesenchymal cells are under-represented, and harsher
enzymatic dissociation protocols are necessary for their extraction, in particular from IPF
tissue [36]. Thus, in our publication, we refrain from concluding any difference in CD274
expression in the mesenchymal compartment of IPF patients.

We and others have shown that in IPF, the expression of PD-L1’s cognate receptor
PD-1 is increased on the surface of CD4+ T cells, strongly suggesting that the PD-1–PD-
L1 (CD274) interaction plays an important functional role in the context of lung fibrosis
(Supplemental Figure S1 and [33]). Indeed, PD-1-expressing CD4+ T cells secrete TGFβ
and IL17A, which, in turn, activate fibroblast collagen 1 secretion via a STAT3-mediated
mechanism [33]. In the mouse lung epithelium, expression of Cd274 was increased in
a population marked by low expression of the Tomato AT2 lineage label (Tomlow) [11],
and this population actively replenished the mature AT2 pool following alveolar injury

www.ipflcellatlas.org
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mediated by Fgfr2b deletion (termed injury-activated alveolar progenitors (IAAPs)) [12].
Similar to IAAPs, human donor CD274pos cells did not expand significantly in alveolar-
permissive 3D cell culture conditions. However, a higher number of CD274pos AT2 and
non-AT2 cells emerged in cultured donor PCLS. Further experiments are needed to establish
lineage relationships between various populations of CD274-expressing cells in this model,
but our data clearly show the expansion of this population.

Expression of CD274 has been noted at the mRNA level in AT2s in the previously
published scNGS data (Kaminski and Banovich) (Figure 1), but the consistent cell-surface
expression in this cell type was seen only after PCLS culture, suggesting different levels
of regulation at the mRNA and cell-surface protein level. Interestingly, CD274 mRNA
expression was also noted in a very small subpopulation of AT2s (less than 0.45%), which
expands in the lungs of chronic obstructive pulmonary dysplasia. This population has
particular inflammatory properties, such as pro-inflammatory cytokine secretion, but
CD274 expression at the cell-surface level in these cells has not been analyzed [23].

In this study, using formaldehyde-fixed IPF and donor lungs, we also performed
IF with commercially available antibodies raised against a 17 amino acid peptide from
near the center of human CD274 (data not shown). Despite optimization, we failed to
detect a meaningful CD274 signal in these samples. In the future, it will be critical to
determine the localization of CD274pos epithelial progenitor cells in IPF and donor lungs
using alternative methods.

The functional role of CD274 expression in the lung epithelium remains an open
question. It is well known that CD274 plays an important immuno-suppressive role in
various cancers, conferring immune evading capabilities to the expressing transformed
cells [14,37]. However, CD274 is expressed widely in healthy tissues, suggesting that it
has an important functional homeostatic role. Indeed, a variety of tissues and cell types
(testis, brain, eye) are preferentially protected from the immune system, a phenomenon
known as an immune privilege, a process in which CD274 plays an important role [38].
It also protects hematopoietic stem cells against premature removal from circulation [39]
and marks a population of quiescent progenitors that regenerate Lgr5-expressing intestinal
stem cells [40]. In the hair follicle, CD274 plays an important role in the progression of
the hair cycle, potentially conferring protection to hair follicle stem cells located in the
bulge area of the outer root sheath during the catagen phase [41]. Consistent with the role
of CD274 in the immune tolerance of healthy tissues, treatment with anti-PD-1/PD-L1
antibody for various malignancies results in serious side effects such as gastrointestinal
toxicity, skin rashes, and alopecia [42], as well as kidney, liver, and lung injury [43].

Checkpoint inhibitors (CPIs) are widely used in the treatment of non-small-cell lung
adenocarcinoma (NSCLC). However, pneumonitis is an important side effect of CPI therapy
(10–20% of patients) [44]. Moreover, the pre-existence of interstitial lung diseases before
cancer diagnosis increases the risk of CPI-induced pneumonia, suggesting an important
functional role of the population of PD-L1-expressing cells [16]. Our results, although not
fully proven, point to the direction of an immune-protective role of a potential epithelial
progenitor in the human lung, whose precise identity and lineage composition remains to
be further elucidated. Several studies proposed that CPI therapy might be beneficial to
limit the fibro-proliferative reaction in IPF [32,35].

Indeed, CD274 expression downstream of P53 was reported to be increased in IPF
vs. donor human lung fibroblasts and correlates with the invasive capabilities of IPF
fibroblasts in vitro. In addition, blocking CD274 using neutralizing antibodies following
injection of CD274pos IPF fibroblast in SCID mice, a humanized mouse model, attenuated
fibrosis development [32]. It was also shown that CD274 expression downstream of TGFβ1
mediates lung fibroblasts to myofibroblast transition through SMAD3 and GSK3b/β-
catenin signaling [34,37]. However, our data, together with the clinical studies mentioned
above, suggest that CD274 inhibition, unless specifically targeted, might further injure the
already precarious lung epithelial compartment in IPF.
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0/cells11101593/s1, Figure S1: Expression of CD274 mRNA in donor and IPF lungs, Figure S2: Expression
of FGFR2B and ETV5 in donor and IPF-derived CD274pos cells, Figure S3: Cell-surface expression of
CD274 in donor and IPF human lungs, Figure S4: Transcriptomic analysis of donor and IPF-derived
AT2 and CD274pos cell populations, Table S1: Antibodies used for flow cytometry staining, Table S2:
qPCR primers.

Author Contributions: Conceptualization, S.B., N.A. and R.M.W.; data curation, J.W.; formal analysis,
N.A., G.C., M.R.J., A.N., I.S., J.W., N.B., F.K., S.B. and R.M.W.; investigation, N.A., R.M.W., I.S. and
J.W.; methodology, J.W., F.K., A.N. and N.B.; project administration, S.B.; resources, C.R., A.G. and
S.B.; supervision, S.B.; writing—original draft preparation, N.A. and R.M.W.; writing—review and
editing, S.B., M.R.J., A.G., J.-S.Z. and C.C. All authors have read and agreed to the published version
of the manuscript.

Funding: This study was supported in part by the RARE-ILD consortium (European Joint Program
on Rare Diseases, EJP-RD), the Lung Fibrosis Stipend of the Lung Clinic Waldhof Elgershausen, the
Clinical Research Group (KFO) 309 (Virus-induced Lung Injury, German Research Council, DFG),
and by the Deutsche Forschungsgemeinschaft (DFG; BE4443/1-1, BE4443/4-1, BE4443/6-1, KFO309
P7–project Z1, and SFB1213-projects A02 and A04) and DZL.

Institutional Review Board Statement: This study was conducted according to the guidelines of the
Declaration of Helsinki and was approved by the Ethics Committee of the Justus-Liebig University,
School of Medicine (No. 31/93, 29/01, and No. 111/08: European IPF Registry), and informed consent
was obtained in written form from each subject. Animal studies were performed in accordance with
the Helsinki convention for the use and care of animals and were approved by the local authorities at
Regierungspräsidium Giessen (G7/2017-No. 844-GP and G11/2019-No. 931-GP).

Informed Consent Statement: Informed consent was obtained from all subjects involved in the
study prior to biospecimen collection.

Data Availability Statement: Transcriptomic data are publicly available at the following location:
Microarray data for the isolated AT2s and PD-L1pos cells from donor and IPF lungs are available
under the accession number GSE195770.

Acknowledgments: The authors would like to thank Gabriela Dahlem (Giessen Biobank) and
Gabriela Michel (FACS core facility).

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

References
1. Fehrenbach, H. Alveolar Epithelial Type II Cell: Defender of the Alveolus Revisited. Respir. Res. 2001, 2, 33–46. [CrossRef]

[PubMed]
2. Kannan, S.; Huang, H.; Seeger, D.; Audet, A.; Chen, Y.; Huang, C.; Gao, H.; Li, S.; Wu, M. Alveolar Epithelial Type II Cells Activate

Alveolar Macrophages and Mitigate, P. Aeruginosa Infection. PLoS ONE 2009, 4, e4891. [CrossRef] [PubMed]
3. Mock, J.R.; Garibaldi, B.T.; Aggarwal, N.R.; Jenkins, J.; Limjunyawong, N.; Singer, B.D.; Chau, E.; Rabold, R.; Files, D.C.; Sidhaye,

V.; et al. Foxp3+ Regulatory T Cells Promote Lung Epithelial Proliferation. Mucosal Immunol. 2014, 7, 1440. [CrossRef] [PubMed]
4. Sato, K.; Tomioka, H.; Shimizu, T.; Gonda, T.; Ota, F.; Sano, C. Type II Alveolar Cells Play Roles in Macrophage-Mediated

Host Innate Resistance to Pulmonary Mycobacterial Infections by Producing Proinflammatory Cytokines. J. Infect. Dis. 2002,
185, 1139–1147. [CrossRef] [PubMed]

5. Reddy, R.; Buckley, S.; Doerken, M.; Barsky, L.; Weinberg, K.; Anderson, K.D.; Warburton, D.; Driscoll, B. Isolation of a Putative
Progenitor Subpopulation of Alveolar Epithelial Type 2 Cells. Am. J. Physiol. Lung Cell. Mol. Physiol. 2004, 286, L658–L667.
[CrossRef] [PubMed]

6. Chapman, H.A.; Li, X.; Alexander, J.P.; Brumwell, A.; Lorizio, W.; Tan, K.; Sonnenberg, A.; Wei, Y.; Vu, T.H. Integrin A6β4
Identifies an Adult Distal Lung Epithelial Population with Regenerative Potential in Mice. J. Clin. Investig. 2011, 121, 2855–2862.
[CrossRef]

7. Nabhan, A.N.; Brownfield, D.G.; Harbury, P.B.; Krasnow, M.A.; Desai, T.J. Single-Cell Wnt Signaling Niches Maintain Stemness of
Alveolar Type 2 Cells. Science 2018, 359, 1118–1123. [CrossRef]

8. Zacharias, W.J.; Frank, D.B.; Zepp, J.A.; Morley, M.P.; Alkhaleel, F.A.; Kong, J.; Zhou, S.; Cantu, E.; Morrisey, E.E. Regeneration of
the Lung Alveolus by an Evolutionarily Conserved Epithelial Progenitor. Nature 2018, 555, 251–255. [CrossRef]

9. Reyfman, P.A.; Walter, J.M.; Joshi, N.; Anekalla, K.R.; McQuattie-Pimentel, A.C.; Chiu, S.; Fernandez, R.; Akbarpour, M.; Chen,
C.I.; Ren, Z.; et al. Single-Cell Transcriptomic Analysis of Human Lung Provides Insights into the Pathobiology of Pulmonary
Fibrosis. Am. J. Respir. Crit. Care Med. 2019, 199, 1517–1536. [CrossRef]

https://www.mdpi.com/article/10.3390/cells11101593/s1
https://www.mdpi.com/article/10.3390/cells11101593/s1
http://doi.org/10.1186/rr36
http://www.ncbi.nlm.nih.gov/pubmed/11686863
http://doi.org/10.1371/journal.pone.0004891
http://www.ncbi.nlm.nih.gov/pubmed/19305493
http://doi.org/10.1038/mi.2014.33
http://www.ncbi.nlm.nih.gov/pubmed/24850425
http://doi.org/10.1086/340040
http://www.ncbi.nlm.nih.gov/pubmed/11930324
http://doi.org/10.1152/ajplung.00159.2003
http://www.ncbi.nlm.nih.gov/pubmed/12922980
http://doi.org/10.1172/JCI57673
http://doi.org/10.1126/science.aam6603
http://doi.org/10.1038/nature25786
http://doi.org/10.1164/rccm.201712-2410OC


Cells 2022, 11, 1593 15 of 16

10. Travaglini, K.J.; Nabhan, A.N.; Penland, L.; Sinha, R.; Gillich, A.; Sit, R.V.; Chang, S.; Conley, S.D.; Mori, Y.; Seita, J.; et al. A
Molecular Cell Atlas of the Human Lung from Single-Cell RNA Sequencing. Nature 2020, 587, 619–625. [CrossRef]

11. Ahmadvand, N.; Khosravi, F.; Lingampally, A.; Wasnick, R.; Vazquez-Armendariz, I.; Carraro, G.; Heiner, M.; Rivetti, S.; Lv,
Y.; Wilhelm, J.; et al. Identification of a Novel Subset of Alveolar Type 2 Cells Enriched in PD-L1 and Expanded Following
Pneumonectomy. Eur. Respir. J. 2021, 58, 2004168. [CrossRef] [PubMed]

12. Ahmadvand, N.; Lingampally, A.; Khosravi, F.; Vazquez-Armendariz, I.; Rivetti, S.; Wilhelm, J.; Herold, S.; Barreto, G.; Koepke, J.;
Samakovlis, C.; et al. Fgfr2b Signaling Is Essential for the Maintenance of the Alveolar Epithelial Type 2 Lineage during Lung
Homeostasis in Mice. bioRxiv 2022. [CrossRef]

13. Okazaki, T.; Honjo, T. PD-1 and PD-1 Ligands: From Discovery to Clinical Application. Int. Immunol. 2007, 19, 813–824. [CrossRef]
[PubMed]

14. Sznol, M.; Chen, L. Antagonist Antibodies to PD-1 and B7-H1 (PD-L1) in the Treatment of Advanced Human Cancer. Clin. Cancer
Res. 2013, 19, 1021–1034. [CrossRef]

15. Sharpe, A.H.; Wherry, E.J.; Ahmed, R.; Freeman, G.J. The Function of Programmed Cell Death 1 and Its Ligands in Regulating
Autoimmunity and Infection. Nat. Immunol. 2007, 8, 239–245. [CrossRef]

16. Yamazaki, T.; Akiba, H.; Iwai, H.; Matsuda, H.; Aoki, M.; Tanno, Y.; Shin, T.; Tsuchiya, H.; Pardoll, D.M.; Okumura, K.; et al.
Expression of Programmed Death 1 Ligands by Murine T Cells and APC. J. Immunol. 2002, 169, 5538–5545. [CrossRef]

17. Jin, H.-T.; Ahmed, R.; Okazaki, T. Role of PD-1 in Regulating T-Cell Immunity. Curr. Top. Microbiol. Immunol. 2011, 350, 17–37.
[CrossRef]

18. Zhang, C.; Wang, H.; Wang, X.; Zhao, C.; Wang, H. CD44, a Marker of Cancer Stem Cells, Is Positively Correlated with PD-L1
Expression and Immune Cells Infiltration in Lung Adenocarcinoma. Cancer Cell Int. 2020, 20, 583. [CrossRef]

19. Larsen, T.V.; Hussmann, D.; Nielsen, A.L. PD-L1 and PD-L2 Expression Correlated Genes in Non-Small-Cell Lung Cancer. Cancer
Commun. 2019, 39, 1–14. [CrossRef]

20. He, J.; Hu, Y.; Hu, M.; Li, B. Development of PD-1/PD-L1 Pathway in Tumor Immune Microenvironment and Treatment for
Non-Small Cell Lung Cancer. Sci. Rep. 2015, 5, 13110. [CrossRef]

21. Fife, B.T.; Pauken, K.E. The Role of the PD-1 Pathway in Autoimmunity and Peripheral Tolerance. Ann. N. Y. Acad. Sci. 2011,
1217, 45–59. [CrossRef] [PubMed]

22. Kronborg-white, S.; Madsen, L.B.; Bendstrup, E.; Poletti, V. PD-L1 Expression in Patients with Idiopathic Pulmonary Fibrosis. J.
Clin. Med. 2021, 10, 5562. [CrossRef] [PubMed]

23. Watanabe, N.; Nakayama, J.; Fujita, Y.; Mori, Y.; Kadota, T.; Shimomura, I.; Ohtsuka, T.; Okamoto, K.; Araya, J.; Kuwano, K.; et al.
Anomalous Epithelial Variations and Ectopic Inflammatory Response in Chronic Obstructive Pulmonary Disease. medRxiv 2021.
[CrossRef]

24. Korfei, M.; Stelmaszek, D.; MacKenzie, B.A.; Skwarna, S.; Chillappagari, S.; Bach, A.C.; Ruppert, C.; Saito, S.; Mahavadi, P.;
Klepetko, W.; et al. Comparison of the Antifibrotic Effects of the Pan-Histone Deacetylase-Inhibitor Panobinostat versus the
IPF-Drug Pirfenidone in Fibroblasts from Patients with Idiopathic Pulmonary Fibrosis. PLoS ONE 2018, 13, e0207915. [CrossRef]
[PubMed]

25. Adams, T.S.; Schupp, J.C.; Poli, S.; Ayaub, E.A.; Neumark, N.; Ahangari, F.; Chu, S.G.; Raby, B.A.; DeIuliis, G.; Januszyk, M.; et al.
Single-Cell RNA-Seq Reveals Ectopic and Aberrant Lung-Resident Cell Populations in Idiopathic Pulmonary Fibrosis. Sci. Adv.
2020, 6, eaba1983. [CrossRef]

26. Habermann, A.C.; Gutierrez, A.J.; Bui, L.T.; Yahn, S.L.; Winters, N.I.; Calvi, C.L.; Peter, L.; Chung, M.I.; Taylor, C.J.; Jetter, C.; et al.
Single-Cell RNA Sequencing Reveals Profibrotic Roles of Distinct Epithelial and Mesenchymal Lineages in Pulmonary Fibrosis.
Sci. Adv. 2020, 6, eaba1972. [CrossRef]

27. Xu, Y.; Mizuno, T.; Sridharan, A.; Du, Y.; Guo, M.; Tang, J.; Wikenheiser-Brokamp, K.A.; Perl, A.-K.T.; Funari, V.A.; Gokey, J.J.;
et al. Single-Cell RNA Sequencing Identifies Diverse Roles of Epithelial Cells in Idiopathic Pulmonary Fibrosis. JCI Insight 2016,
1, e90558. [CrossRef]

28. Jones, M.R.; Dilai, S.; Lingampally, A.; Chao, C.M.; Danopoulos, S.; Carraro, G.; Mukhametshina, R.; Wilhelm, J.; Baumgart-Vogt,
E.; Al Alam, D.; et al. A Comprehensive Analysis of Fibroblast Growth Factor Receptor 2b Signaling on Epithelial Tip Progenitor
Cells During Early Mouse Lung Branching Morphogenesis. Front. Genet. 2019, 9, 746. [CrossRef]

29. Jones, M.R.; Lingampally, A.; Wu, J.; Sedighi, J.; Ahmadvand, N.; Wilhelm, J.; Vazquez-Armendariz, A.I.; Herold, S.; Chen, C.;
Zhang, J.S.; et al. Evidence for Overlapping and Distinct Biological Activities and Transcriptional Targets Triggered by Fibroblast
Growth Factor Receptor 2b Signaling between Mid- and Early Pseudoglandular Stages of Mouse Lung Development. Cells 2020,
9, 1274. [CrossRef]

30. Jones, M.R.; Chong, L.; Limgapally, A.R.; Wilhem, J.; Ansari, M.; Schiller, H.B.; Carraro, G.; Bellusci, S. Characterization of
Alveolar Epithelial Lineage Heterogeneity during the Late Pseudoglandular Stage of Mouse Lung Development. bioRxiv 2022.
[CrossRef]

31. Wasnick, R.M.; Shalashova, I.; Wilhelm, J.; Khadim, A.; Schmidt, N.; Hackstein, H.; Hecker, A.; Hoetzenecker, K.; Seeger, W.;
Bellusci, S.; et al. Differential LysoTracker Uptake Defines Two Populations of Distal Epithelial Cells in Idiopathic Pulmonary
Fibrosis. Cells 2022, 11, 235. [CrossRef] [PubMed]

http://doi.org/10.1038/s41586-020-2922-4
http://doi.org/10.1183/13993003.04168-2020
http://www.ncbi.nlm.nih.gov/pubmed/33863742
http://doi.org/10.1101/2022.01.26.477823
http://doi.org/10.1093/intimm/dxm057
http://www.ncbi.nlm.nih.gov/pubmed/17606980
http://doi.org/10.1158/1078-0432.CCR-12-2063
http://doi.org/10.1038/ni1443
http://doi.org/10.4049/jimmunol.169.10.5538
http://doi.org/10.1007/82_2010_116
http://doi.org/10.1186/s12935-020-01671-4
http://doi.org/10.1186/s40880-019-0376-6
http://doi.org/10.1038/srep13110
http://doi.org/10.1111/j.1749-6632.2010.05919.x
http://www.ncbi.nlm.nih.gov/pubmed/21276005
http://doi.org/10.3390/jcm10235562
http://www.ncbi.nlm.nih.gov/pubmed/34884264
http://doi.org/10.1101/2020.12.03.20242412
http://doi.org/10.1371/journal.pone.0207915
http://www.ncbi.nlm.nih.gov/pubmed/30481203
http://doi.org/10.1126/sciadv.aba1983
http://doi.org/10.1126/sciadv.aba1972
http://doi.org/10.1172/jci.insight.90558
http://doi.org/10.3389/fgene.2018.00746
http://doi.org/10.3390/cells9051274
http://doi.org/10.1101/2022.01.05.475053
http://doi.org/10.3390/cells11020235
http://www.ncbi.nlm.nih.gov/pubmed/35053350


Cells 2022, 11, 1593 16 of 16

32. Geng, Y.; Liu, X.; Liang, J.; Habiel, D.M.; Kulur, V.; Coelho, A.L.; Deng, N.; Xie, T.; Wang, Y.; Liu, N.; et al. PD-L1 on Invasive
Fibroblasts Drives Fibrosis in a Humanized Model of Idiopathic Pulmonary Fibrosis. JCI Insight 2019, 4, e125326. [CrossRef]
[PubMed]

33. Celada, L.J.; Kropski, J.A.; Herazo-Maya, J.D.; Luo, W.; Creecy, A.; Abad, A.T.; Chioma, O.S.; Lee, G.; Hassell, N.E.; Shaginurova,
G.I.; et al. PD-1 up-Regulation on CD4 + T Cells Promotes Pulmonary Fibrosis through STAT3-Mediated IL-17A and TGF-B1
Production. Sci. Transl. Med. 2018, 10, eaar8356. [CrossRef] [PubMed]

34. Guo, X.; Sunil, C.; Adeyanju, O.; Parker, A.; Huang, S.; Ikebe, M.; Tucker, T.A.; Idell, S.; Qian, G. PD-L1 Mediates Lung Fibroblast
to Myofibroblast Transition through Smad3 and β-Catenin Signaling Pathways. Sci. Rep. 2022, 12, 3053. [CrossRef] [PubMed]

35. Cui, L.; Chen, S.Y.; Lerbs, T.; Lee, J.W.; Domizi, P.; Gordon, S.; Kim, Y.-H.; Nolan, G.; Betancur, P.; Wernig, G. Activation of JUN in
Fibroblasts Promotes Pro-Fibrotic Programme and Modulates Protective Immunity. Nat. Commun. 2020, 11, 2795. [CrossRef]
[PubMed]

36. Tighe, R.M.; Misharin, A.V.; Jakubzick, C.V.; Brinkman, R.; Curtis, J.L.; Duggan, R.; Freeman, C.M.; Herold, S.; Janssen, W.;
Nakano, H.; et al. Improving the Quality and Reproducibility of Flow Cytometry in the Lung. An Official American Thoracic
Society Workshop Report. Am. J. Respir. Cell Mol. Biol. 2019, 61, 150–161. [CrossRef]

37. Robert, C. A Decade of Immune-Checkpoint Inhibitors in Cancer Therapy. Nat. Commun. 2020, 11, 3801. [CrossRef]
38. Wang, L.L.; Li, Z.H.; Hu, X.H.; Muyayalo, K.P.; Zhang, Y.H.; Liao, A.H. The Roles of the PD-1/PD-L1 Pathway at Immunologically

Privileged Sites. Am. J. Reprod. Immunol. 2017, 78, e12710. [CrossRef]
39. Zhang, C.C. Hematopoietic Stem Cells: Interplay with Immunity. Am. J. Blood Res. 2012, 2, 219.
40. Jadhav, U.; Saxena, M.; O’Neill, N.K.; Saadatpour, A.; Yuan, G.C.; Herbert, Z.; Murata, K.; Shivdasani, R.A. Dynamic Reorganiza-

tion of Chromatin Accessibility Signatures during Dedifferentiation of Secretory Precursors into Lgr5+ Intestinal Stem Cells. Cell
Stem Cell 2017, 21, 65–77.e5. [CrossRef]

41. Zhou, L.; Wen, L.; Sheng, Y.; Lu, J.; Hu, R.; Wang, X.; Lu, Z.; Yang, Q. The PD-1/PD-L1 Pathway in Murine Hair Cycle Transition:
A Potential Anagen Phase Regulator. Arch. Dermatol. Res. 2021, 313, 751–758. [CrossRef] [PubMed]

42. Zarbo, A.; Belum, V.R.; Sibaud, V.; Oudard, S.; Postow, M.A.; Hsieh, J.J.; Motzer, R.J.; Busam, K.J.; Lacouture, M.E. Immune-
Related Alopecia (Areata and Universalis) in Cancer Patients Receiving Immune Checkpoint Inhibitors. Br. J. Dermatol. 2017,
176, 1649–1652. [CrossRef] [PubMed]

43. Martins, F.; Sofiya, L.; Sykiotis, G.P.; Lamine, F.; Maillard, M.; Fraga, M.; Shabafrouz, K.; Ribi, C.; Cairoli, A.; Guex-Crosier, Y.;
et al. Adverse Effects of Immune-Checkpoint Inhibitors: Epidemiology, Management and Surveillance. Nat. Rev. Clin. Oncol.
2019, 16, 563–580. [CrossRef]

44. Suzuki, Y.; Karayama, M.; Uto, T.; Fujii, M.; Matsui, T.; Asada, K.; Kusagaya, H.; Kato, M.; Matsuda, H.; Matsuura, S.; et al.
Assessment of Immune-Related Interstitial Lung Disease in Patients with NSCLC Treated with Immune Checkpoint Inhibitors: A
Multicenter Prospective Study. J. Thorac. Oncol. 2020, 15, 1317–1327. [CrossRef] [PubMed]

http://doi.org/10.1172/jci.insight.125326
http://www.ncbi.nlm.nih.gov/pubmed/30763282
http://doi.org/10.1126/scitranslmed.aar8356
http://www.ncbi.nlm.nih.gov/pubmed/30257954
http://doi.org/10.1038/s41598-022-07044-3
http://www.ncbi.nlm.nih.gov/pubmed/35197539
http://doi.org/10.1038/s41467-020-16466-4
http://www.ncbi.nlm.nih.gov/pubmed/32493933
http://doi.org/10.1165/rcmb.2019-0191ST
http://doi.org/10.1038/s41467-020-17670-y
http://doi.org/10.1111/aji.12710
http://doi.org/10.1016/j.stem.2017.05.001
http://doi.org/10.1007/s00403-020-02169-9
http://www.ncbi.nlm.nih.gov/pubmed/33399960
http://doi.org/10.1111/bjd.15237
http://www.ncbi.nlm.nih.gov/pubmed/27943234
http://doi.org/10.1038/s41571-019-0218-0
http://doi.org/10.1016/j.jtho.2020.04.002
http://www.ncbi.nlm.nih.gov/pubmed/32289515

	Introduction 
	Materials and Methods 
	Human Specimens 
	Mouse Experiments 
	Human Lung Tissue Dissociation 
	Mouse Lung Tissue Dissociation 
	Flow Cytometry and Sorting 
	RNA Extraction and Quantitative Real-Time PCR 
	Microarray Data 
	Organoid Assay 
	PCLS Culture and Dissociation 

	Results 
	CD274 mRNA Expression in Donor and IPF Lungs 
	Cell-Surface CD274 Expression in Donor and IPF Lungs 
	Molecular Characterization of the CD274pos Population in Mouse and Human Lungs 
	In Vitro Clonogenic Potential 
	Ex Vivo Progenitor Potential 

	Discussion 
	References

