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The establishment of COPD organoids to
study host-pathogen interaction reveals
enhanced viral fitness of SARS-CoV-2 in
bronchi

Louisa L. Y. Chan1 , Danielle E. Anderson 2, Hong Sheng Cheng 1,
Fransiskus Xaverius Ivan1, Si Chen3, Adrian E. Z. Kang 2, Randy Foo2,
Akshamal M. Gamage2, Pei Yee Tiew1,4,5, Mariko Siyue Koh4,5,
Ken Cheah Hooi Lee4,5, Kristy Nichol6, Prabuddha S. Pathinayake6,
Yik Lung Chan7, Tsin Wen Yeo1,8, Brian G. Oliver7,9, Peter A. B. Wark 6,10,
Linbo Liu 3,11, Nguan Soon Tan 1,12, Lin-Fa Wang 2,13,15 &
Sanjay H. Chotirmall 1,14,15

Chronic obstructive pulmonary disease (COPD) is characterised by airflow
limitation and infective exacerbations, however, in-vitromodel systems for the
study of host-pathogen interaction at the individual level are lacking. Here, we
describe the establishment of nasopharyngeal and bronchial organoids from
healthy individuals and COPD that recapitulate disease at the individual level.
In contrast to healthy organoids, goblet cell hyperplasia and reduced ciliary
beat frequency were observed in COPD organoids, hallmark features of the
disease. Single-cell transcriptomics uncovered evidence for altered cellular
differentiation trajectories in COPD organoids. SARS-CoV-2 infection of COPD
organoids revealed more productive replication in bronchi, the key site of
infection in severe COVID-19. Viral and bacterial exposure of organoids
induced greater pro-inflammatory responses in COPD organoids. In summary,
we present an organoidmodel that recapitulates the in vivo physiological lung
microenvironment at the individual level and is amenable to the study of host-
pathogen interaction and emerging infectious disease.

Chronic Obstructive Pulmonary Disease (COPD) is a chronic inflam-
matory respiratory disease of high globalmorbidity andmortality1. It is
characterized by the development of progressive irreversible airflow
limitation, heterogenous endophenotypes and differing disease tra-
jectories between individual patients2,3. Patients suffer from persistent
and progressive respiratory symptoms, impaired lung function,
structural pulmonary abnormalities and exacerbations4. Patients with
COPD also demonstrate a higher prevalence of developing co-
morbidities such as cardiovascular disease that associate with poorer
clinical outcomes and higher risks ofmortality5. As the complexity and

heterogeneity of COPD between individual patients is now widely
recognized, cellular-based research remains highly challenging
because of the lack of suitable experimental models that re-capitulate
the disease at the individual level6,7. Small animal models including
mice, guinea pigs and rabbits have all been used to study COPD,
however, they cannot recapitulate the genetics and epigenetics of
human disease, need COPD to be induced and once established does
not necessarily mimic the entire clinical spectrum of observed endo-
phenotypes in individual patients8,9. Therefore, establishing next
generation cellular models that overcome such limitations and
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account for individual variationwill be critical to better understand the
molecular mechanisms that underpin infection and treatment
responses at the individual level inCOPD, permitting the application of
bench-based precision medicine.

To facilitate such personalized studies, developing readily acces-
sible in vitro models that reproduce the airway microenvironment in
COPD at the individual level is paramount. To date, there remains a
lack of suitable experimental models for the study of host-pathogen
interaction inCOPD. The past decade haswitnessedmajor advances to
the generation of stem cell-derived organoids, that incorporate mul-
tiple cell types within a 3-dimensional architecture10. Organoids
represent a laboratory tool to recapitulate tissue-specific functional
characteristics of their respective organ and facilitate the study of
host-pathogen interaction. Human lung organoid models, reprodu-
cing the epithelial organization of their respective anatomical region,
have been successfully generated from nasal11,12, bronchial13 and
alveolar tissues14,15 using adult or pluripotent stem cells as starting
materials16–18. Lung organoids have been used to study lung cancer13,19

and cystic fibrosis13 and to evaluate infection including respiratory
syncytial virus (RSV)13, enterovirus20, cryptosporidium21, influenza22,23,
and recently severe acute respiratory syndrome coronavirus 2 (SARS-
CoV-2)24–26. Clinical and epidemiological data indicate that COPD
associates with severe COVID-19 outcomes including a higher risk of
hospitalization and death although driving mechanisms are
lacking27–34.

Other than viral infection, bacterial infection accounts for a sig-
nificant proportion of exacerbations in COPD, with the predominant
species isolated including Streptococcus pneumoniae and Pseudomo-
nas aeruginosa35.

Here, we show the establishment and characterization of COPD
lung organoids and apply these to the study of host-pathogen inter-
action, including SARS-CoV-2 and Pseudomonas aeruginosa. Our COPD
organoid models recapitulate the in vivo physiological lung micro-
environment and result in elevated inflammatory responses to viral
and bacterial infections.

Results
Establishment and characterization of human nasopharyngeal
and bronchial organoids
Primary human nasopharyngeal and bronchial organoids (NPOs and
BOs, respectively) were established by methods previously reported
with modification (Fig. 1a)13. A well-differentiated airway organoid
develops a single or occasionally multiple lumen(s) lined by club,
goblet, and ciliated cells. Basal cells are located exteriorly and motile
cilia facilitating mucus swirling were visualized toward the interior
(Fig. 1b, c, Supplementary Fig. 1 and Supplementary video 1). Immu-
nofluorescence staining of non-diseased organoids demonstrated
cellular markers for tumor protein 63 (TP63) + basal cells, secretoglo-
bin Family 1 A Member 1 (SCGB1A1) + club cells, acetylated-α-tubulin
(Ac-tubulin)+ ciliated cells and mucin 5AC (MUC5AC) + goblet cells in
both NPOs and BOs (Fig. 1b, c, Supplementary Fig. 1). Marked differ-
ences were observed between NPOs and BOs, notably BOs were more
ciliated with extensive Ac-tubulin+ cilia structures and higher FOXJ1
gene expression (Fig. 1b, c, Supplementary Fig. 1). Quantitative PCR
(qPCR) confirmed that BOs express significantly higher TP63, SCGB1A1
and FOXJ1 compared with NPOs although, similarMUC5AC expression
was detected between NPOs and BOs (Fig. 1d–g).

Nasopharyngeal and bronchial organoids derived from COPD
patients demonstrate higher MUC5AC gene expression and
goblet cells
NPOs and BOs derived from COPD subjects (GOLD stage B, C and D)
contain all the cell types observed in non-diseasedorganoids (Fig. 2a, b,
Supplementary Fig. 1). A greater abundance of goblet cells was char-
acteristic of COPD organoids, including significantly elevatedMUC5AC

gene expression in COPD compared to non-diseased NPOs (Fig. 2a–c).
In COPD BOs, diminished club and ciliated cell populations were evi-
dent, characteristic of the disease state (Supplementary Fig. 1, 2b, c).
WhenCOPDorganoidswere stratifiedby exacerbations in their donors,
an increasing exacerbation frequency significantly related to a higher
MUC5AC gene expression in their respective organoid culture (Fig. 2d).
A close relationship is observed with pulmonary function, where those
with the poorest lung function (<30% FEV1 % predicted) demonstrate
the highest MUC5AC gene expression, further exemplified by a sig-
nificant inverse relationship between MUC5AC gene expression and
FEV1 % predicted (R = −0.5890; p =0.0008; Fig. 2e, f). Importantly, this
cellular association to clinical COPD correlates does not extend to
other cell types present in the organoid model (Supplementary Fig. 2).
COPD exhibits an impaired mucociliary clearance that predisposes to
infection, and the presence of such dysfunction was assessed in the
derived non-diseased and COPD BOs by micro-optical coherence
tomography (µOCT) imaging. BOs demonstrated a clear visualization
of functional cilia, and ciliary beat frequency (CBF) was significantly
lower in COPD BOs when compared to non-diseased (Fig. 2g, h and
Supplementary video 2).

Single-cell characterization of non-diseased and COPD lung
organoids
Single-cell transcriptomes demonstrate that our in vitro lung orga-
noids faithfully recapitulate major cell populations found in the native
in vivo airway, including cycling basal cells, basal cells, club cells,
goblet cells, and ciliated epithelial cells (Fig. 3a, Supplementary Fig-
ure 3a) in both NPOs and BOs (Supplementary Fig. 3c, d). Although in a
small sample size, this result is in line with our immunofluorescence
and qPCR analysis as illustrated (Figs. 1, 2). Cell identities were anno-
tated based on the airway and lung cell signature gene sets derived
from Garcia et al. (2019) and Travaglini et al. (2020) using marker
genes for each respective cell cluster36,37 (Supplementary Data 1). We
further confirmed cell identities using specific marker genes, for
instance, MKI67 for cycling basal cells, TP63 and KRT5 for basal cells,
SCGB1A1 for club cells,MUC5AC for goblet cells, and FOXJ1 for ciliated
epithelial cells (Supplementary Fig. 3b). A single minor cluster com-
prising ~1.4% of the total cells was detected, demonstrating only KRT5
expression, and hence we conservatively classed these as “epithelial
cells”. When compared to non-diseased organoids, COPD organoids
demonstrated fewer cycling basal (5.4% versus 16.0%) and ciliated
epithelial cells (3.2% versus 5.2%) but more basal (45.7% versus 35.6%)
and goblet cells (15.9% versus 11.5%). Club cell populations were
comparable (29.4% versus 29.3%) (Fig. 3b). The higher abundance of
goblet cells, and lower proportion of ciliated cells are indicative of the
goblet cell hyperplasia and ciliary abnormalities characteristic
of COPD.

Next, we assessed publicly available bulk RNAseq datasets derived
from the small airways in COPD (GSE162154) and compared the
expression profile of DEGs to those observed in the pseudobulk ana-
lysis of our scRNAseq data. Hierarchical clustering reveals distinct
clusters of healthy and COPD samples. Key functional pathways
detected in COPD organoids, including mitochondrial dysfunction,
endoplasmic reticulum stress, cilium reorganization, extracellular
matrix remodelling and proinflammatory cytokine signalling were
common to both the pseudobulk analysis and public datasets (Sup-
plementary Fig. 4b, c). Basal cells fromCOPDorganoids demonstrate a
highly consistent functional pattern not observed in other cell types
and exhibit an altered developmental trajectory of cycling basal cells
into ciliated and goblet cell lineages (Fig. 3c). High abundance of basal
cells in the airway and in organoids may result in the under-
representation of other cell types in bulk RNAseq analysis. This is
reflected by the functional similarities observed between basal cell
transcriptomes from lung organoids and the publicly accessible bulk
RNAseq COPD datasets (Supplementary Fig. 4c).
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Capturing transcriptomes at single-cell resolution in COPD orga-
noids allows assessment of functional change associated with minor
cell types, unappreciable by bulk RNAseq. Two sub-populations each
of basal, club and goblet cells were identified with significantly dif-
ferent abundance between non-diseased and COPD organoids, where
COPD organoids are over-represented by the following groups: Basal

cells 2 (35.3% versus 4.7%), Club cells 2 (15.6% versus 1.2%) and Goblet
cells 2 (10.4% versus. 0.7%), none of which are observed in non-
diseased organoids (Fig. 3b–d). The Basal cells 2 and Club cells 2
groups also represent the predominant intermediate cell type
observed in the altered developmental trajectory of basal cells in
COPD organoids (Fig. 3b–d). COPD organoids demonstrate an
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impaired transition from one cell type to another when compared to
non-diseased organoids (Fig. 3c, d). This is evidenced by a clear loss of
marker gene expression in Basal cells 2, Club cells 2, and Goblet cells 2,
all over-represented in COPD organoids and their detectable expres-
sion of marker genes from other cell types (Fig. 3b–d, Supplementary
Figs. 3d, 4a). Taken together, this suggests a punctuated differentia-
tion of cells from COPD organoids, likely attributable to COPD
pathogenesis.

To further interrogate functional pathways differing between
non-diseased and COPD organoids, we assessed functional differences
between the basal, club and goblet cells of each organoid model. All
three cell types in COPD organoids demonstrate perturbation of
similar canonical pathways (Fig. 3e). In basal and club cells, the EIF2
pathwayandoxidative phosphorylationweremarkedly activatedwhile
sirtuin signalling wasmildly suppressed. Inverse trends were observed
in goblet cells. Independently, gene-set enrichment analyses (GSEA)
captured similar derangements but additionally uncovered immune
cell activation in all three airway cell types (Supplementary Fig. 4d).

Lung organoids are permissive to SARS-CoV-2 infection
Our derived human lung organoids are amenable for the study of host-
pathogen interaction. To facilitate such infection studies and permit
direct access of the infecting microorganism to the luminal cell
population, NPOs and BOs were re-orientated to achieve apical-out
polarity (Fig. 4a, b). Organoids with outwardly oriented cilia were dif-
ferentiated within 72 h in suspension and basal cells positioned in the
organoid interior without a visible lumen. Functionally competent
cilia, now outwardly oriented, induce self-rotation of the entire orga-
noid structure (Supplementary video 3).

NPOs and BOs from non-diseased individuals and COPD express
ACE2, TMPRSS2, furin and neuropilin-1, all of which play key roles in
SARS-CoV-2 infection (Supplementary Fig. 5a–d). Of note, ACE2,
TMPRSS2 and neuropilin-1 gene expression were significantly higher in
the lower airway in non-diseased donors with no differences between
the upper and lower airways in COPD (Supplementary Fig. 5a–d). ACE2
was detected in NPOs and BOs extraneous to their polarity and unre-
lated to cell type or distribution (Fig. 4c). Our single cell analysis reveals
that ACE2 is expressed in several cell types, and TMPRSS2was pervasive
in most cell types, especially ciliated epithelial cells, while furin largely
colocalized with neuropilin-1 (Supplementary Fig. 6). Interestingly,
COPD-NPOs exhibited higher ACE2 and TMPRSS2 expression compared
to non-diseased individuals, whilst a contrasting pattern is observed in
COPD-BOs (Supplementary Figs. 5a,b, 6).

Significant relationships are detected between increasing COPD
exacerbation frequency and higher gene expression for all four SARS-
CoV-2 factors (Supplementary Fig. 5e–h). When lung function is con-
sidered, a significantly higher expression of TMPRSS2, furin and
neuropilin-1 are observed in COPD with the poorest lung function
(<30% FEV1 % predicted) and, only furin demonstrated a significant
inverse relationship with FEV1 % predicted (R = −0.4880; p =0.0072)
(Supplementary Fig. 5i–p).

Spontaneous mutations in the SARS-CoV-2 genome, acquired
continuously throughout the pandemic, alters viral fitness. We,
therefore, selected three patient isolates to evaluate their differ-
ential pathogenesis: an ancestral Wuhan strain in Clade L (L-WU,

GISAID accession ID: EPI_ISL_407987), a Clade O strain (O-614D,
GISAID accession ID: EPI_ISL_574486), and a Clade G strain
(G-614G, GISAID accession ID: EPI_ISL_574489). Amino acid chan-
ges were identified in the spike protein-D614G, ORF1ab, and a stop
codon detected in NS6 between G-614G and L-WU while, more
mutations in ORF1ab, S, NS7a, and N were detected in O-614D
(Supplementary Table 1). SARS-CoV-2 infection did not induce
cytopathic effects in NPOs over the infection period of 96 h
(Supplementary Fig. 7). Viral infectivity, assessed by qPCR mea-
sured at 48 and 72 h post-infection (hpi) demonstrated no sig-
nificant differences between the three isolates or between the
upper and lower airway (Supplementary Fig. 8a–c). L-WU and
G-614G productively replicated in NPOs and BOs while O-614D
failed to replicate despite demonstrable productive replication in
Vero-E6 cells (Fig. 4d, e, Supplementary Figs. 8d–f and 10). In
NPOs, representative of upper airways and an important site
for SARS-CoV-2 transmissibility, the G-614G replicated to sig-
nificantly higher titers compared to L-WU at 96 hpi and extended
to 168 hpi (Fig. 4d, Supplementary Fig. 8g). Additionally, G-614G
infected organoids elicit enhanced proinflammatory immune
responses at 72 hpi characterized by enhanced interferon-β (IFN-
β), C-X-C motif chemokine ligand 10 (CXCL10), and tumour
necrosis factor-α (ΤΝF-α) gene expression in NPOs and interleukin-
6 (IL-6) and IFN-β in BOs, respectively (Fig. 4f, g). G-614G infection
of NPOs and BOs significantly increases CXCL10 at 72 hpi (Sup-
plementary Figs. 8h and 9).

SARS-CoV-2 infection exhibits higher replication competence in
COPD bronchi
Clinical and epidemiological data propose COPD as an indepen-
dent risk factor for severe COVID-1934. We therefore next assessed
infectivity, viral replication, proinflammatory and antiviral
responses in airway organoids to elucidate cellular correlates for
these clinical findings. Investigations were based on infection with
the L-WU and G-614G strains but not O-614D because the latter
failed to replicate and induce inflammatory responses in the non-
diseased models. High levels of SARS-CoV-2 infectivity, compar-
able to that in the non-diseased state, were detected in COPD
organoids from the upper and lower airway at 48 and 72 hpi
(Supplementary Fig. 11). Interestingly, viral replication kinetics
reveal that L-WU replicated less efficiently in NPOs, however
enhanced replication was observed in the BOs derived from COPD
patients (Fig. 5a, b). No differences for the G-614G variant were
observed between COPD and non-diseased NPOs, although a sig-
nificantly enhanced replication in the lower airways (i.e. BOs) was
again evident in the former (Fig. 5c, d). Of note, cell lysates
(detecting nucleocapsid (NS) gene expression) and culture
supernatants (detecting live infectious virus) were used in
the qPCR and TCID50 experiments respectively accounting for
observed differences between measured viral load and viral titres.
Taken together however, this suggests an overall enhanced repli-
cation competence of the G-614G, and critically, a significantly
increased and robust potential for viral replication in COPD
bronchi, the predominant site for the development of
severe COVID-1934 (Fig. 5c, d). qPCR assessment of IL-6, IFN-β and

Fig. 1 | Establishment of nasopharyngeal and bronchial organoids from non-
diseased individuals. a Schematic illustration of the isolation of primary human
nasopharyngeal and bronchial epithelial cells and the generation of human orga-
noids.b Immunofluorescence staining of humannasopharyngeal organoids (NPOs)
(upper airway) for TP63 (basal cells: green), SCGB1A1 (club cells: purple),
acetylated-α-tubulin (Ac-tubulin) (ciliated cells: green) and MUC5AC (goblet cells:
purple). Nuclei and F-actin are counterstained with DAPI (blue) and Phalloidin (red/
white), respectively. Scale bar = 20 μm. c. Immunofluorescence staining of human
bronchial organoids (BOs) (lower airway). Scale bar = 20 μm. Data in b-c are

representative of at least 5 independent experiments.d–gqRT-PCR analysis of total
RNA extracted from NPOs and BOs for (D) TP63 (basal cells), (E) SCGB1A1 (club
cells), (F) FOXJ1 (ciliated cells) and (G) MUC5AC (goblet cells). n = 7 and n = 3 bio-
logically independent experiments for NPOs and BOs, respectively, are illustrated.
Data are presented asmedians ± interquartile range and theMann-WhitneyU test is
performed. *P <0.05 [TP63 =0.0333; SCGB1A1=0.0238; FOXJ1=0.0238]. HNPEC:
Human nasopharyngeal epithelial cells; BALF: Bronchoalveolar lavage fluid; HBEC:
Human bronchial epithelial cells. Source data are provided as a Source Data file.
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CXCL10 revealed no differences between the NPOs and BOs fol-
lowing L-WU infection with and without COPD. However, infection
with G-614G demonstrated a significant reduction in IL-6 and IFN-β
in the lower COPD airway with a trend toward inhibition of CXCL10
when compared to non-diseased individuals (Fig. 5e–h).

COPD NPOs demonstrate enhanced pro-inflammatory respon-
ses to Pseudomonas aeruginosa and Streptococcus pneumoniae
infection
The clinical course of COPD is punctuated by episodes of clinical
deterioration termed exacerbations. Bacterial infections account for a
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proportion of such exacerbations, and, here we investigated the
inflammatory outcomes from Pseudomonas aeruginosa and Strepto-
coccus pneumoniae using our “apical-out” NPOs from COPD patients
(Fig. 6 and Supplementary Fig. 11). Nondiseased and COPD NPOs were
comparably susceptible to infection by either bacterium, and COPD
NPOs induced a greater proinflammatory response to bacterial infec-
tion at RNA and protein levels, demonstrating the value of our COPD
organoid model in assessing the host response to infection (Fig. 6b–d
and Supplementary Fig. 11). Bulk transcriptomic profiling of P. aeru-
ginosa- infectedCOPDNPOs demonstrate significantly impaired ciliary
movement and increased secretory and extracellular matrix remo-
delling activities in the uninfected state when compared to non-
diseased NPOs. As expected, P. aeruginosa infection of non-diseased
NPOs triggered acute inflammation with elevated cytokine production
and signalling (Fig. 6e, f). Notably, inflammatory and stress responses
were significantly enhanced in infected COPD NPOs.

Discussion
Here,wedemonstrate the establishment and characterizationofCOPD
organoids, derived from adult stem cells to study host-pathogen
interaction. COPD organoids are multicellular 3-dimensional spheroid
structures, exhibiting essential cellular characteristics of COPD. COPD
organoids demonstrate goblet cell hyperplasia and reduction in ciliary
beat frequency, related to the underlying disease severity of their
respective donors and, representative of the expected disease
pathology. Single-cell analysis of COPD organoids revealed develop-
mental and functional abnormalities representative of the disease
state. SARS-CoV-2 infection of COPD organoids reveals more produc-
tive replication in bronchi when compared to healthy individuals
providing a potential basis for the clinical observations of poorer
COVID-19 outcomes in COPD.

Airway remodelling, in response to chronic, recurrent airway
injury and inflammation is an important pathological feature of
chronic respiratory disease, including COPD38–40. In addition, mucus
hypersecretion and a high abundance of goblet cells characterize the
COPD airway promoting airway obstruction, impaired mucociliary
clearance, and exacerbations41–44. COPD organoids recapitulate this
goblet cell hyperplasia phenotype and exhibit higher MUC5AC gene
expression and reduced ciliary beat frequency in comparison to
healthy individuals. Interestingly, MUC5AC gene expression in the
organoids is significantly associated with a COPD donor’s underlying
lung function, disease severity, and exacerbation frequency, and a
significant inverse relationship betweenMUC5AC gene expression and
lung function was apparent. This negative correlation is in line with a
recent multicentre study performed on the COPD SPIROMICS cohort
demonstrating increased MUC5AC sputum concentrations in COPD in

association with poorer lung function (FEV1 % predicted)45. MUC5AC
has therefore been proposed as a potential biomarker to
prognosticate COPD.

Single-cell transcriptomes of COPD organoids, in the absence of
exposure to cigarette smoke, inflammatory stimuli, proteolytic
enzymes, or genetic modification, reveals a high consistency with
existing in vitro and in vivo COPD models at the phenotypic, tran-
scriptomic, and functional levels46,47, albeit in a small sample size.
These analyses also further reveal the COPD goblet cell hyperplasia
and illustrate a punctuated cellular differentiation in COPD due to the
inherently abnormal cellular development that characterizes its
pathogenesis. Our pseudotime analysis is consistent with existing
studies that demonstrate defects in tissue development, regeneration,
and epithelial differentiation, including NOTCH, Wnt/β-catenin, and
Hedgehog signalling pathways observed in the COPD airway48–50. Bio-
logical pathways associated with COPD, including mitochondrial dys-
function and sirtuin signalling were uncovered by our single-cell
characterization of COPD organoids, which offer the significant
advantage of assessing minor cell populations not reflected in bulk
RNAseq51–53. Disturbance to mitochondrial structure and function in
lung epithelia influences key processes ranging from cellular differ-
entiation, cell death, and cellular remodelling to physical barrier
functions and innate immunity, all of which are linked to COPD
pathogenesis through cigarette smoke exposure54. Dysregulated
mitochondrial biogenesis together with an increased production of
reactive oxygen species (ROS)maycause irreversible cell growth arrest
or senescence, especiallywhen accompaniedbyan imbalancebetween
oxidant-antioxidant capacity, as seen in COPD55,56. In line with our
findings, this is most evident in club cells, cells highly sensitive to
oxidative damage compared to other airway epithelial cell types57. In
addition, sirtuin 1 (SIRT1) has been implicated in the development and
progression of COPD and in the susceptibility to viral infection58,59.
Decreased levels of SIRT1 are observed in COPD lungs and associate
with enhanced inflammation by increasing acetylation of nuclear RelA/
p65 and IL-8 release59,60. Consistently, increased activation of genes
associated with the immune response is detectable in basal, club and
goblet cells from COPD organoids. Interestingly, distinct cellular pro-
files were identified in COPDBOs but not other organoidswhere “Basal
cells 2”, “Club cells 2” and “Goblet cells 2” were over-represented. The
nasal epithelium is suggested to act as a proxy for the bronchial region
in the detection of COPD-associated genes61,62, however, we demon-
strate that our organoid models derived from the upper and lower
airways display similar COPD-associated gene expression profiles, but
different cellular profiles.

Current evidence suggests that individuals with COPD are at
higher risk for severe COVID-19, including hospitalization, ICU

Fig. 2 | Nasopharyngeal and bronchial organoids from individuals with COPD
demonstrate high MUC5AC expression and goblet cells. a Immunofluorescence
staining of human nasopharyngeal organoids (NPOs) and b Human bronchial
organoids (BOs) derived from non-diseased individuals (left) and patients with
COPD (right) for MUC5AC (purple). The upper panel illustrates the organoid
exterior while the lower panel illustrates the organoid lumen. Scale bar = 20μm.
Data in a-b are representative of at least 5 independent experiments. c qRT-PCR
analysis of total RNA extracted from NPOs and BOs derived from nondiseased
individuals (ND) and COPD patients forMUC5AC. ND and COPD of GOLD stage B, C
and D are denoted by black, blue, yellow, and green symbols, respectively. n = 7;
n = 10; n = 3 and n = 8 biologically independent experiments for NPO-ND; NPO-
COPD; BO-ND and BO-COPD are illustrated. Data are presented as medians ±
interquartile range and the Mann-Whitney U test was performed. ***P <0.001.
[NPO-ND vs NPO-COPD=0.0004] d MUC5AC gene expression in NPOs and BOs
derived from ND and COPD, the latter stratified by exacerbation frequency as
nonexacerbator (NE); exacerbator (E) and frequent-exacerbator (FE). n = 28 biolo-
gically independent samples are illustrated. Data are presented as medians ±
interquartile range and the Mann-Whitney U test is performed. *P <0.05;

****P <0.0001. [ND vs NE =0.0117; ND vs E < 0.0001; ND vs FE < 0.0001]. e Lung
function as forced expiratory volume in the 1st second percent predicted (FEV1 %
predicted). n = 28 biologically independent samples are illustrated. Data are pre-
sented as medians ± interquartile range and the Mann-Whitney U test was per-
formed. ***P <0.001; **** P <0.0001. [ND vs 50–79%=0.0003; ND vs 30–49%
<0.0001; NDvs <30% <0.0001]. f Scatter plot correlatingMUC5AC gene expression
in COPD organoids according to FEV1 % predicted. n = 28 biologically independent
samples are illustrated. Spearman’s correlation coefficient (non-parametric) ana-
lysis was performed. P =0.0008. g Representative images captured using micro-
optical coherence tomography (μOCT) imaging of ND and COPD bronchial orga-
noids at 0 and 14 s (s). Scale bar = 50 μm. Data in g are representative of 3 inde-
pendent experiments. h Quantification of ciliary beat frequency (CBF)
measurement in Hertz (Hz) of bronchial organoids derived from ND (n = 3) and
COPD (n = 3). 6 to 10organoids are evaluatedper donor inup to 10 regions of ciliary
activity per image sequence to determine the CBF. Data are presented asmedians ±
interquartile range and the Mann-Whitney U test is performed. ***P <0.001
[P =0.0008]. Source data are provided as a Source Data file.
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admission, need for mechanical ventilation, and mortality27,28,63–66. In
this study, our organoid models, regardless of clinical background,
demonstrate expression of the key SARS-CoV-2 entry factors and their
related endogenous proteases, including ACE2, TMPRSS2, furin, and
neuropilin-167–72. ACE2 and TMPRSS2 expression was significantly ele-
vated in COPD organoids (NPOs), findings in line with existing reports

seen in airways of smokers and COPD patients73–76. Using three phy-
logenetically distinct SARS-CoV-2 clades identified in 2020, namely
clade L, clade O and clade G, we illustrate that the G clade isolate
containing a D614G spikemutation replicated to higher viral titres and
demonstrated more robust proinflammatory responses77,78, even at
extended timepoints, in comparison to clade L and O strains lacking a
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D614G mutation. This is in line with prior work in animal79–82 and
human airway models81,83. Critically, we demonstrate that COPD
organoids were more vulnerable to SARS-CoV-2 infection resulting in
greater replication and inhibition in IFN-β expression, specifically in the
bronchial region, following infection with G-614G. This higher repli-
cation competence, coupled with an impaired antiviral immune
response following G-614G infection, provides potential mechanistic
insight to in part explain the worse clinical outcomes observed in
COPD patients with COVID-19. Intriguingly, more efficient viral repli-
cation was only demonstrated in BOs derived from COPD patients,
while, a contrasting effectwas observed inNPOs in comparison to non-
diseased counterparts. This interesting result may possibly be con-
tributed to by the over-representation of the cell populations of “Basal
cells 2”, “Club cells 2” and “Goblet cells 2” in COPD BOs coupled to
inhibition of IFN-β. Consistent with our findings, a recent study has
demonstrated that bronchial epithelial cells derived from COPD
patients aremore susceptible to SARS-CoV-2 infection becauseof their
enrichment for co-receptor expression, protease imbalances, and
stronger inflammatory responses84.

Viruses remain a key trigger for COPD exacerbations85, and defi-
cient antiviral immunity in COPD associates with a greater risk for
virus-induced exacerbation86,87. Reduced IFN expression in COPD
bronchi following rhinovirus and/or influenza infection is observed,
while resected lungs from stable COPD demonstrate a constitutive
impairment of IFN-β, IRF-7 and other interferon- stimulated genes
(ISGs)88–91. Frequent COPD exacerbators, most marked in those with
severe disease, display further depletion of type I and III interferons
andother ISGs in sputumevenduring clinical stability91–93. Importantly,
this work further augments these observations by illustrating that
impairment of the interferon response may be similarly relevant fol-
lowing SARS-CoV-2 infection.

Bacteria similarly have important roles as causative agents in COPD
exacerbations where Streptococcus pneumoniae and Pseudomonas aer-
uginosa represent two of the most frequently isolated bacterial
species94–96. Bacteria are isolated from COPD sputum in up to 50% of
those with moderate to severe disease during stability, which increases
to two-thirds of individuals at exacerbation97,98. Inflammatory con-
sequences from the presence of bacteria in the COPD airway, including
those associated with acute exacerbations, are associated with poorer
lung function and prolonged hospitalization99,100. COPD organoids
(NPOs), particularly those derived from frequent exacerbators, reveal
enhanced inflammatory responses to both S. pneumoniae and P. aeru-
ginosa despite comparable permissibility to infection, contributing to
poorer clinical outcomes observed in this patient group. The use of
COPD organoids potentially allows insight into the inflammatory
response, at the individual level, to potentially pathogenic organisms
and may be useful in applying precision approaches to the assessment
of anti-inflammatory or anti-microbial therapies in COPD.

While we establish and characterize COPD organoids for the first
time, our study does have several limitations. Nasopharyngeal and
bronchial sampling for use as starting material to generate organoid
models were collected from different individual donors rather than
paired specimens froman individual.Human samples used to generate
non-diseased (healthy) organoids came from relatively younger
donors compared to COPD specimens. Our presented scRNA analysis

was based on a single sample from each respective group, and there-
fore further experimentation is warranted to validate these findings.
While our COPD organoids are physiologically relevant and repre-
sentative of thehumanairwayepithelium, they lack complexity suchas
the immune andvasculature systems, anongoing challenge in thefield.
While it would have been of interest to obtain scRNA data from SARS-
CoV-2 infected organoids, these experiments were precluded on
grounds of safety and logistics.

In summary, we establish and characterize COPD organoids to
study host-pathogen interaction that structurally and functionally
represents the underlying disease state. Suchmodels allow assessment
of the response to infection and/or drug treatment, at the individual
level, andmay forma useful addition in future pandemic preparedness
strategies where they are amenable to high throughput therapeutic
screening and disease-based assessment of evolving pathogens.

Methods
Subject recruitment
Twenty-eight individuals were recruited for the cultivation and char-
acterization of NPOs and BOs, including non-COPD (healthy) volun-
teers (n = 10) and individuals with COPD (n = 18). Flocked
nasopharyngeal swabs (FNPS) and/or bronchial specimens, collected
through lung resection and/or fibre-optic bronchoscopy as described
below, were obtained as starting material for experimentation.

Non-COPD (healthy) individuals
Subjects with normal spirometry and no prior history of COPD or any
other respiratory disease were recruited. All participants were lifelong
non-smokers (except for a single ex-smoker) and all participants were
not on any long-term medication. Participant demographics are sum-
marised in Supplementary Table 2.

COPD
Patients aged ⩾45 years with stable COPD attending respiratory out-
patient clinics at tertiary referral centres for routine follow-up were
recruited at three hospitals across two countries as follows: Singapore
General Hospital (Singapore), St Vincents Hospital (Sydney, Australia)
and the JohnHunterHospital (Newcastle, Australia). COPDwasdefined
according to theGlobal Initiative for ChronicObstructive LungDisease
(GOLD) criteria1,101. Patients with any prior history of asthma (defined
by variable symptoms and expiratory airflow limitation according to
the Global Initiative for Asthma guidelines; www.ginasthma.org) and
those receiving long-term oral steroids, or any immunosuppressive
agents were excluded. Stable COPD was defined as the absence of an
exacerbation four weeks prior to study recruitment. Non-exacerbators
(NE) were defined by the absence of any documented exacerbation in
the year preceding study recruitment, while COPD exacerbators (E)
and frequent exacerbators (FE) were defined as having less than or
more than two exacerbations, respectively in the year preceding study
recruitment. A COPD exacerbation was defined as sudden deteriora-
tion of respiratory symptoms (cough, sputum production, shortness
of breath and/orwheeze) requiring additional therapy (steroids and/or
antibiotics) as determined by the patient’s primary respiratory
physician1. For frequent COPD exacerbators, a prior history of recur-
rent exacerbations despite receiving COPD therapy based on GOLD

Fig. 3 | Single cell RNA-seq reveals developmental and functional cellular
impairment in COPD organoids. a UMAP plots of scRNA-seq transcriptomic data
highlight themain cell types detected in lung organoids of non-diseased (ND) (left;
n = 8614 cells) (pooling of one NPO-ND line and one BO-ND line) and COPD (right;
n = 11,263 cells) (pooling of one NPO-COPD line and one BO-COPD line). b Stacked
bar plots of the relative abundance for the nine main cell types in ND and COPD
organoids. c Pseudotime analysis of ND (top) and COPD organoids (bottom)
illustrating the variable trajectory of cycling basal cells into ciliated and goblet cell

lineages. d Heatmap illustrating altered expression pattern, based on cell type-
specific markers, in ND and COPD organoids. Cells are ordered by their respective
disease state: NDor COPD, cell type, pseudotime and illustrated by expression level
by the colour keys provided. e Bar graphs illustrating the top enriched Ingenuity
Pathway Analysis (IPA) canonical pathways derived from differentially expressed
genes of COPD to ND organoids for basal, club and goblet cells respectively. The
predicted activity z-score from IPA is colour-coded (red: activation; blue: inhibition;
grey: no activity pattern available).
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guidelines was documented1,101. All recruited patients were receiving
appropriate COPD therapy (including smoking cessation counselling,
inhaler assessment, COPD action plans, inhalers as long-acting β-ago-
nists, long-acting muscarinic antagonists, inhaled corticosteroids and/
or short-acting bronchodilators in addition to vaccination as appro-
priate) based on GOLD guidelines1,101. All patients underwent full
spirometry (to determine forced expiratory volume in the 1st second
percent predicted (FEV1 % predicted).; FEV1 forced vital capacity; FVC

and FEV1/FVC ratio) in line with the technical standards defined by
ATS/ERS criteria followed by nasopharyngeal and/or bronchial sam-
pling as described below102. Full clinical data and demographics of
study participants are detailed in Supplementary Table 2.

Ethics approval
This study was approved by the Institutional Review Boards (IRBs) of
all participating hospitals and institutions and written informed
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consent was obtained from all participants. Reference numbers per-
taining to ethical approvals at each sitewas as follows: CIRB 2020/2338
(Singapore), IRB-2020-05-004 (Nanyang Technological University,
Singapore), X02-0137 (The Sydney South West Area Health Service,
Australia) and H-163-1205 (The Hunter New England LHD ethics com-
mittee, Australia). For isolation of viruses used in this study, patient
samples for cultivation were collected under the guidelines provided
by PROTECT (2012/00917) as described previously103, a multicentred
prospective study to detect novel pathogens and characterize emer-
ging infections, approved by the National Healthcare Group (NHG) as
part of pandemic preparedness for national disease outbreaks in Sin-
gapore. Work undertaken at the Duke-NUS Medical School Animal
Biological Safety Level 3 (ABSL-3) laboratory was approved by the
Duke-NUS ABSL3 Biosafety Committee, the National University of
Singapore, and the Ministry of Health Singapore (BSL3/2007-03/DA).

Isolation of human nasopharyngeal epithelial cells (HNPECs)
Nasopharyngeal sampling was performed according to established
protocols by trained personnel using Flocked nasopharyngeal swabs
(FNPSs) with the BBL Universal Viral Transport Standard Kit. Briefly, a
FNPS was inserted into the nostril to an appropriate depth and rotated
several times before removal104. Sampleswere immediately transferred
on ice to the laboratory for processing. HNPECs were released from
swabs by flushing with transport medium at least 20 times. Cells were
then plated on human collagen IV pre-coated 6-well plates and cul-
tured in B/D expansion medium (Supplementary Table 3) supple-
mented with 5μM of N-[N-(3,5-Difluorophenacetyl)-L-alanyl]-S-
phenylglycine t-butyl ester (DAPT) to grow as monolayers. The med-
ium was refreshed every 48 h until confluence was reached.

Isolation of human bronchial epithelial cells (HBECs)
Bronchial sampling was performed in patients undergoing lung
resection, transplantation and/or fibre-optic bronchoscopy according to
clinical indications and by standard guidelines as previously
described105,106. Lung tissue obtained at thoracotomywere dissected and
the airways isolated. The epitheliumwas next removed from the stromal
layer by macro-dissection. In samples obtained through bronchoscopy,
HBECs were obtained using a single sheathed nylon cytology brush
applied under direct vision. Approximately 4-8 brushings were taken
from second to third generation bronchi, and cells washed frombrushes
with DMEM. Cells were then plated in tissue-culture flasks in bronchial
epithelial growth medium (BEGM) with growth supplements and med-
ium refreshed every 48h until confluence was reached.

Air-liquid interface (ALI) culture
After HNPECs and HBECs reached confluency as monolayers, 2 ×105

cells were seeded into the apical chamber of a 24-well transwell, pre-
coatedwith 30 µg/ml PureCol. The transwell containing theHNPECs or
HBECs was first cultured in submerged phase and once the cell layer

fully intact, the medium in the apical chamber was removed and cells
subsequently cultured at an ALI thereafter. Medium was refreshed
twice a week and cells differentiated for 18 days using ALI-
Differentiation (ALI-Diff) medium (Supplementary Table 4) and sub-
sequently differentiated into airway organoids.

NPOs and BOs differentiation
ALI-HNPECs or ALI-HBECs differentiated for 18 days were detached
from transwells with TrypLE, resuspended in matrigel and cultured in
Airway Organoid (AO) medium (Supplementary Table 5) supple-
mentedwith 25%R-spondin-1 conditionedmedium, 25 ng/ml FGF7 and
100ng/ml FGF10 for expansion. Cells were expanded and formed
spheroid structures in matrigel. At day 5 expansion, spheroids were
passaged into the apical chamber of a 12-well insert for differentiation
at ALI for an additional 4-6 weeks.Mediumwas refreshed twice weekly
using AOmediumwith 5 ng/ml FGF7 and 20ng/ml FGF10 for 4-6weeks
until organoids were well-differentiated.

Apical-out NPOs and BOs in suspension culture
Methodologies for the generation of apical-out organoids has been
previously reported by others107,108. In brief, NPOs and BOs were col-
lected from 12-well inserts and washed with advanced (ad) DMEM/F12
with 100 units/ml penicillin and 100 µg/ml streptomycin (P/S) twice.
WashedNPOs and BOswere incubated with 5mMEDTA in PBS for 1 h at
4 °C with rotation to solubilize the remaining matrigel. NPOs and BOs
were centrifuged at 200x g for 5min at 4 °C and supernatant removed.
The pellet was re-suspended in medium supplemented with 5 ng/ml
FGF7 and 20ng/ml FGF10 and cultured in suspension using ultra-low
attachment 24-well tissue culture plates. SuspendedNPOs and BOswere
incubated at 37 °C with 5% CO2 for 3 days prior to infection studies.

SARS-CoV-2
Three SARS-CoV-2 strains were used in this study, including (1) an
ancestral Wuhan strain from clade L, hCoV-19/Singapore/2/2020 (L-WU)
(GISAID accession ID: EPI_ISL_407987); (2) a strain from clade O isolated
in mid-2020, hCoV-19/Singapore/1003/2020 (O-614D) (GISAID acces-
sion ID: EPI_ISL_574486) and (3) a D614G variant from clade G, hCoV-19/
Singapore/1005/2020 (G-614G) (GISAID accession ID: EPI_ISL_574489).
Sequence comparison of the three strains is shown in Supplementary
Table 1. Virus was propagated in Vero-E6 cells cultured with DMEM
supplemented with 5% fetal bovine serum (FBS) and 1% P/S at 37 °C, 5%
CO2. Cell culture supernatants were harvested, centrifuged and ali-
quoted once cytopathic effect (CPE) was observed. Viral titres were
determined by limited dilution using the Karber method109.

Quantification of live virus by titration
Vero-E6 cells were infected to determine the tissue culture
infective dose (TCID50/ml). Vero-E6 cells in 96-well plates were
utilized for titration assays. Samples were serially diluted in

Fig. 4 | Lung organoids are permissive to SARS-CoV-2 infection. a Schematic
diagram outlining the methodological workflow for SARS-CoV-2 infection of NPOs
and BOs. b Pictorial representation of ‘basal-out’ and ‘apical-out’ airway organoids
(top) and immunofluorescence staining of NPOs in ‘basal-out’ and ‘apical-out’
polarity for TP63 (basal cells: red) and Ac-tubulin (ciliated cells: green) (bottom).
Scale bar = 20 μm. c Immunofluorescence staining of NPOs and BOs derived from
non-diseased individuals for ACE2 (green). Scale bar = 20 μm. Data in b-c are
representative of at least 5 independent experiments. d–e Viral replication kinetics
from culture supernatants harvested from SARS-CoV-2-infected (d) NPOs and (e)
BOs at 1, 24, 48, 72 and 96 h post infection (hpi) by TCID50 assay. n = 4 and n = 3
biologically independent experiments for NPOs and BOs, respectively. Data are
presented as means ± SEM and one-way ANOVA is performed. *P <0.05; **P <0.01;
***P <0.001 [NPO: 48 hpi: L-WUvsO-614D=0.0005;G-614GvsO-614D=0.0002; 72
hpi: L-WU vs O-614D=0.0170; G-614G vs O-614D=0.0006; 96 hpi: L-WU vs G-
614G=0.0041; G-614G Vs O-614D=0.0011; BO: 24 hpi: L-WU vs O-614D=0.0070;

G-614G vs O-614D =0.0065; 48 hpi: G-614G vs O-614D=0.0048]. f–g qRT-PCR of
total RNA extracted from SARS-CoV-2 infected (f)NPOs and (g) BOs respectively at
48 and 72 hpi for interleukin-6 (IL-6), interferon-β (IFN-β), C-X-C motif chemokine
ligand 10 (CXCL10) and tumour necrosis factor-α (ΤΝF-α). n = 3 biologically inde-
pendent experiments are illustrated. Data are presented as means ± SEM and one-
wayANOVA is performed. *P <0.05; **P <0.01. [NPO: IFN-β:MKvsG-614G=0.0399;
G-614G vs O-614D =0.0484; CXCL10: 48hpi: MK vs L-WU=0.0156; 72hpi: MK vs L-
WU=0.0259; MK vs G-614G=0.0018; G-614G vs O-614D =0.0017; L-WU vs O-
614D=0.0236; ΤΝF-α: 48hpi: MK vs G-614G=0.0254;L-WU vs G-614G=0.0069;
G-614G vs O-614D =0.0098; 72hpi: MK vs G-614G =0.0374;L-WU vs G-
614G=0.0062] [BO: IL-6: MK vsG-614G =0.0054; L-WUvsG-614G=0.0282;G-614G
vs O-614D =0.0066; IFN-β: MK vs G-614G=0.0055; L-WU vs G-614G =0.0185;
G-614G vs O-614D =0.0092]L-WU: Clade L-Wuhan strain; G-614G: Clade G strain
and O-614D: Clade O strain. Source data are provided as a Source Data file.
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DMEM, supplemented with 5% FBS and 1% penicillin/streptomy-
cin. Cells were infected with 100 µL of diluted sample in
quadruplicate. Cells were incubated at 37 °C and 5% CO2 for
4 days. Following incubation, wells with CPE were recorded and
the cell-free virus titre (TCID50/mL) for each sample determined
by limited dilution using the Karber method109.

Infection of Vero-E6 cells
Vero-E6 cells were seeded on 24-well tissue culture plates and
infected with SARS-CoV-2 at a multiplicity of infection (MOI) of
0.01 to determine viral replication kinetics of the three strains.
Supernatants were harvested at 24, 48, 72 and 96 hpi and viral
titres determined.
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Fig. 5 | SARS-CoV-2 infection exhibits higher replicative competence in COPD
bronchial organoids. a–d Viral replication kinetics from L-WU-infected and
G-614G infected NPOs and BOs at 1, 24, 48, 72 and 96 hpi by TCID50 assay. n = 3
biologically independent experiments for NPO and BO infections are illustrated.
Data are presented as means ± SEM and unpaired t-test is performed. *P <0.05;
***P <0.001. [NPO L-WU: 24 hpi=0.0494; 72 hpi=0.0004; BO L-WU: 24 hpi=0.0110;
96 hpi=0.0152; BO G-614G: 24 hpi=0.0294; 96 hpi=0.0457]. e–h qRT-PCR analysis

of total RNA extracted from L-WU-infected and G-614G -infected NPOs and BOs
derived from non-diseased individuals and COPDpatients respectively at 72 hpi for
IL-6, IFN-β and CXCL10. n = 3 biologically independent experiments are illustrated.
Data are presented as means ± SEM and an unpaired t-test is performed. *P <0.05.
[Fig. 5h: IL-6 =0.0237; IFN-β =0.0248] Source data are provided as a Source
Data file.
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SARS-CoV-2 infection of NPOs and BOs
Apical-out NPOs and BOswere washed oncewith adDMEM/F12 with 1%
P/S prior to infection and resuspended in 1ml AO medium. 50 µl of
organoid was taken and dissociated with TrypLE express for cell
counting and, to determine the total cell number and volume of virus
to be used for MOI = 0.1. Apical-out NPOs and BOs were infected with

SARS-CoV-2 in suspension on ultra-low attachment plates for 1 h at
37 °C, 5% CO2. After 1 h incubation, infected NPOs and BOs were
washed with adDMEM/F12 and 1% P/S three times. The organoids were
re-embedded in 75%Matrigel and seeded as 30 µl per organoid droplet
on a 24-well culture plate. 500 µl of AO medium was added to each
respective well after the Matrigel solidified. Cell culture supernatants
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were then harvested at 1, 24, 48, 72 and 96 hpi for TCID50 assay and
Luminex assays. Cell lysates were collected in buffer RLT with
β-mercaptoethanol at 48 and 72 hpi for quantitative polymerase chain
reaction (qPCR) analyses as described below.

Bacterial culture and infection of NPOs
Pseudomonas aeruginosa strain PAO1110 was cultured in tryptic soy
broth (TSB) with shaking at 37 °C, overnight. Streptococcus pneumo-
niae strain INS-E611 (serotype 6B)111 was cultured overnight in Todd
Hewitt Broth (THB) at 37 °C and 5% CO2. Overnight bacterial cultures
were centrifuged and washed with PBS before determination of bac-
terial concentration by OD600nm measurement. Pseudomonas aerugi-
nosawasdiluted to a concentration of 5 ×106 CFU/ml and Streptococcus
pneumoniaediluted to a concentrationof 7.5 ×106 CFU/ml in antibiotic-
free AO medium prior to infection. After the determination of cell
number, apical-out NPOs were infected in suspension for 1 h at 37 °C,
5% CO2. After 1 h incubation, infected NPOs were washed with
adDMEM/F12 and 1% P/S three times. NPOs were then re-embedded in
75% Matrigel and seeded as 30 µl per organoid droplet on a 24-well
culture plate. 500 µl of AO medium (antibiotic-free) with 300 µg/ml
gentamicin was added to each respective well after the Matrigel soli-
dified. Cell lysates were collected in buffer RLT with
β-mercaptoethanol at 6 hpi for qPCR analyses. Cell culture super-
natants were collected at 6 hpi for the detection of secretory cytokines
and chemokines using Luminex assays.

Live and brightfield imaging
Airway organoids (AOs) cultured in matrigel or suspension were
imaged and/or videotaped using a Nikon inverted microscope Eclipse
Ti-U Nikon inside the ABSL3 facility under the stated magnifications.

Immunofluorescence microscopy
Intact organoidswerefixed in 4%paraformaldehyde for 30mins at room
temperature followed bywashingwith PBS and permeabilizedwith 0.2%
Triton X-100 in PBS for 30min. This was followed by blocking with
staining buffer (1% BSA, 0.2% Triton X-100 in PBS) for 1 h. Organoids
were next incubated with primary antibodies including anti-ACE2, anti-
acetylated tubulin, anti-MUC5AC, anti-TP63 and anti-SCGB1A1 diluted in
staining buffer for 3 h at room temperature, followed by washing three
times with PBS. AlexaFluor 488, 594 or 647-labelled secondary anti-
bodies, phalloidin and 4′,6-diamidino-2-phenylindole (DAPI) were incu-
bated with organoids for 1 h at room temperature. Organoids were
mounted on glass slides with ProLong™ Glass antifade mountant and
covered with glass coverslips. Images were captured using a Zeiss LSM
800 confocal microscope and processed using ZEN Image analysis
software (Zeiss). Information for antibodies used in this study are listed
in Supplementary Table 7 and all primary antibodies used in this study
were verified ((Supplementary Figures 13, 14).

qPCR analysis
Total RNA from NPOs and BOs with or without infection respectively
were extracted using the RNeasy Plus Mini Kit according to the man-
ufacturer’s instructions. Reverse transcription was then performed
using the PrimeScript RT Reagent Kit to generate cDNA under the
following conditions: 37 °C for 15mins, 85 °C for 5 secs followed by
4 °C incubation. cDNA was diluted and amplified using the GoTaq®
qPCR SYBR greenMasterMix under the following conditions: 95 °C for
2mins followed by 95 °C for 3 secs and 60 °C for 30 secs for a total of
40 cycles. SARS-CoV-2 N gene was amplified using the GoTaq® Probe
qPCR Master Mix under the same conditions. Sequences of primers
and probes used in this study are summarised in Supplementary
Table 6. qPCR amplification involving SARS-CoV-2 infected samples
were performed on a CFX96 Touch real-time PCR detection system
(Bio-Rad) inside the ABSL3 facility, while non-SARS-CoV-2 relatedwork
was performed on a QuantStudio 6 Flex Real-Time PCR System
(Thermofisher Scientific). Absolute quantification was performed for
the following genes: TP63, SCGB1A1, FOXJ1, MUC5AC, ACE2, TMPRSS2,
Furin, Neuropilin-1 and the SARS-CoV-2 N gene using standard curves
generated with plasmid DNA. Relative amounts of the P. aeruginosa
16 S, S. pneumoniae lytA, IL-1β, IL-6, IL-8, IFN- β, TNF-α, CCL2, CCL5 and
CXCL10 mRNA (normalized with β-actin) was determined using the
2−ΔΔCt method112.

Quantification of cytokines and chemokines at protein level
Cell culture supernatants of SARS-CoV-2 infected NPOs and BOs at 48
and 72 hpi and P. aeruginosa and S. pneumoniae-infected NPOs at 6 hpi
were subjected to a multiplexed cytokine assay using a Bio-Plex Pro
Human cytokine screening panel (Biorad) containing 48 human cyto-
kines according to manufacturer’s instructions. Spectral intensities
were quantified on a MagPix machine (Luminex Corporation) and Bio-
Plex 200 System (Bio-Rad) for SARS-CoV-2 and bacterial infection
studies, respectively. Cytokine concentrations were calculated by
interpolating from standard curves through 5PL curve fitting.

Micro-optical coherence tomography (µOCT) imaging to visua-
lize and quantify ciliary beat frequency (CBF)
The µOCT technology has been described previously113–116. In brief, the
µOCT system included a Spectral-domain OCT (SD-OCT) imaging
console and a benchtop probe. A supercontinuum light source illu-
minated a 50/50 beam splitter. Half of the source light was transmitted
to the benchtop probe and light returned from the probe was relayed
to a spectrometer. The spectrometerwas composedof a 960 lines/mm
volume phase holographic transmission grating, a multi-element
camera lens, and a line scan camera. Light reflected from the refer-
ence armand that scattered back from the sample armwere combined
with the beam splitter back to the console. Transverse (x, y) scanning
was performed using a pair of galvanometer scanners driven by an

Fig. 6 | Nasopharyngeal organoids are permissive to bacterial infection by
Pseudomonasaeruginosa. a Schematic diagramoutlining themethod for bacterial
infection of NPOs. b qRT-PCR analysis of total RNA extracted from P. aeruginosa-
infected NPOs derived from non-diseased individuals and COPD patients at 6 hpi
for the P. aeruginosa 16 S gene. n = 4 and n = 6 biologically independent experi-
ments were performed for ND and COPD, respectively. Data are presented as
means ± SEM. c qRT-PCR analysis of P. aeruginosa-infected NPOs at 6 hpi for C–C
motif chemokine ligand 2 (CCL2),CCL5, C-X-Cmotif chemokine ligand 10 (CXCL10),
tumour necrosis factor-α (ΤΝF-α), interleukin-1β (IL-1β), IL-6 and IL-8. n = 4 for ND
and n = 6 for COPD. Data are presented as means ± SEM and an unpaired t-test is
performed. *P <0.05 [CCL2 =0.0188; CXCL10 =0.0239; IL-6=0.0470]. d CCL2,
CCL4, CXCL10, TNF-β, interferon-γ (IFN-γ), IL-6, IL-8, IL-9, growth-related onco-
gene- α (GRO-α) and granulocyte-colony stimulating factor (G-CSF) release upon P.
aeruginosa infection in NPOs at 6 hpi by multiplex Luminex assay. n = 5 for ND and
n = 6 for COPD. Data are presented as means ± SEM and an unpaired t-test is per-
formed. *P <0.05; **P <0.01; ***P <0.001; **** P <0.0001. [CCL2: COPD-MK vs

COPD-PAO1 = 0.0039; ND-PAO1 vs COPD-PAO1 = 0.0062, CCL4: ND-MK vs ND-
PAO1 = 0.0190; COPD-MK vs COPD-PAO1 = 0.0040; CXCL10: ND-PAO1 = 0.0014;
COPD-MK vs COPD-PAO1 = 0.0217; TNF-β: ND-MK vs ND-PAO1 = 0.0333; COPD-MK
vs COPD-PAO1 = 0.0096; IFN-γ: ND-MK vs ND-PAO=0.0114; ND-PAO1 vs COPD-
PAO1 = 0.0002; IL-6: ND-PAO1 vs COPD-PAO1 = 0.0238; COPD-MK vs COPD-
PAO1 = 0.0055; IL-8: COPD-MK vs COPD-PAO1 = 0.0099; IL-9: COPD-MK vs COPD-
PAO1 < 0.0001; GRO-α: ND-MK vs ND-PAO1 =0.0062; COPD-MK vs COPD-PAO1 =
0.0018; G-CSF: ND-MK vs ND-PAO1 = 0.0004; COPD-MK vs COPD-PAO1 = 0.0005;
ND = PAO1 vs COPD-PAO1 = 0.0067]. e Principal component analysis (PCA) of ND
and COPD NPO transcriptomes that were mock-treated or infected with Pseudo-
monas aeruginosa for 6 h (n = 3 per group). f Heatmap of the differentially
expressed genes (2561 genes) between P. aeruginosa infected and uninfected NPOs
from ND and COPD, respectively. Five major gene clusters based on expression
profile were identified and biological functions are annotated. Source data are
provided as a Source Data file.
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analogue output board. The output of the camera was transferred to
an image acquisition board.

µOCT imaging was performed on human BOs with illumination
incident at the top-side view of the organoids. The imaging optics axis
is typically placed within 10° of normal to the cell plane to minimize
errors in geometric measurements. Ciliary beat frequency (CBF) is
determined using a time series of images and assessed by quantifying
the frequency of peak amplitude in the image regions exhibiting
oscillatory behaviour. On average 6 to 10 organoids are evaluated per
donor in up to 10 regions of ciliary activity per image sequence to
determine CBF. All image analysis was performed using ImageJ and
MATLAB.

Single-cell RNA (scRNA) sequencing
Cell and library preparation. Single-cell RNA sequencing was per-
formed according to standard protocol of the Chromium Next GEM
Single Cell 3′ GEM Library & Gel Bead Kit V3.1 as per manufacturer’s
instructions. Briefly, NPOs and BOs were washed once with adDMEM/
F12 to eliminate matrigel and then incubated with TrypLE express for
10min. Single-cell suspensions were next achieved by passing through
the large undissociated structures with a P1000 tip repeatedly. Single
cells were centrifuged and resuspended in AOmedium for cell counting
to obtain a density of 1000 cells/µl. Cells were loaded on the Chromium
Next GEM chip G and run on the Chromium controller. Sequencing
libraries were prepared following the standardmanufacturer’s protocol.
The DNA libraries were sequenced paired-end and single-indexed on an
Illumina HiSeq2500 v2 platform (28x91bp) at the sequencing facility
located at the Singapore Centre for Environmental Life Sciences Engi-
neering (SCELSE), Nanyang Technological University, Singapore.

Data processing and analysis. Raw fastq reads from NPOs and BOs
from non-diseased and COPD were aligned to the human GRCh38
reference genome using Cell Ranger 6.0.2. The single cell count
matrices were then analysed with Seurat 4.0117. Cells with <200
detected genes and >20% mitochondrial genes were excluded. The
filtered datasets were then normalized using the SCTransform func-
tion in Seurat and integrated to yield a unified data array for down-
stream comparative analysis between non-diseased (pooling of one
NPO-ND line and one BO-ND line) and COPD (pooling of one NPO-
COPD line and one BO-COPD line).

Cell clustering was performed with the resolution parameter set
to 0.3. Nonlinear dimensional reduction was used to construct the
unified anddisease state-specificUMAPplots as illustrated.Differential
expression analysiswas performedbased onnon-parametricWilcoxon
rank sum testing with Seurat FindAllMarkers and FindMarkers func-
tions, respectively to identify gene markers of each cell cluster and
differentially expressed genes (DEGs) between the non-diseased and
COPD cells. Functional enrichment analysis was conducted using
Ingenuity Pathway Analysis (Qiagen) and GSEA118. To validate our
COPD organoid models, we compared the top enriched functions,
based on DEGs, from publicly available published bulk RNAseq data-
sets of cultured airway epithelial cells and/or clinical biopsies from
COPD to those fromour scRNA-seq datasets119. Three relevant datasets
(Accession numbers: GSE124180, GSE146532 and GSE162154) were
identified and mapped with Rsubread 3.6.2 to Ensembl gene ID120,
however, GSE124180 and GSE146532 had to be excluded because their
non-diseased and COPD sample sets did not form distinct clusters
from each other based on principal component analysis (PCA). Con-
sequently, only GSE162154 was used for our comparative analysis. The
bulk RNAseq datasets were downloaded from Gene Expression
Omnibus (GEO).

Cell type annotation was first analysed using Blueprint, ENCODE
and theHumanPrimaryCell Atlas databases using celldex (1.2.0)which
confirmed that all cells exhibited an epithelial phenotype121. To deter-
mine the cell type of each respective cluster, GSEA was used to make

comparisons to the airway and lung cell signature gene sets respec-
tively from Garcia et al. (2019)36 and Travaglini et al. (2020)37 respec-
tively. Pseudotime analysis was performed using Monocle3122 and cell
trajectory inferred with the cycling basal cells specified as the root
node (origin of the trajectory; pseudotime = 0).

Bulk RNA sequencing
Non-diseased and COPD NPOs were either mock-treated or infected
with Pseudomonas aeruginosa (PAO1) for 6 h. Organoids were then
lysed with Qiagen RLT plus buffer and RNA isolated using Qiagen
RNeasy Plus Mini Kit. Stranded mRNA libraries for each sample was
preparedwitholigodTpurificationusing the IlluminaTruSeqStranded
mRNA Kit. Libraries were sequenced paired-end 100bp (PE100) using
Illumina HiSeq2500 System.

Raw paired-end sequencing data in FASTQ format (available in
NCBI’s Gene Expression Omnibus (GEO) database: GSE201465 were
trimmed for adaptor sequence/low-quality sequence using
trimmomatic-0.39 (parameter: /trimmomatic-0.39/adapters/TruSeq3-
PE-2.fa:2:30:10:1:TRUE LEADING:3 TRAILING:3 SLIDINGWINDOW:4:15
MINLEN:30). Quality of sequence reads after trimming was checked
using FastQC v0.11.8. Trimmed sequence reads were then mapped to
the human reference genome GRCh38.p13 (hg38) using the align func-
tion available in Rsubread v2.6.4, which was run in R v4.1.0 software
(parameter: Type=rna). Feature count extraction was performed using
featureCounts function available in Rsubread v2.6.4, which was then run
in the R v4.1.0 software (parameters: annot.ext=hg38.ensGene.gtf,
isGTFAnnotationFile=TRUE, isPairedEnd=TRUE).

Differential gene expression was performed using DESeq2
(v1.34.0)123. Genes were considered differentially expressed when the
log2 Fold Change >± 1 and adjusted p-value was <0.05. All differen-
tially expressed genes (DEGs) betweenmock-treated and P.aeruginosa-
infected non-diseased and COPD NPOs were subject to hierarchical
clustering based on their expression trend to form 5 major gene
clusters. The enriched gene ontology terms of each gene cluster was
analyzed using ViSEAGO124.

Statistical analysis
For non-infection related experiments described in Figs. 1–3, n = 7;
n = 10;n = 3 andn = 8biologically independent replicateswere used for
NPO-non diseased (ND); NPO-COPD; BO-ND and BO-COPD, respec-
tively. For infection studies described in Figs. 4–6, at least n = 3 bio-
logically independent replicates were performed. Data were analyzed
using GraphPad Prism software (version 8.3.0). Continuous data were
tested for normality using the Kolmogorov-Smirnoff test (K-S test).
Data are presented as mean with standard error for normally dis-
tributeddata, and a Student t test or analysis of variance (ANOVA) used
to assess for inter-group differences as appropriate. For non-normal
variables, medians are presented with interquartile range, and the
Wilcoxon signed rank test (paired data) and Mann-Whitney U test
(unpaired data) performed when comparing two groups and/or the
Kruskal-Wallis test for > 2 groups, respectively. Spearman’s correlation
coefficient (nonparametric) analyses were performed to assess for
correlations between specific gene expression levels and forced
expiratory volume in the 1st second percent predicted (FEV1% pre-
dicted). A p-value <0.05 was considered significant and degree of
significance illustrated as follows: *P <0.05; **P <0.01; ***P <0.001 and
****P < 0.0001.

Reporting summary
Further information on research design is available in the Nature
Portfolio Reporting Summary linked to this article.

Data availability
Single cell RNA sequencing: Raw fastq reads from NPOs and BOs from
non-diseased and COPD were aligned to the human GRCh38. p13
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(hg38) reference genome. Three publicly available published bulk
RNAseq datasets ((Accession numbers: GSE124180, GSE146532 and
GSE162154) of cultured airway epithelial cells and/or clinical biopsies
fromCOPDwereused for comparisonwith our scRNAdataset. The 10×
single-cell RNA sequencing data generated in this study has been
deposited in the GEO database under the accession code GSE186017.

Bulk RNA sequencing: Raw FASTQ reads were mapped to the
human reference genome GRCh38.p13 (hg38). The bulk RNA sequen-
cing data generated in this study has deposited in the GEO database
under the accession code GSE201465.

All other relevant data supporting the key findings of this study
are available within the article and its supplementary information files.
Source data is provided in this paper. Source data are provided with
this paper.

Code availability
R scripts for single-cell RNA-seq analysis is available at https://github.
com/chenghongsheng/SC_RNAseq-airway-organoid and https://doi.
org/10.5281/zenodo.7290276.

References
1. Vestbo, J. et al. Global strategy for the diagnosis, management,

and prevention of chronic obstructive pulmonary disease: GOLD
executive summary. Am. J. respiratory Crit. care Med. 187,
347–365 (2013).

2. Celli, B. R. &Wedzicha, J. A. Update onClinical Aspects of Chronic
Obstructive Pulmonary Disease. N. Engl. J. Med. 381,
1257–1266 (2019).

3. Agusti, A. & Hogg, J. C. Update on the Pathogenesis of Chronic
Obstructive Pulmonary Disease. N. Engl. J. Med. 381,
1248–1256 (2019).

4. Barnes, P. J. Chronic obstructive pulmonary disease. N. Engl. J.
Med. 343, 269–280 (2000).

5. Mannino, D. M., Thorn, D., Swensen, A. & Holguin, F. Prevalence
and outcomes of diabetes, hypertension and cardiovascular dis-
ease in COPD. Eur. Respir. J. 32, 962–969 (2008).

6. Casanova, C. et al. The progression of chronic obstructive pul-
monary disease is heterogeneous: the experience of the BODE
cohort. Am. J. Respir. Crit. Care Med. 184, 1015–1021
(2011).

7. Wedzicha, J. A. The heterogeneity of chronic obstructive pul-
monary disease. Thorax 55, 631–632 (2000).

8. Groneberg, D. A. & Chung, K. F. Models of chronic obstructive
pulmonary disease. Respir. Res. 5, 18 (2004).

9. Tanner, L. & Single, A. B. Animal Models Reflecting Chronic
Obstructive Pulmonary Disease and Related Respiratory Dis-
orders: Translating Pre-Clinical Data into Clinical Relevance. J.
Innate Immun. 12, 203–225 (2020).

10. Clevers, H. Modeling Development and Disease with Organoids.
Cell 165, 1586–1597 (2016).

11. Guimbellot, J. S. et al. Nasospheroids permit measurements of
CFTR-dependent fluid transport. JCI Insight 2, https://doi.org/10.
1172/jci.insight.95734 (2017).

12. Liu, Z. et al. Human Nasal Epithelial Organoids for Therapeutic
Development in Cystic Fibrosis. Genes (Basel) 11, https://doi.org/
10.3390/genes11060603 (2020).

13. Sachs, N. et al. Long-term expanding human airway organoids for
disease modeling. EMBO J 38, https://doi.org/10.15252/embj.
2018100300 (2019).

14. Katsura, H. et al. Human Lung Stem Cell-Based Alveolospheres
Provide Insights into SARS-CoV-2-Mediated Interferon Responses
and Pneumocyte Dysfunction. Cell Stem Cell 27, 890–904
.e898 (2020).

15. Barkauskas, C. E. et al. Type 2 alveolar cells are stem cells in adult
lung. J. Clin. Invest 123, 3025–3036 (2013).

16. Choi, J., Iich, E. & Lee, J. H. Organogenesis of adult lung in a dish:
Differentiation, disease and therapy. Dev. Biol. 420,
278–286 (2016).

17. Dye, B. R. et al. In vitro generation of human pluripotent stem cell
derived lung organoids. Elife 4, https://doi.org/10.7554/eLife.
05098 (2015).

18. Karekla, E. et al. Ex Vivo Explant Cultures of Non-Small Cell Lung
Carcinoma Enable Evaluation of Primary Tumor Responses to
Anticancer Therapy. Cancer Res. 77, 2029–2039 (2017).

19. Kim, M. et al. Patient-derived lung cancer organoids as in vitro
cancer models for therapeutic screening. Nat. Commun. 10,
3991 (2019).

20. van der Sanden, S. M. G. et al. Enterovirus 71 infection of human
airway organoids reveals VP1-145 as a viral infectivity determinant.
Emerg. Microbes Infect. 7, 84 (2018).

21. Heo, I. et al. Modelling Cryptosporidium infection in human small
intestinal and lung organoids. Nat. Microbiol 3, 814–823 (2018).

22. Zhou, J. et al. Differentiated human airway organoids to assess
infectivity of emerging influenza virus. Proc. Natl Acad. Sci. USA
115, 6822–6827 (2018).

23. Hui, K. P. Y. et al. Tropism, replication competence, and innate
immune responses of influenza virus: an analysis of human airway
organoids and ex-vivo bronchus cultures. Lancet Respir. Med. 6,
846–854 (2018).

24. Han, Y. et al. Identification of SARS-CoV-2 inhibitors using lung
and colonic organoids. Nature 589, 270–275 (2021).

25. Youk, J. et al. Three-Dimensional Human Alveolar Stem Cell Cul-
ture Models Reveal Infection Response to SARS-CoV-2. Cell Stem
Cell 27, 905–919.e910 (2020).

26. Salahudeen, A. A. et al. Progenitor identification and SARS-CoV-2
infection in human distal lung organoids. Nature 588,
670–675 (2020).

27. Attaway, A. A., Zein, J. & Hatipoglu, U. S. SARS-CoV-2 infection in
the COPD population is associated with increased healthcare
utilization: An analysis of Cleveland clinic’s COVID-19 registry.
EClinicalMedicine 26, 100515 (2020).

28. Guan,W. J. et al. Comorbidity and its impact on 1590 patients with
COVID-19 in China: a nationwide analysis. Eur Respir J 55, https://
doi.org/10.1183/13993003.00547-2020 (2020).

29. Argenziano, M. G. et al. Characterization and clinical course of
1000 patients with coronavirus disease 2019 in New York: retro-
spective case series. BMJ 369, m1996 (2020).

30. Richardson, S. et al. Presenting Characteristics, Comorbidities,
and Outcomes Among 5700 Patients Hospitalized With COVID-19
in the New York City Area. JAMA 323, 2052–2059 (2020).

31. Cummings, M. J. et al. Epidemiology, clinical course, and out-
comes of critically ill adults with COVID-19 in New York City: a
prospective cohort study. Lancet 395, 1763–1770 (2020).

32. Bartoletti, M. et al. Development and validation of a prediction
model for severe respiratory failure in hospitalized patients with
SARS-CoV-2 infection: a multicentre cohort study (PREDI-CO
study). Clin. Microbiol Infect. 26, 1545–1553 (2020).

33. Docherty, A. B. et al. Features of 20 133UKpatients in hospital with
covid-19 using the ISARICWHOClinicalCharacterisation Protocol:
prospective observational cohort study. BMJ 369, m1985 (2020).

34. Gerayeli, F. V. et al. COPD and the risk of poor outcomes inCOVID-
19: A systematic review and meta-analysis. EClinicalMedicine 33,
100789 (2021).

35. Sethi, S. Bacteria in exacerbations of chronic obstructive pul-
monary disease: phenomenon or epiphenomenon? Proc. Am.
Thorac. Soc. 1, 109–114 (2004).

36. Ruiz Garcia, S. et al. Novel dynamics of human mucociliary dif-
ferentiation revealed by single-cell RNA sequencing of nasal epi-
thelial cultures. Development 146, https://doi.org/10.1242/dev.
177428 (2019).

Article https://doi.org/10.1038/s41467-022-35253-x

Nature Communications |         (2022) 13:7635 15

https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE124180
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE146532
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE162154
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE186017
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE201465
https://github.com/chenghongsheng/SC_RNAseq-airway-organoid
https://github.com/chenghongsheng/SC_RNAseq-airway-organoid
https://doi.org/10.5281/zenodo.7290276
https://doi.org/10.5281/zenodo.7290276
https://doi.org/10.1172/jci.insight.95734
https://doi.org/10.1172/jci.insight.95734
https://doi.org/10.3390/genes11060603
https://doi.org/10.3390/genes11060603
https://doi.org/10.15252/embj.2018100300
https://doi.org/10.15252/embj.2018100300
https://doi.org/10.7554/eLife.05098
https://doi.org/10.7554/eLife.05098
https://doi.org/10.1183/13993003.00547-2020
https://doi.org/10.1183/13993003.00547-2020
https://doi.org/10.1242/dev.177428
https://doi.org/10.1242/dev.177428


37. Travaglini, K. J. et al. Amolecular cell atlas of the human lung from
single-cell RNA sequencing. Nature 587, 619–625 (2020).

38. Jones, R. L., Noble, P. B., Elliot, J. G. & James, A. L. Airway remo-
delling in COPD: It’s not asthma! Respirology 21, 1347–1356 (2016).

39. Grzela, K., Litwiniuk, M., Zagorska, W. & Grzela, T. Airway Remo-
deling in ChronicObstructive Pulmonary Disease and Asthma: the
Role of Matrix Metalloproteinase-9. Arch. Immunol. Ther. Exp.
(Warsz.) 64, 47–55 (2016).

40. James, A. L. &Wenzel, S. Clinical relevance of airway remodelling
in airway diseases. Eur. Respir. J. 30, 134–155 (2007).

41. Shaykhiev, R. Emerging biology of persistent mucous cell hyper-
plasia in COPD. Thorax 74, 4–6 (2019).

42. Hogg, J. C. et al. The nature of small-airway obstruction in chronic
obstructive pulmonary disease. N. Engl. J. Med. 350,
2645–2653 (2004).

43. Hogg, J. C. et al. Survival after lung volume reduction in
chronic obstructive pulmonary disease: insights fromsmall airway
pathology. Am. J. Respir. Crit. Care Med. 176, 454–459
(2007).

44. Allinson, J. P. et al. ThePresenceofChronicMucusHypersecretion
across Adult Life in Relation to Chronic Obstructive Pulmonary
Disease Development. Am. J. Respir. Crit. Care Med. 193,
662–672 (2016).

45. Radicioni, G. et al. Airway mucin MUC5AC and MUC5B con-
centrations and the initiation and progression of chronic
obstructive pulmonary disease: an analysis of the SPIROMICS
cohort. Lancet Respir. Med. 9, 1241–1254 (2021).

46. Benam, K. H., Konigshoff, M. & Eickelberg, O. Breaking the In Vitro
Barrier in Respiratory Medicine. Engineered Microphysiological
Systems for Chronic Obstructive Pulmonary Disease and Beyond.
Am. J. Respir. Crit. Care Med. 197, 869–875 (2018).

47. Sauler, M. et al. Characterization of the COPD alveolar niche using
single-cell RNA sequencing. Nat. Commun. 13, 494 (2022).

48. Tilley, A. E. et al. Down-regulation of the notch pathway in human
airway epithelium in association with smoking and chronic
obstructive pulmonary disease. Am. J. Respir. Crit. Care Med. 179,
457–466 (2009).

49. Carlier, F. M. et al. Canonical WNT pathway is activated in the
airway epithelium in chronic obstructive pulmonary disease.
EBioMedicine 61, 103034 (2020).

50. Belgacemi, R. et al. Airway epithelial cell differentiation relies on
deficient Hedgehog signalling in COPD. EBioMedicine 51,
102572 (2020).

51. Yeo, J. et al. RNAseq analysis of bronchial epithelial cells to
identify COPD-associated genes and SNPs. BMC Pulm. Med. 18,
42 (2018).

52. Veerati, P. C. et al. Airway Epithelial Cell Immunity Is Delayed
During Rhinovirus Infection in Asthma and COPD. Front Immunol.
11, 974 (2020).

53. Morrow, J. D. et al. RNA-sequencing across threematched tissues
reveals shared and tissue-specific gene expression and pathway
signatures of COPD. Respir. Res. 20, 65 (2019).

54. Aghapour, M. et al. Mitochondria: at the crossroads of regulating
lung epithelial cell function in chronic obstructive pulmonary
disease. Am. J. Physiol. Lung Cell Mol. Physiol. 318,
L149–L164 (2020).

55. Hara, H., Kuwano, K. & Araya, J. Mitochondrial Quality Control in
COPD and IPF. Cells 7, https://doi.org/10.3390/
cells7080086 (2018).

56. MacNee, W. Pulmonary and systemic oxidant/antioxidant imbal-
ance in chronic obstructive pulmonary disease. Proc. Am. Thorac.
Soc. 2, 50–60 (2005).

57. Zuo, W. L. et al. Ontogeny and Biology of Human Small Airway
Epithelial Club Cells. Am. J. Respir. Crit. Care Med. 198,
1375–1388 (2018).

58. Rahman, I., Kinnula, V. L., Gorbunova, V. & Yao, H. SIRT1 as a
therapeutic target in inflammaging of the pulmonary disease.
Prev. Med. 54, S20–S28 (2012).

59. Rajendrasozhan, S., Yang, S. R., Kinnula, V. L. & Rahman, I. SIRT1,
an antiinflammatory and antiaging protein, is decreased in lungs
of patients with chronic obstructive pulmonary disease. Am. J.
Respir. Crit. Care Med. 177, 861–870 (2008).

60. Yanagisawa, S. et al. Decreased Serum Sirtuin-1 in COPD. Chest
152, 343–352 (2017).

61. Boudewijn, I. M. et al. Nasal gene expression differentiates COPD
from controls and overlaps bronchial gene expression. Respir.
Res. 18, 213 (2017).

62. Imkamp, K. et al. Nasal epithelium as a proxy for bronchial
epithelium for smoking-induced gene expression and
expression Quantitative Trait Loci. J. Allergy Clin. Immunol.
142, 314–317.e315 (2018).

63. Alqahtani, J. S. et al. Prevalence, Severity andMortality associated
with COPD and Smoking in patients with COVID-19: A Rapid Sys-
tematic ReviewandMeta-Analysis.PLoSOne 15, e0233147 (2020).

64. Feng, Y. et al. COVID-19 with Different Severities: A Multicenter
Study of Clinical Features. Am. J. Respir. Crit. Care Med. 201,
1380–1388 (2020).

65. Wang, D. et al. Clinical Characteristics of 138 Hospitalized Patients
With 2019 Novel Coronavirus-Infected Pneumonia in Wuhan,
China. JAMA 323, 1061–1069 (2020).

66. Sin, D. D. COVID-19 in COPD: A growing concern. EClinicalMedi-
cine 26, 100546 (2020).

67. Hoffmann, M. et al. SARS-CoV-2 Cell Entry Depends on ACE2 and
TMPRSS2 and Is Blocked by a Clinically Proven Protease Inhibitor.
Cell 181, 271–280.e278 (2020).

68. Hoffmann, M., Kleine-Weber, H. & Pohlmann, S. A Multibasic
Cleavage Site in the Spike Protein of SARS-CoV-2 Is Essential for
Infection of Human LungCells.Mol. Cell 78, 779–784.e775 (2020).

69. Bestle, D. et al. TMPRSS2 and furin are both essential for proteo-
lytic activation of SARS-CoV-2 in human airway cells. Life Sci
Alliance 3, https://doi.org/10.26508/lsa.202000786 (2020).

70. Cantuti-Castelvetri, L. et al. Neuropilin-1 facilitates SARS-CoV-2
cell entry and infectivity. Science 370, 856–860 (2020).

71. Daly, J. L. et al. Neuropilin-1 is a host factor for SARS-CoV-2
infection. Science 370, 861–865 (2020).

72. Zhang, H. et al. Expression of the SARS-CoV-2 ACE2 Receptor in
the Human Airway Epithelium. Am. J. Respir. Crit. Care Med. 202,
219–229 (2020).

73. Saheb Sharif-Askari, N. et al. Airways Expression of SARS-CoV-2
Receptor, ACE2, and TMPRSS2 Is Lower in Children Than Adults
and Increases with Smoking and COPD. Mol. Ther. Methods Clin.
Dev. 18, 1–6 (2020).

74. Leung, J. M., Niikura, M., Yang, C. W. T. & Sin, D. D. COVID-19 and
COPD. Eur Respir J 56, https://doi.org/10.1183/13993003.02108-
2020 (2020).

75. Leung, J. M. et al. ACE-2 expression in the small airway epithelia
of smokers and COPD patients: implications for COVID-19.
Eur. Respir. J. 55, https://doi.org/10.1183/13993003.00688-
2020 (2020).

76. Milne, S., Yang, C. X., Timens, W., Bosse, Y. & Sin, D. D. SARS-CoV-
2 receptor ACE2 gene expression and RAAS inhibitors. Lancet
Respir. Med. 8, e50–e51 (2020).

77. Baric, R. S. Emergence of a Highly Fit SARS-CoV-2 Variant.N. Engl.
J. Med. 383, 2684–2686 (2020).

78. Volz, E. et al. Evaluating the Effects of SARS-CoV-2 Spike
Mutation D614G on Transmissibility and Pathogenicity. Cell
184, 64–75.e11 (2021).

79. Korber, B. et al. Tracking Changes in SARS-CoV-2 Spike: Evidence
that D614G Increases Infectivity of the COVID-19 Virus. Cell 182,
812–827.e819 (2020).

Article https://doi.org/10.1038/s41467-022-35253-x

Nature Communications |         (2022) 13:7635 16

https://doi.org/10.3390/cells7080086
https://doi.org/10.3390/cells7080086
https://doi.org/10.26508/lsa.202000786
https://doi.org/10.1183/13993003.02108-2020
https://doi.org/10.1183/13993003.02108-2020
https://doi.org/10.1183/13993003.00688-2020
https://doi.org/10.1183/13993003.00688-2020


80. Yurkovetskiy, L. et al. Structural and Functional Analysis of
the D614G SARS-CoV-2 Spike Protein Variant. Cell 183,
739–751.e738 (2020).

81. Plante, J. A. et al. SpikemutationD614Galters SARS-CoV-2 fitness.
Nature, https://doi.org/10.1038/s41586-020-2895-3 (2020).

82. Zhou, B. et al. SARS-CoV-2 spike D614G change enhances repli-
cation and transmission. Nature, https://doi.org/10.1038/s41586-
021-03361-1 (2021).

83. Brufsky, A. Distinct viral clades of SARS-CoV-2: Implications for
modeling of viral spread. J. Med Virol. 92, 1386–1390 (2020).

84. Johansen, M. D. et al. Increased SARS-CoV-2 Infection, Protease
and Inflammatory Responses inCOPD Primary Bronchial Epithelial
Cells Defined with Single Cell RNA-Sequencing. Am J Respir Crit
Care Med, https://doi.org/10.1164/rccm.202108-1901OC (2022).

85. Wedzicha, J. A. Role of viruses in exacerbations of chronic
obstructive pulmonary disease. Proc. Am. Thorac. Soc. 1,
115–120 (2004).

86. Rohde, G. et al. Respiratory viruses in exacerbations of chronic
obstructive pulmonary disease requiring hospitalisation: a case-
control study. Thorax 58, 37–42 (2003).

87. Seemungal, T. et al. Respiratory viruses, symptoms, and inflam-
matory markers in acute exacerbations and stable chronic
obstructive pulmonary disease. Am. J. Respir. Crit. Care Med. 164,
1618–1623 (2001).

88. Mallia, P. et al. Experimental rhinovirus infection as a human
model of chronic obstructive pulmonary disease exacerbation.
Am. J. Respir. Crit. Care Med. 183, 734–742 (2011).

89. Hsu, A. C. et al. Impaired Antiviral Stress Granule and IFN-beta
Enhanceosome Formation Enhances Susceptibility to Influenza
Infection in Chronic Obstructive Pulmonary Disease Epithelium.
Am. J. Respir. Cell Mol. Biol. 55, 117–127 (2016).

90. Hsu, A. C. et al. Targeting PI3K-p110alpha Suppresses Influenza
Virus Infection in Chronic Obstructive Pulmonary Disease. Am. J.
Respir. Crit. Care Med. 191, 1012–1023 (2015).

91. Garcia-Valero, J. et al. Deficient pulmonary IFN-beta expression in
COPD patients. PLoS One 14, e0217803 (2019).

92. Hilzendeger, C. et al. Reduced sputum expression of interferon-
stimulated genes in severe COPD. Int J. Chron. Obstruct Pulmon
Dis. 11, 1485–1494 (2016).

93. Singanayagam, A. et al. Antiviral immunity is impaired in COPD
patients with frequent exacerbations. Am. J. Physiol. Lung Cell
Mol. Physiol. 317, L893–L903 (2019).

94. Ball, P. Epidemiology and treatment of chronic bronchitis and its
exacerbations. Chest 108, 43S–52S (1995).

95. Sethi, S., Evans, N., Grant, B. J. & Murphy, T. F. New strains of
bacteria and exacerbations of chronic obstructive pulmonary
disease. N. Engl. J. Med. 347, 465–471 (2002).

96. Sethi, S. & Murphy, T. F. Bacterial infection in chronic obstructive
pulmonary disease in 2000: a state-of-the-art review. Clin.
Microbiol Rev. 14, 336–363 (2001).

97. Wilkinson, T. M. A. et al. Effect of interactions between lower air-
way bacterial and rhinoviral infection in exacerbations of COPD.
Chest 129, 317–324 (2006).

98. Wedzicha, J. A. & Seemungal, T. A. COPD exacerbations: defining
their cause and prevention. Lancet 370, 786–796 (2007).

99. Celli, B. R. & Barnes, P. J. Exacerbations of chronic obstructive
pulmonary disease. Eur. Respir. J. 29, 1224–1238 (2007).

100. Perera, W. R. et al. Inflammatory changes, recovery and recur-
rence at COPD exacerbation. Eur. Respir. J. 29, 527–534 (2007).

101. Vogelmeier, C. F. et al. Global Strategy for the Diagnosis, Man-
agement, and Prevention of Chronic Obstructive Lung Disease
2017 Report. GOLD Executive Summary. Am. J. Respir. Crit. Care
Med. 195, 557–582 (2017).

102. Graham, B. L. et al. Standardization of Spirometry 2019Update. An
Official American Thoracic Society and European Respiratory

Society Technical Statement. Am. J. Respir. Crit. Care Med. 200,
e70–e88 (2019).

103. Young, B. E. et al. Epidemiologic Features and Clinical Course of
Patients Infected With SARS-CoV-2 in Singapore. JAMA 323,
1488–1494 (2020).

104. Marty, F. M., Chen, K. & Verrill, K. A. How to Obtain a Nasophar-
yngeal Swab Specimen. N. Engl. J. Med. 382, e76 (2020).

105. Wark, P. A. et al. Asthmatic bronchial epithelial cells have a defi-
cient innate immune response to infection with rhinovirus. J. Exp.
Med. 201, 937–947 (2005).

106. Ge, Q. et al. Differential deposition of fibronectin by asthmatic
bronchial epithelial cells. Am. J. Physiol. Lung Cell Mol. Physiol.
309, L1093–L1102 (2015).

107. Co, J. Y., Margalef-Catala, M., Monack, D. M. & Amieva, M. R.
Controlling the polarity of human gastrointestinal organoids to
investigate epithelial biology and infectious diseases. Nat. Protoc.
16, 5171–5192 (2021).

108. Co, J. Y. et al. Controlling Epithelial Polarity: A Human Enteroid
Model for Host-Pathogen Interactions. Cell Rep. 26,
2509–2520.e2504 (2019).

109. Ramakrishnan, M. A. Determination of 50% endpoint titer using a
simple formula. World J. Virol. 5, 85–86 (2016).

110. Zhao, K. et al. Genetic and Functional Diversity of Pseudomonas
aeruginosa in Patients With Chronic Obstructive Pulmonary Dis-
ease. Front Microbiol 11, 598478 (2020).

111. Oliver, M. B., van der Linden, M. P. G., Kuntzel, S. A., Saad, J. S. &
Nahm, M. H. Discovery of Streptococcus pneumoniae serotype 6
variants with glycosyltransferases synthesizing two differing
repeating units. J. Biol. Chem. 288, 25976–25985 (2013).

112. Livak, K. J. & Schmittgen, T. D. Analysis of relative gene expression
data using real-time quantitative PCR and the 2(-Delta Delta C(T))
Method.Methods 25, 402–408 (2001).

113. Liu, L. et al. Method for quantitative study of airway functional
microanatomy using micro-optical coherence tomography. PLoS
One 8, e54473 (2013).

114. Liu, L. et al. Imaging the subcellular structure of human coronary
atherosclerosis using micro-optical coherence tomography. Nat.
Med. 17, 1010–1014 (2011).

115. Chen, S. et al. Contrast of nuclei in stratified squamous epithelium
in optical coherence tomography images at 800 nm. J. Biopho-
tonics 12, e201900073 (2019).

116. Chen, S. et al. Understanding optical reflectance contrast for real-
time characterization of epithelial precursor lesions. Bioeng.
Transl. Med. 4, e10137 (2019).

117. Hao, Y. et al. Integrated analysis of multimodal single-cell data.
Cell 184, 3573–3587.e3529 (2021).

118. Subramanian, A. et al. Gene set enrichment analysis: a knowledge-
based approach for interpreting genome-wide expression pro-
files. Proc. Natl Acad. Sci. USA 102, 15545–15550 (2005).

119. Yin, J., Kasper, B., Petersen, F. & Yu, X. Association of Cigarette
Smoking,COPD, andLungCancerWithExpressionof SARS-CoV-2
Entry Genes in Human Airway Epithelial Cells. Front Med (Lau-
sanne) 7, 619453 (2020).

120. Liao, Y., Smyth, G. K. & Shi, W. The R package Rsubread is easier,
faster, cheaper and better for alignment and quantification of RNA
sequencing reads. Nucleic Acids Res.47, e47 (2019).

121. Aran, D. et al. Reference-based analysis of lung single-cell
sequencing reveals a transitional profibrotic macrophage. Nat.
Immunol. 20, 163–172 (2019).

122. Trapnell, C. et al. The dynamics and regulators of cell fate deci-
sions are revealed by pseudotemporal ordering of single cells.
Nat. Biotechnol. 32, 381–386 (2014).

123. Love, M. I., Huber, W. & Anders, S. Moderated estimation of fold
change and dispersion for RNA-seq data with DESeq2. Genome
Biol. 15, 550 (2014).

Article https://doi.org/10.1038/s41467-022-35253-x

Nature Communications |         (2022) 13:7635 17

https://doi.org/10.1038/s41586-020-2895-3
https://doi.org/10.1038/s41586-021-03361-1
https://doi.org/10.1038/s41586-021-03361-1
https://doi.org/10.1164/rccm.202108-1901OC


124. Brionne, A., Juanchich, A. & Hennequet-Antier, C. ViSEAGO: a
Bioconductor package for clustering biological functions using
Gene Ontology and semantic similarity. BioData Min. 12, 16
(2019).

Acknowledgements
This research was supported by the National Research Foundation Sin-
gapore under its COVID-19 Research Fund administered by the Singa-
pore Ministry of Health’s National Medical Research Council (MOH-
000409) (to S.H.C) and National Medical Research Council
COVID19RF2-0006 (to L-F.W and D.E.A.) and by the Singapore Ministry
of Health’s National Medical Research Council under its Clinician Sci-
entist Award (CSA) (MOH-000710) (S.H.C). L.L.Y.C. is supported by the
Lee Kong Chian School of Medicine, Nanyang Technological University
under the Dean’s Postdoctoral Fellowship and the Wong Peng Onn
Fellowship (002823-00001). We thank Mr Ter Soo Kai of the Lee Kong
Chian School of Medicine, Nanyang Technological University for assis-
tance with Vero-E6 cell cultures. We thankMr Mervyn Ong of Singapore
General Hospital for his assistance in coordinating nasopharyngeal
swab collection and transport. We thank Dr Viji Vijayan and Mr Benson
Ng of the Duke-NUS Medical School ABSL3 facility for logistics man-
agement and assistance. The authors would like to thank the TARIPH
Center of Respiratory Research Excellence for collaboration support.
Schematic illustrations in Figs. 1a, 4a, b and 6a were created with
BioRender.com.

Author contributions
L.L.Y.C., L-F.W. and S.H.C. conceptualized the study; L.L.Y.C established
the human airway organoids, performed viral and bacterial infection
experiments, confocal imaging and data analysis; D.E.A., A.E.Z.K., R.F.
and A.M.G. performed viral infection experiments and data analysis;
L.L.Y.C. and H.S.C. performed the single cell library preparation; H.S.C.,
F.X.I. and N.S.T. performed single cell and bulk RNA transcriptomics
analysis; S.C. and L.L performed the μOCT imaging and analysis; T.P.Y,
M. S. K., K. C. H. L and Y. T. W. collected clinical samples; B.G.O and
P.A.B.W. provided the bronchial specimens. K.N. and P.S.P. cultured the
human bronchial epithelial cells; Y.L.C. performed immunostaining for
the antibodies verification; L.L.Y.C. and S.H.C. wrote the manuscript; all
authors contributed to manuscript editing.

Competing interests
S.H.C is on advisory boards for CSL Behring, Pneumagen Ltd and
Boehringer Ingelheim, has received lecture fees from Astra-Zeneca and
serves on Data and Safety Monitoring Boards (DSMB) for Inovio Phar-
maceuticals and Imam Abdulrahman Bin Faisal University, all outside of
the submitted work. All other authors have no conflicts to disclose.

Additional information
Supplementary information The online version contains
supplementary material available at
https://doi.org/10.1038/s41467-022-35253-x.

Correspondence and requests for materials should be addressed to
Louisa L. Y. Chan or Sanjay H. Chotirmall.

Peer review information Nature Communications thanks the anon-
ymous reviewer(s) for their contribution to the peer review of this work.

Reprints and permissions information is available at
http://www.nature.com/reprints

Publisher’s note Springer Nature remains neutral with regard to jur-
isdictional claims in published maps and institutional affiliations.

Open Access This article is licensed under a Creative Commons
Attribution 4.0 International License, which permits use, sharing,
adaptation, distribution and reproduction in any medium or format, as
long as you give appropriate credit to the original author(s) and the
source, provide a link to the Creative Commons license, and indicate if
changes were made. The images or other third party material in this
article are included in the article’s Creative Commons license, unless
indicated otherwise in a credit line to the material. If material is not
included in the article’s Creative Commons license and your intended
use is not permitted by statutory regulation or exceeds the permitted
use, you will need to obtain permission directly from the copyright
holder. To view a copy of this license, visit http://creativecommons.org/
licenses/by/4.0/.

© The Author(s) 2022

1Lee Kong Chian School of Medicine, Nanyang Technological University, Singapore, Singapore. 2Programme in Emerging Infectious Diseases, Duke-NUS
Medical School, Singapore, Singapore. 3School of Electrical and Electronic Engineering, Nanyang Technological University, Singapore, Singapore.
4Department of Respiratory and Critical Care Medicine, Singapore General Hospital, Singapore, Singapore. 5Duke-NUS Medical School,
Singapore, Singapore. 6Priority ResearchCentre for Healthy Lungs, HunterMedical Research Institute andSchool ofMedicine and Public Health, University of
Newcastle, Newcastle, NSW, Australia. 7School of Life Sciences, Faculty of Science, University of Technology Sydney, Sydney, NSW, Australia. 8National
Centre for Infectious Diseases, Singapore, Singapore. 9Woolcock Institute of Medical Research, The University of Sydney, Sydney, NSW, Australia.
10Department of Respiratory and Sleep Medicine, John Hunter Hospital, New Lambton Heights, NSW, Australia. 11School of Chemical and Biomedical
Engineering, Nanyang Technological University, Singapore, Singapore. 12School of Biological Sciences, Nanyang Technological University,
Singapore, Singapore. 13Singhealth Duke-NUS Global Health Institute, Singapore, Singapore. 14Department of Respiratory and Critical Care Medicine, Tan
Tock Seng Hospital, Singapore, Singapore. 15These authors contributed equally: Lin-Fa Wang, Sanjay H. Chotirmall. e-mail: louisa.chanly@ntu.edu.sg;
schotirmall@ntu.edu.sg

Article https://doi.org/10.1038/s41467-022-35253-x

Nature Communications |         (2022) 13:7635 18

https://doi.org/10.1038/s41467-022-35253-x
http://www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
mailto:louisa.chanly@ntu.edu.sg
mailto:schotirmall@ntu.edu.sg

	The establishment of COPD organoids to study host-pathogen interaction reveals enhanced viral fitness of SARS-CoV-2 in bronchi
	Results
	Establishment and characterization of human nasopharyngeal and bronchial organoids
	Nasopharyngeal and bronchial organoids derived from COPD patients demonstrate higher MUC5AC gene expression and goblet cells
	Single-cell characterization of non-diseased and COPD lung organoids
	Lung organoids are permissive to SARS-CoV-2 infection
	SARS-CoV-2 infection exhibits higher replication competence in COPD bronchi
	COPD NPOs demonstrate enhanced pro-inflammatory responses to Pseudomonas aeruginosa and Streptococcus pneumoniae infection

	Discussion
	Methods
	Subject recruitment
	Non-COPD (healthy) individuals
	COPD
	Ethics approval
	Isolation of human nasopharyngeal epithelial cells (HNPECs)
	Isolation of human bronchial epithelial cells (HBECs)
	Air-liquid interface (ALI) culture
	NPOs and BOs differentiation
	Apical-out NPOs and BOs in suspension culture
	SARS-CoV-2
	Quantification of live virus by titration
	Infection of Vero-E6 cells
	SARS-CoV-2 infection of NPOs and BOs
	Bacterial culture and infection of NPOs
	Live and brightfield imaging
	Immunofluorescence microscopy
	qPCR analysis
	Quantification of cytokines and chemokines at protein level
	Micro-optical coherence tomography (µOCT) imaging to visualize and quantify ciliary beat frequency (CBF)
	Single-cell RNA (scRNA) sequencing
	Cell and library preparation
	Data processing and analysis
	Bulk RNA sequencing
	Statistical analysis
	Reporting summary

	Data availability
	Code availability
	References
	Acknowledgements
	Author contributions
	Competing interests
	Additional information




