
ARTICLE

Transcriptional profiling of lung macrophages
identifies a predictive signature for inflammatory
lung disease in preterm infants
Debashis Sahoo 1,2,3, Livia S. Zaramela1,4, Gilberto E. Hernandez1, Uyen Mai1,2, Sahar Taheri1,2,

Dharanidhar Dang1,2, Ashley N. Stouch1, Rachel M. Medal1, Alyssa M. McCoy1, Judy L. Aschner5,

Timothy S. Blackwell6, Karsten Zengler 1,4 & Lawrence S. Prince 1✉

Lung macrophages mature after birth, placing newborn infants, particularly those born pre-

term, within a unique window of susceptibility to disease. We hypothesized that in preterm

infants, lung macrophage immaturity contributes to the development of bronchopulmonary

dysplasia (BPD), the most common serious complication of prematurity. By measuring

changes in lung macrophage gene expression in preterm patients at risk of BPD, we show

here that patients eventually developing BPD had higher inflammatory mediator expression

even on the first day of life. Surprisingly, the ex vivo response to LPS was similar across all

samples. Our analysis did however uncover macrophage signature genes whose expression

increased in the first week of life specifically in patients resilient to disease. We propose that

these changes describe the dynamics of human lung macrophage differentiation. Our study

therefore provides new mechanistic insight into both neonatal lung disease and human

developmental immunology.
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The fetal to newborn transition marks a truly unique
immunological landmark. At birth, newborns rapidly shift
from a state of fetal immune tolerance to mount a pro-

tective response against extrauterine microbial pathogens1–3.
Unfortunately, the transition from tolerance to activation also
represents a window of susceptibility against microbial infections
and inflammatory disease4,5. In attempting to provide protection
for the vulnerable newborn, cellular and humoral immunity
undergoes maturation as the fetus approaches delivery6. How-
ever, in infants born preterm, the normal timing and coordina-
tion of immune development are disturbed7. Preterm infants
encounter extrauterine microbes and pathogens with an imma-
ture immune system, potentially failing to mount an adequate
response to microbial and host substances8. Not only could
immune immaturity increase the risk of infection and sepsis, but
inability to regulate the inflammatory response and promote
wound healing may also contribute to disease in preterm
infants9–13.

The most common serious complication of preterm birth,
bronchopulmonary dysplasia (BPD) results when the premature,
canalicular stage human lung fails to develop normally14,15. As a
result, infants surviving with BPD have fewer functional alveolar
capillary units15, ineffective gas exchange16, and abnormal lung
mechanics17,18. While the cellular and molecular mechanisms
leading to BPD remain unknown, BPD risk is associated with
infection and inflammation19,20. Experimental BPD models using
microbial products21,22, inflammatory mediators23, or increased
inspired oxygen24 each stimulate an inflammatory response and
prevent normal lung morphogenesis. Our laboratory and others
have linked lung macrophage activation to inflammation and
injury in experimental BPD models25–27. However, little is known
about how human preterm alveolar macrophages develop or their
role in BPD pathogenesis.

Here, we have leveraged technological advances in tran-
scriptomics to assemble a unique dataset from over 200 preterm
human lung macrophage samples and investigate the molecular
basis of human lung macrophage development and potential
mechanisms leading to BPD. Studying serial samples during
patients’ NICU course provided new insight into human mac-
rophage development and BPD disease progression. In addition,
we tested the ex vivo response in each sample to comprehensively
measure human innate immune function in this unique collection
of developing macrophages. Our data identified specific genes
that when abnormally expressed early in life increased the risk of
a patient developing BPD. We also detected a unique pattern of
gene expression in patients resilient to BPD, outlining a potential
beneficial program of normal human lung macrophage develop-
ment. This robust dataset will be a valuable reference for future
studies investigating development of human immunity and neo-
natal disease mechanisms.

Results
Transcriptional profiling of preterm infant lung macrophages.
To understand the molecular mechanisms of human lung mac-
rophage development, function, and role in BPD pathogenesis, we
conducted a clinical study using isolated tracheal aspirate mac-
rophages from intubated preterm infants born before 30 week
gestation. One hundred twenty-eight patients intubated for
respiratory distress syndrome and surfactant administration were
consented for the study. Patient characteristics for the study are
shown in the Supplementary Table and Supplementary Data 1.
Subjects had a median gestational age at birth of 26 weeks and
mean birth weight of 871 g. Ninety two percent of the patients
survived to discharge, with an overall BPD incidence of 73.7%.
Using criteria suggested by the National Institutes of Health to

assign BPD severity28, 7.9% of the patients developed mild BPD,
24.6% moderate BPD, and 41.2% severe BPD. Tracheal aspirate
macrophage samples were obtained on the first day of life and
weekly if the patients remained intubated. By using recently
developed approaches for studying low input samples, we were
able to perform transcriptional profiling of 112 patient samples
(with each sample divided into control and LPS-treated condi-
tions). As many patients were extubated early in their clinical
course, more samples were obtained on day 1 than any other
single time point (Supplementary Fig. 1, Supplementary Data 1).
The latest time point of sampling was at 23 weeks of
chronological age.

Supplementary Fig. 2a shows the gene expression patterns for
all samples obtained at all time points. Unsupervised hierarchical
clustering of genes with expression changes across the dataset
demonstrated the diversity across individual patients, time of
sampling, and ex vivo LPS stimulation. To compare our data to
other human macrophage expression datasets, we obtained
publicly available microarray data from human peripheral blood
monocyte-derived macrophages, THP-1 cells, and adult alveolar
macrophages via the Gene Expression Omnibus (Supplementary
Fig. 2b–d; GSE134312). Comparing gene expression across our
samples to other datasets revealed distinct patterns of expression.
Therefore, the differential pattern of macrophage gene expression
in preterm infants likely represents a unique transcriptional
program inherent to developing lung macrophages and also may
contribute to the disease susceptibilities of preterm infants.

Early gene expression profiles correlate with disease. Using our
robust dataset, we initially asked if lung macrophage gene
expression on the first day of life correlated with disease outcome.
Figure 1a shows the volcano plot of differential gene expression
on day 1 between patients that eventually developed BPD
(diagnosed at 36 weeks corrected gestational age) and patients
without BPD. Differentially expressed genes are listed in Sup-
plementary Data 2. The inflammatory mediator genes CXCL5,
CXCL6, CCL3, and CCL20 were more highly expressed in patients
going on to develop BPD (Fig. 1b). Genes associated with innate
immune activation (TIFA, NFKB2, TSPO, SOCS3) were also
higher on day 1 in BPD patients. These data support the
hypothesis that perinatal lung inflammation (either in utero or at
the time of birth) plays an important role in early BPD patho-
genesis. Genes with lower expression in macrophages from
patients that eventually developed BPD (Fig. 1c) included the
adhesion molecule versican (VCAN), the transcription factor
ARID3A, and the transcription elongation factor TCEB2.
Increased expression of the inflammatory chemokines CCL3 and
CCL20 in day 1 samples from patients that developed BPD was
confirmed by RT-PCR (Fig. 1d).

To connect our differential gene expression analysis with
molecular processes, we conducted pathway analysis using the
Reactome database (Fig. 1e, f, Supplementary Data 3)29. In day
1 samples, inflammatory cytokine signaling pathways were highly
represented in patients developing BPD (Fig. 1e), again consistent
with the role of early inflammatory exposure in BPD pathogen-
esis. Importantly, while IL-10 is considered an anti-inflammatory
cytokine, the “IL-10 signaling” Reactome pathway category
includes 39 inflammatory mediators, many of which possess
pro-inflammatory functions. Macrophages from patients that
did not develop BPD expressed higher levels of genes involved
in multiple metabolic pathways, particularly mitochondrial
respiration (Fig. 1f). These results are supported by emerging
data connecting inflammatory signaling in macrophages with
aerobic glycolysis and suppressed utilization of oxidative
phosphorylation30.
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We next investigated the developmental dynamics of macro-
phage gene expression in preterm infants. At day 7 of age, many
patients, especially those that did not develop BPD, were
extubated and not able to provide a lung macrophage sample.
However, we were able to obtain sufficient numbers from patients
that either did not develop BPD or had only mild disease (defined
as oxygen support for 28 days but no oxygen requirement at
36 weeks corrected gestation). Compared to patients without BPD

or with only mild BPD, preterm infants that eventually developed
severe BPD (still requiring positive pressure support or >0.30
FiO2 at 36 weeks corrected gestational age) expressed higher
levels of inflammatory genes on day 7, including IFITM2, IRAK3,
CCL3, IL1A, and IL1B (Fig. 1g, h). Severe BPD samples also had
higher expression of the receptors for advanced glycosylation
end-products (AGER) and retinoic acid (RARA). Notable genes
lower at day 7 in the macrophages of severe BPD patients
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included the transcription factor CEBPG, cell surface receptors
COLEC12 and ITGA6, and the macrophage scavenger receptor
MSR1 (Fig. 1i). Pathway analysis of day 7 samples emphasized the
proinflammatory phenotype of macrophages from severe BPD
patients (Fig. 1j). Pathways represented on day 7 in patients with
no or mild BPD included RNA transcription, cellular senescence,
and fatty acid metabolism (Fig. 1k). These analyses further
supported the connections between inflammatory macrophage
activation and BPD pathogenesis.

Innate immune function in preterm lung macrophages. The
literature is inconsistent about innate immune capabilities in
preterm infants8. We directly tested the lung macrophage innate
immune response in this study, using the E. coli endotoxin and
Toll-Like Receptor 4 (TLR4) agonist LPS. Samples obtained on
day 1 demonstrated a robust response to LPS (Fig. 2a, b; Sup-
plementary Data 4), expressing high levels of multiple inflam-
matory genes (CCL3, CCL4, IRG1, IL6, IL1B, TNF). Similar
responses were measured in day 7 samples, with increased
inflammatory gene expression following LPS treatment (Fig. 2c,
d). We next tested if the innate immune response to LPS might be
different in patients that developed severe BPD compared to
those with no or mild disease. Figure 2e shows that LPS similarly
induced expression of IRG1, IL6, and IL1B in macrophages iso-
lated on day 1 from patients with severe BPD and no/mild BPD.
LPS also stimulated a robust transcriptional response in day
7 samples (Fig. 2f). While the higher IL1B expression in day 7
control samples from severe BPD patients (Fig. 1h, P= 0.02)
made the LPS-induced fold change lower, the actual gene
expression level after LPS treatment was similar between patients
with severe BPD and no or mild disease. Collectively these data
show that lung macrophages from preterm infants can generate a
robust innate immune response to LPS. While patients at
increased disease risk expressed higher basal levels of inflamma-
tory genes, the macrophage response to LPS in the first week of
life did not correlate with BPD disease severity.

Expression of macrophage innate immune components. We
next used our dataset to measure how components of the innate
immune system might change over time with ongoing human
development. We separately examined the expression of select
innate immune signaling components (including transcription
factors), soluble inflammatory mediators, and cell surface innate
immune receptors (Fig. 3, Supplementary Data 5). Data from
both control and LPS-treated samples (and LPS:control ratio)
were plotted against the chronological week of age. Time points
after 10 weeks were not included as sample numbers were lower
at later time points due to patients being weaned from mechanical
ventilation. A majority of the genes analyzed were expressed at
relatively constant levels over time. The key innate immune sig-
naling components NFKB1, IRAK2, IRAK3, and RELA are indi-
cated in both control and LPS-treated samples (Fig. 3a). In
examining expression of soluble inflammatory mediators (mainly
cytokines and chemokines), we again observed relatively con-
sistent expression in both control and LPS-treated samples
(Fig. 3b). A few select genes (i.e., TNF, IL1B) did show an upward
trend over time in controls, consistent with higher cytokine
expression in patients remaining intubated and requiring
mechanical ventilation. The overall patterns of innate immune
receptor expression (Fig. 3c) were largely consistent over time,
with an exception being the increased expression of the macro-
phage scavenger receptorMRC1 after the first day of life. Coupled
with the robust LPS response, these data showed that human lung
macrophages in preterm infants are immune competent and

express stable levels of innate immune machinery over the first
several weeks of life.

Transcriptional markers of disease resilience. Because macro-
phage scavenger receptor expression may correlate with anti-
inflammatory and wound healing phenotypes, we examined
MRC1 expression in more detail (Fig. 4a). MRC1 expression was
lowest in day 1 samples. However, in patients resilient to lung
disease (no or mild BPD), MRC1 expression increased by day 7
and remained high in later time points. In contrast, macrophages
from patients developing severe BPD had lower and more vari-
able MRC1 expression. To better understand the importance of
this time dependent expression pattern, we next identified other
genes in the dataset whose expression increased in resilient
patients but not in patients developing severe BPD. Figure 4
shows genes of interest with patterns similar to MRC1.
The additional macrophage scavenger receptors MARCO and
MSR1 also increased in macrophages from patients with no or
mild BPD between day 1 and day 7 (Fig. 4b, c). Other notable
genes with this similar pattern included FABP4, C1QA, C1QB,
AQP3, and CCL13 (Fig. 4d–h). Interestingly, AQP3 expression
(Fig. 4g) appeared to increase more gradually over time in
resilient patients. These data suggested that macrophages
from patients resilient to BPD dynamically expressed of a unique
set of genes compared to patients with severe disease. Several
of the genes displaying this pattern of expression have been
reported in mature alveolar macrophages and associated with
anti-inflammatory or trophic macrophage phenotypes (i.e., M2-
like)31. In mice, alveolar macrophage differentiation occurs
postnatally, with newborn lungs containing immature lung
macrophages. Our data suggest a similar pattern may occur in
human preterm lungs, but potentially with different transcrip-
tional kinetics in preterm patients developing severe lung disease.

To better understand the dynamics of gene expression during
normal human macrophage differentiation and development, we
used a Boolean approach to analyze time-dependent changes in
gene expression. StepMiner analysis32 identified changes in
macrophage gene expression over time in both severe BPD and
none/mild BPD patient populations (Fig. 5a–c, Supplemental
Data 6). When the genes identified in macrophages from patients
with no or mild BPD were analyzed in severe BPD patients, time-
dependent changes in expression were not observed (Fig. 5d).
More genes were dynamically upregulated in macrophages from
resilient patients (none/mild BPD; 3,654) compared to those from
severe BPD patients (187) (Fig. 5e, Supplementary Data 6).
Reactome analysis of genes increasing in none/mild BPD patient
samples identified enrichment in mitosis/cell division, antigen
presentation, and mitochondrial respiratory metabolism (Fig. 5f,
Supplementary Data 7). In severe BPD patients, categories of
macrophage genes increasing over time included lipid and
lipoprotein metabolism, circadian clock genes, and chemokine
signaling.

These analyses clearly delineated distinct transcriptional
changes over the first weeks of life in the lung macrophages
from patients with divergent disease courses. To gain insight into
the molecular pathways that might regulate these differences, we
examined the gene lists identified by StepMiner for over-
represented transcription factor binding motifs. Using oPOSSUM
3.033, genes increasing between day 1 and day 7 in patients with
none or mild BPD were more likely to contain motifs predicted to
bind NKX2-5, ARID3A, HOXA5, PDX1, NKX3-1, and FOXD3
(Fig. 5g). In contrast, genes from patients developing severe BPD
contained consensus motifs for binding MYC/MAX, SRF,
NFKB1, MYCN, and CTCF (Fig. 5h). These differential motif
enrichments point to very different transcriptional mechanisms
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in patients resilient to BPD compared to those developing severe
disease.

Discussion
Here we have used transcriptional profiling to detail the mole-
cular changes in preterm human lung macrophages in both
health and disease. Compared to datasets obtained from cell lines,
monocyte-derived cultured macrophages, and adult alveolar
macrophages, the data presented here captured both diversity

among individual patients and the unique features within the
preterm lung microenvironment. Resident within the airway,
tracheal aspirate macrophages are currently the most relevant cell
type to BPD pathogenesis that can be obtained as part of routine
neonatal intensive care. This unique dataset revealed intriguing
connections between macrophage gene expression early in life
and eventual BPD outcome and severity. Contrary to the notion
that preterm infants have a deficient or immature innate immune
response, lung macrophages from the preterm patients in our
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study mounted a robust response when challenged ex vivo with
LPS. The inflammatory response was relatively consistent over in
the first several weeks of life. Interestingly, we also identified a
module of genes whose expression changed during the first weeks
of life in patients resilient to severe BPD. These changes could

represent important molecular events in both human lung mac-
rophage development and BPD pathogenesis.

These data strongly support the role of inflammation in BPD
pathogenesis. While BPD is clearly more common in the smallest
and most premature patients, maternal chorioamnionitis and
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neonatal sepsis both increase BPD risk34,35. Patients developing
BPD can contain elevated cytokine and chemokine levels in their
blood and tracheal aspirate fluid19,36, supporting the connections
between inflammation and BPD. However, the cellular and

molecular mechanisms linking inflammation and the abnormal
lung development in BPD patients remain unclear. Experimental
mouse models identified lung macrophage activation as both
required and sufficient to disrupt normal lung developmental
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programs25–27. In this study, we have now demonstrated that
inflammatory activation in human macrophages occurs early in
disease pathogenesis. In the preterm infants studied here, lung
macrophages from patients developing BPD expressed elevated
levels of inflammatory chemokines and cytokines, including
CCL3 and IL1B. Inflammasome-mediated IL-1β release inhibits

saccular airway morphogenesis and alveolarization in mouse
models25,37,38. Multiple lines of investigation in experimental
models implicate IL-1α/β in abnormal lung development fol-
lowing neonatal lung injury39,40. Increased Ccl3 expression in
developing mice disrupted normal alveolar capillary develop-
ment, likely consistent with BPD pathology41. Interestingly,
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patients developing BPD expressed the inflammatory mediators
CXCL5, CXCL6, CCL3, and CCL20 on day 1, prior to expressing
elevated IL1B levels. We speculate that an early inflammatory
response may include select chemokines before expression of
IL1B and TNF. These findings suggest a potential multi-hit
hypothesis. A preterm lung with previously activated or primed
chemokine-expressing macrophages at birth may be more likely
to subsequently express higher levels of IL1B, TNF, or additional
mediators when stimulated with a second wave of TLR and/or
inflammasome activators.

The innate immune response in preterm macrophages was
surprisingly stable over time. When challenged ex vivo with the
TLR4 ligand LPS, lung macrophages from preterm infants
expressed high levels of classic inflammatory response genes.
While we did not directly compare our samples with cells from
older children or adults, the LPS response in preterm infant
macrophages was clearly intact at birth with minimal change over
the first several weeks of life. In addition, expression of most
innate immune receptors, signaling components, transcription
factors, and soluble inflammatory mediators was notably con-
sistent over time. The few exceptions included the increase in
basal expression of inflammatory mediators IL1B and TNF
(particularly in patients with severe BPD) and an increase in
macrophage scavenger receptors. The overall immune system of
preterm infants may persist in a relatively immunocompromised
or tolerant state following birth, contributing to susceptibility to
infection8. However, our data demonstrate a robust innate
immune response in preterm lung macrophages.

Patients resilient to disease expressed higher levels of C1QA/B
and the macrophage scavenger receptors MARCO, MSR1, and
MRC1. Expression of scavenger receptors and C1Q correlates
with anti-inflammatory or M2 phenotypes in other macrophage
studies31,42. However, lung alveolar macrophages do not display a
clear M1/M2 functional paradigm. We have previously demon-
strated that in mice, differentiating alveolar macrophages acquire
both scavenger receptor and inducible inflammatory gene
expression43. Our data further illustrate the unique aspects of
lung macrophages, as cells from patients at least one week of age
and expressing these “M2-like” genes still mounted a robust
response to LPS. The gene expression dynamics in preterm
infants resilient to disease could represent the normal develop-
mental process of human lung macrophage development, pre-
viously studied primarily in mouse models. In patients developing
severe BPD, genes associated with alveolar macrophage devel-
opment remained low, identifying a potential mechanism of
disease.

Our study has several caveats. The cellular yield from endo-
tracheal tube suctioning is quite variable, resulting in missing
time points within our dataset. Cells from the tracheal aspirates
were plated onto cell culture treated plastic, allowing selection of
rapidly adherent macrophages above other cell populations44,45.

Other cell types such as neutrophils were unlikely to survive and
remain in culture and epithelial cells were not likely to be
included in our samples due to their relatively poor adhesion
properties. Importantly, while we did observe transcriptional
diversity between samples, expression of key macrophage sig-
nature genes and innate immune components was consistent
across samples. These data suggested that diversity was not likely
to result from additional, non-myeloid cell populations. Culturing
macrophages ex vivo even briefly could alter their transcriptional
program46. However, our protocol limiting the culture duration
to 4 h ex vivo was designed to minimize the potential impact of
removing the cells from the lung microenvironment. With all its
caveats, our tracheal aspirate isolation approach was designed for
maximal feasibility in the clinical setting and reproducibility in
future studies. We do anticipate that advances in cell isolation
and single cell analysis will increase the resolution of various cell
populations within clinical samples.

Our dataset provides among the most comprehensive patient-
based analysis on the molecular pathogenesis of BPD in preterm
infants. Importantly, our data link inflammation at the time of
birth with the development of BPD. Other studies have measured
higher levels of tracheal aspirate inflammatory mediators in
patients developing BPD47–50. The variability between which
mediators are predictive of disease progression may be related to
timing of sample collection and inherent clinical variability. Based
on the differential transcriptional profiles on day 1 and day 7, we
speculate that during BPD pathogenesis, early expression of pro-
inflammatory chemokine genes such as CXCL5/6 and CCL3
expands over time to include additional mediators including IL1A
and IL1B. These data suggest the first week of life may mark a
therapeutic window of opportunity to suppress ongoing or
amplified macrophage activation and inflammation. Further
high-resolution temporal studies may help define more specific
molecular targets. In addition, we have identified a unique pattern
of macrophage gene expression in resilient patients. Preterm
infants that do not develop BPD or only develop mild disease
could display normal macrophage development in the first week
of life, even while receiving mechanical ventilation. Alternatively,
resilient patients might instead express a protective module of
transcripts that allow ongoing lung development in the face of
potential injury. While obtaining lung macrophage samples over
time from “normal” neonates represents a true challenge, we hope
that future patient-based studies will help define the molecular
mechanisms of macrophage maturation and protection against
injury-mediated disruption of human lung development in vul-
nerable populations.

Methods
Study design. This study was approved by the Institutional Review Boards at
Vanderbilt University and the University of California, San Diego and Rady
Children’s Hospital, San Diego. Informed consent was obtained from a parent of

Fig. 5 Temporal dynamics of gene expression in patients resilient to BPD or with severe disease. a StepMiner analysis was used to identify distinct
Boolean patterns of gene expression in patient macrophages over the first 21 days of life. Each point represents a distinct control (not LPS treated) patient
sample. Analysis results shown for normalized expression of genes representative of distinct patterns in severe BPD patients. b and c Heat map analysis of
the genes displaying time-dependent changes in patients with severe BPD (b) or patients with none or mild BPD (c). d To illustrate the unique temporal
pattern of expression in patients with no BPD or mild BPD, expression of genes from c were plotted for patients with severe BPD. e Venn diagram showing
that only 100 genes out of 3654 identified in patients with none or mild BPD also had time dependent expression changes in severe BPD patients.
f Reactome analysis of time-dependent genes from b, c. g, h Transcription factor motif analysis of genes enriched in patients with none/mild BPD
compared to patients with severe BPD. Gene lists generated from StepMiner analysis of control samples from patients with none/mild BPD (g) and severe
BPD (h) were analyzed for over represented motifs using oPOSSUM 3.0. Top six motifs based on Fisher score are shown for each group along with
graphical representation of their consensus motif. (For severe BPD, n= 25 on day 1, n= 14 on day 7, n= 9 on day 14, n= 4 on day 21; for none/mild BPD,
n= 13 on day 1, n= 5 on day 7, n= 4 on day 14, n= 3 on day 21).
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each subject. Tracheal aspirate samples were generated as part of routine respira-
tory care from patients born before 30 weeks gestation. All patients were intubated
for mechanical ventilation due to respiratory distress syndrome. The initial sample
for each patient was obtained within the first 24 h of life and subsequent samples
were obtained weekly beginning on day 7 and continuing weekly if the patient
remained intubated. Some of the participating infants at Vanderbilt were enrolled
in the Prematurity and Respiratory Outcome Program (PROP) study at Vanderbilt
University Medical Center (NCT01460576)51. BPD severity was assigned according
to National Institutes of Health guidelines28. All patients requiring oxygen for
28 days were diagnosed with BPD. Patients with mild BPD were in room air by
36 weeks corrected age. Patients with moderate BPD were receiving supplemental
fraction of inspired oxygen of <0.30 at 36 weeks corrected age. Severe BPD was
diagnosed if patients were receiving >0.30 fraction of inspired oxygen or any
positive pressure support at 36 weeks corrected age.

Tracheal aspirate cells were collected from intubated preterm infants as detailed
below. After instillation of 0.5ml of normal saline into the endotracheal tube, a
suction catheter was introduced into the endotracheal tube and tracheal secretions
were aspirated into a sterile mucus trap. The suction catheter was subsequently rinsed
with an additional 1.5ml of sterile saline to clear any remaining aspirate from the
catheter into the mucus trap. Cells were collected by centrifugation and resuspended
in DMEM with 10% fetal bovine serum, penicillin, and streptomycin. Equal aliquots
of resuspended cells were divided between two separate tissue culture treated plates
and incubated at 37 °C in a humidified environment of 95% air and 5% CO2 to allow
macrophage attachment. After 30min, nonadherent cells were removed by gentle
washing and fresh cell culture media was applied. Lipopolysaccharide from E. coli
(strain 055:B5, gel purified, Sigma-Aldrich L2637; 250 ng/ml) was added to one of the
plates and both were incubated for 4 h at 37 °C. After incubation, the media was
removed and cells were lysed in TRIzol monophasic solution containing phenol and
guanidine isothiocyanate (Thermo Fisher). RNA was isolated using standard
protocols for TRIzol extraction. RNA yield and quality were measured using High
Sensitivity RNA ScreenTape Analysis (Agilent Tapestation).

Human transcriptome arrays 2.0 (HTA) microarray analysis. For transcrip-
tional profiling using the Affymetrix GeneChip Human Transcriptome 2.0 Arrays,
1 ng of total RNA was processed using the WT Pico Kit. Fragmentation, hybri-
dization, and scanning were all performed according to Affymetrix manufacturer’s
instructions. Raw expression values were extracted from Affymetrix CEL-files using
affy R/Bioconductor package (version 1.52.0)52. Background adjustment and
quantile normalization were performed using the Robust Multichip Average
algorithm in oligo R/Bioconductor package (version 1.38.0)53. Probe annotations
were obtained by matching the probe IDs to the manufacturer’s provided data files
(“HTA-2 0.na35.2.hg19.transcript.csv” and “HTA-2 0.na35.2.hg19.probeset.csv”).

Pseudotime analyses were performed by grouping the normalized expression
values by gestational age using aggregate/stats (function=mean) R package. The
mean values were used to calculate the gene expression ratio or fold-change (LPS:ctrl).
The normalized expression values and fold-change were used for heatmaps, which
were generated using heatmap.2 function from gplots R package version 3.8.1. Genes
were clustered using unsupervised hierarchical clustering with Euclidean distance.

Pathway analysis. Differentially expressed gene lists were analyzed via the
Reactome database and algorithm29. Reactome identifies signaling and metabolic
molecules and organizes their relations into biological pathways and processes.
Lists of significantly represented pathways and processes were generated based on
decreasing −log10(P), with the P values obtained from over-representation analysis.
The lists of genes comprising each pathway are available at https://reactome.org/
PathwayBrowser/.

StepMiner analysis. StepMiner is a computational tool that identifies step-wise
transitions in a timeseries data32. StepMiner performed an adaptive regression
scheme to identify the best possible step up or down based on sum-of-square
errors. The steps were placed between time points at the sharpest change between
low expression and high expression levels, identifying timepoints of the gene
expression-switching event. To fit a step function, the algorithm evaluated all
possible step positions, and for each position, computed the average of the values
on both side of the step for the constant segments. An adaptive regression scheme
was used to choose the step positions that minimize the square error with the fitted
data. Finally, a regression test statistic was computed as follows:

F stat ¼
Pn

i¼1ð bXi � �XÞ2=ðm� 1Þ
Pn

i¼1ðXi � bXiÞ2=ðn�mÞ

Where Xi for i= 1 to n are the values, bXi for i= 1 to n are fitted values. m is the
degrees of freedom used for the adaptive regression analysis. �X is average of all the
values. StepMiner analysis was used with a P-value threshold of 0.01 along the time
course data for day 1, 7, 14, and 21 in patient samples from both none/mild and
severe BPD cases separately.

Hegemon data visualization platform. The normalized data were uploaded to our
Hegemon (Hierarchical exploration of gene expression microarray online) data

analysis platform54–56. This website provides several tools to explore gene
expression datasets. For the data presented here, Hegemon was used to identify
differentially expressed gene lists, boxplots and statistical comparison of gene
expression between multiple patient samples, identification of genes with high
positive or negative correlation of expression with select target genes, and Boolean
implication relationships between pairs of genes57.

Transcription factor motif analysis. oPOSSUM 3.0 (opossum.cisreg.ca/oPOS-
SUM3) was used to identify over-represented conserved transcription factor
binding sites within the sets of genes generated by StepMiner analysis. Human
Single Site Analysis used Ensembl release 64 and all 24,752 genes in the oPOSSUM
database as background genes. All vertebrate JASPAR CORE transcription factor
profiles were tested. An 85% matrix score threshold and 0.4 conservation cutoff
were used to search sequences +/− 5000 bp from the transcriptional start sites of
each gene. Results were reported by Fisher score, using a cutoff value of 7. Top
scoring motifs are presented in the Results.

Statistics and reproducibility. For differential expression analysis, standard t-tests
were performed using python scipy.stats.ttest_ind package (version 0.19.0) with
Welch’s Two Sample t-test (unpaired, unequal variance (equal_var= False), and
unequal sample size) parameters. Multiple hypothesis corrections were performed
by adjusting P values with statsmodels.stats.multitest.multipletests (fdr_bh: Ben-
jamini/Hochberg principles). The results were independently validated with R
statistical software (R version 3.6.1; 2019-07-05). Volcano plots were prepared
using python matplotlib (version: 2.1.1). Boxplots were generated using matplotlib.
pyplot.boxplot and beeswarm package. A diamond sign in the boxplot indicates the
mean (average) expression value. Real time PCR was performed in triplicate for
each sample using GAPDH as a control. Statistical analysis was performed by
comparing the ΔCT values by Mann–Whitney U test.

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

Data availability
All microarray data are publicly available through the Gene Expression Omnibus
(GSE149490). Source data for Fig. 1 are in Supplementary Data 8.

Received: 12 September 2019; Accepted: 1 May 2020;

References
1. Schumacher, A., Sharkey, D. J., Robertson, S. A. & Zenclussen, A. C. Immune

cells at the fetomaternal interface: how the microenvironment modulates
immune cells To foster fetal development. J. Immunol. 201, 325–334 (2018).

2. Tsuda, S., Nakashima, A., Shima, T. & Saito, S. New paradigm in the role of
regulatory T cells during pregnancy. Front. Immunol. 10, 573 (2019).

3. Simonsen, K. A., Anderson-Berry, A. L., Delair, S. F. & Davies, H. D. Early-
onset neonatal sepsis. Clin. Microbiol. Rev. 27, 21–47 (2014).

4. Marodi, L. Neonatal innate immunity to infectious agents. Infect. Immun. 74,
1999–2006 (2006).

5. O’Hare, F. M. et al. Persistent systemic monocyte and neutrophil activation in
neonatal encephalopathy. J. Matern. Fetal Neonatal Med. 29, 309–316 (2016).

6. Cool, T. & Forsberg, E. C. Chasing Mavericks: The quest for defining
developmental waves of hematopoiesis. Curr. Top. Dev. Biol. 132, 1–29 (2019).

7. Kan, B. et al. Cellular metabolism constrains innate immune responses in early
human ontogeny. Nat. Commun. 9, 4822 (2018).

8. Collins, A., Weitkamp, J. H. & Wynn, J. L. Why are preterm newborns at
increased risk of infection? Arch. Dis. Child Fetal Neonatal Ed. 103,
F391–F394 (2018).

9. Managlia, E. et al. Blocking NF-kappaB activation in Ly6c(+) monocytes
attenuates necrotizing enterocolitis. Am. J. Pathol. 189, 604–618 (2019).

10. He, Y. M. et al. Transitory presence of myeloid-derived suppressor
cells in neonates is critical for control of inflammation. Nat. Med. 24, 224–231
(2018).

11. Goldstein, G. P. et al. Prenatal and postnatal inflammation-related risk factors
for retinopathy of prematurity. J. Perinatol. 39, 964–973 (2019).

12. Shahzad, T., Radajewski, S., Chao, C. M., Bellusci, S. & Ehrhardt, H.
Pathogenesis of bronchopulmonary dysplasia: when inflammation meets
organ development. Mol. Cell Pediatr. 3, 23 (2016).

13. Savani, R. C. Modulators of inflammation in bronchopulmonary dysplasia.
Semin. Perinatol. 42, 459–470 (2018).

14. Margraf, L. R., Tomashefski, J. F. Jr., Bruce, M. C. & Dahms, B. B.
Morphometric analysis of the lung in bronchopulmonary dysplasia. Am. Rev.
Respir. Dis. 143, 391–400 (1991).

ARTICLE COMMUNICATIONS BIOLOGY | https://doi.org/10.1038/s42003-020-0985-2

10 COMMUNICATIONS BIOLOGY |           (2020) 3:259 | https://doi.org/10.1038/s42003-020-0985-2 | www.nature.com/commsbio

https://reactome.org/PathwayBrowser/
https://reactome.org/PathwayBrowser/
www.nature.com/commsbio


15. Husain, A. N., Siddiqui, N. H. & Stocker, J. T. Pathology of arrested acinar
development in postsurfactant bronchopulmonary dysplasia. Hum. Pathol. 29,
710–717 (1998).

16. Svedenkrans, J., Stoecklin, B., Jones, J.G., Doherty, D.A. & Pillow, J.J.
Physiology and predictors of impaired gas exchange in infants with
bronchopulmonary dysplasia. Am. J. Respir. Crit. Care Med. 200, 471–480
(2019).

17. Simpson, S. J. et al. Lung function trajectories throughout childhood in
survivors of very preterm birth: a longitudinal cohort study. Lancet Child
Adolesc. Health 2, 350–359 (2018).

18. MacLean, J. E. et al. Altered breathing mechanics and ventilatory response
during exercise in children born extremely preterm. Thorax 71, 1012–1019
(2016).

19. D’Angio, C. T. et al. Blood cytokine profiles associated with distinct patterns
of bronchopulmonary dysplasia among extremely low birth weight infants. J.
Pediatr. 174, 45–51 e45 (2016).

20. Lal, C. V. & Ambalavanan, N. Biomarkers, early diagnosis, and clinical
predictors of bronchopulmonary dysplasia. Clin. Perinatol. 42, 739–754
(2015).

21. Willet, K. E. et al. Antenatal endotoxin and glucocorticoid effects on lung
morphometry in preterm lambs. Pediatr. Res. 48, 782–788 (2000).

22. Prince, L. S., Dieperink, H. I., Okoh, V. O., Fierro-Perez, G. A. & Lallone, R. L.
Toll-like receptor signaling inhibits structural development of the distal fetal
mouse lung. Dev. Dyn. 233, 553–561 (2005).

23. Hogmalm, A., Bry, M. & Bry, K. Pulmonary IL-1beta expression in early life
causes permanent changes in lung structure and function in adulthood. Am. J.
Physiol. Lung Cell Mol. Physiol. 314, L936–L945 (2018).

24. Hilgendorff, A., Reiss, I., Ehrhardt, H., Eickelberg, O. & Alvira, C. M. Chronic
lung disease in the preterm infant. Lessons learned from animal models. Am.
J. Respir. Cell Mol. Biol. 50, 233–245 (2014).

25. Stouch, A. N. et al. IL-1beta and inflammasome activity link inflammation to
abnormal fetal airway development. J. Immunol. 196, 3411–3420 (2016).

26. Blackwell, T. S. et al. NF-kappaB signaling in fetal lung macrophages disrupts
airway morphogenesis. J. Immunol. 187, 2740–2747 (2011).

27. Kalymbetova, T. V. et al. Resident alveolar macrophages are master regulators
of arrested alveolarization in experimental bronchopulmonary dysplasia. J.
Pathol. 245, 153–159 (2018).

28. Jobe, A. H. & Bancalari, E. Bronchopulmonary dysplasia. Am. J. Respir. Crit.
Care Med. 163, 1723–1729 (2001).

29. Fabregat, A. et al. The reactome pathway Knowledgebase. Nucleic Acids Res.
46, D649–D655 (2018).

30. Diskin, C. & Palsson-McDermott, E. M. Metabolic modulation in macrophage
effector function. Front Immunol. 9, 270 (2018).

31. Roszer, T. Understanding the mysterious M2 macrophage through activation
markers and effector mechanisms. Mediators Inflamm. 2015, 816460 (2015).

32. Sahoo, D., Dill, D. L., Tibshirani, R. & Plevritis, S. K. Extracting binary signals
from microarray time-course data. Nucleic Acids Res. 35, 3705–3712 (2007).

33. Kwon, A. T., Arenillas, D. J., Worsley Hunt, R. & Wasserman, W. W.
oPOSSUM-3: advanced analysis of regulatory motif over-representation
across genes or ChIP-Seq datasets. G3 2, 987–1002 (2012).

34. Paul, D. A., Zook, K., Mackley, A. & Locke, R. G. Reduced mortality and
increased BPD with histological chorioamnionitis and leukocytosis in very-
low-birth-weight infants. J. Perinatol. 30, 58–62 (2010).

35. Ballard, A. R., Mallett, L. H., Pruszynski, J. E. & Cantey, J. B. Chorioamnionitis
and subsequent bronchopulmonary dysplasia in very-low-birth weight infants:
a 25-year cohort. J. Perinatol. 36, 1045–1048 (2016).

36. Jonsson, B., Tullus, K., Brauner, A., Lu, Y. & Noack, G. Early increase of TNF
alpha and IL-6 in tracheobronchial aspirate fluid indicator of subsequent
chronic lung disease in preterm infants. Arch. Dis. Child Fetal Neonatal Ed.
77, F198–201 (1997).

37. Liao, J. et al. The NLRP3 inflammasome is critically involved in the
development of bronchopulmonary dysplasia. Nat. Commun. 6, 8977 (2015).

38. Hogmalm, A., Bry, M., Strandvik, B. & Bry, K. IL-1beta expression in the distal
lung epithelium disrupts lung morphogenesis and epithelial cell differentiation
in fetal mice. Am. J. Physiol. Lung Cell Mol. Physiol. 306, L23–34 (2014).

39. Kallapur, S. G. et al. IL-1 mediates pulmonary and systemic inflammatory
responses to chorioamnionitis induced by lipopolysaccharide. Am. J. Respir.
Crit. Care Med. 179, 955–961 (2009).

40. Ikegami, M., Kallapur, S. G. & Jobe, A. H. Initial responses to ventilation of
premature lambs exposed to intra-amniotic endotoxin 4 days before delivery.
Am. J. Physiol. Lung Cell Mol. Physiol. 286, L573–579 (2004).

41. Miller, J. D., Benjamin, J. T., Kelly, D. R., Frank, D. B. & Prince, L. S.
Chorioamnionitis stimulates angiogenesis in saccular stage fetal lungs via CC
chemokines. Am. J. Physiol. Lung Cell Mol. Physiol. 298, L637–645 (2010).

42. Bohlson, S. S., O’Conner, S. D., Hulsebus, H. J., Ho, M. M. & Fraser, D. A.
Complement, c1q, and c1q-related molecules regulate macrophage
polarization. Front. Immunol. 5, 402 (2014).

43. Stouch, A. N. et al. IkappaB kinase activity drives fetal lung macrophage
maturation along a non-M1/M2 paradigm. J. Immunol. 193, 1184–1193
(2014).

44. Cohen, A. B. & Cline, M. J. The human alveolar macrophage: isolation,
cultivation in vitro, and studies of morphologic and functional characteristics.
J. Clin. Invest. 50, 1390–1398 (1971).

45. Zhang, X., Goncalves, R. & Mosser, D. M. The isolation and characterization
of murine macrophages. Curr. Protoc. Immunol. Chapter 14, 11 (2008).

46. Gosselin, D. et al. An environment-dependent transcriptional network
specifies human microglia identity. Science 356 (2017).

47. Eldredge, L. C. et al. Infants with evolving bronchopulmonary dysplasia
demonstrate monocyte-specific expression of IL-1 in tracheal aspirates. Am. J.
Physiol. Lung Cell Mol. Physiol. 317, L49–L56 (2019).

48. Baier, R. J., Majid, A., Parupia, H., Loggins, J. & Kruger, T. E. CC chemokine
concentrations increase in respiratory distress syndrome and correlate with
development of bronchopulmonary dysplasia. Pediatr. Pulmonol. 37, 137–148
(2004).

49. Alvarez-Fuente, M. et al. Exploring clinical, echocardiographic and molecular
biomarkers to predict bronchopulmonary dysplasia. PLoS ONE 14, e0213210
(2019).

50. Koksal, N. et al. Value of serum and bronchoalveolar fluid lavage pro- and
anti-inflammatory cytokine levels for predicting bronchopulmonary dysplasia
in premature infants. Eur. Cytokine Netw. 23, 29–35 (2012).

51. Pryhuber, G. S. et al. Prematurity and respiratory outcomes program (PROP):
study protocol of a prospective multicenter study of respiratory outcomes of
preterm infants in the United States. BMC Pediatr. 15, 37 (2015).

52. Gautier, L., Cope, L., Bolstad, B. M. & Irizarry, R. A. affy–analysis of
Affymetrix GeneChip data at the probe level. Bioinformatics 20, 307–315
(2004).

53. Carvalho, B. S. & Irizarry, R. A. A framework for oligonucleotide microarray
preprocessing. Bioinformatics 26, 2363–2367 (2010).

54. Volkmer, J. P. et al. Three differentiation states risk-stratify bladder
cancer into distinct subtypes. Proc. Natl Acad. Sci. USA 109, 2078–2083
(2012).

55. Dalerba, P., Sahoo, D. & Clarke, M. F. CDX2 as a prognostic biomarker in
colon cancer. N. Engl. J. Med. 374, 2184 (2016).

56. Sahoo, D. et al. Boolean analysis identifies CD38 as a biomarker of aggressive
localized prostate cancer. Oncotarget 9, 6550–6561 (2018).

57. Sahoo, D., Dill, D. L., Gentles, A. J., Tibshirani, R. & Plevritis, S. K. Boolean
implication networks derived from large scale, whole genome microarray
datasets. Genome Biol. 9, R157 (2008).

Acknowledgements
We would like to thank Lisa Lepis, Renee Bridge, Ellen Knodel, Steven Steele, Amy Law,
Mamon Dey, and Amanda Im for their assistance with this project. We also thank Lori
Broderick, Hal Hoffman, Mamata Sivagnanam, and Eniko Sajti for their helpful advice.
This project would not be possible without the help and support from the NICU staff at
Vanderbilt Children’s Hospital, University of California, San Diego, and Rady Children’s
Hospital. This work was funded by the NHLBI (HL126703, HL097195, HL101456),
Gerber Foundation (1823-3830, 20180324), the UC San Diego Clinical and Translational
Research Institute (CIIPLSP), and the Rady Children’s Hospital Academic Enrichment
Fund (1001328-AWD CR30).

Author contributions
D.S., U.M., S.T., D.D., L.S.Z., K.Z., designed, conducted, and interpreted the bioinfor-
matic analysis of the microarray dataset. G.E.H, A.N.S. R.M.M., A.M.M. isolated tracheal
aspirate cells, extracted RNA and prepared samples for transcriptional profiling. G.E.H.
processed samples and performed microarray hybridization and scanning. J.L.A., T.S.B.,
and L.S.P. designed the study and supervised its performance. D.S., L.S.Z., and L.S.P.
wrote the initial drafts of the manuscript.

Competing interests
The authors declare no competing interests.

Additional information
Supplementary information is available for this paper at https://doi.org/10.1038/s42003-
020-0985-2.

Correspondence and requests for materials should be addressed to L.S.P.

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

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

COMMUNICATIONS BIOLOGY | https://doi.org/10.1038/s42003-020-0985-2 ARTICLE

COMMUNICATIONS BIOLOGY |           (2020) 3:259 | https://doi.org/10.1038/s42003-020-0985-2 | www.nature.com/commsbio 11

https://doi.org/10.1038/s42003-020-0985-2
https://doi.org/10.1038/s42003-020-0985-2
http://www.nature.com/reprints
www.nature.com/commsbio
www.nature.com/commsbio


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) 2020

ARTICLE COMMUNICATIONS BIOLOGY | https://doi.org/10.1038/s42003-020-0985-2

12 COMMUNICATIONS BIOLOGY |           (2020) 3:259 | https://doi.org/10.1038/s42003-020-0985-2 | www.nature.com/commsbio

http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
www.nature.com/commsbio

	Transcriptional profiling of lung macrophages identifies a predictive signature for inflammatory lung disease in preterm infants
	Results
	Transcriptional profiling of preterm infant lung macrophages
	Early gene expression profiles correlate with disease
	Innate immune function in preterm lung macrophages
	Expression of macrophage innate immune components
	Transcriptional markers of disease resilience

	Discussion
	Methods
	Study design
	Human transcriptome arrays 2.0 (HTA) microarray analysis
	Pathway analysis
	StepMiner analysis
	Hegemon data visualization platform
	Transcription factor motif analysis
	Statistics and reproducibility
	Reporting summary

	Data availability
	References
	Acknowledgements
	Author contributions
	Competing interests
	Additional information




