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Abstract: Complications to preterm birth are numerous, including the presence of a patent ductus
arteriosus (PDA). The biological understanding of the PDA is sparse and treatment remains con-
troversial. Herein, we speculate whether the PDA is more than a cardiovascular imbalance, and
may be a marker in response to immature core molecular and physiological processes driven by
biological systems, such as inflammation. To achieve a new biological understanding of the PDA,
we performed echocardiography and collected plasma samples on day 3 of life in 53 consecutively
born neonates with a gestational age at birth below 28 completed weeks. The proteome of these
samples was analyzed by mass spectrometry (nanoLC-MS/MS) and immunoassay of 17 cytokines
and chemokines. We found differences in 21 proteins and 8 cytokines between neonates with a large
PDA (>1.5 mm) compared to neonates without a PDA. Amongst others, we found increased levels of
angiotensinogen, periostin, pro-inflammatory associations, including interleukin (IL)-1β and IL-8,
and anti-inflammatory associations, including IL-1RA and IL-10. Levels of complement factors C8
and carboxypeptidases were decreased. Our findings associate the PDA with the renin-angiotensin-
aldosterone system and immune- and complement systems, indicating that PDA goes beyond the
persistence of a fetal circulatory connection of the great vessels.

Keywords: proteomics; patent ductus arteriosus; inflammation; periostin; preterm neonate;
angiotensinogen

1. Introduction

Preterm birth is the leading cause of neonatal death and there is a considerable risk of
lifelong impairment [1]. A patent ductus arteriosus (PDA) is a frequent complication to
preterm birth. Much emphasis has been placed on the hemodynamic effects of the PDA.
However, preterm birth is associated with complex, mutually overlapping abnormalities
resulting from systemic immaturity. Hence, the risk attributable to the PDA is most likely
not only dependent on gestational age (GA) and the hemodynamics effects of the PDA, but
also on various concomitant perinatal factors, including fetal growth restriction, hypoxia,
infection, and possibly inflammation [2–6].

Mounting evidence points to a negative impact of early, sustained or intermittent
inflammatory exposure on the outcome of preterm birth [4]. A major concern is the possible
association between inflammation and immune dysfunction and abnormal stress responses,
not only in the immediate postnatal period, but also possibly throughout life. Inflammation
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is thought to have a direct effect on the function and further development of organs with
long-term compromised function of the central nervous system (CNS), as well as respiratory
and cardiovascular systems. Despite abundant evidence of these associations, there are
significant gaps in our biological understanding of these associations [4,7].

Complications to prematurity are complex diseases and their pathogenesis depends
on the interaction of a susceptible host with a multitude of environmental and possibly
genetic risk factors mutually percolating in a systemic manner, which can be reflected in the
plasma protein pattern. Proteins are effectors of biological functions and their levels are not
only dependent on corresponding mRNA levels, but also on post translational control and
regulation [8]. Therefore, the proteome seems highly relevant to characterize a biological
system [9]. Proteomics hold great potential for new insights into pathogenesis related to the
continuing presence of a ductus arteriosus and possible novel biomarkers for diagnostic,
prognostic, and monitoring purposes in preterm neonates [10].

We aimed to investigate proteomics analysis and various cytokines and chemokines
in plasma samples from 53 neonates born at a gestational age below 28 weeks to achieve a
new biological understanding of the PDA.

2. Methods
2.1. Study Cohort

From 1 June 2010 to 28 February 2012, all neonates born with a GA below 32 completed
weeks that were admitted to our level three neonatal intensive care unit (NICU), were
eligible for inclusion into the PDA study (n = 184). Neonates with chromosomal abnor-
malities or congenital heart malformations other than atrial septum defects were excluded.
In the present study, we included neonates born with a GA below 28 completed weeks,
collected as part of the original and previously presented cohort [11]. Parents provided
their informed consent for inclusion of their child in the study. The study was conducted in
accordance with the Declaration of Helsinki, and approved by the Central Denmark Region
Committees on Health Research Ethics (journal number M-20090243) in January 2010, the
Danish Data Protection Agency, and the National Board of Health.

2.2. Echocardiography and Clinical Information

According to the local guidelines, all neonates born with a GA below 32 weeks had an
echocardiography on day 3 after birth (48–72 h) to evaluate the presence of a PDA and the
structure of the heart.

The echocardiography was performed using two-dimensional, B-mode, and color
Doppler in standard neonatal windows [12]. A PDA was defined as present if flow could
be visualized by color Doppler. The PDA diameter was measured in B-mode at the most
narrow point. In addition, the PDA was defined as large if the diameter was above 1.5 mm
and small if the diameter was 1.5 mm or below [11]. The ratio of the left atrium to the
aorta (LA:Ao ratio) was determined in the parasternal long axis view by M-mode using the
leading edge method. A large LA:Ao ratio was defined as a ratio above 1.5. Descending
aorta diastolic flow (DADF) was evaluated by Doppler flow patterns in the descending
aorta obtained from the suprasternal view. None of the neonates in the present study
received Ibuprofen or other medicines to close the PDA and none had surgical closure
before sample collection.

The following clinical information was obtained from the patients’ medical records:
Maternal preeclampsia, antenatal steroid administration, mode of delivery, multiple birth,
birth weight, and GA at birth (based on early ultrasound scanning), Apgar score at 1 and
5 min, surfactant administration, intraventricular hemorrhage (IVH) (graded according to
Papile et al. [13]), packed red blood cell transfusion within the first 3 days of life, inotropes
within the first 3 days of life, early onset sepsis (EOS) defined as 7 days of antibiotics
initiated before day 3, and the use of mechanical ventilation on day 3.
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2.3. Plasma Samples

Blood samples for this study were obtained along with routine samples on day 3
after birth. The blood was collected by EDTA tubes and centrifuged. The plasma fraction
was collected and stored at −80 ◦C until analysis [14]. N-terminal pro-natriuretic B-type
peptide (NT-proBNP) was measured as a routine analysis at the Department of Clinical
Biochemistry, Aarhus University Hospital, Denmark [14].

2.4. Preparation of Samples for Proteomics

To avoid masking of potential biomarkers by the high abundant proteins, the samples
were depleted for albumin and IgG. Five µL of plasma was mixed with 10 µL of Com-
plete Mini EDTA-free protease inhibitor. The 53 samples were depleted using ProteoPrep®

Immunoaffinity Albumin and IgG Depletion columns. The protein concentration was
determined using the Bradford assay (Bio-Rad, Hercules, CA, USA) using technical du-
plicates, according to the manufacturer’s instructions. Amounts corresponding to 15 µg
protein were transferred to a new Eppendorf tube and proteins were precipitated overnight
with six times sample volume of acetone at −20 ◦C, then centrifuged at 2600× g, 4 ◦C for
10 min, and finally air dried. Before mass spectrometry (MS) analysis, the samples were
solubilized in 30 µL ammonium bicarbonate with 3% sodium deoxycholate, then reduced
with 1.4-dithiothreitol at a final concentration of 5 mM, alkylated in the dark for 30 min
with iodoacetamide at a final concentration of 10 mM, and digested with 0.3 µg trypsin.
The peptides were subsequently purified with PepClean™ C18 Spin Columns (Thermo
Scientific, Waltham, WA, USA), according to the manufacturer’s instructions and then
evaporated on a miVac Duo Concentrator (Genevac, Ipswich, United Kingdom). Samples
were stored at −20 ◦C.

2.5. LC-MS/MS Analysis

The peptides were re-suspended in 2% ACN, 0.1% formic acid, and were analyzed by
nanoLC-MS/MS, essentially as described previously [15]. The samples were analyzed by
nano-liquid chromatography (Easy-nLC 1200, Thermo Scientific)-tandem MS (Q-Exactive
HF-X Hybrid Quadrupole Orbitrap, Thermo Scientific). Peptides were trapped by a pre-
column (Acclaim PepMap 100 C18, pore size: 100 Å, particle diameter: 3 µm, inner diameter:
75 µm, length: 2 cm, Thermo Scientific) and separated further with a reverse phase analyti-
cal column (PepMap RSLC C18, pore size: 100 Å, particle diameter: 2 µm, inner diameter:
75 µm, length: 25 cm, Thermo Scientific) using a 100 min gradient from 5–90% ACN and
0.1 formic acid at a 270 nL/min flowrate. The mass spectrometer was operated in positive
mode and higher collision dissociation (HCD) at normalized collision energy of 29 was
used for peptide fragmentation. The full scan/MS1 resolution was 60,000, AGC target was
3 × 106, maximum injection time was 80 ms, and scan range was from 340 to 1700 m/z.
The fragmentation scan/MS2 resolution was 15,000 and the automatic gain control (AGC)
target was 1 × 105. The MS was operated in data dependent mode and up to 10 of the most
intense peaks were fragmented. Dynamic exclusion was set to 30 s and both unassigned
and single charge ions were excluded.

2.6. Proteomic Data Analysis

Proteins were identified and quantified using MaxQuant (version 1.5.3.30, https:
//www.maxquant.org/, accessed on 5 July 2022) with the building Andromeda algorithm
against the human sequence database (Homo Sapiens proteome with 20,129 reviewed
sequences from Uniprot.org, accessed on 5 July 2016). Settings included the enzyme
trypsin with a maximum of two missed cleavage sites; precursor mass tolerance: 10 ppm;
fragment mass tolerance: 0.02 Da; dynamic modification: Oxidation; static modification:
carbamidomethyl; and FDR was 0.01 at protein and peptide level. To maximize identifi-
cations in MaxQuant, files containing MS spectra from 10 fractions of a pooled study of
plasma samples, were uploaded along with MS data from the samples and the “match
between runs” were applied.

https://www.maxquant.org/
https://www.maxquant.org/
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2.7. Multiplexed Luminex Analyses

A total of 19 proteins with relation to inflammation were simultaneously quanti-
tated by the bead-, antibody-, and fluorescence-based method Luminex. The 19-plex
arrays, including VEGF-A, GM-CSF, TNF- α, IL-1ra, IL-1 alpha, IL-1 beta, IL-4, IL-6, IL-8
(CXCL8), IL-10, IL-12p70, Eotaxin (CCL11), SDF-1 alfa, CD62E (E-selectin), MCP-1 (CCL2),
MIP-1, lfa (CCL3), MIP-1 beta (CCL4), RANTES (CCL5), and ICAM-1 were analyzed
on the Luminex XMAP platform, Magpix (Millipore Corp, MA, USA), according to the
manufacturer’s instructions.

2.8. Statistical and Bioinformatics Analyses

The data analysis was performed in R v4.1.2 (R Core Team), using the LFQ-columns
from the MaxQuant generated proteingroups.txt file, which contains protein identifications
filtered to the false discovery rate (FDR) < 1%.

Additional filtering was performed to ensure high accuracy qualitative data, by remov-
ing (i) proteins tagged as reverse, contaminants, or only identified by modified peptides;
(ii) proteins where the quantitation was based on less than one unique peptide to a given
protein group; and (iii) proteins that were quantifiable in less than 70% of samples in both
of the compared groups, i.e., large PDA compared to no PDA or small PDA compared
to no PDA, thereby ensuring that at least 70% of samples in both groups were compared.
The remaining missing values were not included in the differential analysis. To include
condition-unique proteins, which would have been filtered using the applied filtering strat-
egy, we performed a Fisher’s Exact analysis for all proteins, but none passed the statistical
filtering criteria (p-value < 0.05). Solely for the purpose of conducting principal component
analysis (PCA), missing data were imputed by random draws from a Gaussian distribution
centered below the minimal value observed in that sample (q = 0.01, tune.sigma = 0.3) to
simulate signals from low-abundant proteins [16].

In the days after term birth, the plasma concentration of several proteins is known
to change, since especially the innate immune system, it rapidly develops in response to
new environmental exposures [17]. Therefore, we used linear mixed-effects regression
models to identify PDA-associate proteins. A full linear mixed-effects regression model
of LFQ values was fitted with fixed effects of PDA status and a random GA week effect,
using the lmer function from the lme4 R package [18]. The p-values were calculated using
the ANOVA function against a null model, omitting the PDA status, but including GA
to take the ontogeny into account. The p-values were corrected for multiple hypothesis
testing using the Benjamini–Hochberg approach [19]. Proteins were considered statistically
significantly different at adjusted p-values < 0.05 and +/− 0.3 log2 fold-change. To expand
the analysis, we included an analysis of all proteins at unadjusted p-value < 0.05. The
analysis was performed in R v4.1.2 [20] using Rstudio (2021.09.0) [21]. The packages
dplyr [22] and mixOmics [23] were used for data formatting, and plots were performed
using ggplot2 [24], ggpubr [25], and cowplot [26]. Significantly differentiating proteins were
submitted to String-DB to infer known protein–protein interactions [27]. Receiver operating
characteristic (ROC) curves were generated using the pROC package, and p-values were
calculated using the test.roc function [28].

2.9. Periostin Enzyme-Linked Immunosorbent Assay

To validate the MS analysis, an enzyme-linked immunosorbent assay (ELISA) targeting
periostin was performed using the Human Periostin ELISA Kit (Thermo Fisher). Periostin
was chosen as a protein target for the following reasons: (i) It is currently suggested as a
biomarker in preterm neonates with BPD [29,30] and (ii) it was one of the proteins found
at higher levels in neonates with PDA by LC-MS proteomics. The test was carried out
following the manufacturer’s instructions with a minor modification. The instructions
suggest that a 1:2 dilution of plasma samples deviations was performed as a preliminary test
of the kit and another study of plasma periostin in connection with BPD [29] indicated that
a dilution of 1:33 would be more suitable for the absorbance not to exceed the measurable
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absorbance of the plate reader. Therefore, samples were diluted 1:33 with the sample
diluent provided in the kit. The absorbance was measured at 450 nm using a synergy
H1 microplate reader (BioTek, Winooski, VT, USA). A standard curve was based on the
periostin standard solutions and concentrations in the samples were determined.

3. Results
3.1. Study Cohort

The study cohort comprised 53 newborns, 33 (62%) were determined to have a PDA
(Table 1) on day 3 of life. We have previously demonstrated that a PDA with a diameter
above 1.5 mm at this day in extremely preterm neonates is associated with adverse out-
comes [11]. Accordingly, we divided our cohort into the following three groups: No PDA
(n = 20), small (n = 13), and large PDA (n = 20). Neonates with a large PDA had more
unfavorable baseline characteristics compared to neonates with no PDA; however, they
were not statistically significant.

Table 1. Study cohort.

no PDA
(n = 20)

Small PDA
(n = 13)

Large PDA
(n = 20) p-Value *

GA, median (range) 27 (24; 27) 25 (24; 27) 26 (24; 27) n.s.
Birth weight grams, median (range) 984 (545; 1220) 750 (575; 1000) 902 (570; 1210) n.s.
Sex (female/male) 6/14 4/9 7/13 n.s.
Apgar score at 1 min (IQR) 7 (3; 9) 6 (4; 9) 7 (5; 8) n.s.
Apgar score at 5 min (IQR) 10 (8; 10) 10 (8; 10) 10 (8; 10) n.s.
Caffeine, number (%) 20 (100) 13 (100) 20 (100) n.s.
EOS, number (%) 4 (20) 6 (46) 4 (20) n.s.
Surfactant, number (%) 9 (45) 7 (54) 13 (65) n.s.
PRBC transfusion, number (%) 4 (20) 5 (38) 7 (35) n.s.
Inotropes, number (%) 1 (5) 1 (8) 3 (15) n.s.
Mechanical ventilation, number (%) 3 (15) 5 (38) 9 (45) 0.08
IVH, number (%) 5 (25) 2 (15) 10 (50) n.s.
Large LA:Ao ratio, number (%) 1 (5) 1 (8) 6 (30) 0.09
Reversed DADF, number (%) 0 (0) 1 (8) 4 (20) n.s.
Preeclampsia, number (%) 4 (20) 1 (8) 1 (5) n.s.
Antenatal steroids, number (%) 20 (100) 13 (100) 17 (85) n.s.
Multiple pregnancy, number (%) 3 (15) 5 (38) 9 (45) 0.08
Cesarean delivery, number (%) 13 (65) 6 (46) 13 (65) n.s.

Characteristics of 53 neonates born before 28 + 0 gestational weeks by presence of PDA postnatal day 3. Small:
PDA diameter ≤ 1.5 mm, large: PDA diameter ≥ 1.5 mm. * p-values listed for large PDA to no PDA comparison.
Gestational age (GA) weeks, packed red blood cell transfusion (PRBC) within the first 3 days of life, inotropes
within the first 3 days of life, early onset sepsis (EOS) defined as 7 days of antibiotics initiated before day 3.
Mechanical ventilation used day 3. Intraventricular hemorrhage (IVH). Large LA:Ao ratio (left atrium to aorta
ratio) > 1.5. DADF descending aorta diastolic flow.

3.2. Plasma Proteomics

LC-MS-based proteomics enabled us to monitor the relative abundance of 219 proteins
which passed our stringent filtering, ensuring high-confidence identifications and quantita-
tion. Furthermore, 18 cytokines and chemokines monitored by immunoassays passed the
valid value-filtering criteria. To investigate the global proteomics data, we performed an
unsupervised principal component analysis (PCA). No clear outlying samples could be
identified on the PCA scores plot of the LC-MS proteomics data (Figure 1A) nor immunoas-
say data (Figure 1B). Moreover, no clear grouping of the samples could be identified based
on the available clinical parameters, including GA or PDA. However, the overlap of the no
PDA and small PDA samples was generally larger than the large PDA samples, indicating
a higher degree of similarity.
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Figure 1. Unsupervised principal component analysis (PCA). Unsupervised PCA scores plot of the
(A) LC-MS proteomics data and (B) immuno-based assay data. Each dot represents a sample and the
color denotes the PDA size. Explained variance is provided in percentages. No clear outliers were
identified.

3.3. Identifying Proteins Differentiating PDA from No PDA Samples

To further expand our understanding of the biological mechanisms of PDA, we per-
formed a differential analysis to identify proteins with a PDA-specific concentration profile.

Comparing the small PDA to no PDA, no proteins passed the statistical filtering criteria
described in the Methods section, including the adjusted p-value < 0.05
(Supplementary Figure S1A,B) (full list of proteins and cytokines in Supplementary Tables S1
and S2, respectively).

Comparing the large PDA samples to no PDA samples, two proteins and three cy-
tokines passed our statistical correction for multiple hypothesis testing, including the
adjusted p-value < 0.05 (Figure 2A,B for LC-MS proteomics and immunoassay, respectively)
(full list of proteins and cytokines in Supplementary Tables S3 and S4, respectively).

To investigate if the lack of significant proteins comparing small PDA to no PDA
reflected the smaller sample size compared to large PDA vs no PDA, we compared the
protein fold-changes between small PDA vs no PDA to large PDA vs no PDA. A statistically
significant correlation was found for both LC-MS (Rspearman = 0.57, p-value = 2.2 × 10−16)
and immunoassay proteins (Rspearman = 0.66, p-value = 3.7 × 10−3). However, the protein
fold-changes were generally smaller for the small PDA as demonstrated by the < 1x
slope of a linear regression for LC-MS (y = 0.47x − 0.02, Supplementary Figure S2A)
and immunoassay proteins (y = 0.41x + 0.14, Supplementary Figure S2B) suggesting a
dose-response-like relationship between PDA size and protein levels.

Therefore, we focused our study on the comparison between the large PDA and no
PDA. For hypotheses generation, we included the additional 19 proteins and 5 cytokines
with different abundances between large PDA and no PDA, which passed our statistical
filtering criteria, but with the unadjusted p-value < 0.05 in the analysis (Tables 2 and 3,
respectively). Of the LC-MS proteins, 15 were increased and 6 decreased in large PDA
compared to no PDA, whereas all investigated cytokines were increased. The proteins
included, but were not limited to, angiotensinogen (AGT), osteopontin (SPP1), periostin
(POSTN), and the cytokines, included IL-6, IL-8, IL-10, and IL-1RA. The decreasing proteins
were mainly related to the complement system, e.g., C8 (alpha, beta, and gamma chain)
and carboxypeptidase N catalytic chain CPN1 and CPN2.
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Figure 2. Large PDA and the plasma proteome. Data from 53 neonates born at a gestational age
below 28 weeks. (A) Plasma proteome changes large PDA compared to no PDA as determined by
LC-MS proteomics, and (B) immunoassay. Red (blue) proteins are increased (decreased) in PDA.
Grey proteins are not significantly different. Gene names are provided. Horizontal solid line: p-value
= 0.05, horizontal dotted line: q-value = 0.05, vertical dotted lines: Fold-change cutoff. (C) Combined
analysis of the large PDA compared to no PDA changing plasma proteins. Color and protein
size indicates PDA fold-change and statistical significance, respectively. Known protein–protein
interactions from the STRING database are indicated by lines, where the width signifies the number
of known interactions.
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Table 2. Large PDA significant proteins from LC-MS. Statistically significant proteins
(p-value < 0.05) differentiating large PDA from no PDA, as determined by proteomics.

Protein Name PDA Change [log2] Large PDA/No PDA Ratio p-Value Gene Name

Periostin 0.75 168% 4.24 × 10−3 POSTN
Osteopontin 0.70 162% 1.41 × 10−4 SPP1
Scavenger receptor
cysteine-rich type 1
protein M130

0.67 160% 2.12 × 10−2 CD163

Pulmonary
surfactant-associated
protein B

0.63 155% 3.46 × 10−2 SFTPB

Angiotensinogen 0.62 154% 6.29 × 10−6 AGT
L-lactate
dehydrogenase B chain 0.61 153% 5.50 × 10−3 LDHB

Actin, cytoplasmic 1 0.56 147% 1.03 × 10−2 ACTB
Poliovirus receptor 0.50 142% 1.66 × 10−3 PVR
Desmoglein-2 0.41 133% 6.22 × 10−3 DSG2
Plexin
domain-containing
protein 2

0.41 133% 8.45 × 10−3 PLXDC2

Nidogen-1 0.39 131% 2.66 × 10−2 NID1
Cystatin-B 0.38 130% 4.62 × 10−2 CST6
Lumican 0.35 128% 3.02 × 10−2 LUM
Cadherin-5 0.34 127% 3.46 × 10−2 CDH5
Mannan-binding lectin
serine protease 1 0.31 124% 4.09 × 10−2 MASP1

Carboxypeptidase N
catalytic chain −0.31 81% 2.32 × 10−2 CPN1

Coagulation factor XIII
B chain −0.37 77% 1.30 × 10−2 F13B

Complement
component C8 alpha
chain

−0.38 77% 2.54 × 10−2 C8A

Carboxypeptidase N
subunit 2 −0.41 75% 9.38 × 10−4 CPN2

Complement
component C8 beta
chain

−0.42 75% 2.75 × 10−2 C8B

Complement
component C8 gamma
chain

−0.58 67% 1.11 × 10−2 C8G

Table 3. Large PDA significant proteins from immunoassay. Statistically significant cytokines
(p-value < 0.05) differentiating large PDA from no PDA, as determined by immunoassay.

Interleukine/Cytokine Name PDA Change
[log2] Large PDA/No PDA Ratio p-Value Gene Name

Interleukin-1 receptor antagonist 2.20 460% 2.38 × 10−2 IL1RA
Interleukin-8 1.87 367% 1.11 × 10−3 IL8
Interleukin-6 1.00 199% 8.03 × 10−3 IL6
C-C motif chemokine 4 0.87 183% 4.44 × 10−2 CCL4
Interleukin-10 0.71 164% 1.62 × 10−3 IL10
C-C motif chemokine 3 0.64 156% 2.90 × 10−2 CCL3
Interleukin-1 beta 0.52 143% 1.34 × 10−2 IL1beta
Eotaxin 0.50 142% 1.57 × 10−2 CCL11

To investigate whether the significant proteins were associated with PDA rather than
ontogeny, we repeated all of the calculations using only samples from the GA 27 group
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(Supplementary Figure S3). A positive correlation was found between the large PDA
compared to no PDA protein fold-changes (Rspearman = 0.75, p-value = 1.42 × 10−4). Addi-
tionally, we plotted the protein profiles for all significant large PDA compared to no PDA
proteins (Supplementary Figures S4–S11).

A joint protein–protein interaction analysis of all proteins and cytokines, revealed
that known interactions between the proteins and cytokines/chemokines increased and
decreased during PDA, respectively, with little overlap (Figure 2C). The finding indi-
cates the presence of PDA interactions between the proteins and cytokines, distinct func-
tional changes in PDA, and the increased involvement of the immune system in neonates
with PDA.

3.4. Immunoassay Validation of Periostin (POSTN) Levels

To ensure the consistency in protein measurements across methods, we compared the rel-
ative levels of plasma periostin (POSTN) as determined by the fundamentally different protein
measurement techniques LC-MS/MS and immunoassay. A strong and significant sample–
sample correlation was determined (Figure 3A) (Rspearman = 0.73, p-value = 9.4 × 10−10).

Figure 3. LC-MS proteomics and immunoassay data validation. (A) Correlation of periostin
(POSTN) plasma levels in all samples as determined by LC-MS and immunoassay. Pearson’s cor-
relation coefficient (R), p-value, and 95% confidence interval (grey) is provided. (B) NT-proBNP
plasma abundance variation over the gestational ages. (C) Sensitivity and specificity of NT-proBNP
to identify large PDA (red) and small (green) PDA compared to no PDA, respectively. Area under the
curve (AUC) and p-value for differences between the ROCs are provided.

3.5. PDA and Increased Levels of NT-proBNP Levels

We re-analyzed the plasma levels of the known PDA-marker NT-proBNP in part of
the original cohort [14], which was included in the present study. The marker was found
to be significantly higher in neonates with PDA (Figure 3B) (mean PDA level = 389%,
p-value = 1.67 × 10−8, q-value = 6.68 × 10−7), as expected for a PDA cohort. Moreover, we
generated receiver operating characteristic (ROC) curves (Figure 3C), which demonstrated
that NT-proBNP can separate large PDA from no PDA with an accuracy of 93.4%. In
comparison, the AUC was 60.1% for the ROC compared with the small PDA compared to
no PDA.

4. Discussion
4.1. Short Presentation of Main Results

In a cohort of 53 extremely preterm neonates, we found that proteomics analysis and
multiplex ELISA revealed evidence of protein abundance differences in plasma related to
multiple biological immune system associated processes, including coagulation, comple-
ment activation, inflammation, and immunomodulation. The two proteins that mainly
differed between extremely preterm neonates with large PDA compared to no PDA were
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angiotensinogen (AGT) with a 1.5-fold increase and periostin with a 1.7-fold increase in
the LC-MS analysis. Moreover, IL-1RA, IL-6, IL-8, and IL-10 were found at higher levels
in neonates with large PDA in the ELISA analysis. Contrary lower levels of complement
factors C8 and carboxypeptidases were found in neonates with large PDA compared to
no PDA.

The PDA is a dynamic structure and the small PDA may even close from time to
time. We have previously demonstrated that a large PDA in extremely preterm neonates
is associated with adverse outcomes [11]. With the present study, we demonstrate that
although the general direction of the proteome fold-changes was identical, we found
overall more pronounced protein fold differences in neonates with large PDA vs. no PDA,
compared to small PDA vs. no PDA.

4.2. Activation of the RAAS System in Neonates with PDA

Angiotensinogen (AGT), the precursor of all angiotensin peptides, was found in higher
levels (1.5 fold-change) in neonates with large PDA compared to neonates with no PDA.
AGT is a member of the serpin superfamily, as well as alpha1 antitrypsin, which is also
found at higher levels in neonates with large PDA.

In circulation, AGT is cleaved to angiotensin-I by renin, which is secreted from the jux-
taglomerular apparatus in the kidneys in response to a decreased renal perfusion. However,
also immune mediators, such as IL-6, are involved [31,32]. We found IL-6 at higher levels in
neonates with large PDA compared to neonates with no PDA. Angiotensin I is subsequently
converted to angiotensin II (Ang II) by the angiotensin-converting enzyme (ACE).

Ang II is recognized not only as a physiological mediator restoring circulatory integrity,
but also as a growth factor that regulates cell growth and fibrosis, organ differentiation,
and a key element in the inflammatory process [33,34]. Ang II increases the vascular
permeability that initiates the inflammatory process [35] and contributes to the recruitment
of inflammatory cells [33]. Moreover, there is an increasing evidence that pro-inflammatory
factors enhance the expression of RAAS components [36].

4.3. Ang II and IL-10 Stimulated Increase in SPP1 in Neonates with PDA

SPP1 was the protein with the second largest fold-change in neonates with large
PDA compared to neonates with no PDA in the LC-MS data. Previously, an association
between cord blood SPP1 and PDA has been demonstrated [37], but this is the first study
to demonstrate higher levels in plasma samples from neonates with large PDA.

Secreted phosphoprotein 1 (SPP1), also known as osteopontin (OPN), is a matricellular
protein that mediates diverse biological functions. SPP1 functions as a pro-inflammatory
cytokine and promotes cell-mediated immune responses [38]. In addition, it has protective
functions, such as biomineralization and wound healing. During pathologic processes,
SPP1 is produced by various cells [39,40].

Rat studies have demonstrated that Ang II can induce SPP1 expression. And fur-
ther that the inhibition of the Ang II type 1 receptor (AT1) attenuate the expression of
SPP1 [41–43]. Moreover, SPP1 expression is stimulated by inflammatory cytokines, includ-
ing IL-10 [44]. We found higher levels of IL-10 in neonates with large PDA compared to
neonates with no PDA. It is thought that the acute increase in SPP1 has a protective role in
cardiovascular disease in adults, whereas a more chronic increase predicts poor progno-
sis [45]. The function and regulation of SPP1 in preterm neonates remain elusive [45,46].

4.4. Which Cytokines Are Associated with Large PDA?

Cytokines are pleiotropic endogenous inflammatory and immunomodulating media-
tors that exhibit regulatory effects on various target cells [47]. These cell-derived polypep-
tides are involved in both acute and chronic inflammatory processes by acting locally or
systemically. The IL-1RA was the interleukin with the highest difference in concentration
between neonates with large PDA and no PDA amongst the measured cytokines. IL-1RA
is a naturally occurring cytokine that inhibits the effects of IL-1α and IL-1β through com-
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petitively ligand-specific binding to IL-1 receptors without exhibiting detectable agonist
activity [48]. We found higher IL-1β levels in neonates with a large PDA compared to
neonates with no PDA. IL-1α and IL-1β are potent early response inflammatory cytokines
that modulate their own production and induce other pro-inflammatory cytokines, includ-
ing IL-6, IL-8, and tumor necrosis factor (TNF)-alpha. The biological effects of IL-1 range
from inducing specific cell responses to targeting entire systems and may be both important
for host responses to injury and infection and pathological in other conditions [49].

The underlying cause of the association between pro-inflammatory markers and
large PDA in very preterm neonates is unknown. Speculatively, in small-scale clinical
studies, an alteration in inflammatory response has been found at baseline in children with
congenital heart disease (CHD) [50,51]. Moreover, an immune contribution to the CHD
development has been suggested [52], as well as compensatory remodeling mechanism
caused by changes in the cytokine profile. Children born with an atrial septal defect (ASD)
undergo cardiac remodeling to compensate for the flow of blood from the left to the right
atrium. In these children, the presence of markers for mechanical stress, inflammation, and
remodeling are noted [53]. Similar differences in acute-phase reactants are found in relation
to ventricular septal defects (VSDs) [54].

4.5. Balancing Pro- and Anti-Inflammation in the Preterm Neonates

We found that neonates with large PDA had higher plasma levels of IL-6, IL-8, IL1RA,
and IL-10 compared to neonates with no PDA. This is supported by previous findings,
in a study including 47 neonates born at a GA below 28 weeks, which revealed that IL-6,
IL-8, IL-10, IL-12 and growth differentiation factor 15 and monocyte chemotactic protein 1,
were associated with hemodynamically significant PDA. This was defined as a PDA with
ductal diameter of >1.5 mm, or a left atrium to aorta ratio of >1.5, or absent or reversed
flow during diastole in the descending aorta [55].

A rapid systemic inflammatory response can be an effective defense against microbial
invasion. However, failure of inflammation-resolution processes leads to dysregulated
and prolonged inflammation, even possibly systemic inflammation [56]. Several studies
indicate that cytokine dysregulation during the first week of life, most notably high levels
of IL-8, is associated with long-term morbidity, including BPD [57], NEC [58], atypical
white matter brain development, and executive function limitations in adolescence [59,60].

We found higher anti-inflammatory IL-10 and IL-1RA levels in neonates with large
PDA. This may not be sufficient to balance the pro-inflammatory response present in
neonates with large PDA driven by IL-1beta, IL-6, IL-8, and other inflammatory plasma
proteins. The premature infant may be at a particularly high risk for unopposed pro-
inflammatory effects, since developmental immaturity may limit the ability to increase
endogenous expression of anti-inflammatory mediators sufficiently [56]. However, other
sustained inflammatory stimuli from, e.g., mechanical ventilation, organ damage, and epi-
genetics processes, that are unable to shift from a pro-inflammatory to an anti-inflammatory
state, may also contribute to intermittent or sustained systemic inflammation.

4.6. Complement System

The complement system is an essential part of the innate immune response. In addition,
it functions as the first line of defense against pathogens and elicits a pro-inflammatory
response, leading to recruitment and activation of immune cells from both the innate and
adaptive branches of the immune system [61]. In neonates with large PDA, we found
complement factor 8 (C8) alpha, beta, and gamma chain at lower plasma levels. A study
including 60 infants (average, 4 years) with PDA and no other congenital heart disease and
60 controls with no PDA found that plasma levels of C3, C7, C8, and C9 were lower in
infants with PDA compared to infants with no PDA [62].

Furthermore, C3 was decreased in the present study in neonates with large PDA,
but with a significantly small fold-change to pass our filtering. Moreover, infants with
congenital heart defects have decreased serum levels of C3 and C4 compared to infants
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without structural heart disease [63]. The biological properties of C3a are regulated by the
protein carboxypeptidase N (CPN). In neonates with large PDAs, we found lower plasma
levels of carboxypeptidase N catalytic chain (CPN) 1 and carboxypeptidase N subunit
2 (CPN2). Complement components are synthesized early in fetal life, but with a relative
deficiency in comparison with adult levels [64]. It is unclear if the low complement levels in
neonates with PDA are related to issues with the liver, the main synthesis location for most
complement components, or due to the activation and consumption of complement factors.

4.7. Is Periostin a Marker of Pressure Overload or of Pulmonary Remodeling?

The protein with the highest fold-change concentration in neonates with large PDA
compared to neonates with no PDA was periostin. To the best of our knowledge, this is the
first study to demonstrate that extremely preterm neonates with large PDA have higher
plasma levels of periostin compared to neonates with no PDA. Periostin is a matricellular
protein with functions in osteology, tissue repair, oncology, cardiovascular and respiratory
systems, and in various inflammatory settings and diseases [65].

The hemodynamic effects of a large left-to-right shunt associated with a PDA includes
hyperperfusion of the pulmonary vasculature and volume overload of the atrium and
ventricles. In the adult heart, periostin is almost undetectable [66], but is induced in the
ventricles following myocardial infarction, pressure overload, or generalized cardiomy-
opathy [67]. Speculatively, the hemodynamic effects of the large PDA may, at least in
part, explain the higher levels of periostin. Supporting this, NT-proBNP is also known
to be increased in relation to circulatory volume overload, and along with other authors,
we have demonstrated that NT-proBNP is increased in neonates with PDA compared to
neonates with no PDA [14]. Data on NT-proBNP were re-analyzed in this cohort, found to
be increased, and as a single marker, were able to separate large PDA from no PDA with
an outstanding discrimination. We speculate that a large PDA induces the expression and
release of periostin and NT-proBNP from the heart due to volume overload.

Periostin levels may represent pulmonary pathology as periostin expression is in-
creased in lungs of neonates that died with severe BPD and is currently evaluated as a
marker of BPD [30]. Periostin has been reported to be associated with neonatal murine
lung remodeling [68] and hyperoxic lung injury [69].

In adults, periostin expression in the lungs decreases following acute injury, but then
increases substantially during the initiation of repair-mechanisms and even beyond the
initial insult, this increase may persist [65]. Therefore, periostin may in the context of a
PDA be an important structural mediator, conveying tissue adaption in response to insult
or injury [65,70].

4.8. Do the Levels of sCD163 Indicate Inflammation Involving Macrophages System?

On proteomic analysis, we found higher levels of sCD163 in neonates with large
PDA compared to neonates with no PDA. The scavenger receptor CD163 is expressed in
macrophages and monocytes and is a receptor for multiple ligands, which are quantitatively
important for the haptoglobin-hemoglobin complex [71]. Increased plasma concentration
of soluble CD163 (sCD163) [72] is observed in diseases related to macrophage activity,
including acute and chronic inflammations in adults [71].

In vitro, CD163 is upregulated by glucocorticoids, hemoglobin, and both IL-10 and
IL-6 [73]. We speculate that higher sCD163 levels, also supported by higher levels of IL-6
and IL10 in neonates with large PDA, reflect sustained inflammation, or are also related to
PRBC transfusion in neonates with large PDA.

4.9. Strengths and Limitations

In this study, the cohort investigated was comprised of 53 extremely preterm neonates.
Very few studies have reported both clinical information and plasma proteomics data from
LC-MS and ELISA analysis from this unique patient group. Our advanced laboratory
and statistical methods allowed us to assess both ontogeny and the effect of GA when
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we identified proteins and inflammatory markers with a statistically significantly PDA
associated abundance. Blood was not drawn at the exact same postnatal age (by hours).
However, the postnatal ontogenetic effects by age on the plasma proteome is assumed to be
minimal compared to prenatal, i.e., taking gestational age into account was crucial. Some
heterogenicity may have caused a low statistical power and we included proteins that do
not pass multiple hypothesis test corrections in our interpretations. However, many of the
included proteins were functionally highly similar in supporting this decision.

Preterm neonates are a heterogenic patient population not only by GA at birth, but
also by reason for their preterm birth and their postnatal challenges. We aimed to describe
characteristics of the infants present prior to blood sampling and echocardiography post-
natal day 3. Preeclampsia, chorioamnionitis, and use of antenatal steroids could impact
the risk of both PDA and also influence the proteome. Moreover, both RDS (hence use of
surfactant) and sepsis could contribute to an inflammatory response. Unfortunately, we
do not have data on chorioamnionitis. Neither preeclampsia, RDS, nor sepsis was found
more often in neonates with large PDA compared to neonates with no PDA in this cohort.
However, mechanical ventilation was more frequently used in neonates with large PDA
and might be an external stimuli for inflammation. What changes PRBC transfusion pose
on the proteome has not been fully described.We found coherence between the results
obtained with LC-MS and ELISA methods of periostin indicative of a technically robust
analysis. Nonetheless, the findings should be validated in an independent study, ideally
with a narrower GA distribution and larger sample size. Future studies characterizing
heart tissue from newborns with PDA by transcriptome in combination with proteomics
will likely enable a mapping of the tissue origins of many of the detected proteins [74], and
provide further insights into the PDA etiology.

5. Conclusions

The present study investigated the proteome, which fluctuates over time in response
to internal and external stimuli, making it particularly valuable for understanding various
complications in preterm neonates. We found that a large PDA in extremely preterm
neonates was associated with differences in angiotensinogen, periostin, and measures of
both immune- and complement systems. A small PDA was associated with more subtle
biological differences in the plasma proteome. Moreover, our findings indicate that the
PDA may interfere with or be driven by an imbalance in core bio-physiological systems.
Therefore, the bio-physiological understanding of mechanisms behind inflammatory stim-
uli and the neonate response to inflammation should be the focus of future PDA research.
In particular, it may increase our understanding of pathogenesis, reveal potential tools
for early diagnosis, drug development and prognostication, and present ways to monitor
disease severity or improvement.
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K.G.; et al. Perinatal infection, inflammation, preterm birth, and brain injury: A review with proposals for future investigations.
Exp. Neurol. 2022, 351, 113988. [CrossRef] [PubMed]

8. Aslam, B.; Basit, M.; Nisar, M.A.; Khurshid, M.; Rasool, M.H. Proteomics: Technologies and Their Applications. J. Chromatogr. Sci.
2017, 55, 182–196. [CrossRef] [PubMed]

9. Cox, J.; Mann, M. Is proteomics the new genomics? Cell 2007, 130, 395–398. [CrossRef]
10. Palstrom, N.B.; Matthiesen, R.; Rasmussen, L.M.; Beck, H.C. Recent Developments in Clinical Plasma Proteomics-Applied to

Cardiovascular Research. Biomedicines 2022, 10, 162. [CrossRef] [PubMed]
11. Sellmer, A.; Bjerre, J.V.; Schmidt, M.R.; McNamara, P.J.; Hjortdal, V.E.; Host, B.; Bech, B.H.; Henriksen, T.B. Morbidity and

mortality in preterm neonates with patent ductus arteriosus on day 3. Arch. Dis. Child.-Fetal Neonatal Ed. 2013, 98, F505–F510.
[CrossRef] [PubMed]

12. Lai, W.W.; Geva, T.; Shirali, G.S.; Frommelt, P.C.; Humes, R.A.; Brook, M.M.; Pignatelli, R.H.; Rychik, J. Guidelines and standards
for performance of a pediatric echocardiogram: A report from the Task Force of the Pediatric Council of the American Society of
Echocardiography. J. Am. Soc. Echocardiogr. 2006, 19, 1413–1430. [CrossRef] [PubMed]

13. Papile, L.A.; Burstein, J.; Burstein, R.; Koffler, H. Incidence and evolution of subependymal and intraventricular hemorrhage: A
study of infants with birth weights less than 1500 gm. J. Pediatr. 1978, 92, 529–534. [CrossRef]

14. Sellmer, A.; Hjortdal, V.E.; Bjerre, J.V.; Schmidt, M.R.; Bech, B.H.; Henriksen, T.B. Cardiovascular biomarkers in the evaluation of
patent ductus arteriosus in very preterm neonates: A cohort study. Early Hum. Dev. 2020, 149, 105142. [CrossRef] [PubMed]

15. Edhager, A.V.; Povlsen, J.A.; Løfgren, B.; Bøtker, H.E.; Palmfeldt, J. Proteomics of the Rat Myocardium during Development
of Type 2 Diabetes Mellitus Reveals Progressive Alterations in Major Metabolic Pathways. J. Proteome Res. 2018, 17, 2521–2532.
[CrossRef]

16. Deeb, S.J.; D’Souza, R.C.; Cox, J.; Schmidt-Supprian, M.; Mann, M. Super-SILAC allows classification of diffuse large B-cell
lymphoma subtypes by their protein expression profiles. Mol. Cell Proteom. 2012, 11, 77–89. [CrossRef]

17. Bennike, T.B.; Fatou, B.; Angelidou, A.; Diray-Arce, J.; Falsafi, R.; Ford, R.; Gill, E.E.; van Haren, S.D.; Idoko, O.T.; Lee, A.H.; et al.
Preparing for Life: Plasma Proteome Changes and Immune System Development During the First Week of Human Life. Front.
Immunol. 2020, 11, 578505. [CrossRef]

http://doi.org/10.1016/S0140-6736(12)61689-4
http://doi.org/10.1016/j.jri.2017.11.003
http://www.ncbi.nlm.nih.gov/pubmed/29253793
http://doi.org/10.1016/j.jpeds.2016.03.058
http://www.ncbi.nlm.nih.gov/pubmed/27117196
http://doi.org/10.1007/s00281-020-00803-2
http://doi.org/10.1038/s41390-019-0582-6
http://doi.org/10.1016/S0022-3476(96)70192-0
http://doi.org/10.1016/j.expneurol.2022.113988
http://www.ncbi.nlm.nih.gov/pubmed/35081400
http://doi.org/10.1093/chromsci/bmw167
http://www.ncbi.nlm.nih.gov/pubmed/28087761
http://doi.org/10.1016/j.cell.2007.07.032
http://doi.org/10.3390/biomedicines10010162
http://www.ncbi.nlm.nih.gov/pubmed/35052841
http://doi.org/10.1136/archdischild-2013-303816
http://www.ncbi.nlm.nih.gov/pubmed/23893268
http://doi.org/10.1016/j.echo.2006.09.001
http://www.ncbi.nlm.nih.gov/pubmed/17138024
http://doi.org/10.1016/S0022-3476(78)80282-0
http://doi.org/10.1016/j.earlhumdev.2020.105142
http://www.ncbi.nlm.nih.gov/pubmed/32861196
http://doi.org/10.1021/acs.jproteome.8b00276
http://doi.org/10.1074/mcp.M111.015362
http://doi.org/10.3389/fimmu.2020.578505


Biomolecules 2022, 12, 1179 15 of 16

18. Douglas Bates, M.M.; Bolker, B.; Walker, S. Fitting Linear Mixed-Effects Models using lme4. J. Stat. Softw. 2015, 67, 1–48.
[CrossRef]

19. Yoav, B.; Hochberg, Y. Controlling the False Discovery Rate: A Practical and Powerful Approach to Multiple Testing. J. Royal Stat.
Soc. Ser. B 1995, 57, 289–300. [CrossRef]

20. R Core Team. R: A Language and Environment for Statistical Computing; R Foundation for Statistical Computing: Vienna, Austria,
2021; Available online: https://www.R-project.org/ (accessed on 5 July 2022).

21. R Studio Team. RStudio: Integrated Development Environment for R; R Studio Team: Boston, MA, USA, 2015.
22. Wickham, H.; François, R.; Henry, L.; Müller, K. dplyr: A Grammar of Data Manipulation, R Package Version 1.0.7. 2021. Available

online: https://dplyr.tidyverse.org/ (accessed on 5 July 2022).
23. Rohart, F.; Gautier, B.; Singh, A.; KA, L.C. mixOmics: An R package for ‘omics feature selection and multiple data integration.

PLoS Comput Biol. 2017, 13, e1005752. [CrossRef]
24. Wickham, H. ggplot2: Elegant Graphics for Data Analysis; Springer: New York, NY, USA, 2016.
25. Kassambara, A. ggpubr: ‘ggplot2’ Based Publication Ready Plots, R Package Version 0.4.0. 2020. Available online: https:

//rpkgs.datanovia.com/ggpubr/ (accessed on 5 July 2022).
26. Wilke, C.O. Cowplot: Streamlined Plot Theme and Plot Annotations for ‘ggplot2’, R Package Version 1.1.1. 2020. Available online:

https://rdrr.io/cran/cowplot/ (accessed on 5 July 2022).
27. Szklarczyk, D.; Franceschini, A.; Wyder, S.; Forslund, K.; Heller, D.; Huerta-Cepas, J.; Simonovic, M.; Roth, A.; Santos, A.;

Tsafou, K.P.; et al. STRING v10: Protein-protein interaction networks, integrated over the tree of life. Nucleic Acids Res. 2015, 43,
D447–D452. [CrossRef] [PubMed]

28. Robin, X.; Turck, N.; Hainard, A.; Tiberti, N.; Lisacek, F.; Sanchez, J.C.; Müller, M. pROC: An open-source package for R and S+ to
analyze and compare ROC curves. BMC Bioinform. 2011, 12, 77. [CrossRef] [PubMed]

29. Go, H.; Ono, J.; Ohto, H.; Nollet, K.E.; Sato, K.; Kume, Y.; Maeda, H.; Chishiki, M.; Haneda, K.; Ichikawa, H.; et al. Can serum
periostin predict bronchopulmonary dysplasia in premature infants? Pediatr. Res. 2021; online ahead of print. [CrossRef] [PubMed]

30. Ahlfeld, S.K.; Davis, S.D.; Kelley, K.J.; Poindexter, B.B. Early Elevation of Plasma Periostin Is Associated with Chronic Ventilator-
Dependent Bronchopulmonary Dysplasia. Am. J. Respir. Crit. Care Med. 2016, 194, 1430–1433. [CrossRef]

31. Lu, H.; Cassis, L.A.; Kooi, C.W.; Daugherty, A. Structure and functions of angiotensinogen. Hypertens Res. 2016, 39, 492–500.
[CrossRef]

32. Ray, S.; Boldogh, I.; Brasier, A.R. STAT3 NH2-terminal acetylation is activated by the hepatic acute-phase response and required
for IL-6 induction of angiotensinogen. Gastroenterology 2005, 129, 1616–1632. [CrossRef]

33. Suzuki, Y.; Ruiz-Ortega, M.; Lorenzo, O.; Ruperez, M.; Esteban, V.; Egido, J. Inflammation and angiotensin II. Int. J. Biochem. Cell
Biol. 2003, 35, 881–900. [CrossRef]

34. Choi, J.H.; Yoo, K.H.; Cheon, H.W.; Kim, K.B.; Hong, Y.S.; Lee, J.W.; Kim, S.K.; Kim, C.H. Angiotensin converting enzyme
inhibition decreases cell turnover in the neonatal rat heart. Pediatr. Res. 2002, 52, 325–332. [CrossRef]

35. Marchesi, C.; Paradis, P.; Schiffrin, E.L. Role of the renin-angiotensin system in vascular inflammation. Trends Pharmacol. Sci. 2008,
29, 367–374. [CrossRef]

36. Satou, R.; Penrose, H.; Navar, L.G. Inflammation as a Regulator of the Renin-Angiotensin System and Blood Pressure. Curr.
Hypertens Rep. 2018, 20, 100. [CrossRef]

37. Joung, K.E.; Christou, H.; Park, K.H.; Mantzoros, C.S. Cord blood levels of osteopontin as a phenotype marker of gestational age
and neonatal morbidities. Obesity 2014, 22, 1317–1324. [CrossRef] [PubMed]

38. Cho, H.J.; Cho, H.J.; Kim, H.S. Osteopontin: A multifunctional protein at the crossroads of inflammation, atherosclerosis, and
vascular calcification. Curr. Atheroscler. Rep. 2009, 11, 206–213. [CrossRef] [PubMed]

39. Murry, C.E.; Giachelli, C.M.; Schwartz, S.M.; Vracko, R. Macrophages express osteopontin during repair of myocardial necrosis.
Am. J. Pathol. 1994, 145, 1450–1462. [PubMed]

40. Brown, L.F.; Berse, B.; Van de Water, L.; Papadopoulos-Sergiou, A.; Perruzzi, C.A.; Manseau, E.J.; Dvorak, H.F.; Senger, D.R.
Expression and distribution of osteopontin in human tissues: Widespread association with luminal epithelial surfaces. Mol. Biol.
Cell 1992, 3, 1169–1180. [CrossRef] [PubMed]

41. Ricardo, S.D.; Franzoni, D.F.; Roesener, C.D.; Crisman, J.M.; Diamond, J.R. Angiotensinogen and AT(1) antisense inhibition of
osteopontin translation in rat proximal tubular cells. Am. J. Physiol. Renal Physiol. 2000, 278, F708–F716. [CrossRef] [PubMed]

42. Xie, Y.; Sakatsume, M.; Nishi, S.; Narita, I.; Arakawa, M.; Gejyo, F. Expression, roles, receptors, and regulation of osteopontin in
the kidney. Kidney Int. 2001, 60, 1645–1657. [CrossRef]

43. Yu, X.Q.; Wu, L.L.; Huang, X.R.; Yang, N.; Gilbert, R.E.; Cooper, M.E.; Johnson, R.J.; Lai, K.N.; Lan, H.Y. Osteopontin expression
in progressive renal injury in remnant kidney: Role of angiotensin II. Kidney Int. 2000, 58, 1469–1480. [CrossRef]

44. Shirakawa, K.; Endo, J.; Kataoka, M.; Katsumata, Y.; Yoshida, N.; Yamamoto, T.; Isobe, S.; Moriyama, H.; Goto, S.; Kitakata, H.; et al.
IL (Interleukin)-10-STAT3-Galectin-3 Axis Is Essential for Osteopontin-Producing Reparative Macrophage Polarization After
Myocardial Infarction. Circulation 2018, 138, 2021–2035. [CrossRef]

45. Shirakawa, K.; Sano, M. Osteopontin in Cardiovascular Diseases. Biomolecules 2021, 11, 1047. [CrossRef]
46. Askenazi, D.J.; Koralkar, R.; Hundley, H.E.; Montesanti, A.; Parwar, P.; Sonjara, S.; Ambalavanan, N. Urine biomarkers predict

acute kidney injury in newborns. J. Pediatr. 2012, 161, 270–275.e271. [CrossRef]
47. Kany, S.; Vollrath, J.T.; Relja, B. Cytokines in Inflammatory Disease. Int. J. Mol. Sci. 2019, 20, 6008. [CrossRef] [PubMed]

http://doi.org/10.18637/jss.v067.i01
http://doi.org/10.1111/j.2517-6161.1995.tb02031.x
https://www.R-project.org/
https://dplyr.tidyverse.org/
http://doi.org/10.1371/journal.pcbi.1005752
https://rpkgs.datanovia.com/ggpubr/
https://rpkgs.datanovia.com/ggpubr/
https://rdrr.io/cran/cowplot/
http://doi.org/10.1093/nar/gku1003
http://www.ncbi.nlm.nih.gov/pubmed/25352553
http://doi.org/10.1186/1471-2105-12-77
http://www.ncbi.nlm.nih.gov/pubmed/21414208
http://doi.org/10.1038/s41390-021-01912-w
http://www.ncbi.nlm.nih.gov/pubmed/34961784
http://doi.org/10.1164/rccm.201605-0910LE
http://doi.org/10.1038/hr.2016.17
http://doi.org/10.1053/j.gastro.2005.07.055
http://doi.org/10.1016/S1357-2725(02)00271-6
http://doi.org/10.1203/00006450-200209000-00004
http://doi.org/10.1016/j.tips.2008.05.003
http://doi.org/10.1007/s11906-018-0900-0
http://doi.org/10.1002/oby.20626
http://www.ncbi.nlm.nih.gov/pubmed/24123979
http://doi.org/10.1007/s11883-009-0032-8
http://www.ncbi.nlm.nih.gov/pubmed/19361352
http://www.ncbi.nlm.nih.gov/pubmed/7992848
http://doi.org/10.1091/mbc.3.10.1169
http://www.ncbi.nlm.nih.gov/pubmed/1421573
http://doi.org/10.1152/ajprenal.2000.278.5.F708
http://www.ncbi.nlm.nih.gov/pubmed/10807582
http://doi.org/10.1046/j.1523-1755.2001.00032.x
http://doi.org/10.1046/j.1523-1755.2000.00309.x
http://doi.org/10.1161/CIRCULATIONAHA.118.035047
http://doi.org/10.3390/biom11071047
http://doi.org/10.1016/j.jpeds.2012.02.007
http://doi.org/10.3390/ijms20236008
http://www.ncbi.nlm.nih.gov/pubmed/31795299


Biomolecules 2022, 12, 1179 16 of 16

48. Arend, W.P. The balance between IL-1 and IL-1Ra in disease. Cytokine Growth Factor Rev. 2002, 13, 323–340. [CrossRef]
49. Dinarello, C.A. Overview of the IL-1 family in innate inflammation and acquired immunity. Immunol. Rev. 2018, 281, 8–27.

[CrossRef] [PubMed]
50. Singampalli, K.L.; Jui, E.; Shani, K.; Ning, Y.; Connell, J.P.; Birla, R.K.; Bollyky, P.L.; Caldarone, C.A.; Keswani, S.G.; Grande-Allen,

K.J. Congenital Heart Disease: An Immunological Perspective. Front. Cardiovasc. Med. 2021, 8, 701375. [CrossRef] [PubMed]
51. Wienecke, L.M.; Cohen, S.; Bauersachs, J.; Mebazaa, A.; Chousterman, B.G. Immunity and inflammation: The neglected key

players in congenital heart disease? Heart Fail. Rev. 2022, 27, 19671971. [CrossRef] [PubMed]
52. Schram, A.-S.L.; Sellmer, A.; Nyboe, C.; Sillesen, M.; Hjortdal, V.E. Increased inflammatory markers in adult patients born with an

atrial septal defect. Front. Cardiovasc. Med. 2022, 9, 925314. [CrossRef] [PubMed]
53. Rouatbi, H.; Farhat, N.; Heying, R.; Gérard, A.; Vazquez-Jimenez, J.F.; Seghaye, M.C. Right Atrial Myocardial Remodeling in

Children With Atrial Septal Defect Involves Inflammation, Growth, Fibrosis, and Apoptosis. Front. Pediatr. 2020, 8, 40. [CrossRef]
[PubMed]

54. Zhang, X.; Wang, K.; Yang, Q.; Wang, J.; Xuan, C.; Liu, X.C.; Liu, Z.G.; He, G.W. Acute phase proteins altered in the plasma of
patients with congenital ventricular septal defect. Proteom. Clin. Appl. 2015, 9, 1087–1096. [CrossRef]

55. Olsson, K.W.; Larsson, A.; Jonzon, A.; Sindelar, R. Exploration of potential biochemical markers for persistence of patent ductus
arteriosus in preterm infants at 22–27 weeks’ gestation. Pediatr. Res. 2019, 86, 333–338. [CrossRef]

56. Dammann, O.; Leviton, A. Intermittent or sustained systemic inflammation and the preterm brain. Pediatr. Res. 2014, 75, 376–380.
[CrossRef]

57. Jones, C.A.; Cayabyab, R.G.; Kwong, K.Y.; Stotts, C.; Wong, B.; Hamdan, H.; Minoo, P.; deLemos, R.A. Undetectable interleukin
(IL)-10 and persistent IL-8 expression early in hyaline membrane disease: A possible developmental basis for the predisposition
to chronic lung inflammation in preterm newborns. Pediatr. Res. 1996, 39, 966–975. [CrossRef] [PubMed]

58. Seo, Y.M.; Lin, Y.K.; Im, S.A.; Sung, I.K.; Youn, Y.A. Interleukin 8 may predict surgical necrotizing enterocolitis in infants born less
than 1500 g. Cytokine 2021, 137, 155343. [CrossRef]

59. Sullivan, G.; Galdi, P.; Cabez, M.B.; Borbye-Lorenzen, N.; Stoye, D.Q.; Lamb, G.J.; Evans, M.J.; Quigley, A.J.; Thrippleton, M.J.;
Skogstrand, K.; et al. Interleukin-8 dysregulation is implicated in brain dysmaturation following preterm birth. Brain Behav.
Immun. 2020, 90, 311–318. [CrossRef] [PubMed]

60. Leviton, A.; Joseph, R.M.; Fichorova, R.N.; Allred, E.N.; Gerry Taylor, H.; Michael O’Shea, T.; Dammann, O. Executive Dysfunction
Early Postnatal Biomarkers among Children Born Extremely Preterm. J. Neuroimmune Pharmacol. 2019, 14, 188–199. [CrossRef]
[PubMed]

61. Bajic, G.; Degn, S.E.; Thiel, S.; Andersen, G.R. Complement activation, regulation, and molecular basis for complement-related
diseases. Embo J. 2015, 34, 2735–2757. [CrossRef]

62. Hou, H.T.; Xi, Z.; Wang, J.; Liu, L.X.; Zhang, J.F.; Yang, Q.; He, G.W. Altered plasma proteins released from platelets and
endothelial cells are associated with human patent ductus arteriosus. J. Cell Physiol. 2019, 234, 6842–6853. [CrossRef]

63. Khalil, A.; Trehan, R.; Tiwari, A.; Malik, R.; Arora, R. Immunological profile in congenital heart disease. Indian Pediatr. 1994, 31,
295–300.

64. Grumach, A.S.; Ceccon, M.E.; Rutz, R.; Fertig, A.; Kirschfink, M. Complement profile in neonates of different gestational ages.
Scand. J. Immunol. 2014, 79, 276–281. [CrossRef]

65. Conway, S.J.; Izuhara, K.; Kudo, Y.; Litvin, J.; Markwald, R.; Ouyang, G.; Arron, J.R.; Holweg, C.T.; Kudo, A. The role of periostin
in tissue remodeling across health and disease. Cell Mol. Life Sci. 2014, 71, 1279–1288. [CrossRef]

66. Hudson, J.E.; Porrello, E.R. Periostin paves the way for neonatal heart regeneration. Cardiovasc. Res. 2017, 113, 556–558. [CrossRef]
67. Conway, S.J.; Molkentin, J.D. Periostin as a heterofunctional regulator of cardiac development and disease. Curr. Genom. 2008, 9,

548–555. [CrossRef] [PubMed]
68. Ahlfeld, S.K.; Gao, Y.; Wang, J.; Horgusluoglu, E.; Bolanis, E.; Clapp, D.W.; Conway, S.J. Periostin downregulation is an early

marker of inhibited neonatal murine lung alveolar septation. Birth Defects Res. Part A Clin. Mol. Teratol. 2013, 97, 373–385.
[CrossRef] [PubMed]

69. Bozyk, P.D.; Bentley, J.K.; Popova, A.P.; Anyanwu, A.C.; Linn, M.D.; Goldsmith, A.M.; Pryhuber, G.S.; Moore, B.B.; Hershenson,
M.B. Neonatal periostin knockout mice are protected from hyperoxia-induced alveolar simplication. PLoS ONE 2012, 7, e31336.
[CrossRef]

70. Chen, Z.; Xie, J.; Hao, H.; Lin, H.; Wang, L.; Zhang, Y.; Chen, L.; Cao, S.; Huang, X.; Liao, W.; et al. Ablation of periostin inhibits
post-infarction myocardial regeneration in neonatal mice mediated by the phosphatidylinositol 3 kinase/glycogen synthase
kinase 3beta/cyclin D1 signalling pathway. Cardiovasc. Res. 2017, 113, 620–632. [CrossRef] [PubMed]

71. Moller, H.J. Soluble CD163. Scand. J. Clin. Lab. Investig. 2012, 72, 1–13. [CrossRef]
72. Møller, H.J.; Peterslund, N.A.; Graversen, J.H.; Moestrup, S.K. Identification of the hemoglobin scavenger receptor/CD163 as a

natural soluble protein in plasma. Blood 2002, 99, 378–380. [CrossRef]
73. Etzerodt, A.; Moestrup, S.K. CD163 and inflammation: Biological, diagnostic, and therapeutic aspects. Antioxid Redox Signal 2013,

18, 2352–2363. [CrossRef]
74. Kirov, S.; Sasson, A.; Zhang, C.; Chasalow, S.; Dongre, A.; Steen, H.; Stensballe, A.; Andersen, V.; Birkelund, S.; Bennike, T.B.

Degradation of the extracellular matrix is part of the pathology of ulcerative colitis. Mol. Omics 2019, 15, 67–76. [CrossRef]

http://doi.org/10.1016/S1359-6101(02)00020-5
http://doi.org/10.1111/imr.12621
http://www.ncbi.nlm.nih.gov/pubmed/29247995
http://doi.org/10.3389/fcvm.2021.701375
http://www.ncbi.nlm.nih.gov/pubmed/34434978
http://doi.org/10.1007/s10741-021-10187-6
http://www.ncbi.nlm.nih.gov/pubmed/34855062
http://doi.org/10.3389/fcvm.2022.925314
http://www.ncbi.nlm.nih.gov/pubmed/35979016
http://doi.org/10.3389/fped.2020.00040
http://www.ncbi.nlm.nih.gov/pubmed/32117843
http://doi.org/10.1002/prca.201400166
http://doi.org/10.1038/s41390-018-0182-x
http://doi.org/10.1038/pr.2013.238
http://doi.org/10.1203/00006450-199606000-00007
http://www.ncbi.nlm.nih.gov/pubmed/8725256
http://doi.org/10.1016/j.cyto.2020.155343
http://doi.org/10.1016/j.bbi.2020.09.007
http://www.ncbi.nlm.nih.gov/pubmed/32920182
http://doi.org/10.1007/s11481-018-9804-7
http://www.ncbi.nlm.nih.gov/pubmed/30191383
http://doi.org/10.15252/embj.201591881
http://doi.org/10.1002/jcp.27433
http://doi.org/10.1111/sji.12154
http://doi.org/10.1007/s00018-013-1494-y
http://doi.org/10.1093/cvr/cvx039
http://doi.org/10.2174/138920208786847917
http://www.ncbi.nlm.nih.gov/pubmed/19516962
http://doi.org/10.1002/bdra.23149
http://www.ncbi.nlm.nih.gov/pubmed/23723163
http://doi.org/10.1371/journal.pone.0031336
http://doi.org/10.1093/cvr/cvx001
http://www.ncbi.nlm.nih.gov/pubmed/28453729
http://doi.org/10.3109/00365513.2011.626868
http://doi.org/10.1182/blood.V99.1.378
http://doi.org/10.1089/ars.2012.4834
http://doi.org/10.1039/C8MO00239H

	Introduction 
	Methods 
	Study Cohort 
	Echocardiography and Clinical Information 
	Plasma Samples 
	Preparation of Samples for Proteomics 
	LC-MS/MS Analysis 
	Proteomic Data Analysis 
	Multiplexed Luminex Analyses 
	Statistical and Bioinformatics Analyses 
	Periostin Enzyme-Linked Immunosorbent Assay 

	Results 
	Study Cohort 
	Plasma Proteomics 
	Identifying Proteins Differentiating PDA from No PDA Samples 
	Immunoassay Validation of Periostin (POSTN) Levels 
	PDA and Increased Levels of NT-proBNP Levels 

	Discussion 
	Short Presentation of Main Results 
	Activation of the RAAS System in Neonates with PDA 
	Ang II and IL-10 Stimulated Increase in SPP1 in Neonates with PDA 
	Which Cytokines Are Associated with Large PDA? 
	Balancing Pro- and Anti-Inflammation in the Preterm Neonates 
	Complement System 
	Is Periostin a Marker of Pressure Overload or of Pulmonary Remodeling? 
	Do the Levels of sCD163 Indicate Inflammation Involving Macrophages System? 
	Strengths and Limitations 

	Conclusions 
	References

