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Pediatric and adult dilated cardiomyopathy are distinguished
by distinct biomarker profiles
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BACKGROUND: Emerging evidence suggests that pediatric and adult dilated cardiomyopathy (DCM) represent distinct diseases.
Few diagnostic tools exist for pediatric cardiologists to assess clinical status and prognosis. We hypothesized that pediatric DCM
would have a unique biomarker profile compared to adult DCM and controls.
METHODS: We utilized a DNA aptamer array (SOMAScan) to compare biomarker profiles between pediatric and adult DCM. We
simultaneously measured 1310 plasma proteins and peptides from 39 healthy children (mean age 3 years, interquartile range (IQR)
1–14), 39 ambulatory subjects with pediatric DCM (mean age 2.7 years, IQR 1–13), and 40 ambulatory adults with DCM (mean age
53 years, IQR 46–63).
RESULTS: Pediatric and adult DCM patients displayed distinct biomarker profiles, despite similar clinical characteristics. We
identified 20 plasma peptides and proteins that were increased in pediatric DCM compared to age- and sex-matched controls.
Unbiased multidimensionality reduction analysis suggested previously unrecognized heterogeneity among pediatric DCM subjects.
Biomarker profile analysis identified four subgroups of pediatric DCM with distinguishing clinical characteristics.
CONCLUSIONS: These findings support the emerging concept that pediatric and adult DCM are distinct disease entities, signify the
need to develop pediatric-specific biomarkers for disease prognostication, and challenge the paradigm that pediatric DCM should
be viewed as a single disease.
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IMPACT:

● Pediatric and adult DCM patients displayed distinct biomarker profiles, despite similar clinical characteristics and outcomes.
● Our findings suggest that pediatric DCM may be a heterogeneous disease with various sub-phenotypes, including differing

biomarker profiles and clinical findings.
● These data provide prerequisite information for future prospective studies that validate the identified pediatric DCM

biomarkers, address their diagnostic accuracy and prognostic significance, and explore the full extent of heterogeneity
amongst pediatric DCM patients.

INTRODUCTION
Dilated cardiomyopathy (DCM) is an important cause of childhood
mortality and is the most common indication for heart transplan-
tation (HTx) in the pediatric population across all age groups.1

Despite efforts to improve patient outcomes, pediatric DCM
remains a challenging disease with an estimated 50% 5-year
transplant-free survival.2 A recurring theme in pediatric cardio-
myopathy studies is that critical clinical differences exist between
pediatric and adult DCM. Children with DCM display higher rates
of cardiac recovery and lower rates of sudden cardiac death
compared to adults.3–7 Some evidence also suggest that medical

therapies for adult heart failure may be less effective in children.8

Recent analyses of myocardial tissue from pediatric and adult
DCM patients also revealed differences in tissue remodeling and
gene expression. Pediatric DCM subjects displayed less extensive
cardiomyocyte hypertrophy and myocardial fibrosis compared to
adults and distinct gene expression signatures including
decreased expression of genes associated with adverse
remodeling.9,10 Outside HTx few options exist for children with
DCM and heart failure, exemplifying the clinically unmet need to
define the pathogenesis of pediatric DCM and develop targeted
treatment strategies.
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Currently, there is a paucity of biomarkers, prognostic tools, and
therapies available for children with DCM and heart failure. While
the genetic basis for pediatric DCM is increasingly recognized,
available genetic data do not yet provide clear insight into
prognosis or therapeutic selection.11–13 Discovery of candidate
biomarkers represents a promising approach to explore patho-
physiologic mechanisms that contribute to pediatric DCM and has
previously been successfully applied to the adult heart failure
population.14–17 In this study, we employed an innovative
biomarker discovery platform (SOMAscan®, Somalogic, Boulder,
CO) capable of simultaneously measuring 1310 individual
peptides and proteins to investigate differences in the biomarker
profiles between pediatric controls and subjects with pediatric
and adult DCM.

METHODS
Subjects
Pediatric DCM subjects. Pediatric DCM subjects were enrolled from the
National Heart Lung and Blood Institute (NHLBI)-funded Pediatric Cardiomyo-
pathy Registry (PCMR) Biomarkers study, a previous prospective cohort study
of both incident and prevalent pediatric cases of DCM enrolled between
August 2013 and January 2016 at 12 pediatric cardiology centers in the USA
and Canada. The PCMR has been funded by the NHLBI since 1994. The original
aims of the PCMR were to establish a robust database of clinical, imaging, and
outcome data for children with cardiomyopathy and to determine the
incidence and descriptive epidemiology of pediatric cardiomyopathies in the
USA.18 The pediatric DCM cohort used in our study was identified from the
previously completed PCMR Biomarker study15 to include pediatric patients
with idiopathic DCM with a goal of 40 subjects. To be eligible for the PCMR
Biomarker study, children had to be <21 years of age with a diagnosis of DCM
determined by echocardiographic or cardiac magnetic resonance imaging
evidence of DCM, defined by at least two of the following criteria: (1) a left
ventricular (LV) shortening fraction or ejection fraction (EF) >2 standard
deviations below normal mean for age, (2) an LV end-diastolic thickness-to-
dimension ratio <0.12, and (3) an LV end-diastolic dimension or volume
>2 standard deviations above normal mean for body surface area. Children
with specific secondary causes of myocardial abnormalities were excluded,
which included associated congenital heart disease, endocrine disorders
known to cause myocardial damage, a history of chemotherapy or
pharmacology-associated cardiotoxicity, chronic arrhythmia, pulmonary par-
enchymal or vascular disease, and chronic inflammatory or immunologic
disease. The diagnostic inclusion criteria reflected that of the PCMR Biomarker
study enrollment criteria with the exception that subjects with a diagnosis of
myocarditis were excluded from our study cohort.15 Plasma samples were
collected as part of the PCMR Biomarker study, and our study aimed to include
subjects with samples collected within 2 years of DCM diagnosis.

Adult DCM subjects. Adult DCM subjects were matched based on the
approximate time from diagnosis to sample collection and sex to pediatric
DCM subjects. Subjects were selected from the Washington University Heart
Failure (WUHF) Registry, which prospectively enrolls patients >21 years old
with a heart failure diagnosis.17 Registry participants undergo the collection of
demographic and clinical data as well as the collection of plasma samples. For
our study, inclusion criteria required a diagnosis of DCM with an EF ≤50% and
an available archived research plasma sample. Exclusion criteria included
ischemic cardiomyopathy, chronic inflammatory conditions, chronic infec-
tions, active malignancies, myocarditis, liver failure, and chronic kidney disease
greater than stage 3 to avoid possible confounding effects on detectable
biomarkers. Inclusion and exclusion criteria were similar to the pediatric
cohort with the exception that liver failure and greater stage 3 chronic kidney
disease were not exclusion criteria for the pediatric DCM patients due to
limited information regarding liver and renal function within the PCMR,
although pediatric patients with uremia were excluded.

Pediatric control patients. Pediatric sex- and age-matched healthy control
subjects were enrolled at the time of elective outpatient procedures
through the same-day surgery unit at St. Louis Children’s Hospital between
January and July 2019. Examples of elective procedures included eye
muscle surgery, hypospadias repair, orchiopexy, inguinal hernia repair, etc.
Plasma samples were collected at the time of routine care after parental
consent was obtained. Exclusion criteria included diagnosis of heart failure
or congenital heart disease (except previous/resolved patent ductus

arteriosus, atrial septal defect, and/or ventricular septal defect in patients
with normal findings on most recent echocardiogram), genetic or
neuromuscular disease/syndrome, immune or inflammatory disease, use
of immune-modulating therapy within 6 months of enrollment, or known
recent infection within 3 months of enrollment. All research was approved
by the Institutional Review Board at Washington University in Saint Louis.
All patients included in this study from the PCMR and WUHF registries had
provided written informed consented previously for use of data and
specimens for future research use. All control pediatric control subjects
underwent written informed consent at the time of study enrollment.

Protocol
The PCMR Biomarker study and WUHF Registry provided the plasma
samples as well as the following clinical data for each subject: patient
demographic information, anthropomorphic measurements, HF etiology,
cardiac family history, heart failure class, echocardiographic results, cause
of death, need for mechanical circulatory support, and most recent clinical
status (alive without a transplant, listed/transplanted, death). Enrolled
subjects were chosen based on those with a specimen sample time
nearest to the time of diagnosis (time point 0) with the aim to be within 2
years of diagnosis. This time point was chosen to standardize as much as
possible comparison between groups given the small subject numbers in
this study. EF measured by echocardiogram was compared by absolute
percent as well as severity categories: mildly decreased (EF 45–55%),
moderately decreased (EF 30–45%), and severely decreased (EF < 30%).
Available clinical information and echocardiographic data were limited to
that available from the PCMR and did not include genetic testing results.
Initially, 40 pediatric control, 41 pediatric DCM, and 42 adult DCM

samples were collected for analysis. The previously collected registry
plasma samples were stored according to the protocols for each respective
registry.15,19 Blood samples were obtained, transferred to sodium citrate
tubes, and plasma prepared. Plasma aliquots were frozen at −80 °C.
Control samples were stored in a −80 °C freezer until processing. One adult
subject was excluded due to sample clotting. Two pediatric DCM subjects
were excluded from the final analysis due to incorrectly reported diagnosis
(hypertrophic cardiomyopathy) and failure to meet echocardiographic
inclusion criteria at the time of PCMR plasma sample collection. The final
cohort for data analysis comprised 39 pediatric control, 39 pediatric DCM,
and 40 adult DCM subjects for biomarker analysis (Fig. 1a, b).

SOMAScan®
The Biomarker core laboratory at Washington University Genome
Technology Access Center (GTAC) performed the processing of plasma
samples. The details of SOMAscan processing have previously been
described.20 Briefly, plasma samples were mixed with beads conjugated to
one or more of the 1310 validated aptamer probes. Protein–aptamer
complexes were then purified, and the number of bound aptamers was
quantified using a custom Agilent microarray. The SOMAmer reagent was
used to quantify hybridized material. The microarray readout, in relative
fluorescent units, is directly proportional to the amount of target protein in
the initial sample for each protein–SOMAmer reagent pair. A pooled
control sample was used as the bridging sample to account for batch
effect between grouped plasma samples.21 See Supplemental Material for
further details regarding the SOMAscan® platform.

Data analysis
SOMAscan® analysis. The off-scanner raw signal values are processed
through SomaLogic’s SOMAscan® standardization procedures, including
hybridization normalization, plate scaling, median scaling, and final
SOMAmer calibration, each of which generates a SOMAscan® “.adat” data
file. R package “limma” was utilized for differential expression analysis, and
it is subjected to a linear model fitting of the signal data and an empirical
Bayesian statistic (a moderated t test) for group comparison.

Clinical analysis. Groups were compared using Student’s t tests or analysis
of variance (ANOVA) for normally distributed data, Mann–Whitney U test,
or Kruskal–Wallis test for nonparametric data, logistic regression, and
hierarchical clustering. Logarithm base 2-fold change (FC), a common
measure in the field of genomics, represents the log 2 ratio of two
quantities. Biomarker pairs with FC > 2 and p value <0.05 were considered
statistically significant. Principal component analysis (PCA) plots were used
to visualize the proteomic data across the different groups. This is a
statistical technique that uses an orthogonal transformation to convert a
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set of correlated variables into a fixed number of components or
dimensions. Each component or dimension describes the variance or
heterogeneity of the data. Additionally, volcano plots are a form of
scatterplot that displays statistical significance (p value) versus magnitude
of change (FC). T-distributed stochastic neighbor embedding (tSNE)
clustering was performed in R. This analysis was used to provide an
unbiased means to identify substructures or subgroups within the larger

dataset. Intergroup differences were then assessed using the nonpara-
metric Kruskal–Wallis one-way ANOVA test with pairwise comparisons
between subgroups to determine significance. Biomarker analysis was
performed using Partek Genomics Suite (version 7.0) and PRISM
(version 7.0). Gene Ontology (GO) was utilized for pathway analysis. The
remainder of the statistical analyses were performed using SPSS
(version 27).

Total study cohort

Adult DCM
N = 42

Pediatric DCM
N = 41

Pediatric controls
N = 40

N = 40 N = 39 N = 39

Pediatric control

Pediatric DCM

Adult DCM

PC #3 7.1%

PC #1 17.6%

P
C

 #
2 

12
.6

%

1 Patient excluded
for sample clotting;
1 patient excluded
due to pediatric
DCM match being
removed

2 Patients excluded
for not meeting
inclusion criteria

1 Patient excluded
due to pediatric
DCM match being 
removed

a

b

c

Fig. 1 Details of final study cohort. a Schematic of study design. b Flow chart of patient enrollment. c PCA plot comparing all three groups
showing distinct heterogeneity between groups.
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RESULTS
Subject characteristics
Patient demographic information for the pediatric and adult DCM
cohorts are detailed in Tables 1 and 2. The majority (22/39) of
pediatric DCM subjects had their study sample obtained within
6 months of diagnosis and within 1 month of enrollment (34/39).
Only two subjects were enrolled beyond 24 months of diagnosis.
Complete echocardiographic parameters were available for 35
pediatric DCM subjects with LV EF, EF severity group, LV end-
diastolic volume (EDV) z-score, and LV end-systolic volume (ESV) z-
score. Based on the PCMR enrollment standard requirements, 38
pediatric subjects met the EF criteria, 30 met the LVEDD criteria, 26
met the LVEDV criteria, and 3 met LV end-diastolic thickness-to-
dimension ratio criteria. For pediatric DCM subjects, 7 (20%) had
mildly decreased EF, 10 (29%) had moderately decreased EF, and
18 (51%) had severely decreased EF. Pediatric controls were age-
and sex-matched at enrollment to pediatric DCM subjects with no
statistical differences in median age (2.4 versus 2.7 years, p=
0.897) or sex (49% female versus 49% female, p= 1.0) between
pediatric control and DCM subjects. Due to insufficient racial
demographic data available for the PCMR subjects, controls could

not be matched based on this characteristic. There was no
difference between pediatric and adult DCM patients with respect
to sex, EF at enrollment (median 31 versus 29%, p= 0.36), or time
from diagnosis to plasma sample (median 3 versus 4 months, p=
0.84) (Table 2). Pediatric and adult DCM patients had similar rates
of LV assist device (LVAD) implantation (5.1 versus 5.0%, p= 0.98)
and HTx (5.1 versus 5.0%, p= 0.98) during the follow-up period
after enrollment. Pediatric and adult DCM subjects had a similar
status at last follow-up, including a number of subjects alive
without heart transplant (85 versus 90%, p= 0.13). The median
time to last follow-up was longer in adults (median pediatric 1.9
versus adult 2.4 years, p= 0.001).

SOMAscan analysis of pediatric DCM biomarkers
PCA revealed that pediatric control, pediatric DCM, and adult DCM
groups clustered independently highlighting underlying differences
between these patient populations (Fig. 1c). Differential expression
analysis identified plasma biomarkers enriched in pediatric control
and DCM groups (Fig. 2a, b). We identified 45 plasma peptides and
proteins that markedly differed between pediatric DCM and pediatric
control groups (FC >2, FDR p < 0.05) (Supplementary Table 1).

Table 1. Clinical characteristics of pediatric DCM cohort and subgroups.

All pediatric DCM (n=
39)

Group 1 (n=
15)

Group 2 (n= 7) Group 3 (n= 6) Group 4 (n= 11) P value

Age at sample (years) 2.8 (1–13) 2. 8 (0.9–15) 10 (4.1–18.3) 4.4 (1–14.5) 2 (0.5–2.9) 0.19

Sex, female, n (%) 19 (49) 6 (40) 4 (57) 4 (67) 5 (45) 0.69

Weight (kg) 13 (8–50) 15.4 (7.1–69.1) 32.5 (16.2–82) 13 (9.3–52.1) 10 (7.9–13) 0.25

Time from diagnosis to
sample (ms)

3 (1–14) 1.7 (0.9–2.2) 2.4 (1.9–5.4) 2.1 (1.7–3.6) 1.3 (1.1–2.1) 0.07

EF (%) 31 (22–40) 27.6 (19.6–38.5) 50 (38.7–52.7)a 41.7 (30.8–52.8) 21.6 (20.2–32.3)b 0.005

LVESV z-score 5.4 (3.9–8.2) 5.7 (3.9–8.4) 1.6 (0.4–5)c 4.4 (2.4–5.3)d 8.2 (5.3–8.7) 0.004

LVEDV z-score 3.1 (1.9–5.0) 3.1 (2.4–5.2) 1.2 (−0.6–3.2)e 2.2 (0.1–3.5)f 5.5 (2.9–7.6) 0.02

Ventricular assist device,
n (%)

2 (5) 0 0 0 2 (18) 0.15

Alive without transplant,
n (%)

33 (85%) 15 (100) 7 (100) 4 (67) 7 (64) 0.03

Values are given as median and interquartile range unless otherwise noted. P value < 0.05 was considered significant.
EF ejection fraction, LVESV left ventricular end-systolic volume, LVEDV left ventricular end-diastolic volume.
aGroup 2 had a statistically higher EF compared to group 1 (p= 0.01) and group 4 (p= 0.01).
bGroup 4 also had a statistically lower EF compared to group 3 (p= 0.03).
cGroup 2 had a lower ESV z-score compared to group 1 (p= 0.006) and group 4 (p= 0.001).
dGroup 3 had a lower ESV z-score compared to group 4.
eGroup 2 had a lower EDV z-score compared to group 1 (p= 0.045) and group 4 (p= 0.003).
fGroup 3 had a lower EDV z-score compared to group 4.

Table 2. Demographic information for adult and pediatric DCM.

Adult DCM (n= 40) Pediatric DCM (n= 39) P value

Age at sample (years) 53 (46–63) 2.8 (1–13) <0.001

Time diagnosis to sample (months) 4 (1–9) 3 (1–14) 0.841

Time to last follow-up (years) 2.4 (2.2–2.8) 1.9 (1.1–2.3) 0.001

Female sex, n (%) 17 (43) 19 (49) 0.58

EF at enrollment 29 (20–42) 31 (22–40) 0.357

Severely decreased EF at enrollment, n (%)a 20 (51) 25 (64) 0.37

Heart transplant, n (%) 2 (5) 6 (17) 0.98

Ventricular assist device, n (%) 2 (5) 2 (5) 0.98

Alive without transplant at last follow-up 36 (90) 33 (85) 0.128

Values are given as median (interquartile range) unless otherwise noted. A p value < 0.05 was considered significant.
DCM dilated cardiomyopathy, EF ejection fraction.
aDefined as ejection fraction < 30%.
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6-Phosphogluconate dehydrogenase (PGD), SNAP2, PPID, ENO1,
renin (REN) and B-type natriuretic peptide were among the
biomarkers most elevated in pediatric DCM. Pathway analysis
demonstrated that pediatric DCM samples displayed enrichment of
proteins implicated in RUNX1 signaling, immunity, integrin signaling,
iron uptake, TP53 signaling, megakaryocyte differentiation and
platelet aggregation, and p130/Cas signaling. Proteins reduced in
pediatric DCM samples were implicated in hemostasis, extracellular
matrix organization, cytokine signaling, PDGF signaling, MAPK
signaling, MMP activation, and Flt3 signaling (Fig. 2c, d).

Pediatric and adult DCM biomarker profiles
Differential expression analysis revealed marked differences in the
biomarker profiles between pediatric and adult DCM (Fig. 3a), with

113 biomarkers having an expression FC >2, FDR p value <0.05
(Supplementary Table 2). Pathway analysis revealed that FGFR2
receptor signaling, FOXO-mediated transcription, TRKA signaling,
cytokine signaling, IGF1 signaling, and PI3K signaling were
enriched in pediatric DCM compared to adults. In contrast,
interleukin signaling, apoptosis, platelet aggregation, KIT, NTRK,
FLT3, VEGFA, ERBB2, and CD28 signaling pathways were
upregulated in adult DCM compared to pediatric DCM (Fig. 3b, c).
To identify biomarkers that might be unique to pediatric DCM, we

calculated the intersection between proteins upregulated in pediatric
versus adult DCM (FC >2, FDR p < 0.05, n= 16) and proteins
upregulated in pediatric DCM versus pediatric controls (FC > 2, FDR
p< 0.05, n= 20). This analysis revealed PGD (5.5-FC compared to
adult DCM) and REN (2.1-FC compared to adult DCM) as candidate
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pediatric DCM biomarkers (Fig. 3d, e). Linear regression analysis of
available patient clinical variables did not show any significant
correlation with REN or PGD levels in the pediatric DCM cohort
(Supplementary Table 3).

Pediatric DCM biomarker sub-phenotypes
tSNE-based clustering and PCA of pediatric DCM subjects revealed
evidence of heterogeneity amongst analyzed subjects. We
identified four subgroups with distinct biomarker profiles (Fig. 4a,
b, Supplementary Table 4). Group 1 (n= 16) displayed differential

expression of ENG, EPHA1, IL1R1, LTA, LTB, LY9, SPP1, and,
PDGFRB. Significant pathways enriched included cell adhesion,
cell growth, and axon guidance. Group 2 (n= 7) was characterized
by elevated expression of LYN, SPHK1, PRKCA, PRKCB, BTK, CASP3,
PDE5A, GRB2, and SRC. Pathways enriched included signal
transduction, response to stress, and platelet activation. Group 3
(n= 8) demonstrated increased expression of HIST3H2A,
HIST1H3A, S100A8, S100A12, SERPNE2, BDNF, IL1RL1, and PRKCZ.
Pathway analysis revealed enrichment of cytokine production,
extracellular matrix organization, and trans-synaptic signaling.
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Group 4 (n= 8) displayed selective expression of SOST, NTRK1,
FGF10, IL1B, MEPE, and RXFP1. Pathway analysis revealed
upregulation of interleukin-8 signaling (Fig. 4c).
Clinically, there was no significant difference in median

sample age (p= 0.19), median patient weight (p= 0.25), time
from diagnosis to plasma sample acquisition (p= 0.07), or sex
(p= 0.69) between pediatric DCM subgroups (Table 1 and
Fig. 5). Group 4 had the highest number of subjects with
severely decreased EF (63%), while groups 1, 2, and 3 had 53%,
33%, and 25% of subjects with severely decreased EF,
respectively (p= 0.015). Group 2 had significantly higher EF

and lower LV EDV and ESV z-scores (less dilated) compared to
other groups. During a median 1.9-year follow-up period, HTx
was only performed in subjects belonging to group 3 (2/
6 subjects, 33%) and group 4 (4/11 subjects, 36%), with group 4
least likely to be alive without transplant at follow-up (p= 0.03).
LVAD support was only required within the group 4 cohort, with
2 of 11 patients undergoing VAD implantation, although this
comparison did not reach statistical significance. There were no
deaths in the pediatric DCM cohort during the follow-up period.
Additionally, there was no significant difference in REN or PGD
levels between the pediatric subgroups.
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DISCUSSION
The goal of this proof of principle study was to evaluate patterns
of pediatric DCM biomarkers using a proteomic discovery
platform. By comparing age- and sex-matched pediatric controls
with DCM subjects, we observed significant dysregulation of
numerous plasma peptides and proteins amongst subjects with
pediatric and adult DCM. We further uncovered evidence for
important differences between pediatric and adult DCM, identify-
ing two putative biomarkers (PGD and REN) that were specifically
upregulated in pediatric as compared to adult DCM when
accounting for pediatric control data. Exploratory analysis
suggested possible distinct subgroups or sub-phenotypes of
pediatric DCM with distinguishing echocardiographic character-
istics and clinical outcomes. Collectively, these findings provide
initial evidence for pediatric-specific DCM biomarkers and lay the
groundwork for larger prospective validation studies examining
diagnostic performance and prognostic implications.
We identified 45 peptides and proteins with >2-FC between the

control and pediatric DCM groups. Consistent with prior studies
we observed increased B-type natriuretic and C-reactive protein
levels in the DCM group.22–27 However, many of the dysregulated
species have not previously been investigated in clinical pediatric
heart failure. As prior studies have proposed that biomarkers
identify pathways involved in the pathogenesis of cardiomyo-
pathy and heart failure, it is likely that our analysis will provide
insights into the pathogenesis of pediatric DCM.14,22–24,28–32 Many
of the serum proteins increased in pediatric DCM subjects are
implicated in the regulation of inflammation, angiogenesis, cell
growth, and remodeling. GO pathway analysis further implicated
RUNX1 and TP53 mechanisms previously implicated in animal
models of myocardial remodeling and heart failure
pathogenesis.33,34 RUNX1-deficient mice display reduced LV
remodeling and preserved LV systolic function following

myocardial infarction.35 Examination of TP53-deficient mice
revealed contributions to LV remodeling and LV systolic function
in myocardial infarction and pressure overload models.36 Deletion
of TP53 from mice harboring a Lamin A/C mutation implicated in
DCM resulted in reduced myocardial fibrosis, LV dilation, and
improved LV systolic function.37

This study provides further support for the hypothesis that
pediatric and adult DCM are distinct clinical entities. Prior
publications yielded evidence of pathological differences, includ-
ing less extensive cardiomyocyte hypertrophy and fibrosis in
pediatric DCM compared to adult DCM patients.7,9,10 These studies
also demonstrated distinct transcriptional signatures in pediatric
and adult DCM. Our findings are complementary as they establish
that pediatric and adult DCM have distinct biomarker profiles
including the existence of pediatric-specific biomarkers. PGD and
REN were specifically increased in pediatric DCM subjects
compared to pediatric controls and adult DCM subjects. PGD
functions in the pentose phosphate pathway and catalyzes the
oxidative decarboxylation of 6-phosphogluconate to ribulose
5-phosphate and CO2, with concomitant production of NADPH.
Excess NADPH may contribute to the production of reactive
oxygen species (ROS) by providing additional substrate capacity to
the NADPH oxidase complex. ROS is a known determinant of LV
remodeling and progression to congestive heart failure.29,38–42 REN
is a protease that cleaves angiotensinogen to generate angiotensin
I, a key component of the REN–angiotensin––aldosterone pathway
(RAAS). Prolonged RAAS activation has devastating effects on
cardiac structure and function.43 In the adult population, the
treatment of DCM with beta-blockade versus RAAS inhibition is a
point of discussion, but these data suggest that a bias towards
RAAS inhibition may be beneficial in the pediatric cohort.
The existence of distinct sub-phenotypes of heart failure is

increasingly appreciated across patient populations. Among
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children with LV non-compaction cardiomyopathy, different
clinical phenotypes were associated with significant differences
in clinical outcomes, including risk for death or heart transplant.44

Children with restrictive cardiomyopathy also have had noted
differences in transplant-free survival based on clinical pheno-
type.45 Prior PCMR analysis reported that individuals with
increased LV end-diastolic dimensions were associated with
increased risk of HTx.46 Within the PCMR, younger age at
diagnosis and lower LV end-diastolic dimension z-score were
associated with increased likelihood of recovery of normal LV size
and systolic function over time.47 More recently, Adamo et al.
demonstrated distinct biomarker profiles and corresponding
clinical subgroups among adults with heart failure using the
SOMAscan platform.17 The authors found that adults with
preserved, moderate range, and severely reduced EF had unique
biomarker clustering suggesting differences in disease pathophy-
siology, with differences also noted based on changes in function
over time and heart failure etiology.
Consistent with these concepts, secondary analysis of pediatric

biomarker profiles suggested four distinct groups or sub-
phenotypes. Although available demographic data were limited
within the registries, we observed strong trends and significant
differences among the pediatric DCM subgroups. Subjects in
group 4 were younger, had more severely decreased EF, a greater
degree of LV dilation, and a higher frequency of transplant or
LVAD. Conversely, subjects in group 2 displayed a less severe
clinical phenotype with smaller LV volumes, higher EF, and no
adverse clinical outcomes. It is not clear whether genetic
determinants, including the presence of pathological DCM
mutations, contributed to these subgroups as genetic information
was not available for the majority of pediatric subjects. While all
samples were obtained in the ambulatory setting, it is important
to note that sample acquisition relative to heart failure exacerba-
tions may account for some observed differences in clinical and
biomarker data. However, our findings are an important initial step
in defining the heterogeneity among pediatric DCM and provide
insight for future investigation. Larger prospective studies will be
required to fully evaluate the extent of differences among
pediatric DCM patients, establish relationships with clinical
characteristics and genetic information, and clarify prognostic
relevance.
Limitations of this proof of concept study include small sample

size, absence of genetic information, absence of medication
history (including angiotensin-converting enzyme inhibitor), and
utilization of historically collected plasma samples and registry
data. Despite these limitations, we identified biomarker profiles for
subjects with pediatric DCM and provide further evidence that
pediatric and adult DCM are distinct pathological entities. Our
observations suggest that pediatric DCM may be a heterogeneous
disease with various sub-phenotypes including differing biomar-
ker profiles and clinical findings. We recognize that the pediatric
intergroup p values may over- or underestimate differences
between groups due to the small subject numbers and this further
supports the need for a larger-scale study. These findings provide
the requisite information for future prospective studies that
validate the identified pediatric DCM biomarkers, the relationship
of biomarker profile to genetic data, address diagnostic accuracy
and prognostic significance, and explore the full extent of
heterogeneity amongst pediatric DCM patients.

REFERENCES
1. Rossano, J. W. et al. The International Thoracic Organ Transplant Registry of the

International Society for Heart and Lung Transplantation: twenty-second pedia-
tric heart transplantation report - 2019; focus theme: donor and recipient size
match. J. Heart Lung Transplant. 38, 1028–1041 (2019).

2. Towbin, J. A. et al. Incidence, causes, and outcomes of dilated cardiomyopathy in
children. JAMA 296, 1867–1876 (2006).

3. Kober, L. et al. Defibrillator implantation in patients with nonischemic systolic
heart failure. N. Engl. J. Med. 375, 1221–1230 (2016).

4. Merlo, M. et al. Prevalence and prognostic significance of left ventricular reverse
remodeling in dilated cardiomyopathy receiving tailored medical treatment. J.
Am. Coll. Cardiol. 57, 1468–1476 (2011).

5. Merlo, M. et al. Clinical management of dilated cardiomyopathy: current knowl-
edge and future perspectives. Expert Rev. Cardiovasc.Ther. 14, 137–140 (2016).

6. Singh, R. K. et al. Survival without cardiac transplantation among children with
dilated cardiomyopathy. J. Am. Coll. Cardiol. 70, 2663–2673 (2017).

7. Pahl, E. et al. Incidence of and risk factors for sudden cardiac death in children
with dilated cardiomyopathy: a report from the Pediatric Cardiomyopathy Reg-
istry. J. Am. Coll. Cardiol. 59, 607–615 (2012).

8. Rossano, J. W. & Shaddy, R. E. Update on pharmacological heart failure therapies
in children: do adult medications work in children and if not, why not? Circulation
129, 607–612 (2014).

9. Patel, M. D. et al. Pediatric and adult dilated cardiomyopathy represent distinct
pathological entities. JCI Insight 2(14):e94382, https://doi.org/10.1172/jci.
insight.94382 (2017).

10. Tatman, P. D. et al. Pediatric dilated cardiomyopathy hearts display a unique gene
expression profile. JCI Insight 2(14):e94249, https://doi.org/10.1172/jci.
insight.94249 (2017).

11. Rampersaud, E. et al. Rare variant mutations identified in pediatric patients with
dilated cardiomyopathy. Prog. Pediatr. Cardiol. 31, 39–47 (2011).

12. Vasilescu, C. et al. Genetic basis of severe childhood-onset cardiomyopathies. J.
Am. Coll. Cardiol. 72, 2324–2338 (2018).

13. Hershberger, R. E. et al. Genetic evaluation of cardiomyopathy-a Heart Failure
Society of America Practice Guideline. J. Card. Fail. 24, 281–302 (2018).

14. Kantor, P. F. et al. Current applications and future needs for biomarkers in
pediatric cardiomyopathy and heart failure: summary from the Second Interna-
tional Conference On Pediatric Cardiomyopathy. Prog. Pediatr. Cardiol. 32, 11–14
(2011).

15. Everitt, M. D. et al. Cardiac biomarkers in pediatric cardiomyopathy: study design
and recruitment results from the Pediatric Cardiomyopathy Registry. Prog.
Pediatr. Cardiol. 53, 1–10 (2019).

16. Motiwala, S. R. & Gaggin, H. K. Biomarkers to predict reverse remodeling and
myocardial recovery in heart failure. Curr. Heart Fail. Rep. 13, 207–218 (2016).

17. Adamo, L. et al. Proteomic signatures of heart failure in relation to left ventricular
ejection fraction. J. Am. Coll. Cardiol. 76, 1982–1994 (2020).

18. Wilkinson, J. D. et al. Lessons learned from the Pediatric Cardiomyopathy Registry
(PCMR) Study Group. Cardiol. Young 25, 140–153 (2015).

19. Joseph, S. M. et al. Comparable performance of the Kansas City Cardiomyopathy
Questionnaire in patients with heart failure with preserved and reduced ejection
fraction. Circ. Heart Fail. 6, 1139–1146 (2013).

20. Gold, L., Walker, J. J., Wilcox, S. K. & Williams, S. Advances in human proteomics at high
scale with the SOMAscan proteomics platform. Nat. Biotechnol. 29, 543–549 (2012).

21. Candia, J. et al. Assessment of variability in the SOMAscan assay. Sci. Rep. 7, 14248
(2017).

22. Amorim, S. et al. The role of biomarkers in dilated cardiomyopathy: assessment of
clinical severity and reverse remodeling. Portuguese J. Cardiol. 36, 709–716
(2017).

23. Mir, T. S. et al. Plasma concentrations of N-terminal pro-brain natriuretic peptide
in control children from the neonatal to adolescent period and in children with
congestive heart failure. Pediatrics 110, e76 (2002).

24. Wong, D. T. et al. Effectiveness of serial increases in amino-terminal pro-B-type
natriuretic peptide levels to indicate the need for mechanical circulatory support
in children with acute decompensated heart failure. Am. J. Cardiol. 107, 573–578
(2011).

25. Law, Y. M., Hoyer, A. W., Reller, M. D. & Silberbach, M. Accuracy of plasma B-type
natriuretic peptide to diagnose significant cardiovascular disease in children: the
Better Not Pout Children! Study. J. Am. Coll. Cardiol. 54, 1467–1475 (2009).

26. Tsutamoto, T. et al. Prognostic role of highly sensitive cardiac troponin I in
patients with systolic heart failure. Am. Heart J. 159, 63–67 (2010).

27. Ratnasamy, C., Kinnamon, D. D., Lipshultz, S. E. & Rusconi, P. Associations between
neurohormonal and inflammatory activation and heart failure in children. Am.
Heart J. 155, 527–533 (2008).

28. Ganz, P. et al. Development and validation of a protein-based risk score for
cardiovascular outcomes among patients with stable coronary heart disease.
JAMA 315, 2532–2541 (2016).

29. Heymes, C. et al. Increased myocardial NADPH oxidase activity in human heart
failure. J. Am. Coll. Cardiol. 41, 2164–2171 (2003).

30. Kawahara, C. et al. Prognostic role of high-sensitivity cardiac troponin T in
patients with nonischemic dilated cardiomyopathy. Circ. J. 75, 656–661 (2011).

31. de Boer, R. A., Voors, A. A., Muntendam, P., van Gilst, W. H. & van Veldhuisen, D. J.
Galectin-3: a novel mediator of heart failure development and progression. Eur. J.
Heart Fail. 11, 811–817 (2009).

M.R.F. Gropler et al.

214

Pediatric Research (2022) 92:206 – 215

https://doi.org/10.1172/jci.insight.94382
https://doi.org/10.1172/jci.insight.94382
https://doi.org/10.1172/jci.insight.94249
https://doi.org/10.1172/jci.insight.94249


32. Shah, R. V., Chen-Tournoux, A. A., Picard, M. H., van Kimmenade, R. R. & Januzzi, J.
L. Serum levels of the interleukin-1 receptor family member ST2, cardiac structure
and function, and long-term mortality in patients with acute dyspnea. Circ. Heart
Fail. 2, 311–319 (2009).

33. Riddell, A. et al. RUNX1: an emerging therapeutic target for cardiovascular dis-
ease. Cardiovasc. Res. 116(8), 1410–1423 (2020).

34. Kruiswijk, F., Labuschagne, C. F. & Vousden, K. H. p53 in survival, death and
metabolic health: a lifeguard with a licence to kill. Nat. Rev. Mol. Cell Biol. 16,
393–405 (2015).

35. McCarroll, C. S. et al. Runx1 deficiency protects against adverse cardiac remo-
deling after myocardial infarction. Circulation 137, 57–70 (2018).

36. Mak, T. W., Hauck, L., Grothe, D. & Billia, F. p53 regulates the cardiac tran-
scriptome. Proc. Natl Acad. Sci. USA 114, 2331–2336 (2017).

37. Chen, S. N. et al. DNA damage response/TP53 pathway is activated and con-
tributes to the pathogenesis of dilated cardiomyopathy associated with LMNA
(Lamin A/C) mutations. Circulation Res. 124, 856–873 (2019).

38. Moris, D. et al. The role of reactive oxygen species in the pathophysiology of
cardiovascular diseases and the clinical significance of myocardial redox. Ann.
Transl. Med. 5, 326 (2017).

39. Schumacher, S. M. & Naga Prasad, S. V. Tumor necrosis factor-alpha in heart
failure: an updated review. Curr. Cardiol. Rep. 20, 117 (2018).

40. Zablocki, D. & Sadoshima, J. Angiotensin II and oxidative stress in the failing
heart. Antioxid. Redox Signal. 19, 1095–1109 (2013).

41. Lymperopoulos, A., Rengo, G. & Koch, W. J. Adrenergic nervous system in heart
failure: pathophysiology and therapy. Circ. Res. 113, 739–753 (2013).

42. Sirker, A., Zhang, M. & Shah, A. M. NADPH oxidases in cardiovascular disease: insights
from in vivo models and clinical studies. Basic Res. Cardiol. 106, 735–747 (2011).

43. Sullivan, R. D., Mehta, R. M., Tripathi, R., Reed, G. L. & Gladysheva, I. P. Renin
activity in heart failure with reduced systolic function-new insights. Int. J. Mol. Sci.
20(13):3182 https://doi.org/10.3390/ijms20133182 (2019).

44. Jefferies, J. L. et al. Cardiomyopathy phenotypes and outcomes for children with
left ventricular myocardial noncompaction: results from the Pediatric Cardio-
myopathy Registry. J. Card. Fail. 21, 877–884 (2015).

45. Webber, S. A. et al. Outcomes of restrictive cardiomyopathy in childhood and the
influence of phenotype: a report from the Pediatric Cardiomyopathy Registry.
Circulation 126, 1237–1244 (2012).

46. Alvarez, J. A. et al. Competing risks for death and cardiac transplantation in
children with dilated cardiomyopathy: results from the pediatric cardiomyopathy
registry. Circulation 124, 814–823 (2011).

47. Everitt, M. D. et al. Recovery of echocardiographic function in children with
idiopathic dilated cardiomyopathy: results from the pediatric cardiomyopathy
registry. J. Am. Coll. Cardiol. 63, 1405–1413 (2014).

ACKNOWLEDGEMENTS
We thank the Genome Technology Access Center in the Department of Genetics at
Washington University School of Medicine for help with genomic analysis. The Center
is partially supported by NCI Cancer Center Support Grant #P30 CA91842 to the
Siteman Cancer Center and by ICTS/CTSA Grant# UL1TR000448 from the National

Center for Research Resources (NCRR), a component of the National Institutes of
Health (NIH), and NIH Roadmap for Medical Research. This publication is solely the
responsibility of the authors and does not necessarily represent the official view of
NCRR or NIH.

AUTHOR CONTRIBUTIONS
All authors listed above have met at least one of the requirements for authorship.
These authors contributed equally: M.R.F.G., S.E.L., K.J.L., C.E.C., and K.E.S. J.D.W, J.A.T.
and S.D.C jointly supervised this work.

FUNDING
This study was supported by a research grant from the Children’s Cardiomyopathy
Foundation. K.E.S. is the primary investigator for the research grant from the
Children’s Cardiomyopathy Foundation. The research was done in collaboration with
the Pediatric Cardiomyopathy Registry (PCMR), which is supported by the National
Heart, Lung, and Blood Institute to S.E.L. (HL53392, HL111459, and HL109090) and the
Children’s Cardiomyopathy Foundation. K.J.L. is supported by funding from NIH (R01
HL138466, R01 HL139714), Burroughs Welcome Fund (1014782), Foundation of
Barnes-Jewish Hospital (8038–88), and the Children’s Discovery Institute of
Washington University and St. Louis Children’s Hospital (PM-LI-2019-829). K.J.L.
serves on the Medtronic: DT-PAS/APOGEE trial advisory board and receives funding
and unrelated sponsored research agreements from Amgen.

COMPETING INTERESTS
The authors declare no competing interests.

CONSENT STATEMENT
All adult and pediatric registry patients included had provided written informed
consented previously for use of data and specimens for future research use at the
time of registry enrollment. All control pediatric control subjects underwent written
informed consent at the time of study enrollment.

ADDITIONAL INFORMATION
Supplementary information The online version contains supplementary material
available at https://doi.org/10.1038/s41390-021-01698-x.

Correspondence and requests for materials should be addressed to K.E.S.

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.

M.R.F. Gropler et al.

215

Pediatric Research (2022) 92:206 – 215

https://doi.org/10.3390/ijms20133182
https://doi.org/10.1038/s41390-021-01698-x
http://www.nature.com/reprints
http://www.nature.com/reprints

	Pediatric and adult dilated cardiomyopathy are distinguished by distinct biomarker profiles
	Introduction
	Methods
	Subjects
	Pediatric DCM subjects
	Adult DCM subjects
	Pediatric control patients

	Protocol
	SOMAScan®
	Data analysis
	SOMAscan® analysis
	Clinical analysis


	Results
	Subject characteristics
	SOMAscan analysis of pediatric DCM biomarkers
	Pediatric and adult DCM biomarker profiles
	Pediatric DCM biomarker sub-phenotypes

	Discussion
	Acknowledgements
	Author contributions
	Funding
	Competing interests
	Consent statement
	ADDITIONAL INFORMATION




