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Abstract

Pulmonary arterial hypertension (PAH) is a progressive, ultimately fatal car-

diopulmonary disease associated with a number of physiologic changes, which

is believed to result in imbalances in the intestinal microbiota. To date,

comprehensive investigational analysis of the intestinal microbiota in human

subjects is still limited. To address this, we performed a pilot study of the

intestinal microbiome in 20 PAH and 20 non‐PAH healthy control subjects,

recruited from a single center, with each PAH subject recruited simulta-

neously with a cohabitating non‐PAH control subject. Shotgun metagenomic

sequencing was used to analyze the microbiome profiles. There were no dif-

ferences between PAH and non‐PAH subjects across several measures of

microbial abundance and diversity (Alpha Diversity, Beta Diversity, F/B ratio).

The relative abundance of Lachnospiraceae bacterium GAM79 was lower in

PAH stool samples as compared to non‐PAH control subject' stool. There was

no strong or reproducible association between PAH disease severity and global

microbial abundance, but several bacterial species (a relative abundance of

Anaerostipes rhamnosivorans and a relative deficiency of Amedibacterium in-

testinale, Ruminococcus bicirculans, and Ruminococcus albus species were as-

sociated with disease severity (most proximal right heart catheterization

hemodynamics and six‐minute walk test distance) in PAH subjects. Our re-

sults support further investigation into the presence, significance, and po-

tential physiologic effects of a PAH‐specific intestinal microbiome.
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INTRODUCTION

Pulmonary arterial hypertension (PAH) is a progressive,
incurable cardiopulmonary disease that eventually re-
sults in right heart failure and death.1–3 Outcomes in

PAH are determined by the degree of cardiac impair-
ment, which is reflected hemodynamically by an im-
paired cardiac output and corresponding increase in
pulmonary vascular resistance (PVR).4–6 In PAH, a
number of systemic physiologic and biochemical changes
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have been associated with right ventricular failure, in-
cluding increased circulating inflammatory cytokines,
impaired lipid and amino acid metabolism, and increased
intestinal edema and permeability.7–11 These metabolic
and biochemical changes are believed to be driven in‐
part by alterations in composition of the intestinal mi-
crobiome, and have been observed in both animal models
of PAH and clinical studies of congestive heart fail-
ure.12–17 Abnormalities in the composition of the in-
testinal microbiome have also recently been described in
human PAH, but have yet to be validated or studied in a
comprehensive fashion.18 The aim of our study is to ex-
amine the intestinal microbiome composition in a cohort
of PAH subjects, to identify PAH‐specific microbial pat-
terns with potential diagnostic and prognostic utility for
further development.

METHODS

We performed a prospective cohort study of adult PAH
patients between the ages of 18 and 70, screened and
enrolled from our center between July 1, 2019 and April
1, 2021. Eligible participants were those who had a body
mass index (BMI) < 35 kg/m2 and met the diagnostic
criteria for PAH, confirmed by right heart catheterization
hemodynamics (mean pulmonary arterial pressure
(mPAP) at rest >20mmHg, pulmonary capillary wedge
pressure at rest ≤15mmHg, and PVR at rest ≥3 Wood
units).1,2 Subjects were required to be clinically stable,
without changes in their PAH medication regimen for at
least 3 months before enrollment. To account for en-
vironmental effects on the microbiome, each PAH sub-
ject was enrolled simultaneously with a cohabitating,
healthy, nonobese volunteer (spouses, siblings, or adult
children). Control subjects were eligible if they were
nonobese adults between the ages of 18 and 70, did not
carry a diagnosis of PAH, did not have known cardio-
pulmonary disease (defined as known medical conditions
affecting the heart or lungs), did not have self‐reported
signs or symptoms of cardiovascular disease (chest pain,
trouble breathing, coughing, wheezing, passing out, or
leg swelling), and shared a living environment (cohabi-
tated) with the primary PAH subject.19–21

Per the diagnostic criteria for PAH, those with un-
derlying pulmonary obstructive or restrictive disease,
based on pulmonary function testing forced vital capa-
city, forced expiratory volume in 1 s, or total lung capa-
city ≤60%, were excluded. Those with a diagnosis of
chronic thromboembolic pulmonary hypertension were
excluded. Given the association between certain etiolo-
gies of PAH (such as underlying liver disease, infection
with the human immunodeficiency virus, or an

underlying inflammatory bowel disease like ulcerative
colitis or Crohn's disease) and dysfunction of the in-
testinal microbiome, subjects with these conditions were
also excluded.22,23 Given the known effects of obesity on
the composition of the intestinal microbiome, we ex-
cluded subjects with class II or greater obesity, as defined
by a BMI≥ 35 kg/m2.19–21 Both potential subjects with
PAH and matched control participants were required to
have a BMI below 35 kg/m2, either measured or self‐
reported, or they were excluded, and no study participant
was believed to have a BMI above this cutoff. Given the
known effects of cardiovascular disease on the compo-
sition of the intestinal microbiome, those who had
clinically significant valvular heart disease, known peri-
cardial disease, known restrictive cardiomyopathy or left
ventricular outflow tract obstruction, or evidence of left
ventricular dysfunction on trans‐thoracic echocardio-
graphy (ejection fraction < 50% or diastolic dysfunction
grade II or greater) were excluded. Those with the pre-
sence of three or more risk factors for left heart disease
(three or more of the following: obesity as defined by a
BMI≥ 30 kg/m2, a history of hypertension, a history of
diabetes mellitus, a history of coronary artery disease
with either previous myocardial infarction, coronary ar-
tery bypass graft, or known coronary artery disease with
>50% stenosis in one or more coronary arteries) were
also excluded.24–28 Given the association between the
intestinal microbiota and underlying pulmonary disease,
those with a diagnosis of obesity hypoventilation syn-
drome (as defined by a BMI≥ 30 kg/m2 and a resting
awake arterial blood gas carbon dioxide measurement
>45mmHg) were excluded.29,30 Given the association
between antibiotics, probiotics, and immunosuppressive
medications, those taking any antibiotics in the preced-
ing 3 months, probiotics in the preceding week, or on
immunosuppressive medications (tacrolimus, metho-
trexate, prednisone, cyclophosphamide, mycophenolate
mofetil, or similar compounds) in the preceding 3
months before enrollment were excluded.31–35 Pregnant
women and those with previous intestinal tract resection
and/or a diagnosis of short bowel syndrome were ex-
cluded. This study conformed to the ethical guidelines of
the 1975 Declaration of Helsinki, and as reviewed and
approved by our institutional review board (IRB
2019‐0234).

Following consent and enrollment, study participants
demographic information (age, sex, race) was collected.
For PAH subjects, data were obtained from the medical
record, including past medical history, pulmonary func-
tion testing results, six‐minute walk testing results, BMI,
and right heart catheterization hemodynamics. Due to
the significant effects of the Sars‐CoV‐2 pandemic on our
institution's clinical research operations, we were unable
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to obtain BMI values for the non‐PAH control subjects.
The REVEAL 2.0 risk score, a multifaceted measure of
disease severity in PAH with prognostic utility, was cal-
culated at the time of study enrollment in PAH sub-
jects.36 Study participants were then provided with stool
collection kits, and were required to return kits within
48 h of stool collection. Collected stool samples were
stored at −80°C until fecal DNA extraction and
sequencing.

For metagenomic sequencing, DNA extraction was
performed with the Power Fecal DNA Isolation Kit®
(Qiagen). Amplified library generation was performed
with Nextgen adapters, and 150 base pairs (bp) DNA
paired end reads to a depth of 2.5 Gbp per sample, using
an Illumina NovaSeq® sequencing machine (Illumina).
Metagenomic taxonomic and functional profiles were
generated using the bioBakery3 metagenomic workflow
for quality control and functional profiling, and using
Kraken2 and Bracken for taxonomic profiling.37–39

Kneaddata was used to remove reads mapping to the
human genome, trim reads where the average of the past
four consecutive reads drops below 20, and filter reads
<90 bp in length. Functional profiling was performed via
HUMAnN3 using default settings. Uniref90 gene families
were aggregated to MetaCyc and enzyme commission
pathways via HUMAnN3. Taxonomic profiling was per-
formed by assigning sequence reads to the lowest common
ancestor using Kraken2. The confidence interval was set to
0.1, and reads mapped to a custom database built from all
complete genomes for bacteria, archaea, viruses, fungi,
and the GRCh38.p13 human reference genome available
in the RefSeq database as of 25 July, 2020.40 Relative
abundances were obtained using Bracken with the
threshold for species‐level classification set to t‐10.41

For microbiome analyses, taxa seen at less than
0.0001% relative abundance were removed before analysis.
Differences in Alpha Diversity and the Firmicutes to
Bacteroidetes (F/B ratio) between PAH cases and matched
controls was assessed using linear mixed effects regression
(LMER) as implemented in the LME4 package (Version
1.1.23). Models included case/control status, age, race,
and gender as fixed effects, and a random intercept to
account for the correlation in the microbiome within
matched pairs. p values were obtained using the Sat-
terthwaite approximation to the model degrees of freedom
as implemented in the lmerTest package (Version 3.1.2).
Alpha diversity estimates were obtained after subsampling
without replacement to the lowest observed sequence
depth (1,546,755 reads). Beta diversity ordinations were
performed on species count matrix using principal com-
ponent analysis after variance‐stabilizing transformation,
as implemented in DESeq. 2 (Version 1.28.1). Differential
species abundance was assessed using generalized linear

mixed‐effects regression modeling, as implemented in the
glmmTMB package (Version 1.0.2). Taxa with a pre-
valence of <50% were filtered before testing to remove
taxa seen in fewer than 10 samples. Counts were modeled
as negative binomial distributed responses with a log‐link
function, with fixed effects for case/control status, age,
race, and gender, and a random intercept denoting mat-
ched pairs. Normalization factors were calculated using
the geometric mean of pairwise ratios method via the
GMPR package (Version 0.1.3), and included as a model
offset to account for differences in library sizes between
samples. Outlying counts were truncated at the 97th
percentile, to improve the performance of count‐based
models of microbiome data.41 Estimates were converted to
the log2 scale to facilitate interpretation. Benjamini–
Hochberg false discovery rate corrections were applied to
the raw p values to control the overall probability of type 1
errors. Volcano plots were generated using the En-
hancedVolcano package (Version 1.6.0).

In the PAH cohort, high‐risk subjects were defined as
those with a PVR> 5 Wood units. Alpha Diversity, Beta
Diversity, and the F/B ratio estimates were generated as
described above, and differences between low‐ and high‐
risk PAH subjects were tested using linear regression
models adjusted for age, race, gender, and BMI. Al-
though digoxin use may affect composition of the in-
testinal microbiome, only two PAH subjects were on
digoxin at the time of study enrollment, and we did not
adjust for this covariate in our modeling given the small
number of subjects on this medication and to avoid
overfitting.42 Adjusted linear regression models were also
constructed to test the relationship between global
measures of microbial diversity (Alpha Diversity, Beta
Diversity, and F/B ratio) and other metrics of PAH dis-
ease severity (mPAP and six‐minute walk distance).
Moderated negative binomial regression, as implemented
inDESeq. 2, was used to test for differences in the
abundance of prevalent microbial species with PAH
disease severity (PVR, mPAP, and six‐minute walk dis-
tance). Models included terms for age, race, gender, and
BMI. Log2‐fold changes were moderated using the
apeglm package (Version 1.14.0), and normalization was
carried out using the median of ratios method with only
positive counts. All analyses were conducted using R
Version 4.0.2 (R Foundation for Statistical Computing).

Descriptive data were expressed as median (inter-
quartile range, IQR) for continuous variables, and fre-
quency (percentage, %) for categorical variables.
Differences were compared using the nonparametric
Mann–Whitney U test or the χ2 test for continuous or
categorical variables respectively. The sample size of this
pilot study of 20 subjects per group was chosen based on
sample sizes of previously published literature studying
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the significance of the F/B ratio in various chronic dis-
eases and investigational conditions.43–46

Species‐level count matrix and sample metadata have
been deposited in Mendeley Data for sharing.47

RESULTS

A total of 56 eligible subjects (28 pairs) were screened
and enrolled, of which 40 (20 pairs) completed all study
procedures and were included in the final analysis
(Figure 1). A total of 16 consented subjects (8 pairs) failed
to complete study procedures and were withdrawn.

The characteristics of subjects included in the final
analyses are shown in Table 1. The majority of subjects
were White race (83%). The vast majority of PAH subjects
(90%) were females, as compared to the minority of
control patients (35% females). The median BMI of study
subjects was 29 kg/m2. Although we were unable to
measure the BMI of the control subjects, as noted earlier
all control subjects had a BMI below 35 kg/m2, and none
of the 40 participants in this study had a BMI beyond this
threshold. Half of PAH subjects were idiopathic, the re-
mainder had PAH due to connective tissue disease,
congenital heart disease, or heritable PAH. Roughly
equal proportions of PAH subjects were managed with
dual oral therapy, triple oral therapy, or parenteral
prostacyclin therapy. Despite having uniformly low RE-
VEAL 2.0 risk scores (median score 6) and robust walk
distances (median distance 344m), PAH subjects had
variable hemodynamic measures of disease severity, with

a wide range of PVR values from their most proximal
right heart catheterization (IQR 3.7–10.1 Wood units).
Half of all PAH subjects had a PVR above 5 Wood units
on their most recent right heart catheterization. The time
between study enrollment and most proximal cardio-
pulmonary testing was variable across the study cohort
(IQR since most proximal walk test of 0–3.5 months,
IQR since most proximal right heart catheterization of
0.7–25.7 months).

Within the full cohort, there were no significant dif-
ferences between groups in the number of observed
species read counts (Figure 2a), Alpha (Shannon) Di-
versity (p= 0.3, Figure 2b), no significant clustering by
Beta Diversity (Figure 2c), and no significant difference
in F/B ratio (p= 0.95, Figure 2d). Only one bacterial
species, Lachnospiraceae bacterium GAM79, was sig-
nificantly different between PAH and control subjects,
with a significant deficiency of this bacterial species in
the PAH microbiome compared to the non‐PAH control
microbiome (log fold change −1.59, p< 0.001) (Figure 3).

When investigating the PAH cohort specifically, there
was no significant association between hemodynamic
disease severity (mPAP or high‐risk PVR [above 5 Wood
units] on most recent right heart catheterization) and any
measure of global microbial diversity (Alpha Diversity,
Beta Diversity, or F/B ratio) (Table 2). There was a sig-
nificant clustering by Beta Diversity for six‐minute walk
test, but not for mPAP or high‐risk PVR. Among PAH
subjects, there were several bacterial species that were
associated with multiple different metrics of disease se-
verity (PVR > 5 Wood units and higher mPAP on most
recent right heart catheterization, lower six‐minute walk
distance on most recent walk test) (Figure 4), specifically
an increased abundance of Anaerostipes rhamnosivorans
species and a relative deficiency of Amedibacterium in-
testinale, Ruminococcus bicirculans, and Ruminococcus
albus species.

Although we did not examine the circulating meta-
bolome in our study, we did extract out nonspecific
measures of metabolic function (including hemoglobin
A1c and circulating lipid profile) and inflammation (C‐
reactive protein) from our PAH cohort at the time of
study enrollment (Table S1). There was no significant
association between any nonspecific measure of meta-
bolic function or inflammation and global measures of
microbial diversity.

DISCUSSION

In this prospective cohort study, we identified a sig-
nificantly lower relative abundance of Lachnospiraceae
bacterium GAM79 in PAH subjects as compared to non‐

FIGURE 1 Flow of patients throughout the study.
PAH, pulmonary arterial hypertension
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TABLE 1 Baseline characteristics of study cohort

Clinical variable
PAH (N= 20) Non‐PAH control (N= 20)
Median/F (IQR/%) Median/F (IQR/%)

Age (years) 53 (42–61) 52 (37–60)

Sex (Female) 18 (90%) 7 (35%)

BMI (kg/m2) 29.0 (27.0–33.8) —

Race

White 16 (80% 17 (85%)

Black 3 (15%) 3 (15%)

Other 1 (5%) 0 (0%)

Etiology of PAH

Idiopathic 10 (50%) —

Connective tissue disease associated 4 (20%) —

Heritable 4 (20%) —

Congenital heart disease associated 2 (10%) —

Targeted PAH therapy at the time of enrollment

Dual oral 6 (30%) —

Triple oral 7 (35%) —

Parenteral therapy 7 (35%) —

NTproBNP (pg/ml) 118 (108–194) —

Diagnostic mPAP (mmHg) 47 (35–53) —

Diagnostic PVR (WU) 9.4 (3.7–9.5) —

Most recent mPAP (mmHg) 43 (34–45) —

Most recent PCWP (mmHg) 10 (9–14) —

Most recent CO (L/min) 5.2 (4.0–5.7) —

Most recent PVR (Wood units) 5.5 (3.7–10.1) —

High‐risk PVR (>5 Wood units) 10 (50%) —

Most recent 6‐minute walk test (m) 344 (256–404) —

Diagnostic FEV1 (%) 77 (67–86) —

Diagnostic FVC (%) 83 (73–96) —

Diagnostic FEV1/FVC ratio 74 (69–83) —

Diagnostic TLC (%) 94 (80‐102) —

Most recent WHO Functional Class 2 (1.75–2) —

Most recent REVEAL 2.0 Score 6 (4–7) —

Time since most recent walk test (months) 2 (0‐3.5) —

Time since most recent RHC (months) 7.5 (0.7–25.7) —

Note: Data presented as median/frequency (interquartile range/percentage).

Abbreviations: Dual oral: use of oral medication from two of the following three classes: phosphodiesterase‐5 inhibitor/soluble guanylate cyclase activator
(sildenafil, tadalafil, riociguat), endothelin receptor antagonist (macitentan, ambrisentan), or oral prostacyclins (treprostinil, selexipag); CO, cardiac output
(thermodilution); FEV1, forced expiratory volume in 1 s on pulmonary function testing; FVC, forced vital capacity on pulmonary function testing; mPAP, mean
pulmonary arterial pressure; NTproBNP, N‐terminal pro‐type brain natriuretic peptide levels; parenteral therapy, use of either intravenous or subcutaneous
treprostinil or intravenous epoprostenol; PCWP, pulmonary capillary wedge pressure; PVR, pulmonary vascular resistance; RHC, right heart catheterization;
TLC, total lung capacity on pulmonary function testing; triple oral: use of all three classes of oral medications.
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PAH control subjects. We also identified a significant
association between PAH disease severity (most proximal
PVR, mPAP, and six‐minute walk distance) and an in-
creased abundance of Anaerostipes rhamnosivorans, with
a relative lack of Amedibacterium intestinale, Rumino-
coccus bicirculans, and Ruminococcus albus species, in
PAH subject' stool. There were no differences between
groups in Alpha Diversity, Beta Diversity, or the F/B
ratio, nor any consistent association between these global
microbial diversity measures and disease severity in PAH
subjects specifically.

We did not observe any differences between groups in
either Alpha or Beta measures of Diversity, or the F/B
ratio, in our study. Comparable measures of global mi-
crobial diversity (Alpha and Beta Diversity) between
disease and control states has also been seen in a pre-
viously published investigation of heart failure patients.48

This is in contrast to a number of other studies which
observed a less diverse intestinal microbiome in PAH and
cardiovascular diseases as compared to healthy con-
trols.16,18,49,50 This inconsistency may be explained by the

multitude of potentially confounding factors known af-
fect the composition of the intestinal microbiome in-
cluding obesity, dietary intake, environmental factors,
and even circadian rhythm, which are not consistently
accounted for in microbiota clinical research studies and
are known to affect global microbial diversity.19–21,51,52 In
our cohort, we attempted to control for a number of
confounding factors by using an extensive exclusionary
criteria list and enrolling matched pairs of subjects (who
cohabitated in shared living environments), and this
rigorous study design may explain why we did not ob-
serve any differences in global diversity measures be-
tween groups. It is also possible our limited sample size
was under‐powered to detect a difference where one
existed. Given the complexity of the microbiome, we
suggest future microbiota studies in pulmonary vascular
disease should be designed to minimize the influence of
confounders and address environmental factors.

We identified a significant deficiency in Lachnospir-
aceae bacterium GAM79 in PAH subjects relative to non‐
PAH control subjects. A deficiency in Lachnospiraceae

FIGURE 2 Intestinal microbiota diversity measures between groups. (a) Distribution of observed species read counts. (b) Alpha
Diversity (Shannon Index) between PAH and non‐PAH control groups. (c) Beta diversity principal component plot between PAH and non‐
PAH control groups. (d) Firmicutes/bacteriodetes ratio between PAH and non‐PAH control groups. PAH, pulmonary arterial hypertension
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species has also been observed in another analysis of the
PAH gut microbiome profile, as well as in analyses of the
gut microbial signature in heart failure patients, and this
relative deficiency was theorized in these studies to
possibly affect the production of butyrate, propionate,
and other short‐chain fatty acids.18,49Lachnospiraceae
species are known to produce short‐chain fatty acids

such as butyrate and propionate, which are believed to
exert a protective effect against cardiovascular diseases,
and may theoretically offer protection from the devel-
opment or progression of pulmonary vascular dis-
ease.53–58 We were unable to comprehensively examine
the circulating metabolome of study subjects to confirm
this relationship, and further investigation of the unique
gut‐derived metabolomic signature in PAH and the sig-
nificance ofLachnospiracea species is needed to explore
this possible mechanism.

In our study there was no association between disease
severity (most proximal PVR, mPAP, and six‐minute
walk distance) and global measures of microbial abun-
dance (Alpha Diversity, F/B ratio). There was a sig-
nificant association between Beta Diversity and distance
walked, but not hemodynamics (mPAP, high‐risk PVR).
Given our limited sample size, the lack of other diversity
measures reflecting PAH disease severity, and the com-
parable global diversity between PAH and non‐PAH
control patients in our study, the significance of this
isolated finding is unclear and should be interpreted
cautiously.

In our PAH cohort, more severe disease was asso-
ciated with a relative abundance of Anaerostipes rham-
nosivorans and decrease in Amedibacterium intestinale,
Ruminococcus bicirculans, and Ruminococcus albus spe-
cies. Many of these species (Anaerostipes rhamnosivor-
ans, Ruminococcus bicirculans, and Ruminococcus albus)
are believed to play a role in the metabolic processes of
fermentation and short‐chain fatty acid synthesis, which
may protect against the progression of cardiopulmonary
disease.59–63 A deficiency of circulating short‐chain fatty
acids, potentially regulated by bacterial fermentation of
dietary fiber, has been recognized as a feature of cardi-
ovascular disease that may stimulate vascular in-
flammation and remodeling.16,48,49,57,64 Additionally, in a
recently published study of the microbiome in PAH,
multiple fermentation pathways were enriched in heal-
thy control patients relative to PAH patients based on
functional analysis of their gut microbial composition.18

The intestinal microbiome is known to affect both local
and systemic inflammatory responses, and a potential
link between intestinal microbial composition and in-
flammation has been described in other pulmonary dis-
eases such as asthma.65,66 Inflammation is also believed
to stimulate the pathogenesis of PAH, and a number of
the species we observed as associated with more severe
PAH disease in our cohort (Anaerostipes, Ruminococcus)
are associated with both short‐chain fatty acid produc-
tion (butyrate) and augmentation of local and systemic
pro‐inflammatory cytokine levels (Interleukin 12, inter-
feron gamma, etc.).42,67 It is possible that specific in-
testinal gut microbes, such as the ones identified in our

FIGURE 3 Volcano plot of differential species abundance
between PAH and non‐PAH control groups. FC, fold change; PAH,
pulmonary arterial hypertension; PVR, pulmonary vascular
resistance

TABLE 2 Microbial diversity measures and disease severity in
PAH subjects

Regression model
p value

Model for mPAP (mmHg)

Alpha Diversity 0.846

Beta Diversity 0.854

F/B ratio 0.563

Model for PVR> 5 Wood units

Alpha Diversity 0.591

Beta Diversity 0.238

F/B ratio 0.667

Model for six‐minute walk
distance (meters)

Alpha Diversity 0.804

Beta Diversity 0.031

F/B ratio 0.668

Note: Regression Models are adjusted for age, gender, race, and BMI.

Abbreviations: F/B, Firmicutes/Bacteriodetes ratio; mPAP, mean pulmonary
arterial pressure; PVR, pulmonary vascular resistance.
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study as associated with more severe PAH disease, exert
their effects on the pulmonary vasculature through pro‐
inflammatory intermediaries such as circulating cyto-
kines and short‐chain fatty acids. Our results support
further investigation into the interplay between the in-
testinal microbiome composition, circulating metabo-
lome, and PAH disease development and progression.

There were several strengths to our study, including
the use of a paired enrollment scheme to address the
impact of environmental factors on the intestinal

microbiome, the application of a comprehensive list of
exclusionary criteria to avoid known confounders (cor-
onary artery disease, obesity, use of antibiotics or im-
munosuppressive medications, comorbid conditions such
as liver cirrhosis or inflammatory bowel disease, etc.), the
multivariable adjustment of regression models for age,
gender, race, and BMI, and the grouped structure of our
data set. None of the participants in our study suffered
from class II or greater obesity, defined by a BMI above
35 kg/m2. There were also a number of limitations that

FIGURE 4 Dot Plot representation of significant differential species abundance in relation to disease severity metrics in PAH group. (a)
Significant bacterial species by PVR > 5 Wood units. (b) Significant bacterial species by six‐minute walk distance. (c) Significant bacterial
species by mPAP. *Bacterial species (Anaerostipes rhamnosivorans, Amedibacterium intestinale, Ruminococcus bicirculans, and
Ruminococcus albus) significant across all three metrics of disease severity. FC, fold change; PAH, pulmonary arterial
hypertension; PVR, pulmonary vascular resistance
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merit discussion. This was a small single center pilot
study with a limited sample size, the significance of our
results should be interpreted cautiously, and will require
confirmation and validation in additional larger cohorts.
As typical of PAH there was a significant gender dis-
crepancy between groups, which was adjusted for in the
final analysis but still could have affected our results. We
were unfortunately not able to adjust for the exact BMI in
the control cohort as we had originally intended, due to
the impact of the Sars‐CoV‐2 pandemic in clinical re-
search, and although we excluded significantly obese
patients from this study, we cannot exclude that an as-
sociation between BMI and intestinal microbial compo-
sition confounded our results. We did not perform
simultaneous cardiopulmonary testing at the time of
sample collection, and there was significant variability in
time elapsed between certain tests (such as right heart
catheterization) and enrollment in the study (median
time elapsed 7.5 months). Although we attempted to
account for this variability by evaluating microbial
composition across multiple metrics of PAH disease se-
verity (both right heart catheterization hemodynamics
and walk test distance), the most recent cardiopulmonary
testing values may not have been reflective of the true
values in some subjects and may have affected our re-
sults. We did not examine the circulating metabolome in
our cohort, and thus are unable to definitively associate
circulating metabolites (such as fermentation products
and short‐chain fatty acids) with specific characteristics
of the intestinal microbiome in PAH subjects.

We relied upon self‐reported cardiopulmonary
disease status among the control population, and
underlying non‐cardiopulmonary medical conditions
(such as chronic kidney disease or diabetes mellitus)
within the control population that were not assessed
could have affected the significance of our results. We
also did not obtain a detailed dietary history from our
participants, and differences in fiber and macro-
nutrient consumption between groups, which can
affect both intestinal gut microbial composition as
well as metabolites such as short‐chain fatty acid le-
vels, may have confounded our results.68,69 The ma-
jority of PAH subjects in our study were low‐risk and
stable (as evidenced by their low REVEAL 2.0 risk
scores and high six‐minute walk distance testing), and
our results may not be generalizable to sicker PAH
patients. We did not comprehensively study the cir-
culating metabolome of PAH subjects in this study,
and are unable to comment on the metabolomic ef-
fects of the PAH‐specific microbial compositions we
observed.

In summary, this pilot study showed no differences
between groups in global measures of intestinal

microbial abundance, but a relative deficiency of Lach-
nospiraceae bacterium GAM79 in PAH as compared to
non‐PAH control samples, and a relative increased
abundance of Anaerostipes rhamnosivorans and lack of
Amedibacterium intestinale, Ruminococcus bicirculans,
and Ruminococcus albus species in PAH subjects with
more severe disease (higher PVR and mPAP, lower six‐
minute walk distance). The physiological effects of these
microbial differences may be reflected by differences in
the circulating metabolome and short‐chain fatty acid
biosynthesis. Our results support further investigation
into the complex relationship between the intestinal
microbiome and circulating metabolite levels in PAH.
Given the complexity of intestinal microbial regulation,
these future studies should be designed to minimize the
effect of confounding from patient level and environ-
mental factors.
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