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Intestinal dysbiosis is common in systemic
sclerosis and associated with
gastrointestinal and extraintestinal features
of disease
Kristofer Andréasson1* , Zaid Alrawi1, Anita Persson1, Göran Jönsson2 and Jan Marsal3,4,5

Abstract

Background: Recent evidence suggests a link between autoimmunity and the intestinal microbial composition in
several rheumatic diseases including systemic sclerosis (SSc). The objective of this study was to investigate the
prevalence of intestinal dysbiosis in SSc and to characterise patients suffering from this potentially immunomodulatory
deviation.

Methods: This study consisted of 98 consecutive patients subject to in-hospital care. Stool samples were analysed for
intestinal microbiota composition using a validated genome-based microbiota test (GA-map™ Dysbiosis Test, Genetic
Analysis, Oslo, Norway). Gut microbiota dysbiosis was found present as per this standardised test. Patients were
examined regarding gastrointestinal and extraintestinal manifestations of SSc by clinical, laboratory, and radiological
measures including esophageal cineradiography, the Malnutrition Universal Screening Tool (MUST), levels of plasma
transthyretin (a marker of malnutrition) and faecal (F-) calprotectin (a marker of intestinal inflammation).

Results: A majority (75.5%) of the patients exhibited dysbiosis. Dysbiosis was more severe (rs = 0.31, p = 0.001) and
more common (p = 0.013) in patients with esophageal dysmotility. Dysbiosis was also more pronounced in patients
with abnormal plasma levels of transthyretin (p = 0.045) or micronutrient deficiency (p = 0.009). In 19 patients at risk for
malnutrition according to the MUST, 18 exhibited dysbiosis. Conversely, of the 24 patients with a negative dysbiosis
test, only one was at risk for malnutrition. The mean ± SEM levels of F-calprotectin were 112 ± 14 and 45 ± 8 μg/g in
patients with a positive and negative dysbiosis test, respectively. Dysbiosis was more severe in patients with skin
telangiectasias (p = 0.020), pitting scars (p = 0.023), pulmonary fibrosis (p = 0.009), and elevated serum markers of
inflammation (p < 0.001). However, dysbiosis did not correlate with age, disease duration, disease subtype, or extent of
skin fibrosis.

Conclusions: In this cross-sectional study, intestinal dysbiosis was common in patients with SSc and was associated
with gastrointestinal dysfunction, malnutrition and with some inflammatory, fibrotic and vascular extraintestinal
features of SSc. Further studies are needed to elucidate the potential causal relationship of intestinal microbe-host
interaction in this autoimmune disease.
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Background
Systemic sclerosis (SSc) is an autoimmune systemic dis-
ease of unknown etiology. Genetic factors may only partly
explain the pathobiology, and as yet uncharacterised en-
vironmental factors have been suggested to have a major
influence on the development of SSc [1]. The number of
bacteria in the human gastrointestinal (GI) tract has been
estimated to 1014, reaching a biomass of around 2 kg [2].
In both health and disease, these microbiota are in con-
tinuous interaction with the epithelium and immune cells
of the GI mucosa, and have profound effects on the host’s
local and systemic immune system [3]. Maintenance of a
balanced bidirectional interaction has been suggested to
be essential in preventing development and progression of
autoimmune diseases [4].
Altered microbiota composition, commonly referred

to as dysbiosis, has been shown to induce and modulate
systemic inflammation in animal models of rheumatic
diseases and other immune-mediated inflammatory dis-
eases (IMIDs) [5–7]. In the field of rheumatology, intestinal
dysbiosis has been associated with rheumatoid arthritis
(RA), systemic lupus erythematosus, Sjögren’s syndrome
and ankylosing spondylitis [7–11]. A randomised double-
blind placebo-controlled clinical trial in RA patients
indicated that disease activity may be sensitive to
modulation of gut microbiota through ingestion of
probiotics [12]. In contrast, a similar trial did not
show any significant differences between probiotics
and placebo [13].
In SSc, small intestinal bacterial overgrowth is a well-

described complication associated with GI dysmotility, GI
discomfort, and malnutrition [14, 15]. Successful treat-
ment of small intestinal bacterial overgrowth in SSc leads
to improvement in GI symptoms [14]. Recently, alter-
ations also in the colonic microbial composition in SSc
have been reported [16].
Assessment of GI disease in SSc is challenging. Esopha-

geal cineradiography has been suggested as the gold
standard in the objective assessment of GI SSc [17].
Others and we have suggested that faecal calprotectin
(F-calprotectin) constitutes a feasible tool in the evalu-
ation of GI SSc [15, 18]. Malnutrition is one facet of GI
disease that has been linked not only to morbidity and
decreased quality of life, but also to increased mortality
[19]. The Malnutrition Universal Screening Tool (MUST)
is a validated method for identifying SSc patients at risk
for malnutrition [20]. Decreased plasma levels of trans-
thyretin, also known as prealbumin, represent a biomarker
of malnutrition that also predicts mortality in SSc [19, 21].
The objective of this study was to examine the preva-

lence of dysbiosis in SSc. Furthermore, we aimed at ex-
ploring how intestinal dysbiosis relates to extraintestinal
as well as gastrointestinal manifestations of SSc, includ-
ing malnutrition.

Methods
Patients
Consecutive patients fulfilling the American Congress of
Rheumatology/European League Against Rheumatism
(ACR/EULAR) 2013 classification criteria for SSc and
subject to planned in-hospital care due to SSc at the Skane
University Hospital in Lund, Sweden between April 2014
and October 2015, were invited to this study. Out of 226
patients, 100 subjects both agreed to participate and were
able to provide a fresh stool sample during their in-
hospital stay. Patients with inflammatory bowel disease
(IBD), intestinal malignancy, and/or colostomy were ex-
cluded (n = 2). In total, the study cohort consisted of 98
patients.

Ethics
The study was approved by the Regional Ethics Review
Board, Lund, Sweden, reference number 2011/596. In-
formed written consent was obtained from all patients
before study inclusion and the study conformed to the
ethical guidelines of the Declaration of Helsinki.

Clinical assessment
The following data were collected: age, sex, and disease
duration (defined both as years since onset of Raynaud’s
phenomenon [RP] and years since the first non-RP
manifestation). Patients were classified as having either
diffuse cutaneous SSc (dcSSc) or limited cutaneous SSc
(lcSSc) [22]. Esophageal function was assessed by ciner-
adiography and evaluated by a radiologist, as previously
described [23]. The cineradiograms were obtained by
recording the swallowing of barium contrast in upright
and prone positions using a high-speed camera. Esophageal
motility dysfunction was categorised as absent, mild, mod-
erate, or severe. Skin involvement was assessed using the
modified Rodnan skin score (mRSS) [24]. The presence or
absence of skin telangiectasia and pitting scars were noted.
Pulmonary function was evaluated using a body ple-
thysmograph (Erich Jaeger GmbH, Hoechberg, Germany).
Lung fibrosis was identified by high-resolution computed
tomography. Echocardiography was performed on all pa-
tients, and pulmonary arterial hypertension (PAH) was di-
agnosed by means of right heart catheterisation.

Assessment of medical records
Medical records were systematically studied. Height and
weight were noted as well as weight change during the
last 12 months. Individual MUST scores were calculated
as previously described [20]. A MUST score of 0 repre-
sents low risk for malnutrition, a score of 1 medium risk,
and a score of ≥2 high risk. Patients’ usage of prescribed
drugs including proton pump inhibitors (PPIs), antibiotics,
glucocorticoids and immunosuppressive agents were
noted.
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Assessment of intestinal symptoms
All patients were systematically questioned regarding the
following GI symptoms: heartburn (dyspepsia), dyspha-
gia, diarrhea, and/or constipation. These were recorded
as present or not.

Laboratory examinations
Blood tests included measurements of C-reactive protein
(CRP), erythrocyte sedimentation rate (ESR), haptoglobin,
orosomucoid, α1-antitrypsin, immunoglobulin (Ig)G, IgM,
IgA, vitamin B12, folic acid, ferritin, iron, transferrin iron-
binding capacity (TIBC) and transthyretin. Subjects with
an iron/TIBC ratio < 0.16 were considered to be iron
deficient [25]. F-calprotectin was measured using a
commercially available enzyme-linked immunosorbent
assay (ELISA, Calpro, Lysaker, Norway). The lower limit
of the ELISA was 30 μg/g and values below this cutoff
were estimated as 20 μg/g. In accordance with published
data and recommendations from the manufacturer, we
considered F-calprotectin levels < 50 μg/g to be within
normal range [26].

Assessment of gut dysbiosis
The GA-map™ Dysbiosis Test (Genetic Analysis, Oslo,
Norway) has been developed and validated in relation to
a Scandinavian control population to identify dysbiosis
in adults by genetic analysis of a stool sample. The test
makes use of 54 bacterial ribosomal RNA probes specific
for various intestinal bacterial species or clades to generate
genomic data on the intestinal microbiota composition.
Using a defined algorithm, these data are subsequently
translated into a Dysbiosis Index Score ranging from 1 to 5
(grades 1–2 are defined as eubiosis and 3–5 as dysbiosis).
The test has been compared with MiSeq Illumina
sequencing-based protocols and proven successful in
identifying dysbiosis [6, 27]. In a healthy control popu-
lation, 84% exhibited eubiosis and 16% dysbiosis [27].
In the current study, gut microbiota eubiosis and dysbiosis
were delineated as per the standardised GA-map™ Dysbio-
sis Test results.

Statistical analyses
The Mann-Whitney U test was used to compare the
degree of dysbiosis and the χ2 test to compare the fre-
quency of dysbiosis in patients with and without various
manifestations of SSc. Spearman correlation coefficient
(rs) was used to correlate the Dysbiosis Index Score with
other continuous variables.

Results
Study population characteristics and levels of dysbiosis
Systemic sclerosis patients (n = 98) were examined for
an array of characteristics and assessed for intestinal dys-
biosis analysing their stools using the GA-map™ Dysbiosis

Test. Patient characteristics are presented in Table 1. A
majority (75.5%) of the patients exhibited dysbiosis to
some degree (score 3–5), and a significant proportion
(24.9%) suffered from severe dysbiosis (score 5, Fig. 1).

Dysbiosis was associated with gastrointestinal
manifestations of systemic sclerosis
A majority of the patients (84%) exhibited esophageal
dysfunction, and dysbiosis was significantly more com-
mon in this group (p = 0.013; Fig. 2). The degree of dys-
motility correlated with intestinal dysbiosis (Table 2).
Malnutrition was frequent; 53% of the patients exhibited

Table 1 Patient characteristics

n (%)

Systemic sclerosis subtype

limited cutaneous SSc 77 (78)

diffuse cutaneous SSc 21 (22)

Autoantibodies

ANA-positive 87 (89)

ACA-positive 33 (34)

ARA-positive 10 (10)

ATA-positive 11 (11)

Smoking

smoker 11 (11)

ex-smoker 43 (44)

non-smoker 44 (45)

Telangiectasias 39 (40)

Pulmonary arterial hypertensiona 13 (13)

Pitting scars, current 23 (23)

Lung fibrosisb 35 (36)

Pathological cineradiography 82 (84)

Regular PPI usage 78 (80)

Immunosuppressive therapy

mycophenolate mofetil 23 (23)

methotrexate 5 (5)

azathioprine 10 (10)

no immunosuppressive therapy 60 (61)

median interquartile range

Modified Rodnan skin score

limited cutaneous 2 (0, 4)

diffuse cutaneous 10 (4, 22)

Disease duration, yearsc 6 (2, 16)

Prednisolone, daily intake (mg) 0 (0, 4)

ANA anti-nuclear antibodies, ACA anti-centrome antibodies, ARA anti-RNA
polymerase III antibodies, ATA anti-topoisomerase1 antibodies, PPI proton
pump inhibitor
aAs determined by right heart catheterisation
bAs determined on high-resolution computed tomography
cYears since first non-Raynaud’s phenomena symptom
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deficiency of folic acid, vitamin B12, and/or iron. Nine-
teen patients had a MUST score of ≥ 1, of which 18 ex-
hibited dysbiosis, and 17 patients had pathological levels
of P-transthyretin of which 15 exhibited dysbiosis. Pa-
tients with these malnutrition-associated characteristics
(any deficiency, MUST ≥ 1, and/or abnormal transthyre-
tin levels) displayed a higher degree of dysbiosis (Fig. 2)
compared to the other subjects. Similarly, patients with
any self-reported GI symptoms (Fig. 2) and patients
using PPIs had a higher degree of dysbiosis compared to
the other subjects (p = 0.019 and p = 0.002, respectively).
Subanalysis of different types of self-reported GI symp-
toms did not reveal any significant associations. A major-
ity of the SSc subjects exhibited abnormal F-calprotectin
levels which were associated with the degree of dysbiosis
(Fig. 2, Table 2). The mean ± SEM levels of F-calprotectin
were 112 ± 14 and 45 ± 8 μg/g in patients with a positive
and negative dysbiosis test, respectively.

Dysbiosis was associated with certain extraintestinal
manifestations of systemic sclerosis
The degree of dysbiosis was analysed in reference to
major fibrotic and vascular extraintestinal manifestations
of SSc. Dysbiosis frequencies and severity did not differ
between patients with dcSSc and lcSSc (Fig. 2), and the
degree of dysbiosis did not correlate with the extent of
skin disease (Table 2). However, dysbiosis was more pro-
nounced among patients with pulmonary fibrosis (Fig. 2).
We were unable to identify any association between the
degree of dysbiosis and vital capacity or carbon monoxide
diffusing capacity, (rs = -0.126, p = 0.216, n = 98; rs = -0.172,
p = 0.232, n = 96). Among the 98 patients, 13 (13.3%) suf-
fered from PAH. Dysbiosis was not more common or more
severe among these (p = 0.316). However, dysbiosis was
more severe among the 39 patients exhibiting skin

telangiectasia, and among the 23 patients with pitting
scars (Fig. 2). Dysbiosis was not more severe or prevalent
among subjects with antibodies against centromere,
topoisomerase 1, or RNA polymerase III. The degree of
dysbiosis did not correlate with usage of glucocorticoids
(rs = 0.15, p = 0.139) and was not associated with usage
of immunosuppressive therapy or antibiotics (p = 0.344
and p = 0.684, respectively).

Dysbiosis was associated with laboratory markers of
inflammation
Routine blood tests addressing systemic inflammation
were assessed and correlated with the degree of dysbio-
sis. The grade of dysbiosis correlated with levels of CRP,
haptoglobin, orosomucoid, and α1-antitrypsin, but not
with the levels of ESR, IgG, IgM or IgA (Table 2). Of
note, all three patients with IgA levels above reference
levels had a Dysbiosis Index Score of 5 (p = 0.059).

Dysbiosis was common also in patients with early
systemic sclerosis
Disease duration was defined by two different measures
and subsequently correlated with the degree of dysbiosis.
The Dysbiosis Index Score did not correlate either with
disease duration defined as years since RP debut or disease
duration defined as years since first non-RP symptom or
age (Table 2). Dysbiosis was prevalent among patients
with less than 2 years since the debut of RP or first non-
RP symptom (73% and 72%, respectively), similarly to pa-
tients with more long-standing disease (76% and 76%,
Fig. 2).

Analysis of specific bacterial genera
In a secondary analysis, we examined the frequency of
specific bacterial genera and species previously associated
with SSc, included in the GA-map™ Dysbiosis Test. A
large proportion of patients with SSc exhibited low levels
of Faecalibacterium prausnitzii (66/98; 67.3%) and/or
Clostridiaceae (25/98; 25.5%) compared to eubiotic indi-
viduals. Also, relatively high levels of Lactobacillus (31/98;
31.6%) but not Bifidobacterium (6/98; 6.1%) were com-
mon among our subjects.

Discussion
In this cross-sectional study encompassing 98 SSc patients
we show that intestinal dysbiosis is common in SSc and is
related to GI manifestations of disease. Also, we show that
dysbiosis is associated with certain extraintestinal SSc fea-
tures of inflammatory, vascular, and fibrotic type. We
present data showing that intestinal dysbiosis is already
present early in the course of SSc, indicating that dysbiosis
may precede initial signs of fibrosis.
Several IMIDs have been associated with alterations in

the microbial composition in the intestine, including

Fig. 1 Dysbiosis is common in patients with systemic sclerosis.A
majority of the study population suffers from dysbiosis, as defined
by the GA-map™ Dysbiosis Test, with 25% exhibiting
pronounced dysbiosis
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Fig. 2 Dysbiosis correlates with gastrointestinal and some extraintestinal manifestations of SSc, but not disease subtype or immunosuppressive
therapy. Dysbiosis was prevalent in patients with both short and long disease duration (a), lcSSc and dcSSc (b) as well as in patients with and without
immunosuppressive therapy (c), with no significant differences between groups. Dysbiosis was more pronounced in patients with gastrointestinal
manifestations of SSc including pathological oesophageal function, p = 0.036 (d); at risk for malnutrition, p = 0.005 (e); low levels of P-transthyretin,
p = 0.045 (f); increased levels of F-calprotectin, p < 0.001 (g); gastrointestinal symptoms present, p = 0.019 (h) or micronutrient deficiency p = 0.009
(i). Also, patients with pulmonary fibrosis, p = 0.009 (j); telangiectasias, p = 0.020 (k); or pitting scars, p = 0.023 (l) had more pronounced dysbiosis
compared to other patients. dcSSc diffuse cutaneous SSc, F-calprotectin faecal calprotectin, lcSSc limited cutaneous SSc, MUST Malnutrition
Universal Screening Tool
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RA, systemic lupus erythematosus, Sjögren’s syndrome,
and IBD [7, 8, 11, 28]. Among human IMIDs, dysbiosis
has been most extensively studied in IBD. These patients
display decreased diversity in their gut microbiota, in-
creased numbers of bacteria driving inflammatory activity,
and decreased numbers of bacteria with immunoregula-
tory effects [28]. An important question is whether
IBD-associated dysbiosis is a primary or secondary
phenomenon. In animal models of IBD both loss of im-
munoregulatory and addition of disease-promoting bac-
teria have been shown to contribute to disease activity,
supporting a primary disease-driving role for dysbiosis
[29]. In IBD patients, various strategies for manipulating
the gut microbiota, including exclusive enteral nutrition,
prebiotics, probiotics, postbiotics, and faecal microbiota
transplantation have shown mixed but overall promising
results [30].
Molecular analyses have revealed some similarities be-

tween the process of IBD-associated intestinal fibrosis
and SSc-associated skin fibrosis, including transforming
growth factor beta (TGF-β) and peroxisome proliferator-
activated receptor-dependent pathways resulting in col-
lagen I production by fibrocytes and fibroblasts [31, 32].
Furthermore, while inflammation can be treated by im-
munosuppressive therapy, these fibrotic processes are
resilient also to modern therapy in both diseases. In
IBD as well as SSc, elevated F-calprotectin levels are

common, indicating intestinal inflammation. Similar to
data presented in this study, increased F-calprotectin
levels have been associated with dysbiosis also in IBD [33].
Volkmann et al. recently reported altered microbial

colonic mucosal composition in 17 SSc patients [16].
Our study comprising 98 SSc patients corroborates this
finding, as we show a high incidence of dysbiosis in our
patients. We also report low levels of the immunoregula-
tory bacteria Faecalibacterium prausnitzii, which is in
agreement with studies in IBD [34]. In accordance with
Volkmann et al., we report high levels of Lactobacillus
in SSc patients, which contrasts this disease from several
other IMIDs [4]. As previously suggested, this finding
might raise novel questions regarding the usage of
Lactobacilli-containing probiotics in SSc.
Our report is based on faecal analyses and not analyses

on colonic lavage or intestinal biopsies. Consequently, a
weakness of our approach is the inability to specifically
focus on bacteria prevalent in the interface between the
colonic mucosa and the intestinal lumen. It is note-
worthy that even though different methodologies were
used, our major finding is consistent with Volkmann’s
report.
Objective evaluation of GI disease in SSc is challen-

ging. SSc can affect the GI tract in several different ways
including dysmotility, malnutrition, inflammation, and
fibrosis. In our study, we evaluated the GI tract by assess-
ment of esophagus motility using barium cineradiography
which has previously been suggested as the gold standard
in objective evaluation of this disease [17]. We inves-
tigated malnutrition by laboratory markers including
P-transthyretin, and anthropometric data using the
MUST [19, 20]. While malnutrition in SSc has been
suggested to be caused by malabsorption [35], additional
mechanisms are likely to be involved including cachexia
caused by the chronic inflammatory process [36].
A majority of our patients were prescribed PPI and

usage of this medication was interestingly enough asso-
ciated with dysbiosis. However, previous studies have
failed to show that PPI usage per se causes significant
aberrations in colonic microbiota composition [37]. In
agreement with a previous study and interpretation by
Krause et al. [36], we suggest that regular use of PPI pri-
marily is an unspecific marker of symptomatic GI SSc.
In this study, all patients were questioned about GI
symptoms, and indeed, dysbiosis was more common in
patients with GI symptoms indicating that a validated
questionnaire, such as the UCLA SCTC GIT 2.0 should
be included in future studies [38].
The primary aim of this study was to study the preva-

lence of dysbiosis in SSc. Unlike whole-genome sequencing
studies, we have only limited data on specific bacterial
genera. Furthermore, we do not have data on intestinal
metabolic pathways used by the different microbiomes

Table 2 Correlation between the Dysbiosis Index Score and
laboratory markers of inflammation, and disease characteristics,
respectively

n Spearman’s correlation
coefficient (rs)

p value

Laboratory markers of inflammation

C-reactive protein 98 0.35 <0.001

Haptoglobin 98 0.34 <0.001

Orosomucoid 98 0.39 <0.001

α1-antitrypsin 98 0.27 0.007

Erythrocyte sedimentation rate 98 0.16 0.156

IgA 98 0.13 0.266

IgM 98 −0.05 0.654

IgG 98 −0.05 0.632

Faecal calprotectin 83 0.38 <0.001

Disease characteristics

Years since onset of RP 94 −0.07 0.501

Years since the first non-RP
symptom

89 0.09 0.383

Patient’s age at dysbiosis
analysis

98 0.08 0.413

modified Rodnan skin score 98 0.05 0.659

Dysmotility of oesophagus 97 0.31 0.002

Ig immunoglobulin, RP Raynaud’s phenomenon
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our patients harbor. Further studies encompassing such
analyses are needed to further elucidate the intricate
relationship between the host and the microbiome in
SSc [39].
We can only speculate on the mechanisms behind the

associations between dysbiosis and GI or extraintestinal
manifestations of SSc. It can be hypothesised that several
of these manifestations are indirect markers of severe
disease. However, we were unable to identify an associ-
ation between the mRSS, disease subtype, autoantibody
profile, and immunosuppressive therapy. Taking this into
consideration, we are therefore inclined to suggest that
the relationship between the intestinal microbiome and
SSc is multifactorial and related to factors independent
of disease severity or autoantibody status. We note that
dysbiosis is associated with increased serum levels of
markers of inflammation and we suggest that further
studies are warranted to elucidate the impact of GI dys-
biosis on the immune system in SSc.

Conclusions
Examining a large cross-sectional cohort of SSc patients
we report that intestinal dysbiosis is prevalent in early as
well as late disease, and associated with both GI and extrain-
testinal manifestations of SSc. Given our current knowledge
from other IMIDs, we suggest that an aberration of the in-
testinal microbiota may contribute to the development of
systemic inflammation and fibrosis, although causal relation-
ships remain to be established.

Abbreviations
ACA: anti-centromeric antibodies; ACR/EULAR: American Congress of
Rheumatology/European League Against Rheumatism; ANA: anti-nuclear
antibodies; ARA: anti-RNA-polymerase III antibodies; ATA: anti-topoisomerase
antibodies; CRP: C-reactive protein; dcSSc: diffuse cutaneous SSc;
ELISA: enzyme-linked immunosorbent assay; ESR: erythrocyte sedimentation
rate; F-calprotectin: faecal calprotectin; GI: gastrointestinal; IBD: inflammatory
bowel disease; Ig: immunoglobulin; IMID: immune-mediated inflammatory
disease; lcSSc: limited cutaneous SSc; mRSS: modified Rodnan skin score;
MUST: Malnutrition Universal Screening Tool; PAH: pulmonary arterial
hypertension; PPI: proton pump inhibitor; RA: rheumatoid arthritis;
RP: Raynaud’s phenomenon; SSc: systemic sclerosis; TGF-β: transforming
growth factor beta; TIBC: total iron-binding capacity

Acknowledgements
The authors acknowledge the assistance from Ivana Kojic, Department of
Laboratory Medicine, Malmö and Magnus Jöud and Maria Lundgren, Clinical
Immunology and Transfusion Medicine, Region Skåne, Lund, Sweden for
excellent assistance in the laboratory analyses.
We also acknowledge fruitful discussions with Professor Bodil Ohlsson and
Associate Professor Thomas Mandl, Department of Clinical Sciences, Lund
University.

Funding
This study was supported by grants to researchers in public health care from
the Swedish government (ALF for young researchers), Anna-Greta Crafoord
Foundation, Lion Research Foundation, and Swedish Society of Medicine
(to KA); Funding from Hedlund Foundation, Österlund Foundation, and
grants to researchers in public health care from the Swedish government
(ALF for young researchers) contributed to financing JM’s research time.

Availability of data and materials
The data sets generated and/or analysed during the current study are
available from the corresponding author on reasonable request.

Authors’ contributions
KA conceived and designed the study, analysed and interpreted the data
and drafted the manuscript. ZA analysed and interpreted the data and
reviewed the manuscript for intellectual content. AP acquired the data and
organised the study and reviewed the manuscript for intellectual content. GJ
analysed and interpreted the data and reviewed the manuscript for intellectual
content. JM conceived the study, analysed and interpreted the data and helped
drafting and revising the manuscript. All authors read and approved the
final manuscript.

Competing interests
The authors declare that they have no competing interests.

Consent for publication
Not applicable.

Ethics approval and consent to participate
The study was approved by the Regional Ethics Review Board, Lund, Sweden,
reference number 2011/596. Informed written consent was obtained from all
patients before study inclusion and the study conformed to the ethical
guidelines of the Declaration of Helsinki.

Author details
1Section of Rheumatology, Department of Clinical Sciences, Lund University,
Lund, Sweden. 2Section of Infectious Diseases, Department of Clinical
Sciences, Lund University, Lund, Sweden. 3Department of Clinical Sciences,
Lund University, Lund, Sweden. 4Immunology Section, Lund University, Lund,
Sweden. 5Department of Gastroenterology, Skåne University Hospital, Lund,
Sweden.

Received: 12 September 2016 Accepted: 11 November 2016

References
1. Gabrielli A, Avvedimento EV, Krieg T. Scleroderma. N Engl J Med.

2009;360(19):1989–2003.
2. Qin J, Li R, Raes J, et al. A human gut microbial gene catalogue established

by metagenomic sequencing. Nature. 2010;464(7285):59–65.
3. Honda K, Littman DR. The microbiota in adaptive immune homeostasis and

disease. Nature. 2016;535(7610):75–84.
4. Forbes JD, Van Domselaar G, Bernstein CN. The gut microbiota in immune-

mediated inflammatory diseases. Front Microbiol. 2016;7:1081.
5. Andreasson K, Marsal J, Mansson B, Saxne T, Wollheim FA. Diet-induced

arthritis in pigs: comment on the article by Scher et al. Arthritis Rheumatol.
2016;68(6):1568–9.

6. Iebba V, Totino V, Gagliardi A, et al. Eubiosis and dysbiosis: the two sides of
the microbiota. New Microbiol. 2016;39(1):1–12.

7. Scher JU, Littman DR, Abramson SB. Microbiome in inflammatory arthritis
and human rheumatic diseases. Arthritis Rheumatol. 2016;68(1):35–45.

8. Hevia A, Milani C, Lopez P, et al. Intestinal dysbiosis associated with
systemic lupus erythematosus. MBio. 2014;5(5):e01548–14.

9. Rosser EC, Mauri C. A clinical update on the significance of the gut
microbiota in systemic autoimmunity. J Autoimmun. 2016;74:85–93.

10. Costello ME, Ciccia F, Willner D, et al. Intestinal dysbiosis in ankylosing
spondylitis. Arthritis Rheumatol. 2014. doi: 10.1002/art.38967. [Epub ahead of
print].

11. de Paiva CS, Jones DB, Stern ME, et al. Altered mucosal microbiome
diversity and disease severity in Sjogren syndrome. Sci Rep. 2016;6:23561.

12. Alipour B, Homayouni-Rad A, Vaghef-Mehrabany E, et al. Effects of
Lactobacillus casei supplementation on disease activity and inflammatory
cytokines in rheumatoid arthritis patients: a randomized double-blind
clinical trial. Int J Rheum Dis. 2014;17(5):519–27.

13. Pineda Mde L, Thompson SF, Summers K, de Leon F, Pope J, Reid G. A
randomized, double-blinded, placebo-controlled pilot study of probiotics in
active rheumatoid arthritis. Med Sci Monit. 2011;17(6):CR347–54.

14. Marie I, Ducrotte P, Denis P, Menard JF, Levesque H. Small intestinal bacterial
overgrowth in systemic sclerosis. Rheumatology (Oxford). 2009;48(10):1314–9.

Andréasson et al. Arthritis Research & Therapy  (2016) 18:278 Page 7 of 8

http://dx.doi.org/10.1002/art.38967


15. Marie I, Leroi AM, Menard JF, Levesque H, Quillard M, Ducrotte P. Fecal
calprotectin in systemic sclerosis and review of the literature. Autoimmun
Rev. 2015;14(6):547–54.

16. Volkmann ER, Chang YL, Barroso N, et al. Association of systemic sclerosis with a
unique colonic microbial consortium. Arthritis Rheumatol. 2016;68(6):1483–92.

17. Clements PJ, Becvar R, Drosos AA, Ghattas L, Gabrielli A. Assessment of
gastrointestinal involvement. Clin Exp Rheumatol. 2003;21(3 Suppl 29):S15–8.

18. Andreasson K, Scheja A, Saxne T, Ohlsson B, Hesselstrand R. Faecal calprotectin:
a biomarker of gastrointestinal disease in systemic sclerosis. J Intern Med.
2011;270(1):50–7.

19. Codullo V, Cereda E, Klersy C, et al. Serum prealbumin is an independent
predictor of mortality in systemic sclerosis outpatients. Rheumatology
(Oxford). 2016;55(2):315–9.

20. Baron M, Hudson M, Steele R. Canadian Scleroderma Research G.
Malnutrition is common in systemic sclerosis: results from the Canadian
scleroderma research group database. J. Rheumatol. 2009;36(12):2737–43.

21. Ingenbleek Y, Bernstein LH. Plasma transthyretin as a biomarker of lean
body mass and catabolic states. Adv Nutr. 2015;6(5):572–80.

22. LeRoy EC, Black C, Fleischmajer R, et al. Scleroderma (systemic sclerosis):
classification, subsets and pathogenesis. J Rheumatol. 1988;15(2):202–5.

23. Summerton SL. Radiographic evaluation of esophageal function. Gastrointest
Endosc Clin N Am. 2005;15(2):231–42.

24. Clements P, Lachenbruch P, Siebold J, et al. Inter and intraobserver variability
of total skin thickness score (modified Rodnan TSS) in systemic sclerosis. J
Rheumatol. 1995;22(7):1281–5.

25. Moreno Chulilla JA, Romero Colas MS, Gutierrez MM. Classification of
anemia for gastroenterologists. World J Gastroenterol. 2009;15(37):4627–37.

26. Manz M, Burri E, Rothen C, et al. Value of fecal calprotectin in the evaluation
of patients with abdominal discomfort: an observational study. BMC
Gastroenterol. 2012;12:5.

27. Casen C, Vebo HC, Sekelja M, et al. Deviations in human gut microbiota: a
novel diagnostic test for determining dysbiosis in patients with IBS or IBD.
Aliment Pharmacol Ther. 2015;42(1):71–83.

28. Miyoshi J, Chang EB. The gut microbiota and inflammatory bowel diseases.
Transl Res. 2016;S1931–5244(16):30095.

29. Belkaid Y, Hand TW. Role of the microbiota in immunity and inflammation.
Cell. 2014;157(1):121–41.

30. Dolan KT, Chang EB. Diet, gut microbes, and the pathogenesis of
inflammatory bowel diseases. Mol Nutr Food Res. 2016. doi: 10.1002/mnfr.
201600129. [Epub ahead of print].

31. Manetti M, Neumann E, Milia AF, et al. Severe fibrosis and increased
expression of fibrogenic cytokines in the gastric wall of systemic sclerosis
patients. Arthritis Rheum. 2007;56(10):3442–7.

32. Manetti M, Neumann E, Muller A, et al. Endothelial/lymphocyte activation
leads to prominent CD4+ T cell infiltration in the gastric mucosa of patients
with systemic sclerosis. Arthritis Rheum. 2008;58(9):2866–73.

33. Shaw KA, Bertha M, Hofmekler T, et al. Dysbiosis, inflammation, and
response to treatment: a longitudinal study of pediatric subjects with newly
diagnosed inflammatory bowel disease. Genome Med. 2016;8(1):75.

34. Sokol H, Seksik P, Furet JP, et al. Low counts of Faecalibacterium prausnitzii
in colitis microbiota. Inflamm Bowel Dis. 2009;15(8):1183–9.

35. Bishop V, Harrison E, Lal S, Herrick AL. Evidence for a clinical association
between body mass index and malabsorption in patients with systemic
sclerosis. Scand J Rheumatol. 2015;44(4):341–3.

36. Krause L, Becker MO, Brueckner CS, et al. Nutritional status as marker for
disease activity and severity predicting mortality in patients with systemic
sclerosis. Ann Rheum Dis. 2010;69(11):1951–7.

37. Tsuda A, Suda W, Morita H, et al. Influence of proton-pump inhibitors on
the luminal microbiota in the gastrointestinal tract. Clin Transl Gastroenterol.
2015;6:e89.

38. Khanna D, Hays RD, Maranian P, et al. Reliability and validity of the
University of California, Los Angeles Scleroderma Clinical Trial Consortium
Gastrointestinal Tract Instrument. Arthritis Rheum. 2009;61(9):1257–63.

39. Abdollahi-Roodsaz S, Abramson SB, Scher JU. The metabolic role of the gut
microbiota in health and rheumatic disease: mechanisms and interventions.
Nat Rev Rheumatol. 2016;12(8):446–55.

•  We accept pre-submission inquiries 

•  Our selector tool helps you to find the most relevant journal

•  We provide round the clock customer support 

•  Convenient online submission

•  Thorough peer review

•  Inclusion in PubMed and all major indexing services 

•  Maximum visibility for your research

Submit your manuscript at
www.biomedcentral.com/submit

Submit your next manuscript to BioMed Central 
and we will help you at every step:

Andréasson et al. Arthritis Research & Therapy  (2016) 18:278 Page 8 of 8

http://dx.doi.org/10.1002/mnfr.201600129
http://dx.doi.org/10.1002/mnfr.201600129

	Abstract
	Background
	Methods
	Results
	Conclusions

	Background
	Methods
	Patients
	Ethics
	Clinical assessment
	Assessment of medical records
	Assessment of intestinal symptoms
	Laboratory examinations
	Assessment of gut dysbiosis
	Statistical analyses

	Results
	Study population characteristics and levels of dysbiosis
	Dysbiosis was associated with gastrointestinal manifestations of systemic sclerosis
	Dysbiosis was associated with certain extraintestinal manifestations of systemic sclerosis
	Dysbiosis was associated with laboratory markers of inflammation
	Dysbiosis was common also in patients with early systemic sclerosis
	Analysis of specific bacterial genera

	Discussion
	Conclusions
	Abbreviations
	Acknowledgements
	Funding
	Availability of data and materials
	Authors’ contributions
	Competing interests
	Consent for publication
	Ethics approval and consent to participate
	Author details
	References

