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Abstract
Objective

Inclusion body myositis (IBM) is a disorder with features of both inflammation and degeneration yet without effective
 treatment. Influences of the gut microbiome on degenerative as well as inflammatory disorders and immune treatments 

are known. We sought to investigate whether the gut microbiome might influence the development or recalcitrance of IBM.

Methods
We appealed to IBM patients and their unaffected spouses/cohabitants for stool samples and data on clinical symptoms, 
gathering questionnaire data (modified Gastrointestinal Symptom Rating Scale (mGSRS), IBM Functional Rating Scale 
(IBMFRS) and Bristol Stool Scale) and stool samples for 16S rRNA V3V4 metagenomic analysis from 21 IBM and 20

 control probands. Bioinformatic analyses used QIIME2 and MicrobiomeAnalyst software packages. LEfSe and Random 
Forest analysis aimed to identify group specific biomarkers. PICRUSt was used to perform pathway analysis.

Results
No overall differences of alpha and beta diversity were found between IBM and control group. No impact of immune 
treatments was found, but a reduction in alpha diversity was identified comparing older (≥ 72 years) IBM and control 

probands. Increased abundances of some genera, in particular Bacteroides, were detected in the IBM group. 
Bacteroides, Clostridium CAG 352, and Eggerthella were identified as IBM biomarkers at genus level. 

Gastrointestinal symptoms (mGSRS) correlated with disease severity (IBMFRS).

Conclusion
General differences of gut microbiome seem unlikely to play a role in the genesis of IBM. Whether the late occurring

or the more specific differences detected are part of the disease course needs to be addressed by investigations of 
further biosamples.
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Introduction
Inclusion body myositis (IBM) is a 
progressive muscle disorder with typi-
cally late onset. Predominant weakness 
of finger flexion and knee extension are 
characteristic as are the histopathologi-
cal findings of endomysial infiltration, 
MHC-I up-regulation, rimmed vacu-
oles and pathological protein accu-
mulation (1). Mitochondrial changes, 
including mitochondrial DNA dele-
tions and duplications (2), are known 
and age-inadequate numbers of cy-
tochrome c negative fibres are consid-
ered supportive for the diagnosis (3). 
IBM is classified among the idiopathic 
inflammatory myopathies (IIM) (4), 
its typical resistance to the usual im-
munosuppressive treatments was noted 
early on (5). To integrate these various 
aspects, a primary inflammatory dis-
ease with secondary conversion into 
a degenerative process was proposed 
(6). Other explanations for the lack of 
sustained response of IBM to immuno-
suppressive therapies focus on T cell 
exhaustion leading to their dysfunction 
(7) rather than degeneration. Indeed, 
highly differentiated cytotoxic T cells 
(TEMRA), not responding to classical 
immunosuppression, have been de-
scribed in IBM (8).
The gut microbiome influences many 
different processes in humans, includ-
ing immune tolerance (9). Changes 
in gut microbiome in comparison to 
healthy controls were described in dif-
ferent autoimmune diseases including 
rheumatoid arthritis (10), myasthenia 
gravis (11), chronic inflammatory de-
myelinated polyneuropathy (CIDP) 
(12), but also degenerative diseases 
such as Parkinson disease (13). Con-
cerning IIM, decreased alpha diversity 
was found comparing immune-medi-
ated necrotising myopathies (IMNM) 
(14) and dermatomyositis (DM) (15, 
16) to healthy controls. However, no 
difference was found for a mixed group 
of IIM patients (17). One study de-
scribed an increase or decrease of alpha 
diversity correlating to the myositis-
specific/ -associated antibodies in the 
patients’ sera (18). Moreover, influence 
of the gut microbiome on treatment re-
sponses is well described. In epithelial 
tumours, the composition of gut micro-

biome effects the response to immune 
checkpoint therapy (PD1-based) (19). 
With its inflammatory as well as de-
generative stigmata and populations of 
hard to target immune cells, we con-
sidered IBM a prime candidate for an 
influence of the gut microbiome on its 
development and progression. Thus, we 
analysed the gut microbiome of IBM 
patients in comparison to healthy sub-
jects from similar living conditions to 
detect differences associated with IBM.

Methods
Ethics approval
This study conforming with the 
World Medical Association Declara-
tion of Helsinki was approved by the 
Ethikkommission der Medizinischen 
Fakultät Bonn (079/21) and registered 
as no. 1024 in the RedCap UKB-Studi-
enregister.

Participant selection
Candidates were recruited via leaflets 
in our and supporting colleagues outpa-
tient clinics, spread by patient advocacy 
group. Further information material and 
consent forms were sent to interested 
persons, then contacted by telephone. 
Once written informed consent was 
given, screening questionnaires were 
send and IBM participants asked to 
provide data on clinical and histological 
diagnosis (unless known in our depart-
ment) or give written consent to contact 
their treating colleagues and receive 
this data from them.
To guarantee correct diagnosis of IBM, 
we reviewed the clinical and histologi-
cal reports and included those fulfilling 
the 2011 ENMC IBM Working Group 
criteria for ‘clinico-pathologically de-
fined’ or ‘clinically defined’ IBM (1) 
only. Further exclusion criteria for all 
participants were: (i) diagnosis of a 
different muscle disorder than IBM, 
(ii) treatment with antibiotics in the 
three months prior to sampling, (iii) 
chemotherapy in the six months prior 
to sampling, (iv) any chronic disor-
der of stomach, intestine, gut, liver or 
pancreas, (v) stomach, intestine or gut 
surgery in the last five years (excluding 
appendectomy or cholecystectomy), 
(vi) COVID19 in the last three months 
prior to sampling; (vii) participation in 
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a clinical drug trial in the six months 
prior to sampling, (viii) the use of laxa-
tives. Other medication, including im-
munomodulatory/ immunosuppressive 
drugs were accepted. For the control 
participants the further condition of 
not having IBM applied. Throughout 
we made it clear that we were particu-
larly interested in couples of IBM pa-
tients and persons with shared living 
habits and space to minimise different 
environmental influences on the mi-
crobiome, but this was not an inclusion 
criterion.

Symptom assessment 
To assess disease severity in the IBM 
participants and similar disability of 
a different causes in the control par-
ticipants, the Inclusion Body Myosi-
tis Function Rating Scale (IBMFRS) 
(20) was adapted as a questionnaire. 
To assess gastrointestinal symptoms, 
we used the modified Gastrointestinal 
Symptom Rating Scale (mGSRS) (21) 
as a further questionnaire. To measure 
stool consistence, we used the Bristol 
Stool Scale (BSS) (22) 

Exchange of questionnaires, 
sampling materials and samples
Participants received and returned the 
questionnaires, sampling materials and 
material for the return of question-
naires and samples by postal services 
with exception of a single case with 
procedures performed in our outpatient 
clinic. Any questions were resolved by 
phone.
Stool samples were collected and send 
in a sterile stool sample tube with 2 ml 
of Stool DNA Stabilizer (Invitek Mo-
lecular Ltd., Germany). To return the 
sample, the tube was placed in a sealed 
sample bag (Suesse Labortechnik, Ger-
many) with an activated Anaerocult P 
sachet (VWR International Ltd., Ger-
many). Upon arrival of samples in the 
lab, tubes were briefly vortexted and 
then frozen upright at -80°C until DNA 
extraction. Stool DNA extraction was 
carried out using the PSP Spin Stool 
DNA Basic Kit (Invitek Molecular 
Ltd., Germany) according to manufac-
turer’s instructions (protocol 3) on 1.4 
ml thawed, vortexted sample. Resulting 
DNA was diluted in TE buffer (pH 7.4) 

and stored at -20°C. A 5 ng/μl dilution 
was used for the library preparation 
during amplicon PCR. In this process, 
the 16S rRNA gene’s V3V4 region 
underwent amplification using the 
Bakt_341F (5’-CCTACGGGNGGCW-
GCAG-3’) and Bakt_805R (5’-GAC-
TACHVGGTATCTAATCC-3’) prim-
ers. This amplification occurred within 
a 25 μL PCR reaction containing 2.5 
μL of template, 12.5 μL of 2×KAPA 
HiFi HotStart ReadyMix from Roche 
(Mannheim, Germany) and 5 μL of the 
corresponding primers (1 μM). PCR 
was performed in a Mastercycler (Ep-
pendorf, Hamburg, Germany) as fol-
lows: denaturation step at 95°C for 3 
min, followed by 25 cycles of dena-
turation (30 s at 95°C), annealing (30 
s at 55°C), elongation (30 s at 72°C) 
and a final elongation step at 72°C for 
5 min. In a second PCR phase, dual 
indexes and an Illumina sequencing 
adapter were incorporated utilising the 
Nextera XT v. 2 Index Kit from Illu-
mina, (San Diego, CA, USA). Each 
sample underwent a second PCR reac-
tion, employing a total volume of 50 
μL per sample. This consisted of 25 μL 
of 2×KAPA HiFi HotStart ReadyMix 
along with 5 μL of the corresponding 
Nextera XT Index primer, and 10 μL 
of PCR grade water. The cycling con-
ditions were: initial denaturation phase 
at 95°C for 3 minutes, succeeded by 8 
cycles involving denaturation at 95°C 
for 30 seconds, annealing at 55°C for 
30 seconds, elongation at 72°C for 30 
seconds, and a final elongation step at 
72°C for 5 minutes. Amplicon librar-
ies were randomly assessed using Agi-
lent TapeStation 4200 equipped with 
D1000 ScreenTape (Santa Clara, CA, 
USA) and subsequently purified using 
AMPure XP beads. The samples were 
normalised to a concentration of 4 nM, 
then pooled equimolarly.

16S rRNA Sequencing 
The final pool was quantified using 
the Qubit dsDNA HS Assay Kit from 
Thermo Fisher Scientific (Waltham, 
MA, USA) and fragment size was de-
termined on a D1000 HS ScreenTape. 
Sequencing was performed on an Il-
lumina MiSeq system using the MiSeq 
Reagent Kit v. 3 with 2×300 cycles, 

clustering at 8 pM with a 20% spike-
in of PhiX and demultiplexing on the 
MiSeq system.

Bioinformatics 
and statistical analyses 
The 16S sequencing data underwent 
processing using DADA2 within the 
QIIME2 platform (version 2022.8) as 
described (23). This involved sequence 
quality control, denoising procedures, 
and elimination of chimeric sequences. 
The denoised sequences were classi-
fied using SILVA databases to identify 
distinct variants known as amplicon 
sequence variants (ASVs) based on 
sequences exhibiting >99% similarity. 
A rarefied abundance table was gen-
erated, maintaining a sampling depth 
of 22,986 sequences, and utilised to 
compute alpha as well as beta diversity 
metrics QIIME2. A linear discriminant 
analysis (LDA) coupled with effect 
size measurement (LEfSe) analysis 
was performed to identify IBM-spe-
cific biomarkers using the Microbi-
omeAnalyst platform (24, 25).
Pearson correlation coefficients were 
determined to test for correlation of 
age (in years), questionnaire results 
(IBMFRS, mGSRS, BSS) and alpha 
diversity metrics (Faith’s phylogenetic 
diversity, Shannon’s entrophy, Pielou’s 
evenness index, observed features). 
Spearman correlation coefficients were 
calculated for correlation of IBMFRS 
item 1 (swallowing), items 2 to 4 (hand 
function) and items 7 to 10 (mobility). 
Further data of microbiome analyses 
were tested by unpaired t-test or Mann-
Whitney rank sum test. A p-value ≤0.05 
was defined as statistically significant. 

Results
We screened 66 participants (37 IBM 
and 29 controls). Six participants (three 
IBM, three controls) failed screening 
due to other co-existing neuromus-
cular diseases or gastrointestinal sur-
gery. Nine participants (five IBM, four 
controls) were re-screened due to an-
tibiotic treatments or COVID19 infec-
tion, allowing inclusion of further three 
IBM and two controls. From these 32 
IBM participants, 19 fulfilled ‘clinico-
pathologically defined’ and two ‘clini-
cally defined’ 2011 ENMC research di-
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agnostic criteria (1). Two participants 
fulfilling the ‘probable IBM’ criteria 
only were not included. At the time of 
the study the 2023 ENMC IBM criteria 
(3) were not yet published, using these 
new criteria all included IBM partici-
pants would be diagnosed with IBM. 
Three IBM participants failed to send 
materials, while in the control group 
one participant withdrew consent and 
two were lost to follow-up. Isolated 
DNA of stool samples of one control 
and one IBM participant, respectively, 
failed quality standards, leaving us 
with full datasets for 21 IBM and 20 
controls, except for a single control 
BSS questionnaire (flow chart in Sup-
plementary Fig. S1).
In accord with our inclusion (and the 
2011 ENMC diagnostic) criteria, all 
probands were older than 45 years 
at the time of inclusion. All IBM 
probands had a CK <15x ULN. CK 
values of the control group were not 
reviewed. Twelve IBM probands were 
treated with immunomodulatory and/
or immunosuppressive therapies. Eight 
received intravenous immunoglobulins 
(ivIG), in a wide range of doses and 
frequencies. Three of these were also 
taking oral prednisolone. Three were 
treated with methotrexate (MTX), but 
not ivIG, one in addition to predniso-
lone. One proband was treated with 
oral glucocorticoids only. No control 
probands received immunomodula-
tory or immunosuppressive treatment. 
Proband data are listed in Table I.

Questionnaires 
We received completed questionnaires 
from all participants expect for one 
control IBMFRS BSS. We addition-
ally calculated the scores of the item 1, 
items 2–4 and items 7–10 only, as these 
aim to grade swallowing, hand func-
tion and overall mobility, respectively, 
thereby different aspects of the typical 
impairments in IBM that might affect 
variably nutrition and gut passage time. 
Results from the questionnaires are 
found in Table I. 

Microbiome structure 
in IBM versus control group
Various alpha diversity metrics were 
assessed in the IBM and control groups. 

No statistically significant differences 
were found in their comparisons. Nota-
bly, the control group exhibited an in-
clination towards greater evenness, as 
indicated by Pielou’s evenness index. 
Additionally, there was a trend towards 
increased diversity in terms of Shan-
non entropy and richness (observed 
features) in the control group, but these 
tendencies did not reach statistical sig-
nificance (Fig. 1).
Subsequently, the bacterial composi-
tion was evaluated utilising Bray-Cur-
tis, Jaccard index, and both weighted 
and unweighted UniFrac metrics. This 
analysis was conducted at the feature 
level within QIIME2. No statistically 
significant variances were observed 
in any of these metrics between the 
groups as shown in Table II.
Because of the restricted taxonomic 
detail provided by 16S sequencing, an 
examination of the composition was 
further conducted at the genus level. 
In this analysis, both the Jaccard and 
Bray-Curtis metrics revealed a distinct 
inclination for the microbiomes of the 

IBM and control groups to harbour var-
ying genera (Table II).
The initial taxonomic comparison in-
volved assessing the 10 most abun-
dant genera through a bar chart (Fig. 
2A), to identify significant differences. 
Among these, the most substantial and 
statistically significant distinction was 
observed in the abundance of the ge-
nus Bacteroides, accounting for 18.6% 
in the control group and 30.4% in the 
IBM group. Subsequent genera were 
Faecalibacterium (7.2% control, 6.4% 
IBM), Prevotella (6.0%, 2.7%), Alis-
tipes (4.6%, 3.8%), Subdoligranulum 
(4.1%, 3.4%), Parabacteroides (4.0%, 
3.4%), Lachnospiraceae NK4A136 
group (2.9%, 3.9%), Clostridia 
UCG_014 (2.9%, 2.4%), Oscillo-
spiraceae UCG_002 (2.8%, 2.5%), and 
Christensenellaceae R-7 group (2.6%, 
2.0%). The cumulative abundance of 
the remaining genera was consolidated 
under ‘other’, constituting 44.4% in the 
control group and 39.1% in the IBM 
group, respectively.
The Linear Discriminant Analysis Ef-

Table I. Proband population and questionnaire data.

	 IBM total	 ‍IBM_old	 Controls total	 ‍Ctrl_old

n	 21	 ‍11	 20	 ‍9

male:female	 17:4	 10:1	 7:13	 3:6

age in years (mean ± SD) 	 71.19±9.27	 ‍78.55±3.42	 69.25±9.47	 ‍78±3.46
range	 52-83	 72-83	 53-82	 72-82

Treatment n	 12	 ‍6	 0	 0
ivIG (+ GC)	 8 (3)	 4 (2)	 0 (0)	 0 (0)
MTX (+ GC)	 3 (1)	 1 (0)	 0	 0
GC only	 1	 1	 0	 0‍

IBMFRS (median) 	 23	 ‍20	 40	 ‍39
range	 7-40	 7-40	 8-40	 8-40

IBMFRS item 1 (median)	 3	 ‍2	 4	 ‍4
range	 1-4	 1-4	 2-4	 2-4

IBMFRS items 2-4 (median)	 8	 ‍8	 12	 12
range	 3-12	 3-11	 4-12	 ‍4-12

IBMFRS items 7-10 (median)	 8	 7	 16	 15
range	 1-16	 ‍1-16	 0-16	 ‍2-16

mGSRS (median)	 3	 4	 1	 ‍1
range	 0-10	 ‍0-10	 0-10	 0-10

BSS (median)	 4	 4	 4#	 4
range	 2-5	 ‍2-5	 2-5	 ‍3-5

BSS: Bristol Stool Scale; controls total: all control probands; Ctrl_old: control probands 72 years or 
older; GC: glucocorticoids; IBM: inclusion body myositis; IBM total: all IBM probands; IBM_old: IBM 
probands 72 years or older; IBMFRS: Inclusion Body Myositis Functional Rating Scale; ivIG: intrave-
nous immunoglobulin; mGSRS: modified Gastrointestinal Symptom Rating Scale; MTX: metho-trexate.
# n=19, as one proband failed to return the questionnaire.
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fect Size (LEfSe) method identified 
three biomarkers at genus level, all of 
which showed elevated levels within 
the IBM group, exceeding the specified 
significance threshold of p<0.05. These 
were, along with their respective LDA 
scores, Bacteroides (-5.69), Clostridi-
um CAG 352 (-4.27), and Eggerthella 
(-3.02).

Functional prediction (Tax4Fun) 
to identify differences in functional 
capacity between IBM and control 
group
Comparison between the IBM and 
control group was conducted using the 
‘Shotgun Data Profiling’ plugin within 
MicrobiomeAnalyst 2.0. Initially, a 
functional prediction was executed 

utilising Tax4fun Silva. Subsequently, 
this output was utilised as input for the 
Shotgun Data Profiling Plugin. This 
facilitated the comparison of the func-
tional potential between the groups 
within the ‘Shotgun Data Profiling’ pl-
ugin. A DeSeq2 analysis revealed 272 
notable Kyoto Encyclopedia of Genes 
and Genome (KEGG) orthologs (KO) 
highlighted by MicrobiomeAnalyst. 
The initial six KOs are presented in 
Supplementary Table S1. Across all 
significant findings, decreased levels 
were observed primarily within the en-
zymes/KOs associated with the IBM 
contrast to the control group.
Network mapping involving the 272 
noteworthy KOs aimed to uncover sig-
nificant enrichment pathways. Table 
III presents the findings, highlighting 
pathways that display significant differ-
ences. Following the False Discovery 
Rate (FDR) correction, seven pathways 
exhibited significant differences. Al-
though this table lacks specifics regard-
ing the direction or magnitude of these 
changes within pathways, as previously 
mentioned, the majority of pathways 
displayed had reduced levels in the 
IBM compared to the control group.
Spearman correlations between bacte-
rial genera and IBMFRS for items 1, 
2 to 4 and 7 to 10 did not result in sig-
nificant findings following FDR cor-
rection. Supplementary Fig. S2 shows 
the comparison of the top 25 correlated 
genera for the three groups.

Microbiome structure in IBM 
vs. control group in elderly patients
Various stratification approaches were 
employed to identify potential stronger 
associations between IBM and the mi-
crobiome. These stratifications were 
based on factors such as gender, age, 
IBMFRS, and the use of immunosup-
pressive medication. Notably, the most 
pronounced difference was observed 
within an older subgroup when partici-
pants were divided into two equal age 
brackets (using a cut-off of 72 years) 
(Table I).
Comparing the older control group 
(Ctrl_old) to the older IBM group 
(IBM_old), there was a noticeable 
trend. The alpha diversity character-
istics, specifically the observed fea-

Fig. 1. Comparing alpha diversity metrics: observed features (A, E), Pielou evenness (B, F), Shan-
non entropy (C, G) and Faith’s phylogentic diversity (D, H). Box plots in upper part (A-D) show 
comparisons between entire control (Ctrl) and IBM groups. Violin plots in lower part (E-H) show 
comparisons between the older subgroups (Ctrl_old and IBM_old) with * indicating differences at the 
first significance level (p<0.05).

Table II. Beta-diversity metrics on feature and genus level for comparisons of total and 
older groups.

Level	 ß-diversity metric	 Group1-Group2	 n	 F-value	 p-value

Feature	 Unweighted UniFrac	 IBM-Ctrl	 41	 0.885	 0.583
‍Feature	 Weighted UniFrac	 IBM-Ctrl	 41	 1.144	 0.278
‍Feature	 Jaccard	 IBM-Ctrl	 41	 0.901	 0.908
‍Feature	 Bray-Curtis	 IBM-Ctrl	 41	 0.866	 0.837
Genus	 Jaccard	 IBM-Ctrl	 41	 1.489	 0.057
‍Genus	 Bray-Curtis	 IBM-Ctrl	 41	 1.736	 0.059
‍Feature	 Jaccard	 IBM_old-Ctrl_old	 20	 1.211	 0.116
‍Feature	 Bray-Curtis	 IBM_old-Ctrl_old	 20	 1.303	 0.143
‍Genus	 Jaccard	 IBM_old-Ctrl_old	 20	 1.704	 0.041
‍Genus	 Bray-Curtis	 IBM_old-Ctrl_old	 20	 1.987	 0.049

Ctrl: control; IBM: inclusion body myositis; Ctrl_old: control probands 72 years or older; IBM_old: 
IBM probands 72 years or older.
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tures, exhibited a notably higher level 
of diversity within Ctrl_old compared 
to IBM_old. Furthermore, the sum of 
branch lengths within the phylogenetic 
tree encompassing all species (Faith’s 
phylogenetic diversity) also highlight-
ed significant differences between these 
two groups. The analysis of Shannon 
entropy indicated a trend towards re-
duced diversity within IBM_old com-
pared to Ctrl_old (Fig. 1, violin plots).
Beta diversity analysis conducted at 
both the feature and genus levels re-
vealed a more pronounced dissimilar-
ity in microbial composition between 
Ctrl_old and IBM_old, shown in Table 
II. Statistically significant differences 
were observed for the Bray-Curtis met-
ric (p=0.049) and the Jaccard metric 
(p=0.041). 
Stratification resulted in an increased 
number of biomarkers detected in the 

LEfSe analysis. These biomarkers 
serve as distinctive features, aiding in 
the differentiation of microbiomes be-
tween IMB_old and Ctrl_old. Remark-
ably, among the nine identified bio-
markers, only one could be distinctly 
attributed to the IBM_old group. Bac-
teroides stood out as the most promi-
nent difference between the compared 
groups (LDA=-5.88). Conversely, the 
remaining biomarkers primarily linked 
to the Ctrl_old group exhibited reduced 
representation in the IBM_old group. 
These biomarkers, listed in descend-
ing order based on their LDA score are 
shown in Figure 2B.

Correlation analyses of alpha 
diversity metrics, proband age 
and questionnaire results
No significant correlation between al-
pha diversity metrics and age, IBMFRS, 

mGSRS or BSS were found. However, 
the mGSRS score correlated negatively 
with the IBMFRS (total and item 7-10, 
respectively) and the total IBMFRS 
(but not its items 7-10) correlated nega-
tively with age, (p>0.05), respectively. 
Pearson correlation coefficients listed 
in Supplementary Table S2.

Discussion
Overall, no significant difference of al-
pha or beta diversity of the gut micro-
biome were evident between IBM and 
control probands. This argues against 
marked gut microbiome changes as 
an early event in the pathobiology of 
IBM. Investigations into the gut mi-
crobiome of other IIM frequently re-
ported differences. Decreased alpha 
diversity has been reported in DM and 
IMNM (14-16) but not in mixed IIM 
groups (17, 18), where some subgroups 
even showed increased alpha diversity 
(18). In comparison to these studies, 
we chose an approach in the selection 
of our study population that favoured 
controlling for dietary and environ-
mental influences (26) by preferring 
cohabitant controls to matching by sex 
or clinical characteristics as most other 
IIM gut microbiome studies did (14, 
15, 18). Due to the predominance of 
males in IBM (27) and of heterosexual 
cohabitation, we thereby accepted a 
disparity of sexes between the groups. 
While various sex differences of the 
gut microbiome have been described, 
these ought to be relatively small in 

Fig. 2. A: Bar plots visualising the distribution of genera among both the control (Ctrl) and IBM group highlight observable distinctions in abundance with 
* indicating p<0.05.
B: Comparison of old control (Crtl_old) and IBM (IBM_old) groups using LEfSe (Linear Discriminant Analysis Effect Size) at genus level. Graphical  
representation of the outcomes with p<0.05 was generated using the LDA (Linear Discriminant Analysis) score.

Table III. Expected microbiome pathways where expression changed significantly between 
control and IBM group.

Pathway	 Hits	 p-value	 FDR

Porphyrin metabolism	 26	 2.24e-15	 3.36e-13
Histidine metabolism	 9	 1.94e-05	 0.00124
Citric acid cycle (TCA cycle)	 11	 2.49e-05	 0.00124
C5-Branched dibasic acid metabolism	 7	 7.07e-05	 0.00217
Valine, leucine and isoleucine biosynthesis	 6	 7.23e-05	 0.00217
O-Antigen nucleotide sugar biosynthesis	 12	 0.000491	 0.0123
Streptomycin biosynthesis	 5	 0.000785	 0.0168
Carbon fixation pathways in prokaryotes	 11	 0.00462	 0.0832
Oxidative phosphorylation	 12	 0.00499	 0.0832
Amino sugar and nucleotide sugar metabolism	 12	 0.0187	 0.281
Phenylalanine, tyrosine and tryptophan biosynthesis	 6	 0.0497	 0.677

Identified by one-way statistical analysis using DeSeq2, with a specified p-value cut-off of 0.05.
FDR: false discovery rate; TCA: tricarboxylic acid.
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the age group we included here, as sex 
hormone levels seem to have a crucial 
influence (28).
It should be further noted that half of 
our IBM probands received intravenous 
immunoglobulin (ivIG) treatments in a 
wide range of doses and intervals and a 
number of them also had immunosup-
pressive treatments, while most other 
IIM studies used samples from un-
treated patients. Drugs, including im-
munomodulating therapies, can change 
the gut microbiome (29, 30), but we 
failed to detect a difference in treated 
probands in general and the ivIG sub-
group in particular. This is in contrast 
with some studies in autoimmune dis-
eases (31), but in line with the absence 
of changes in CIDP after ivIG infusion 
(12). Our sub-analyses comparing pa-
tients and controls older than 72 years 
at the time of sampling showed more 
pronounced changes. One might have 
expected that differences in this sub-
group were rather smaller due to the 
fact that ageing itself is associated with 
changes in the gut microbiome includ-
ing reduced diversity (32, 33). Thus, our 
results might point to differences devel-
oping over the course of the disease. An 
obvious parameter of interest here was 
disease duration. Unfortunately, due 
to different diagnostic definitions used 
and frequently reported symptoms and 
signs (e.g. elevated CK, dysphagia, foot 
drop) prior to making the diagnosis, we 
were unable to reliably extract this from 
the patients’ reports used for this study.
However, one of the effects of IBM 
that typically increases over the dis-
ease’s course is a reduction in mobility. 
We considered reduced physical activi-
ty as a cause of prolonged colonic tran-
sit time leading to decreased diversity 
(34) and tried to address this by a sub-
analysis of the IBMFRS items 7-10, 
intending to capture generally reduced 
mobility rather than other impairments. 
However, we found no correlation be-
tween these items and the alpha diver-
sity. Altered passage time should also 
manifest with different stool consist-
ence (35), assessed here by the BSS, 
that did not show difference between 
both groups either. Likewise, while al-
tered nutrition due to dysphagia could 
influence the gut microbiome, correla-

tions of bacterial genera to IBMFRS 
sub-scores for item 1 (swallowing), 
items 2–4 (hand function) and items 
7–10 (s. above) were not significant 
(Supplementary Fig. S2).
Despite the lack of significant differ-
ences in the overall diversities, some 
of the differences of microbiota genera 
appear remarkable. In particular, Bac-
teroides show the largest increase in 
abundance and are identified as a bio-
marker in IBM, prominent in the older 
population. Bacteroides is one of the 
most abundant bacterial genera in hu-
man gut microbiota, important for the 
metabolism of dietary and host glycans 
(36). Lack of sphingolipids produced 
by Bacteroides species plays a role in 
inflammatory bowel disease (37). Bac-
teroides was found in lower abundance 
in IMNM (14), higher abundance in the 
mixed IIM group of Luo et al. (17) and 
not among the genes differing mark-
edly in the DM groups (15, 16). Li et 
al. found Bacteroides overall increased 
but noted different regulations of spe-
cies comparing patients with rapid pro-
gressive to those with chronic intersti-
tial lung disease (18). Eggerthella have 
not been mentioned in the IIM studies 
discussed above (14-18). However, 
Eggerthella have been found enriched 
in the gut microbiome of patients with 
multiple sclerosis, systemic lupus ery-
thematosus and rheumatoid arthritis, re-
spectively, and some strains have been 
shown to activate Th17 cells (38).
It needs to be stressed that we performed 
an exploratory 16S rRNA analysis of 
V3 and V4 hypervariable regions in a 
relatively small sample size. To deter-
mine whether any of these character-
istics or any of the pathways affected 
theoretically by the microbiome chang-
es we found might play roles in IBM, 
these findings need to be confirmed in 
more in-depth analysis, preferably in 
an independent sample. In particular 
the hypothetical metabolic effects of 
the changes described here (Table III), 
of which only the changes in oxidative 
phosphorylation have so far been linked 
directly to IBM (2), need to be correlat-
ed to metabolic measurement in further 
biological samples. 
Our study contributes to a slowly 
emerging picture of the gut microbiome 

in IIM. Undoubtedly, this is a complex 
matter, and we are a long way from 
establishing cause-effect relations. If 
the pattern of study results known so 
far holds true, gut microbiome changes 
in IIM may be as diverse as, e.g. these 
diseases’ histopathological pattern.

Acknowledgments
The authors thank the participants, the 
colleagues providing us with data for 
screening and helping with recruit-
ment. Thanks to DGM Diagnoseg-
ruppe Myositis for their support and 
encouragement. CK, JR and MW are 
members of the European Reference 
Network for Rare Neuromuscular Dis-
eases ERN EURO-NMD.

References 
  1.	ROSE MR, ENMC IBM WORKING GROUP: 

188th ENMC international workshop: inclu-
sion body myositis, 2-4 December 2011, 
Naarden, the Netherlands. Neuromuscul Dis-
ord 2013; 23(12): 1044-55. 

	 https://doi.org/10.1016/j.nmd.2013.08.007
  2.	HEDBERG-OLDFORS C, LINDGREN U, BASU 

S et al.: Mitochondrial DNA variants in 
inclusion body myositis characterized by 
deep sequencing. Brain Pathol 2021; 31(3): 
e12931. https://doi.org/10.1111/bpa.12931

  3.	LILLEKER JB, NADDAF E, SARIS CGJ et al.: 
272nd ENMC international workshop: 10 
years of progress - revision of the ENMC 
2013 diagnostic criteria for inclusion body 
myositis and clinical trial readiness. 16-18 
June 2023, Hoofddorp, The Netherlands. 
Neuromuscul Disord 2024; 37: 36-51. 

	 https://doi.org/10.1016/j.nmd.2024.03.001
  4.	LUNDBERG IE, TJÄRNLUND A, BOTTAI M et 

al.: 2017 European League Against Rheu-
matism/American College of Rheumatology 
classification criteria for adult and juvenile 
idiopathic inflammatory myopathies and 
their major subgroups. Ann Rheum Dis 2017; 
76(12): 1955-64. https://

	 doi.org/10.1136/annrheumdis-2017-211468
  5.	DANON MJ, REYES MG, PERURENA OH, 

MASDEU JC, MANALIGOD JR: Inclusion 
body myositis. A corticosteroid-resistant idi-
opathic inflammatory myopathy. Arch Neu-
rol 1982; 39(12): 760-64.

	 https://doi.org/10.1001/archneur.1982.00510 
240022006

  6.	BENVENISTE O, STENZEL W, HILTON-JONES 
D, SANDRI M, BOYER O, VAN ENGELEN BG: 
Amyloid deposits and inflammatory infil-
trates in sporadic inclusion body myositis: 
the inflammatory egg comes before the de-
generative chicken. Acta Neuropathol 2015; 
129(5): 611-24. 

	 https://doi.org/10.1007/s00401-015-1384-5
  7.	KNAUSS S, PREUSSE C, ALLENBACH Y et al.: 

PD1 pathway in immune-mediated myopa-
thies: Pathogenesis of dysfunctional T cells 
revisited. Neurol Neuroimmunol Neuroin-
flamm 2019; 6(3): e558. https://



193Clinical and Experimental Rheumatology 2026

MicroIBioM / M. Winkler et al.

	 doi.org/10.1212/nxi.0000000000000558
  8.	GREENBERG SA: Pathogenesis of inclusion 

body myositis. Curr Opin Rheumatol 2020; 
32(6): 542-47. https://

	 doi.org/10.1097/bor.0000000000000752
  9.	TAKIISHI T, FENERO CIM, CÂMARA NOS:   

Intestinal barrier and gut microbiota: shaping 
our immune responses throughout life. Tis-
sue Barriers 2017; 5(4): e1373208. https://

	 doi.org/10.1080/21688370.2017.1373208
10.	CHEN J, WRIGHT K, DAVIS JM et al.: An ex-

pansion of rare lineage intestinal microbes 
characterizes rheumatoid arthritis. Genome 
Med 2016; 8(1): 43. 

	 https://doi.org/10.1186/s13073-016-0299-7
11.	MORIS G, ARBOLEYA S, MANCABELLI L et 

al.: Fecal microbiota profile in a group of my-
asthenia gravis patients. Sci Rep 2018; 8(1): 
14384. 

	 https://doi.org/10.1038/s41598-018-32700-y
12.	SVAČINA MKR, SPRENGER-SVAČINA A, 

TSAKMAKLIS A et al.: The gut microbiome in 
intravenous immunoglobulin-treated chronic 
inflammatory demyelinating polyneuropathy. 
Eur J Neurol 2023; 30(11): 3551-56.

	 https://doi.org/10.1111/ene.15679
13.	ROMANO S, SAVVA GM, BEDARF JR, 

CHARLES IG, HILDEBRAND F, NARBAD A: 
Meta-analysis of the Parkinson’s disease gut 
microbiome suggests alterations linked to 
intestinal inflammation. NPJ Parkinsons Dis 
2021; 7(1): 27. 

	 https://doi.org/10.1038/s41531-021-00156-z
14.	LIANG X, LI Y, CHENG L et al.: Gut micro-

biota dysbiosis characterized by abnormal el-
evation of Lactobacillus in patients with im-
mune-mediated necrotizing myopathy. Front 
Cell Infect Microbiol 2023; 13: 1243512. 

	 https://doi.org/10.3389/fcimb.2023.1243512
15.	BAE SS, DONG TS, WANG J et al.: Altered gut 

microbiome in patients with dermatomyosi-
tis. ACR Open Rheumatol 2022; 4(8): 658-
70. https://doi.org/10.1002/acr2.11436

16.	ZHUFENG Y, XU J, MIAO M et al.: Modifi-
cation of intestinal microbiota dysbiosis by 
low-dose interleukin-2 in dermatomyosi-
tis: a post hoc analysis from a clinical trial 
study. Front Cell Infect Microbiol 2022; 12: 
757099. 

	 https://doi.org/10.3389/fcimb.2022.757099
17.	LUO YB, LIU Y, LI Q et al.: Integrating 16S 

RRNA gene sequencing and metabolomics to 
evaluate the association between gut micro-
biota and serum metabolites in patients with 

myositis. J Appl Microbiol 2022; 133(4): 
2547-59. https://doi.org/10.1111/jam.15724

18.	LI Y, XU J, HONG Y et al.: Metagenome-wide 
association study of gut microbiome fea-
tures for myositis. Clin Immunol 2023; 255:1 
09738. 

	 https://doi.org/10.1016/j.clim.2023.109738
19.	ROUTY B, LE CHATELIER E, DEROSA L et 

al.: Gut microbiome influences efficacy of      
PD-1-based immunotherapy against epithe-
lial tumors. Science 2018; 359(6371): 91-97. 

	 https://doi.org/10.1126/science.aan3706
20.	JACKSON CE, BAROHN RJ, GRONSETH G et 

al.: Inclusion body myositis functional rating 
scale: a reliable and valid measure of disease 
severity. Muscle Nerve 2008; 37(4): 473-76. 
https://doi.org/10.1002/mus.20958

21.	SVEDLUND J, SJODIN I, DOTEVALL G: 
GSRS–a clinical rating scale for gastroin-
testinal symptoms in patients with irritable 
bowel syndrome and peptic ulcer disease. 
Dig Dis Sci 1988; 33(2): 129-34. 

	 https://doi.org/10.1007/bf01535722
22.	LEWIS, SJ, HEATON, KW: Stool form scale 

as a useful guide to intestinal transit time. 
Scand J Gastroenterol 1997; 32(9): 920-24. 

	 https://doi.org/10.3109/00365529709011203
23.	BOLYEN E, RIDEOUT JR, DILLON MR et 

al.: Reproducible, interactive, scalable and 
extensible microbiome data science using 
QIIME 2. Nat Biotechnol 2019; 37(8): 852-
57. 

	 https://doi.org/10.1038/s41587-019-0209-9
24.	DHARIWAL A, CHONG J, HABIB S, KING IL, 

AGELLON LB, XIA J: MicrobiomeAnalyst: a 
web-based tool for comprehensive statistical, 
visual and meta-analysis of microbiome data. 
Nucleic Acids Res 2017; 45(W1): W180-88. 

	 https://doi.org/10.1093/nar/gkx295
25.	CHONG J, LIU P, ZHOU G, XIA J: Using Micro-

biomeAnalyst for comprehensive statistical, 
functional, and meta-analysis of microbiome 
data. Nat Protoc 2020; 15(3): 799-821. 

	 https://doi.org/10.1038/s41596-019-0264-1
26.	VALDES AM, WALTER J, SEGAL E, SPECTOR 

TD: Role of the gut microbiota in nutrition 
and health. BMJ 2018; 361: k2179. 

	 https://doi.org/10.1136/bmj.k2179
27.	MOLBERG Ø, DOBLOUG C: Epidemiology of 

sporadic inclusion body myositis. Curr Opin 
Rheumatol 2016; 28(6): 657-60. https://

	 doi.org/10.1097/bor.0000000000000327
28.	KIM YS, UNNO T, KIM BY, PARK MS:              

Sex differences in gut microbiota. World J 

Mens Health 2020; 38(1): 48-60. 
	 https://doi.org/10.5534/wjmh.190009
29.	WEERSMA RK, ZHERNAKOVA A, FU J:          

Interaction between drugs and the gut micro-
biome. Gut 2020; 69(8): 1510-19. 

	 https://doi.org/10.1136/gutjnl-2019-320204
30.	GIBSON CM, CHILDS-KEAN LM, NAZIRUD-

DIN Z, HOWELL CK: The alteration of the gut 
microbiome by immunosuppressive agents 
used in solid organ transplantation. Transpl 
Infect Dis 2021; 23(1): e13397. 

	 https://doi.org/10.1111/tid.13397
31.	DE LUCA F, SHOENFELD Y: The microbiome 

in autoimmune diseases. Clin Exp Immunol 
2019; 195(1): 74-85. 

	 https://doi.org/10.1111/cei.13158
32.	SALAZAR N, GONZÁLEZ S, NOGACKA AM et 

al.: Microbiome: effects of ageing and diet. 
Curr Issues Mol Biol 2020; 36: 33-62. 

	 https://doi.org/10.21775/cimb.036.033.33
33.	BOSCO N, NOTI M: The aging gut microbi-

ome and its impact on host immunity. Genes 
Immun 2021; 22(5-6): 289-303. 

	 https://doi.org/10.1038/s41435-021-00126-8
34.	TOTTEY W, FERIA-GERVASIO D, GACI N et 

al.: Colonic transit time is a driven force of 
the gut microbiota composition and metabo-
lism: in vitro evidence. J Neurogastroenterol 
Motil 2017; 23(1): 124-34. 

	 https://doi.org/10.5056/jnm16042
35.	VANDEPUTTE D, FALONY G, VIEIRA-SILVA 

S, TITO RY, JOOSSENS M, RAES J: Stool 
consistency is strongly associated with gut 
microbiota richness and composition, ente-
rotypes and bacterial growth rates. Gut 2016; 
65(1): 57-62. 

	 https://doi.org/10.1136/gutjnl-2015-309618
36.	CHARBONNEAU MR, O’DONNELL D, BLAN-

TON LV et al.: Sialylated milk oligosaccha-
rides promote microbiota dependent growth 
in models of infant undernutrition. Cell 
2016; 164(5): 859-71. 

	 https://doi.org/10.1016/j.cell.2016.01.024
37.	BROWN EM, KE X, HITCHCOCK D et al.:  

Bacteroides-derived sphingolipids are criti-
cal for maintaining intestinal homeostasis 
and symbiosis. Cell Host Microbe 2019; 25: 
668-680.e7. 

	 https://doi.org/10.1016/j.chom.2019.04.002
38.	CHANG S-H, CHOI Y: Gut dysbiosis in au-

toimmune diseases: Association with mor-
tality. Front Cell Infect Microbiol 2023; 
13:1157918. 

	 https://doi.org/10.3389/fcimb.2023.1157918


