L

Re-Screening

Total: 9

IBM: 5

Ctrl. 4

() ()
¥

Lost to follow up Negative
Total: 4 none
IBM: 2
Ctrl.: 2

* according to ENMC 2011 criteria
for clinically defined or clinico-
pathologically defined IBM

Supplementary Fig. S1.

Contact:
Total: 70 persons

No consent
(-) Total: 4

1% screening
Total: 66
IBM: 37
Ctrl.: 29
o —
\
Positive Negative
Total: 51 Total: 6
IBM: 29 IBM: 3
Ctrl.: 22 Ctrl.: 3
_| NosiBM*
(-) "l 1IBM: 7
Positive No stool sample archived
Total: 5 Total: 6
————b>
IBM 3 () IBM: 3
Ctrl: 2 Ctrl.: 3

Stool DNA quality failed

| +) 1 Total: 2
(-) IBM: 1
‘ crl: 1
v v
Analyses performed

Total: 41 (16 couples)

IBM: 21 (5 solo)
Ctrl.: 20 (4 solo)

Supplementary Table S1. First six significant KEGG orthologues (KO) after single factor

analysis with DeSeq?2.

KO log2FC IfcSE p-values FDR
K00620 -22.116 0.50349 1,12E-01 0.00079132
K00145 -21.548 0.49094 1,14E-01 0.00079132
K00852 -22.234 0.50693 1,15E-01 0.00079132
K00930 -22.545 0.51428 1,17E-01 0.00079132
K01693 -21.356 0.48728 1,17E-01 0.00079132
K03637 -22.212 0.50738 1,20E-02 0.00079132

FDR: false discovery rate; KEGG: Kyoto Encyclopedia of Genes and Genomes; 1fcSE: standard error

of log2 fold change; log2FC: log2 fold change.
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DTU098 Fusicatenibacter Fusicatenibacter

Fusicatenibacter Lachnospiraceae UCG 001 Blautia

Erysipelatoclostridium Blautia NK4A214 group

Blautia NK4A214 group Lachnospira

Parasutterella UcG 005 Lachnospiraceae UCG 010

Alistipes Lachnospira UceG 005

Lachnospira Anaerostipes Defluviitaleaceae UCG 011

Eubacterium eligens group High Lachnespiraceae UCG 010 Anaerostipes High

High
Eubacterium ventriosum group Defluviitaleaceae UCG 011 I Erysipelatoclostridium
Colidextribacter Monoglobus Alistipes
Akktermansia GCA 900066575 Lachnospiraceae UCG 004
Family XIll AD3011 group Eubacterium ventriosum group GCA 900066575
Intestinibacter Erysipelatoclostridium Monoglobus
Dialister Alistipes Sutterella
Muribaculaceae Slackia Eubacterium ventriosum group
Lachnospiraceae FCS020 group Ruminococcus gauvreauii group Ruminecoccus gauvreauii group
Veilonella I Sutterella I Slackia P
Eubacterium coprostancligenes group Low Methanobrevibacter Low CAG 352 | Low
Senegalimassilia Agathobacter Methancbrevibacter
Agathobacter CAG 352 Agathobacter
Butyricimonas Anaerotruncus Anaerotruncus
Odoribacter DTUO14 DTUG4
Haemophilus Streptococcus. Ruminococeus gnavus group
Streptococcus Ruminococcus gnavus group Streptococcus
Escherichia Shigella Escherichia Shigella Escherichia Shigella
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Supplementary Fig. S2. Top 25 genera correlated with IBMFRS sub-scores for item 1 (A: swallowing), items 2-4 (B: hand function) and items 7-10 (C:
mobility) as determined by Spearman correlation. Note that no correlations were statistically significant following false discovery rate correction.

Supplementary Table S2: Pearson correlation coefficients.

BSS mGSRS  Age (years) IBMFRS IBMFRS Faith’s PD Shannon’s Observed Pielou
(7-10) entrophy  features evenness
BSS 1 -0.089 0.188 0.081 0.229 0.222 0.198 0.309* 0.091
mGSRS -0.089 1 0.225 -0.367* -0.311% 0.029 -0.033 0.047 -0.071
Age (years) 0.188 0.225 1 -0.312% -0.219 0.253 0.069 0.266 -0.035
IBMFRS 0.081 -0.367* -0.312% 1 0.855%* -0.016 0.037 0.071 0.006
IBMFRS (7-10) 0.229 -0.311%* -0.219 0.855%* 1 -0.063 0.069 0.068 0.051
Faith’s PD 0.222 0.029 0.253 -0.016 -0.063 1 0.633%* 0.903%* 0.338*
Shannon’s entrophy 0.198 -0.033 0.069 0.037 0.069 0.633%* 1 0.775%%* 0.924%%*
Observed features 0.309* 0.047 0.226 0.071 0.068 0.903%** 0.775%%* 1 0.477%%*
Pielou evenness 0.091 -0.071 -0.035 0.006 0.051 0.338* 0.924%* 0.477%* 1

Age: in years; BSS: Bristol Stool Scale; IBMFRS: Inclusion Body Myositis Functional Rating Scale; IBMFRS (7-10): items 7-10 of IBMFRS; mGSRS:
modified Gastrointestinal Symptom Rating Scale; PD: phylogenetic diversity.
*Correlation is significant with p<0.05 (2-tailed); **Correlation is significant with p<0.01 (2-tailed).
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