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Supplementary Figure S1 Pro-inflammatory cytokine concentrations in fecal slurries at time point zero

of host-microbe coincubations. (a) IL-8 concentration. (b) IL-1p concentration. (¢) TNF concentration

(n=2).
a Healthy donor SpA donor b .

254 0.4

®

204 O]
x 0.2
-u-é . o § Donor
c 154 o O] H
2 o ®
o
E ® N ®
7 04
g 104 'é @~
2 o P2
g
E @

51 0.2 @®

01 ®

H1 H2 H3 Pl P2 ) 050 0.25 0.00
Donor Axis.1 [30.9%]

Supplementary Figure S2 Diversity measures in 16S rRNA gene sequencing samples of fecal slurries
at time point zero of host-microbe coincubations. (a) Alpha diversity based on the inverse Simpson

index. (b) Beta diversity displayed in a PCoA plot using Bray-Curtis distances (n=1).
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Genus
. Bifidobacterium
Clostridium_sensu_stricto_1
Enterobacter
Enterococcus
Escherichia/Shigella
Hafnia-Obesumbacterium
| Kebsiella
Lactobacillus

‘ Lactococcus
Other
Streptococcus

Relative abundance

P2 _16h 54

P1_16h 4
P1_16h_5-
P1_16h_6+
P2 16h 14
P2 16h 2
P2 16h 34
P2_16h_4+
P2 16h_6

P1_16h_1-

H3_16h_3+
H3_18h_6+
P1_16h_24
P1_16h_3

Supplementary Figure S3 Relative abundance of the community composition at genus level in apical
samples after 16 h host-microbe coincubation, the 10 most abundant genera per donor are displayed. For
H3, 2 replicates are available, for P1 and P2, 6 replicates are available. No data is available for H1, H2

and P3 after 16 hours due to the low amount of DNA in these samples.
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Supplementary Figure S4 Intact flow cytometric cell counts after 16 h host-microbe coincubation

(n=6).



