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Fig S1. Characteristics of “Responder” and “Non-Responder” FMT recipients.
After treatment, 52/68 FMT recipients experienced a reduction of their clinical signs
according to their owners (“Responders”), while 16/68 participants experienced no
noticeable change or a worsening of their condition (“Non-Responders”). Below is a
breakdown of the percentage of Responder vs. Non-Responders according to their clinical
signs, IBD diagnosis, antibiotic use, diet, and sex. Note how the antibiotic usage of one
FMT recipient is unknown.
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Fig S2. Fecal microbiomes of recipient animals do not cluster by timepoint
(preFMT vs. postFMT). PCoA ordinations of samples from FMT recipients (N=68)

based on Bray-Curtis (top) or Weighted Unifrac distances (bottom). Closeness of points

indicates microbiome similarity and points are color-coded by their timepoint (preFMT
vs. postFMT). Plots on the right have lines connecting samples that came from the
same individual. Statistics of the accompanying PERMANOVA models are in the main

manuscript text.

o
N

PC2 (7.84%)
o
o

Bray-Curtis distance PCoA

® o
)
‘@ o e
@ 2 o o
@
0® o © d:’(: °
© o o0 oo
K ® o O‘c‘ 60 %4
o o
oo. . o O ©o o Oo
80 o - - g8
o) (0]
€ X e 0% 0® ~é°
Q).OO .0 ° o° .%o
) 0 0°
°
°
0.4 0.2 0.0 0.2

PC1 (19.47%)
Weighted Unifrac distance PCoA

[ON6]
& © o
(0]

02 o o o° 8
— Q@ @ 0]
< °© ,° o
§ Oﬁ °© © 0® © @9

@
= R 68 e® °° oF°
S 00]°0q © ° 3 o ©°%
a R o ©o o °
° ® o o o8
4 '.oo e ° o
o ©9, o‘b ®
(@] 8 do
-0.2 o ° ~9
0.4 0.2 0.0 0.2

® preFMT
© postFMT

@ preFMT
© postFMT

PC2 (7.84%)

PC2 (15.68%)

©
o

o
N
h

©
o

0.4

02 0.0
PC1 (19.47%)

0.2

o
)

0.0

0.2 .
PC1 (43.54%)




Fig S3. Posthoc testing of bacterial genera that were found to significantly
correlate with host predictors according to a linear model. A-D) Posthoc testing of
bacterial relative abundances ~ clinical symptoms, E-G) Posthoc testing of bacterial
relative abundances ~ IBD diagnosis, and H-1) Posthoc testing of bacterial relative
abundances ~ Diet category. Tukey contrasts were used.
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B) GLM A Relative Abundance of Collinsella ~ Clinical symptoms
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C) GLM A Relative Abundance of Negativibacillus ~ Clinical symptoms
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D) GLM A Relative Abundance of Desulfovibrio ~ Clinical symptoms
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H) GLM A Relative Abundance of Lachnoclostridium ~ Diet
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1) GLM A Relative Abundance of Veillonella ~ Diet
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