Fig. S2. Analysis of the differentially abundant fraction expressed as numbers of reads of 16S rRNA
gene for individual dogs and the taxonomic breakdown of the dominant ASVs across all samples.
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Prevalence collapse settings: “Others” except 21% RA in at least 3 samples.
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Prevalence collapse settings: “Others” except 21% RA in at least 3 samples.
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Prevalence collapse settings: “Others” except 21% RA in at least 3 samples.
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Prevalence collapse settings: “Others” except 21% RA in at least 3 samples.
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Prevalence collapse settings: “Others” except 21% RA in at least 3 samples.
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Prevalence collapse settings: “Others” except 21% RA in at least 3 samples.
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Bacteria > Firmicutes > Bacilli > Erysipelotrichales > Erysipelatoclostridiaceae > Catenibacterium > Catenibacterium mitsuokai - @ o ° ° ® o T °
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Bacteria > Firmicutes > Clostridia > Lachnospirales > Lachnospiraceae > [Ruminococcus] gnavus group > (unclassified)- ¢ o @ @ ® @ ‘ @ ® o e e o ® e o O @ @ o o o o - e @ ® o - ° ‘ e - e @ ‘ . @ °© @® o o O ' 1 (€] Phylum
Bacteria > Firmicutes > Clostridia > Lachnospirales > Lachnospiraceae > [Ruminococcus] torques group > (unclassified)= © " " T T e ®© @ @ o o o T T D T T T . T T T T “ ° 0 o T . T T e o @ . © Actinobacteriota
Bacteria > Firmicutes > Clostridia > Lachnospirales > Lachnospiraceae > Blautia > (unclassified)- ® e - @ e o @ ‘ e @ o 6 e - c ® o o o0 o @ - o o @ @ o - ° @ 0 o 6 o o - °c o T T @ © Bacteroidota
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Bacteria > Firmicutes > Clostridia > Oscillospirales > Butyricicoccaceae > Butyricicoccus > (unclassified)= ° T T T T e T T T T e © o o o - 7 1 ° 7 7 e © . 7 ° @ o © © T ° T e NA
Bacteria > Firmicutes > Clostridia > Oscillospirales > Ruminococcaceae > Faecalibacterium > Faecalibacterium cf./prausnitzii- + @ ° (€] (6] ° ° o © @ O @ o ° 7 @ - (€] . . .
Bacteria > Firmicutes > Clostridia > Oscillospirales > Ruminococcaceae > Negativibacillus > (unclassified) - @ ® ©) 7 e @ ° . (€] ° e
Bacteria > Firmicutes > Clostridia > Peptostreptococcales-Tissierellales > Peptostreptococcaceae > Clostridioides > Clostridioides difficile = T ©) T . . ] . ° e @ o . @
Bacteria > Firmicutes > Clostridia > Peptostreptococcales-Tissierellales > Peptostreptococcaceae > Paeniclostridium > Paeniclostridium ghonii/sordellii- *+ @ T ° 7 T T T ° e o @®© - . . o ° . ° 4] ° ° . o
Bacteria > Firmicutes > Clostridia > Peptostreptococcales-Tissierellales > Peptostreptococcaceae > Peptoclostridium > (unclassified)- ® o - T © ® ° ® ° © @ o o o o o @B o @ © o o o o @ o o - 7 @ o ° ‘ o 7 7 e o .
Bacteria > Firmicutes > Clostridia > Peptostreptococcales-Tissierellales > Peptostreptococcaceae > Romboutsia > (unclassified) = T 7 T T v — 1 — °o - T =0 L ® - s ° o c 0 o o . 7 c @ o .
Bacteria > Firmicutes > Clostridia > Peptostreptococcales-Tissierellales > Peptostreptococcaceae > Romboutsia > Romboutsia hominis = - ° T T T T o T - . T 7 1 T o ‘ ° ° ° . 1 - @ - ° T ° 1 °
Bacteria > Firmicutes > Clostridia > Peptostreptococcales-Tissierellales > Peptostreptococcaceae > Romboutsia > Romboutsia sedimentorum=  © T ° - @ - ° T ° @ ° ° ° ° @ o @ o e @ O - ° ° . o o - ° . . . °
Bacteria > Firmicutes > Clostridia > Peptostreptococcales-Tissierellales > Peptostreptococcaceae > Terrisporobacter > Terrisporobacter mayombei = ° T T @ T 1 T T [ @ T e 1 T e @ . ° . ° ° . °
Bacteria > Firmicutes > Negativicutes > Acidaminococcales > Acidaminococcaceae > Phascolarctobacterium > (unclassified) = T - 6 @ ¥ < T @ o e . o
Bacteria > Firmicutes > Negativicutes > Acidaminococcales > Acidaminococcaceae > Phascolarctobacterium > Phascolarctobacterium succinatutens = T T @ @ e T T )
Bacteria > Firmicutes > Negativicutes > Veillonellales-Selenomonadales > Selenomonadaceae > Megamonas > (unclassified)- * @ T T T R T o e 0 o @ 6 - 7 . 0 .
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Bacteria > Fusobacteriota > Fusobacteriia > Fusobacteriales > Fusobacteriaceae > Fusobacterium > Fusobacterium perfoetens = - N O) T o T e 6 6 ® - ° ® e O (©) [
Bacteria > Proteobacteria > Gammaproteobacteria > Burkholderiales > Sutterellaceae > Sutterella > Sutterella massiliensis/stercoricanis/wadsworthensis = T o o o @ - o 06 06 @ - o O o @ @ o o @ o O - @ o 0 ° O @ @ ® o o
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Bacteria > Proteobacteria > Gammaproteobacteria > Enterobacterales > Enterobacteriaceae > Citrobacter > (unclassified)- @ @ T ® - T T T 7 ®
Bacteria > Proteobacteria > Gammaproteobacteria > Enterobacterales > Enterobacteriaceae > Escherichia-Shigella > (unclassified)- @ @ @ @ e @ ® . ® o o @ . @ @ - @ Q) ° ° o ® @® @ @ o @
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Prevalence collapse settings: “Others” except 21% RA in at least 3 samples.
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Control Diseased Remission
Bacteria > Actinobacteriota > Coriobacteriia > Coriobacteriales > Coriobacteriaceae > Collinsella > Collinsella intestinalis/stercoris > ASV_k7p_f2s- o o ® @8 o o @ @ @ °© ® o @ o @ @ o o o @ @ o ®@ @ o N < I G °o @ 6 °o T o - ®
Bacteria > Bacteroidota > Bacteroidia > Bacteroidales > Bacteroidaceae > Bacteroides > (unclassified) > ASV_4kh_iap- - @ e - O @ - @ o e - 0O @ 0 @ ®@ @ o o
Bacteria > Bacteroidota > Bacteroidia > Bacteroidales > Bacteroidaceae > Bacteroides > (unclassified) > ASV_i6s_5t4 - @ T o - @ @ - @@ - © ® o @ @ @ T o
Bacteria > Bacteroidota > Bacteroidia > Bacteroidales > Bacteroidaceae > Bacteroides > (unclassified) > ASV_si7_nlc - ° T Q e ° o @
Bacteria > Bacteroidota > Bacteroidia > Bacteroidales > Bacteroidaceae > Bacteroides > (unclassified) > ASV_ti6_sko = o - e o =+ o e © 6
Bacteria > Bacteroidota > Bacteroidia > Bacteroidales > Bacteroidaceae > Bacteroides > Bacteroides coprocola >ASV_grv_h2t - @ T ° @ @ o ] ° i o @ o . .
Bacteria > Bacteroidota > Bacteroidia > Bacteroidales > Bacteroidaceae > Bacteroides > Bacteroides dorei/fragilis > ASV_lfw_zn3 - @ T T T @ - - ® - @ ° - @ - e
Bacteria > Bacteroidota > Bacteroidia > Bacteroidales > Bacteroidaceae > Bacteroides > Bacteroides dorei/stercoris > ASV_atk_3cp - ° T T 1 e - ° 1 ° T (€] (€] @ @ - © @ o
Bacteria > Bacteroidota > Bacteroidia > Bacteroidales > Bacteroidaceae > Bacteroides > Bacteroides massiliensis > ASV_dh8_gvx - @ @ @ o o
Bacteria > Bacteroidota > Bacteroidia > Bacteroidales > Bacteroidaceae > Bacteroides > Bacteroides plebeius > ASV_d7y_tjO0 - T e © T o o e ° 7
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Prevalence collapse settings: “Others” except 21% RA in at least 3 samples.



