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Figure S1. Comparison of alpha diversity in RA patients and healthy controls. (A, B) Shannon
index comparisons were performed for ER and CT using Wilcoxon rank sum tests. Comparison
among CT, PC, and ST were performed using Kruskal Wallis tests. (C, D) Comparison of the
number of Observed OTUs in ER and CT groups using Wilcoxon rank-sum tests. Comparisons
among CT, PC, and ST groups were performed using Kruskal Wallis tests.



P_Bacteroidetes;g_Prevotella P_Actinobacteria;g_Bifidobacterium

P=0.9094 P=0.1545
=0. 1

w
o
1
=}
1

Relative Abundance(%)
(o]
Relative Abundance(%)
*: 9
|
|

N
(=]
1

?

N
1

I

o

CT ER CT ER

Figure S2. The relative abundance of specific taxa. (A) Relative abundance of the Prevotella genus.
(B) Relative abundance of the Bifidobacterium genus. Comparisons were performed using
Wilcoxon rank-sum tests.
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Figure S3. Microbial composition of the top 30 OTUs in CT and ER groups.
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Figure S4. Microbial composition of the top 30 OTUs in CT, PC, and ST groups.



