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Supplementary Figure 1. Bacterial species compositions of microbiota 

communities at the phylum level. 

 

Phyla are plotted according to their relative abundance within each microbiota 

community, as determined by the number of reads assigned to each phylum. Bars 

represent the relative abundances of phyla in individual groups. 



Supplementary Figure 2. Non-metric multidimensional scaling of OTUs. 

 

Overall, OTUs showed ≥ 97% identity atthe species level scored using Bray–Curtis 

similarity analysis. Samples clustered according to CIA-susceptibility and collagen 

induction. Analysis of similarity (ANOSIM) showed that microbiota composition 

differed significantly among groups classified according to CIA-susceptibility and 

collagen induction. 

 

 

 



Supplementary Table 1.Analysis of differentially abundant taxa prior to 

arthritis onset.a 

 

aSymbols indicate significantly different abundances. Abundances with matching 

symbols were not significantly different from each other. Pre-,prior to arthritis onset; 

CIA, mice with collagen-induced arthritis; CIAN, mice without arthritis after 

collagen induction. 

 

Supplementary Table 2.Analysis of differentially abundant taxa after arthritis 

onset.a 

 

aSymbols indicate significantly different abundances (*p<0.05;**p<0.01). 

Abundances with matching symbols were not significantly different from each other. 



CIA, mice with collagen-induced arthritis; CIAN, mice without arthritis after 

collagen induction; NC, untreated control. 


