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Supplemental materials  

Supplemental Table 1 Characteristics of the study subjects  
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Supplemental Figure 1 
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Supplemental Figure 1 Relative abundances of the 35 most abundant genera in 
microbiota of mitral valves (A), gut (B), subgingival plaques (C), and saliva (D) of 
patients with rheumatic heart disease. 

 

 

 

 

Supplemental Figure 2 
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Supplemental Figure 2 Determination of module-based topological roles 
(peripherals, connectors, module hubs, or network hubs) of microbiota in mitral 
valves of patients with rheumatic heart disease using ZP-plot at genus level. The size 
of dots represents abundance of each genus. 

 

Supplemental Figure 3 

 

Supplemental Figure 3 Random forest algorithm-aided identification of genus 
classifiers and feature importance in gut and oral microbiota of patients with 
rheumatic heart disease (RHD) vs control subjects (Ctrl). Relative abundance and 
corresponding importance of the 15 most important genus classifiers in gut microbiota 



 5 

(A), subgingival plaque microbiota (B), and salivary microbiota (C) are shown. SP 
indicates subgingival plaque. 

 


