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Supplementary figures 

Figure S1. Box plots depict bacterial diversity differences according to the ACE (a), Chao 1 (b), and 

Simpson index (c) between the N and T groups. N, clinical normal samples; T, oral cancer samples. 

 

 

 

 

 

 

 

 



Figure S2. Classification tree of the detected species across the samples, the colored bars represent the relative abundance of the taxa. N, clinical normal samples; T, oral cancer sample. 



Figure S3. LDA scores showed the significant bacterial differences within the groups at species level. 

N, clinical normal samples; T, oral cancer samples. 



Figure S4. Network inference for the complex bacterial relationships within the N (a) and T (b) groups. Each node represented an OTU, and each edge represented a significant pairwise association 

(red positive, green negative) between them. The square boxes indicate the shared dense clusters in both groups, while the circle contains the highly connected bacterial cluster that formed by 

OTUs belonged to Fusobacterium, which is unique to the T group. N, clinical normal samples; T, oral cancer samples. 



Figure S5. Co-occurrence and co-exclusion analysis of the bacterial species.  

The analysis was calculated by Pearson correlations among the top 30 abundant bacterial species, 

and the groups were shown on the left and right, respectively. Correlation values ranged from  

-1.00 (green) to 1.00 (red). 

 

 


