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Supplementary Figure S1. Differential of gut microbiota between CAD patients and controls at class (A), 
order (B), family (C), and species (D) level. The abundance of microbe was log-transformed. 
The significant level of each microbe was calculated by using Student’s t-test. (E) The top 10 differential 
genera between CAD and control group by means of Mean Decrease Gini.


