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Supplementary figure 4A: Sankey Network diagram showing the identified microbes in the samples of the gut microbiome of patients from the study and their

connection with the significant microbial metabolic pathways after MPEA analysis and the reactions involved.
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Supplementary figure 4B: Sankey Network diagram showing the identified microbes in the samples of the gut microbiome of patients from the study and their

connection with the significant metabolic pathways from microbial and hos co-metabolism after MPEA analysis and the reactions involved.
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Supplementary figure 4C: Sankey Network diagram showing the identified microbes in the samples of the gut microbiome of patients from the study and their

connection with the significant metabolic pathways from microbial and hos co-metabolism after MPEA analysis and the reactions involved.
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Supplementary figure 4D: Sankey Network diagram showing the identified microbes in the samples of the gut microbiome of patients from the study and their

connection with the significant metabolic pathways from microbial and hos co-metabolism after MPEA analysis and the reactions involved.
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Supplementary figure 4E: Sankey Network diagram showing the identified microbes in the samples of the gut microbiome of patients from the study and their

connection with the significant metabolic pathways from microbial and hos co-metabolism after MPEA analysis and the reactions involved.
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Supplementary figure 4F: Sankey Network diagram showing the identified microbes in the samples of the gut microbiome of patients from the study and their

connection with the significant metabolic pathways from microbial and hos co-metabolism after MPEA analysis and the reactions involved.
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Supplementary figure 4G: Sankey Network diagram showing the identified microbes in the samples of the gut microbiome of patients from the study and their

connection with the significant metabolic pathways from microbial and hos co-metabolism after MPEA analysis and the reactions involved.
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Supplementary figure 4H: Sankey Network diagram showing the identified microbes in the samples of the gut microbiome of patients from the study and their

connection with the significant metabolic pathways from microbial and hos co-metabolism after MPEA analysis and the reactions involved.
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Supplementary figure 4I: Sankey Network diagram showing the identified microbes in the samples of the gut microbiome of patients from the study and their

connection with the significant metabolic pathways from microbial and hos co-metabolism after MPEA analysis and the reactions involved.
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Supplementary figure 4J: Sankey Network diagram showing the identified microbes in the samples of the gut microbiome of patients from the study and their

connection with the significant metabolic pathways from microbial and hos co-metabolism after MPEA analysis and the reactions involved.



                

                         

           

                

              

                    

                     

                  

                

                  

                 

                

                   

                   

                

                

                 
                  

                  

                     

                            

                     
                             

                          

                      

                        

                              

                           

                   
                        
                   
                   
               
                  
                     
                   
                       

                        

                       

                             
                                  
                         
                       
                              
                           
                    
                              
                          
                       
                       
                       
                    
                        
                            
                        
                             
                           

                      

                          
                      

                              

                      

                              

                                                             

Significantly microbes or metabolites upregulated in Cluster 1 

Microbes or metabolites upregulated in Cluster 1 

Significantly microbes or metabolites upregulated in Cluster 2 

Microbes or metabolites upregulated in Cluster 2

Microbes or metabolites with no change

Microbes or metabolites in the reference database

Metabolic enzymes 

Significant positive correlation

Positive correlation 

Significant negative correlation

Negative correlation

No correlation

Reference relationships searched trough database 

Supplementary figure 4K: Sankey Network diagram showing the identified microbes in the samples of the gut microbiome of patients from the study and their

connection with the significant metabolic pathways from microbial and hos co-metabolism after MPEA analysis and the reactions involved.
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Supplementary figure 4L: Sankey Network diagram showing the identified microbes in the samples of the gut microbiome of patients from the study and their

connection with the significant metabolic pathways from microbial and hos co-metabolism after MPEA analysis and the reactions involved.
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Supplementary figure 4M: Sankey Network diagram showing the identified microbes in the samples of the gut microbiome of patients from the study and their

connection with the significant metabolic pathways from microbial and hos co-metabolism after MPEA analysis and the reactions involved.
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Supplementary figure 4N: Sankey Network diagram showing the identified microbes in the samples of the gut microbiome of patients from the study and their

connection with the significant metabolic pathways from microbial and hos co-metabolism after MPEA analysis and the reactions involved.
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Supplementary figure 4O: Sankey Network diagram showing the identified microbes in the samples of the gut microbiome of patients from the study and their

connection with the significant metabolic pathways from microbial and hos co-metabolism after MPEA analysis and the reactions involved.
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Supplementary figure 4P: Sankey Network diagram showing the identified microbes in the samples of the gut microbiome of patients from the study and their

connection with the significant metabolic pathways from microbial and hos co-metabolism after MPEA analysis and the reactions involved.
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Supplementary figure 4Q: Sankey Network diagram showing the identified microbes in the samples of the gut microbiome of patients from the study and their

connection with the significant metabolic pathways from microbial and hos co-metabolism after MPEA analysis and the reactions involved.
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Supplementary figure 4R: Sankey Network diagram showing the identified microbes in the samples of the gut microbiome of patients from the study and their

connection with the significant metabolic pathways from microbial and hos co-metabolism after MPEA analysis and the reactions involved.



                

           

                

                    

                 

                 

                 

                   

                 

                  

                           

                  

                     

                       

                     

                     

                    

                       

                             

                   

                         

                                          

                          

                      

                                            

Supplementary figure 4S: Sankey Network diagram showing the identified microbes in the samples of the gut microbiome of patients from the study and their

connection with the significant metabolic pathways from microbial and hos co-metabolism after MPEA analysis and the reactions involved.
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