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Figure S1: Genome completeness of identified viral genomes. 

 



Figure S2: Diversity and relative abundance of differential viral family in healthy 

and diarrheal piglets. A. alpha diversity of gut virome at family level. B. The relative 

abundance of differential viral families. C. PCoA metrics of gut virome in healthy and 

diarrheal neonatal piglets with color indicates same litter.  

 



Figure S3: Bacteria host distribution of identified viral genomes. A. The predicted 

bacteria phylum distribution of identified viral genomes. B. The predicted bacteria 

host of identified viral genomes at genus level. 

 



Figure S4: Upregulated COG pathway in diarrheal piglets. Color indicates the 

adjusted p value. The size of circular shows the number of enriched genes in 

corresponding pathway. 

 

 



Figure S5: Antibiotics resistance gene and CAZy enzymes profile in healthy and 

diarrheal piglets. A. The host distribution of annotated antibiotics resistance genes in 

healthy and diarrhea piglets. B. The CAZy enzymes profile in healthy and diarrheal 

neonatal piglets. 

 
 
 
 



Figure S6: Confusion matrix and ROC curve of established random forest model. 

A. Confusion matrix of established random forest model. B. ROC curve of established 

random forest model. 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 



Table S1: Novelty of identified viral genomes 

Table S2: Predicted host genome and species number of identified viral genomes 

Table S3: Taxonomy classification of predicted bacteria host of viral genomes 


