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Supplementary Tables 

 

Supplementary Table 1.  

Summary of 11 grapevine libraries used for the identification of viruses and viroids. 

Supplementary Table 2.  

Summary of identified viruses and viroids from de novo-assembled contigs using individual 

libraries. 

Supplementary Table 3.  

Summary of identified viruses and viroids from de novo-assembled contigs using all 11 

libraries. 

Supplementary Table 4.  

Summary of identified virus-associated contigs, which were de novo-assembled using all 11 

libraries. 


