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Figure S1. Graph of elongation for 14 sequences after curation. The figure presents the assembly 

of 14 sequences with contigs not aligned to reference viral proteins. Each line represents a sequence, 

with the inclination of the line directly proportional to the increase in sequence length after 

curation. 

  



 

Figure S2. Genome characteristics and conserved structures of characterized viral sequences. 

Figure displays the open reading frames (ORFs) and conserved domains of characterized viral 

sequences. The sequences are categorized by viral order, highlighting those with RdRp conserved 

domains and those with other conserved domains. 

 

  



Figure S3. The percentage profile of reads in each library, as outlined in the article by 

Verce et al. (2021). The percentage profile of reads for the nine most abundant 

microorganisms throughout the cocoa fermentation process, with the general profile of 

the most abundant microorganisms based in the Supplementary Figure 1 from Verce et al. 

(2021). Each line pattern represents a specific microorganism group: acetic bacteria (solid 

line), yeast (large hatched line), oomycetes (dotted hatched line), and lactic bacteria (small 

hatched line). 

  



 

Figure S4. Density of RNAs along the merged TcNV-5 RNA2 sequence. The alignment 

location between the 3' end of RNA2.2 and the 5' end of RNA2.1 identified in gray. Positive 

sense strand is the depicted in blue and negative sense strand is depicted in brown. 


