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Fig. S1. Workflow for identification of terminal ends of viral genomes and genome 
segments.  
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Fig. S2. Sequencing coverage of the paired-end read from a FLDS library on an RNA 
viral genome (A) and identification of the terminal ends of the genome sequence (B). The 
asterisk indicates a statistically significant difference (P < 0.05) in the Smirnov-Grubbs 
test. 

 



 

 

 
Fig. S3. Standard curve for dsRNA concentration measurements obtained using a 
Fragment Analyzer. The regression line is a solid black line. RFU: relative fluorescence 
units. 

 

 

 

 

 

 

 

 



 

 

Fig. S4. Rank abundance curves based on sequencing coverage of contigs for the 
assemblies from the cDNA libraries constructed with 5 adaptors types. Assembly of each 
library was preformed after removing the prokaryotic and eukaryotic reads from the 
normalized data set.  
 
 
 
 

 

 

 

 

 

 

 



 

 
 
Fig. S5. Rank abundance curves from sequencing coverage of contigs for the assemblies 
with a various amounts of input dsRNA. Assembly of each library was preformed after 
removing the prokaryotic and eukaryotic reads from the normalized data set. 
 
 
 
 
 
 
 
 
 
 
 
 



Table S1 Putative complete genomes of RNA viruses identified from a diatom. 

Depth of coverage were estimated from the U2-DNA-5P3H library. Abbreviation: RdRP, RNA dependent 
RNA polymerase. 


