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Supplementary Figure 1. Bioinformatics approach to reconstruct viral genomes based on 
ION torrent data. Raw reads are pre-processed in order to remove low quality reads, reads 
containing ambiguous bases and smaller than 70nt. Reads that passed in quality control were 
submitted to contaminants removal, which reads that matched host or bacterial genomes are 
filtered out. Pre-processed reads were used to de novo assembly contigs using “meta” strategy 
with automatic definition of coverage cuttof. Assembled contigs were characterized based on 
sequence-similarity searches and manually curated. Then, high quality viral contigs were 
used as anchors (trusted contigs) to perform posterior de novo assembly using regular 
“strategy” with coverage cuttof turned off.  
  



 
Supplementary Figure 2. Overview of reads aligned to UTR regions of the Zika virus 
genome assembled using IGV genome browser. Density and alignment profile of reads 
derived from 5’ (a) and 3’ (b) UTR regions of Zika virus genome. Red bars indicate UTR 
regions. A total of 6,784 reads were aligned to 5’ UTR and 250,906 reads to the 3’ UTR. 
 
 



 
Supplementary Figure 3. Amplification of RdRp fragment of the new totivirus-like 
identified in A. albopictus C6/36 cell lines. A) RT-PCR of RdRp fragment of the new 
totivirus-like in uninfected C6/36 stock or water (negative control). B) Alignment of Sanger 
sequenced fragment and assembled contig derived from Ion torrent sequencing. 
 
 


