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Figure S1. Deposition of gene annotation files uploaded to the National Center for Biotechnology Information (NCBI) gene 
database over time. Genes include mRNA from six families that are known to transmit viruses in non-persistent, semi-
persistent, and persistent (non-propagative and propagative) modes. These data are representative of insects that may be 
viruliferous or non-viruliferous. 



 

Figure S2. Relative frequency of studies using RNA-Seq data derived from various tissue types. These data were gathered from 
the NCBI Transcriptome Shotgun Assembly Database from published studies (n = ~10,000 samples). Most of the sequence data 
were obtained from the whole-body insect samples analyzed, whereas fewer studies have focused on specific tissue types. 
These data are representative of insects that may be viruliferous or non-viruliferous. 
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