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Supplementary Figure S1. Geographical distribution of libraries used in the study classified 
by wasp species. 





Supplementary Figure S2. Metagenomics analysis grouped by species of parasitoid wasps. 
In order: A. compressa, C. vestalis, D. alloeum, E. lituratus, P. lugubris, and T. podisi.  On the 
left, donut plot showing percentages of organisms’ diversity found by kingdom. The categories 
are Eukaryota, Bacteria, Fungi, Viruses, and Unknown. On the middle, bar charts with details 
on the families within each kingdom (x-axis) and the species frequency by family (y-axis). On 
the right, radar plot showing the diversity of viral families by parasitoid species.  









Supplementary Figure S 3. Metagenomics analysis for each RNA-seq library included in 
the study. In order: SRR14607675 (A. compressa); SRR6706566, SRR13704978, 
SRR13704979, SRR13704980, SRR13704991, SRR13704992, SRR13704971 (C. vestalis); 
SRR2041626, SRR2040481 (D. alloeum); ERR6054901 (E. lituratus); ERR8571638 (P. 
lugubris); and SRR1274857, SRR1274858 (T. podisi). On the left, donut plot showing 
percentages of organisms’ diversity found by kingdom. The categories are Eukaryota, 
Bacteria, Fungi, Viruses, and Unknown. On the middle, bar charts with details on the 
families within each kingdom (x-axis) and the species frequency by family (y-axis). On the 
right, radar plot showing the diversity of viral families by parasitoid species.  





Supplementary Figure S4. Characterization of segments, ORFs and domains of the 
closely related sequences to the assembled viral transcripts identified in the work. All 
viruses represented in this figure are previously described viruses. 


