
 

Supplementary Figure 6: Taxonomy of false positive viral predictions on RefSeq chromosomal and 

plasmid fragments.  

Accessions of chromosomal and plasmid fragments were converted into class level taxonomy with 

Taxonomizr. Sequences with no class level annotation were labelled as “No Class”. Legends and 

colours are shared between parts A and B, and parts C and D. A – The taxonomic proportion of 

bacterial classes in the RefSeq chromosomal fragment dataset. Classes with over 1000 fragments 

were labelled for clarity. B – Taxonomy of false positive viral predictions on the RefSeq chromosomal 

dataset by each tool. C – The taxonomic proportion of bacterial classes in the RefSeq plasmid 

fragment dataset. All classes were labelled on the doughnut chart. D – Taxonomy of false positive 

viral predictions on the RefSeq plasmid dataset by each tool.   

  

  


