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Fig. S4 Diagram showing the detail information about the autonomous elements of Solal NA (A),

hATI NA (B) and Ginger2 NA (C). Black triangles represent the TIRs. Gray rectangles
represent non-coding regions, and blue rectangles indicate transposase regions. Stop codons

were shown using stars, and frameshifts were indicated using the black lines. Percentages of
identity were calculated using Bioedit. Length of their representatives or consensus sequences

in each host was also shown on the right. The bright green rectangles represent the homology
regions between Ginger2 BM and Ginger2 RP.



