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Supplementary Fig. S1. Alignment of RdRP showing C-A-B arrangement of RdARP motifs.
Virus RdARP regions as shown for Drosophila A virus (DAV), Thosea asigna virus (TaV),
Euprosterna elaeasa virus (EeV), blotched snakehead virus (BSNV) and infectious bursal disease
virus (IBDV). The regions identified as the C, A and B motifs are indicated. Amino acids matching
the DAV sequence are boxed in grey and dashes represent gaps introduced to improve alignment.
Alignment was performed using standard parameters for CLUSTAL w in the DNASTAR software

package.
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Supplementary Fig. S2. Alignment of deduced capsid protein sequence of DAV with those of other RNA viruses; rice yellow mottle virus (RYMV),
cocksfoot mottle virus (CoMV), carnation mottle virus (CarMV), tomato bushy stunt virus (TBSV), southern bean mosaic virus (SBMV) and tobacco
necrosis virus (TNV). The alignment is based on structural motifs that are conserved between the viruses. The sequence of the DAV capsid is shown in
the top line. For all other sequences, amino acids shown in red represent a-helices, blue represent #-strands and black represents an insertion. Each
grey dash represents a gap inserted into the sequence for better alignment, and dots represents residues that are ignored in the alignment due to low
similarity.
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