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Supplemental Fiqure Legends:

Supplementary Figure 1: Base composition of donor and acceptor sites. The average
frequency of each nucleotide as indicated was taken for every junction (limited to 100 events
per junction to prevent weighting towards unique and highly represented sequences). A) 5’
strand junction site in RNA 1 junctions, B) 3’ strand junction site in RNA 1 junctions, C) 5’
strand junction site in RNA 2 junctions, and D) 3 strand junction site in RNA 2 junctions.
The level of expected base composition for each nucleotide is shaded in grey and the position

of the junction is marked with a blue line.

Supplementary Figure 2: Read coverage over the FHV genome for FHV-RNAseq and
VLP-RNAseq datasets. The number of reads aligning over the wild type FHV genome is
indicated for each nucleotide. A) FHV-RNAseq to FHV RNA 2. B) VLP-RNAseq to FHV

RNA 2. C) FHV-RNAseq to FHV RNA 1.

Supplementary Table 1: Mapping of VLP-RNAseq reads to recombination junctions in

genes packaged by VLPs.

R2-R2 | Ar-Ar | Ac-Ac | R2-Ac | R2-Ar | Ar-Ac | Ac-Ar | Ar-R2 | Ac-R2
Total 2,168 17,462 801 124 82 12 85 51 427
Microlndels 1,812 17,241 583 - - - - - -
Recombination | 356 221 218 124 82 12 85 51 427

Ac = ORF 1629 from AcCMNPV;

Ar = 18S rRNA from Attacus Ricini rRNA;

R2 =FHV RNA 2
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