Supplementary Information 1. Details of the sequencing datasets produced for this study. Species, the sequencing approach and technology, the
number of sequenced samples, the number of sequenced nucleotides, the downstream applications and the accession IDs in the NCBI SRA archive
were reported.

Species Approach Technolo, No. of No. of Application Accession ID
P PP &Y samples sequenced bases PP (SRA archive)
DNA-seq Illumina, 2x350 bp 1 116 Gb HaHV-1 genome assembly PRINA679801

H. diversicol
fversicolor Evaluation of HaHV-1 transcriptional ~ PRINA592737

(gastropod) RNA-seq Illumina, 2x150 bp 20 168 Gb
) . levels
infected with
HaHV-1 . ' )
RNA-seq  PacBio, SMRT 2 44.9Gb HaHV-1 transcriptome annotation and  pp 2565736
transcriptional dynamics
DNA-seq  lllumina, 2x350 bp 1 166 Gb OsHV-1 genome assembly PRINA679800

S. broughtonii . .
Evaluation of OsHV-1 transcriptional PRINA628528

(bivalve) RNA-seq Illumina, 2x150 bp 21 338 Gb
. . levels
infected with
OSHV-1 ) . i
RNA-seq PacBio, SMRT 2 83.9 Gb OsHV-1 transcriptome annotationand oo\ 65gc57

transcriptional dynamics




