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Aplysia californica, more commonly known as Californian Sea
Hares, are large gastropods that inhabit the California coast. These
organisms have been widely used as models for studies of the
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nervous system (neurophysiology) based on their simple nervous Real-Time Quantitative PCR was used with AV4, pol 1, and A9 primers to assess viral load in Aplysia. ; 100,000.0 i
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Recently, a virus was discovered, Aplysia Abyssovirus (AAbV), A;‘;Vm ’y”(')’;f:i’e’"’"’a“"" i .
that infects both hatchery raised and wild Aplysia. It is a member of t t t | Expression Ratios with Different Primers
the Nidovirales order, the same order as coronaviridae, and has one s - - + Previous study based on RNAseq data showed much greater
of the longest viral RNA genomes recorded at 35.9 kb. This virus number of transcripts in the ORF2, 3’ region of the genome
was discovered by transcriptomic analysis of NCBI databases. AAbV e Our data shows 1:1 ratio of AV4-A9 and 3 2-1 ratio of AV4
was noted to have a similarly structured genome to SARS-CoV Results and A9 to poll
(Bukhari et al, 2018). . * This data shows little evidence of sub-genomic transcripts
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A. californica from two egg batch cohorts (Batch 56 and Batch 73) at - = Lo determining growth rates (i.e., genetics, early nutrition,
the National Resource for Aplysia were evaluated to identify same- : : : e:cc.) S _ . _
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TRIzol. Qiagen protocols were then used to produce cDNA from 0 or.e rectangle represent.s the .upper an . ower. * Evidence that viral load is not the only factor
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