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Introduction Functional enrichment analysis - GOs

Fish viral infections have great environmental and economic implications Brain
in aquaculture. In the Mediterannean, the most significant disease in
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terms of severity, economic impact and spread, is viral nervous necrosis

cell differentiation. 1

(VNN). The disease is caused by nervous necrosis virus (NNV), which is a
pathogen causing high mortality and morbidity. The first step to move (
forward on the battle against the NNV disease is to fully understand its
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progression and its effect on the host. Aim of the present work is to study
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Total RNA extraction: TRIzol (Invitrogen)

RNA-sequencing kits: lon Total RNA-Seq Kit v2 kit/lon 540™ Chip Kit (ThermoFisher
Scientific)

Sequencer: lon S5™ Sequencer

Bioinformatic analysis: OmicsBox - Bioinformatics made easy (Version 3.2.9). BioBam T Pahwaen|ch ment ana|ys|s _‘ KEGG
Bioinformatics. Brain
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Conclusions

= Genes de-regulation caused by infection is intense both in fish brain and head kidney.
= Resistant and sensitive families have very different patterns of gene de-regulation.
= Resistant family has more down-regulated enriched GO categories compared to the
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sensitive family, indicating a less intense response to the virus for both fish brain and
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head-kidney.
= Signaling GOs were highly de-regulated in all cases.
= |mmune processes GOs down-regulation was enriched in the brain but both up- &

down-regulated in the head-kidney by infection. . : :
= Resistant family utilizes mediated transport, up-regulating genes in the head-kidney the Hellenic Foundation for Research and Innovation
(H.F.R.l.) under the “2nd Call for H.F.R.l. Research

and down-regulating ge.nes |n- the bralr-!. o Projects to support Faculty Members & Researchers”
= More pathways are enriched in head-kidney compared to brain in all cases. (Project Number: 03990)
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