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INFECTION WITH DECAPOD IRIDESCENT VIRUS 1
1.	Scope
Infection with decapod iridescent virus 1 (DIV1) means infection with the pathogenic agent Decapodiridovirus litopenaeus1 decapod iridescent virus 1 (DIV1), Genus Decapodiridovirus, of the Subfamily Betairidovirinae, Family Iridoviridae.
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Chapter 2.2.5.
INFECTION WITH HYPODERMAL AND HAEMATOPOIETIC NECROSIS VIRUS
1.	Scope
Infection with infectious hypodermal and haematopoietic necrosis virus (IHHNV) means infection with the pathogenic agent Penstylhamaparvovirus decapod 1 Decapod penstylhamaparvovirus 1, of the Genus Penstylhamaparvovirus and Family Parvoviridae.
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Chapter 2.2.6.
INFECTION WITH 
INFECTIOUS MYONECROSIS VIRUS
1.	Scope
Infection with infectious myonecrosis virus (IMNV) means infection with the pathogenic agent infectious myonecrosis virus (IMNV) that is tentatively assigned to the Family Totiviridae of the genus Artivirus and Family Artiviridae.
2.	Disease information
2.1.	Agent factors
2.1.1.	Aetiological agent
IMNV is tentatively assigned to the family Artiviridae (ICTV, 2025) Totiviridae (Lightner, 2011; Nibert, 2007; Poulos et al., 2006; Wickner et al., 2011).
IMNV particles are icosahedral in shape and 40 nm in diameter, with a buoyant density of 1.366 g ml–1 in caesium chloride. The genome consists of a single, double-stranded (ds) RNA molecule of 8226–8230 bp (Loy et al., 2015; Naim et al., 2015). Sequencing of the viral genome reveals two non-overlapping open reading frames (ORFs). The first ORF (ORF1, 470–5596 nt) encodes a putative RNA-binding protein and a capsid protein. The coding region of the RNA-binding protein is located in the first half of ORF1 and contains a dsRNA-binding motif in the first 60 amino acids. The second half of ORF1 encodes a capsid protein, as determined by amino acid sequencing, with a molecular mass of 106 kDa. The second ORF (ORF2, 5884–8133 nt) encodes a putative RdRp (Poulos et al., 2006). The most variable region of IMNV genome is located in the first half of ORF1, coinciding with a region which probably encodes the capsid protrusions (Dantas et al., 2015).
The complete genomes of IMNV types originating from Brazil and Indonesia have been sequenced and found to be 99.6% identical at the nucleotide level (Poulos et al., 2006; Senapin et al., 2007). The 99.6% full genome sequence identity (and anecdotal information on the introduction of Penaeus vannamei stocks from Brazil) indicate that the disease was introduced from Brazil to Indonesia in 2006. A new genotype was analysed in infected samples in 2018 in Indonesia, including an isolate that contains a deletion of 622 amino acids (Mai et al., 2019).
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Chapter 2.2.7.
INFECTION WITH Macrobrachium
ROSENBERGII NODAVIRUS (WHITE TAIL DISEASE)
1.	Scope
Infection with Macrobrachium rosenbergii nodavirus means infection with the pathogenic agent Macrobrachium rosenbergii nodavirus (MrNV) in the Family Nodaviridae. The disease is commonly known as white tail disease (WTD).
Extra small virus (XSV) is associated with disease, but its role has not been determined.
2.	Disease information
2.1.	Agent factors
2.1.1.	Aetiological agent
Two viruses are associated with WTD, namely MrNV (primary) and extra small virus (XSV) (associate) (Qian et al., 2003; Romestand & Bonami, 2003). MrNV is a necessary cause of WTD in prawns, however, the role of XSV in pathogenicity remains unclear. 
MrNV belongs in the family Nodaviridae (Bonami et al., 2005). While the physico-chemical properties of MrNV are consistent with those of other members of the Nodaviridae, it differs structurally and genetically from other nodaviruses within the two recognised genera, Alphanodavirus and Betanodavirus (Ho et al., 2017, 2018; Naveenkumar et al., 2013). Consequently, a third genus, Gammanodavirus, has been proposed for nodaviruses that infect crustaceans, including MrNV and Penaeus vannamei nodavirus (PvNV) (Naveenkumar et al., 2013). 
XSV is the first sequenced satellite virus in aquatic animals and it is also the first record of a satellite-nodavirus association (Bonami et al., 2005). XSV has been classified by the ICTV as Macronovirus macrobrachii Macrobrachium satellite virus 1 of the family Sarthroviridae.
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Chapter 2.2.8.
INFECTION WITH TAURA SYNDROME VIRUS 
1.	Scope
Infection with Taura syndrome virus (TSV) means infection with the pathogenic agent Aparavirus tauraense Taura syndrome virus (TSV), Genus Aparavirus, of the Family Dicistroviridae, Order Picornavirales.
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Chapter 2.3.4.
INFECTION WITH HRP-DELETED OR HPR0 INFECTIOUS SALMON ANAEMIA VIRUS
1.	Scope
Infection with infectious salmon anaemia virus (ISAV) means infection with the pathogenic agent Isavirus salaris of the Genus Isavirus and Family Orthomyxoviridae. Infection with ISAV includes two genotypes; highly polymorphic region (HPR)-deleted ISAV, or the non-pathogenic HPR0 ISAV (non-deleted HPR) ISAV of the Genus Isavirus and Family Orthomyxoviridae.
HPR-deleted ISAV may cause disease in Atlantic salmon (Salmo salar), which may progress to a generalised and lethal condition characterised by severe anaemia, and variable haemorrhages and necrosis in several organs.
Detection of HPR0 ISAV has not been associated with clinical signs of disease in Atlantic salmon (Christiansen et al., 2011). A link between non-pathogenic HPR0 ISAV and pathogenic HPR-deleted ISAV has been suggested, with some disease outbreaks potentially occurring as a result of the emergence of HPR-deleted ISAV from HPR0 ISAV (Cardenas et al., 2014; Christiansen et al., 2017; Cunningham et al., 2002; Gagne & Leblanc, 2017; Mjaaland, et al., 2002).
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Chapter 2.3.5.
INFECTION WITH 
INFECTIOUS HAEMATOPOIETIC NECROSIS VIRUS
1.	Scope
Infection with infectious haematopoietic necrosis virus (IHNV) means infection with the pathogenic agent  Novirhabdovirus salmonid Salmonid novirhabdovirus (commonly known as infectious haematopoietic necrosis virus [IHNV]) Genus Novirhabdovirus and of the Family Rhabdoviridae.
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Chapter 2.3.6.
INFECTION WITH koi herpesVIRUS
1.	Scope
Infection with koi herpesvirus (KHV) means infection with the pathogenic agent Cyvirus cyprinidallo 3 (previously known as cyprinid herpesvirus-3 [CyHV-3]), of the Genus Cyprinivirus in the Family Alloherpesviridae.
2.	Disease information
2.1.	Agent factors
2.1.1.	Aetiological agent
KHV, also known as carp interstitial nephritis and gill necrosis virus (CNGV) (Ilouze et al., 2010), has been classified as Cyvirus cyprinidallo 3 cyprinid herpesvirus-3 (CyHV-3) following the nomenclature of other cyprinid herpesviruses: CyHV-1 (carp pox virus, fish papilloma virus) and CyHV-2 (goldfish haematopoietic necrosis virus). Analysis of the complete genome has shown that CyHV-3 is closely related to CyHV-1, CyHV-2, anguillid herpesvirus-1 (AngHV-1) and distantly related to channel catfish virus (Ictalurid herpesvirus: IcHV-1) and Ranid (frog) herpesvirus (RaHV-1) (Waltzek et al., 2005). CyHV-3 was designated the type species of the new Cyprinivirus genus within the Alloherpesviridae family, that also contains CyHV-1 and CyHV-2. However, the designation KHV has been retained in the Aquatic Code and Aquatic Manual for reasons of continuity and is used here synonymously with CyHV-3.
The size of the KHV genome is now confirmed as 295 kbp. Virus nucleocapsids have been measured at 100–110 nm in diameter and are surrounded by an envelope (Ilouze et al., 2010). The enveloped virions range in size from 170 to 230 nm in the different infected cell types (Hedrick et al., 2000; Miwa et al., 2007; Miyazaki et al, 2008a). Aoki et al. (2007) initially described the complete genome sequence of three isolates of KHV and the genome includes 164 open reading frames (ORFs) of which 156 are unique protein-coding genes. They suggested that the finding that 15 KHV genes are homologous with genes in IcHV-1 confirms the proposed place of KHV in the family Herpesviridae. Forty viral proteins and 18 cellular proteins are incorporated into mature virions.
Engelsma et al. (2013) detected novel strains of cyprinid herpesvirus closely related to KHV. These strains may represent low or non-pathogenic variants of CyHV-3, but further investigation is required to establish the true genetic relationship between these strains, and KHV.
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Chapter 2.3.8.
INFECTION WITH 
INFECTIOUS SALMONID ALPHAVIRUS
1.	Scope
Infection with salmonid alphavirus (SAV) means infection with any genotype of the pathogenic agent Alphavirus salmon SAV, Genus Alphavirus and Family Togaviridae.
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Chapter 2.3.9.
INFECTION WITH 
SPRING VIRAEMIA OF CARP VIRUS
1.	Scope
Infection with spring viraemia of carp virus (SVCV) means infection with the pathogenic agent agent Sprivivirus cyprinus (commonly known as spring viraemia of carp virus [SVCV]), of the Genus Sprivivirus and the Family Rhabdoviridae.
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Chapter 2.3.10.
INFECTION WITH 
VIRAL HAEMORRHAGIC SEPTICAEMIA VIRUS
1.	Scope
Infection with viral haemorrhagic septicaemia virus (VHSV) means infection with the pathogenic agent Novirhabdovirus piscine viral haemorrhagic septicaemia virus of the Genus Novirhabdovirus and Family Rhabdoviridae.
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Chapter 2.4.1.
INFECTION WITH ABALONE HERPESVIRUS
1.	Scope
Infection with abalone herpesvirus (AbHV) means infection with the pathogenic agent Aurivirus haliotidmalaco1 (previously known as Haliotid herpesvirus 1, and abalone herpesvirus [AbHV]) of the genus Aurivirus and the Family Malacoherpesviridae.
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