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Abstract: In recent years, the occurrence of viral diseases in the production of aquaculture has become more and
more serious. Therefore, in-depth research on aquatic virus has become an important issue for aquatic researchers. With
the continuous development of metagenomics technology and the rapid decline in sequencing costs, aquatic animal virus i-
dentification technology based on metagenomics technology has gradually become one of the main techniques for identifi-
cation of aquatic animal viruses. This article summarized the main methods for the identification of aquatic animal viruses

based on metagenomics, reviews the identification process in detail, and discussed the advantages and disadvantages of
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Table 1 Some fish viruses identification using next-generation sequencing (NGS) and metagenomic analysis
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Fisavirus 1 FisaV1 (mUNZ A e +ssRNA fiif £21 2015 [53]
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Fig.1 Work flow of the VIP virus identification software system
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Fig.2 Schematic diagram of fish virus identification
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