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Abstract: As a key component of life science, bioinformatics has been widely applied in genomics, transcriptom-
ics, and proteomics. However, the requirement of high-performance computers rather than common personal comput-
ers for constructing a bioinformatics platform significantly limited the application of bioinformatics in aquatic science.
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In this study, we constructed a bioinformatic analysis platform for aquatic pathogen based on the MilkyWay-2 super-
computer. The platform consisted of three functional modules, including genomic and transcriptomic sequencing data
analysis, protein structure prediction, and molecular dynamics simulations. To validate the practicability of the plat-
form, we performed bioinformatic analysis on aquatic pathogenic organisms. For example, genes of Flavobacterium
johnsoniae M168 were identified and annotated via Blast searches, GO and InterPro annotations. Protein structural
models for five small segments of grass carp reovirus HZ-08 were constructed by homology modeling. Molecular
dynamics simulations were performed on out membrane protein A of Aeromonas hydrophila, and the changes of sys-
tem temperature, total energy, root mean square deviation and conformation of the loops during equilibration were
also observed. These results showed that the bioinformatic analysis platform for aquatic pathogen has been success-
fully built on the MilkyWay-2 supercomputer. This study will provide insights into the construction of bioinformatic
analysis platform for other subjects.
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