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During the last year, by using SuperComputer System, | mainly did transcriptome analysis of
medusavirus and genome annotation of medusavirus stheno. In the first study, | quantified gene
expression activity and then cluster them together. Based on clusters, | summarized their function and
predicted their subcellular location. Putative motifs leading viral genes were also found. In the future,
I will focus on host gene alteration during the infection.

In the second study, we did the annotation of newly isolated medusavirus stheno. This result has been
published in Microbiology Resource Annoucements.
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