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Visualize the interaction between mycovirus and host filamentous fungi
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Mycoviruses are virus detected from fungal tissue. | focused on mycovirus' s
effect on host organism, such as morphology, secondary metabolism and gene expression. | aim to
figure out diversity of mycovirus by comparing the mycovirus’ s effect among some Aspergillus flavus
isolates. The effects of mycovirus were various but it seemed to depend on host’ s genomic
background than kind of virus genus. The results presented viruses provide variation of
transcriptome pattern for its host. Furthermore, virus swapping isolates showed individual
transcriptome pattern depending on pair of virus and its host. This research suggested there is high
specific relationships between mycovirus and its host fungi.
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