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Time-series Dual RNA-Seq analysis of rice and blast fungus
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To reveal differences in plant-pathogen interaction at a transcriptome level, we
performed time-series Dual RNA-Seq analysis using a blast fungus strain and three rice cultivars
(susceptible, true resistance and field resistance). We carried out sequencing of the fungal genome using
MiSeq. By de novo assemble and gene prediction, we obtained a genome assembly (3,272 scaffolds, 41.7Mbp)
and annnotation of 12,250 loci. Dual RNA-Seq analysis was conducted for time-series samples (0, 24, 36,
48hr after innoculation) of three types of plant-pathogen interactions. We found that the expression
profiles of infection responsive genes of rice and blast fungus were different among susceptible, true
and filed resistance interactions. We developed the database to provide genome annotation and Dual
RNA-Seq data of rice and blast fungus.
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