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WA R OMEZE (Z3C) @ EST analysis and RNAseq were performed and more than 30, 000 gene
candidates were acquired. KONAGAbase that provides diamondback moth comprehensive
transcriptomic and draft genomic sequences with useful annotation information was
developed and opened to the public. The candidates of Bt toxin resistance related genes
were found with genetic analysis. The result of gene expression profiling showed that

the genes associated with medicine metabolism had the low relevance with Bt toxin

resistance.
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