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Introduction of “KAIKObase : An integrated silkworm database”
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Silkworm belongs to order Lepidoptera that includes moths and butterflies as well as harmful
insects that can cause extensive damages to food crops. As a reference for Lepidoptera, silkworm
genome sequencing is expected to facilitate the development of genome-based approaches for
sericulture and pest control. The results of extensive silkworm genome analysis being conducted in
collaboration with China has been published in 2008. Here | introduce the integrated silkworm
database called KAIKObase which was developed to provide researchers and the general public

with a repository of silkworm data in a user-friendly interface.
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