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Expansion of Genome Informatics : from Large-scale Genome Sequencing towards Functional
Genome Annotation and Omics
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Here we review recent expansion of Genome Informatics by dividing it into three domains, Large-
scale Genome Sequencing, Functional Genome Annotation and Omics, with special reference to
particular computer software built by authors. As for Large-scale Genome Sequencing, engineering
software which aims effective process management and information-sharing was considered of value.
As for Functional Genome Annotation, web-based genome analysis systems facilitated the progress
of functional annotation. As for Omics, our procedures for building database schemata that integrally
store and manage the multiply-layered biological information, and for predicting gene interaction
networks from temporal profiles, were evaluated with promising results.
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