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Homol ogies between genome sequences provide a reasonabl e basis for discovering
important biological features. Computation complexity for discovering them is generaly
very high and requires effective techniques to model them. One of the goals of this
research isto investigate several fundamental properties of data distribution in high
dimensional Euclidean space, and apply them to develop effective methodol ogies for
finding sequence homologiesin large databases. We are also devel oping abstraction-
based visual computer models to aid in discovering related biological features between
large genome sequences. Relatedness between genome sequences using restriction maps

and restriction patternsis also being investigated.



