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The project intends to analyze mouse full-length cDNA (complementary DNA) sequences
determined by RIKEN Genome Exploration Research Group, which provide important means to
identify biological mechanisms of higher order mammals. We have developed a system that can
systematically retrieve novel conserved domains between protein sequences translated from
the cDNA sequences. In the system, we took a graph theoretic approach that identifies
conserved domains as highly-connected components among possible subsequences expressing

similarity to each other.
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