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Fast Similarity Search on Big Data based on SMAD and its applications
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We aimed to develop very fast indexing and searching algorithms for big-data
databases, especially the protein 3-D structure databases, and also aimed to develop application
algorithms utilizing them. We succeeded in developing dramatically faster protein function
prediction algorithms without any loss of accuracy. We also succeeded in developing faster
algorithms for protein 3-D structure searching for wider applications. We also developed several
analysis algorithms for next-generation sequencer data.
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