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Fast search algorithms applied to bioinformatics
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Due to rapid increase of biological data, simple data analysis such as
clustering is often hard due to excessive computational cost. In this lecture, I
introduce a fast method for all pairs similarity search called multiple sorting.
In this method, a data point is first converted to a short string called
sketches and similar pairs are found by iteration of masked sorting. As
applications, I report hierarchical clustering of more than 10 million short
reads, and the similarity-based analysis of more than 1 million ligand
binding sites.
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