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Hierarchical Discovery of Sub-structures and Rare Patterns of Them in Large Text
Data

Ikeda, Daisuke
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Zipf

(pure pattern)

This research is devoted to finding infrequent patterns of frequent sub-patterns
from large text data. Because the text data follows Zipf"s law, there exist so many infrequent patterns.
Therefore, the goal is quite challenging. Among so many candidates of infrequent patterns, we try to find
relatively many, but absolutely few, composite patterns of frequent patterns.

To do so, our two basic approaches are to extend the framework of peculiar patterns we have already
developed and to create a new framework based on pure patterns. For both approaches, we evaluated their
effectiveness using bacterial genome sequences. In addition to them, we developed mining methods for data
in various fields, such as clustering geotagged blogs, context-aware information retrieval, and query
expansion for academic theses.
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