Graph clustering methods on genomic data
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Abstract

Questions arisen by DNS-chip technology pose new challanges to bioinformatics. In contrast to the information stored in static DNS databases, DNS-chip experiments provide large amount of information about dynamic changes in expressions of several thousand genes simultaneously. It is a natural goal to exploit both of these information sources, obtaining new results and dependencies which opens new horizon in bioinformatics branch of genomic research. Since structural relationships play an important role in modern data analysis, graph theoretic models and algorithms are popular tools in this field. In this talk we present our experiences about graph clustering and graph visualizing methods developed in the project “Natural Language Processing, Information Extraction and Development of a Graph Based Analytic Infrastructure for Genomic Research”.
