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Abstract: Gene function is researched and gene functional information which is annotated on gene is in-
creasing continuously. Gene Set Analysis is one of a method using gene functional information, and we
use it when we want to compare two groups. However, this method can not be applied to time-series gene
expression profile. In this reserch, I propose a method to analyze gene function groupsand handle time-series
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Gene Set Enrichment Analysis for Time-series Gene Expression Profiles

data. The method extracts a time period in which works from a time-series gene expression profile.
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