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摘要: 

Motivation: After the draft of Human genome project was published and the powerful high–throughput microarray technology is available, advanced analysis on gene data to discover discriminating gene patterns and construct regulatory networks become important. Results: In this paper, we propose methods to analyze time series microarray data.Entropy-based discretization is first performed with the purpose of not only getting rid of irrelevant genes, but also obtaining informative genes with specific cutting points that maximize the information gain and minimize the entropy.From these informative genes with specific cutting points, we reveal trends under different treatments. In addition, we also construct the gene regulatory networks using differential equations. The networks provide abundant information explaining not only the activation and inhibition relationships between genes but also the strength of the effect. Implementations of the procedures are applied to the data sets of breast cancer cell lines. We demonstrate the complicated biological process in clear figures and also combine the results from discretization to provide even more definite trends and possible regions where these genes react to the drug.


	

	
	

	
	

	
	

	
	

	
	

	
	

	
	


