	題名: 
	Computer-Aided Engineering for Inference of Genetic Regulatory Networks, Using Data from DNA Microarrays

	其他題名: 
	利用計算機探勘DNA 晶片資料以推測基因調控網路

	作者: 
	劉明杰;唐傳義;彭士齊;周姽嫄

	貢獻者: 
	清華大學資訊工程學系

	日期: 
	2002-09-13 

	上傳時間: 
	2009-12-08T09:00:14Z 

	出版者: 
	臺中健康暨管理學院

	摘要: 
	In this paper, we propose a reverse-engineering strategy to predict the interactions between genes within a genetic regulatory network. In implementing this strategy, first of all, we suggest hypotheses to simplify the complexity of the modeling problem. The proposed network modeling is represented as a directed graph G= (V, E), associating interactions at the transcription level with those at the protein level. After that, we enumerate all possible models subject to the hypotheses. And then, we simulate the models computationally to identify candidate models whose simulated results are consistent with the input data. In proof of this method, we take a well-known genetic regulatory network in yeast Saccharomyces cerevisia as a sample to verify the proposed inference method. The result shows that one of the candidate models has identical interactions to the sample’s interactions, which is experimentally determined by other biochemical experiments. In conclusion, the computational inference method is useful and feasible that helps biologists save lots of time and money, compared with the traditionally biochemical experiments.


