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Abstract
When DNA is transcribed into pre-mRNA, the introns are removed from the transcript isoform and the exons are joined by the spliceosome. During this reaction, a set of exons may be included in one version of mRNA, and skipped in another. The different combinations of several exons can produce different mRNA products, and they can be translated into the different protein molecules. Hence, alternative splicing increased the diversity of gene expression. In this paper, the linear structure relation model is applied on the colon cancer sample data of Affymetrix GeneChip Human Exon 1.0 ST Array and the dataset is used as the example of finding the network of isoforms. First, the factor analysis is used to estimate the tumor and normal isoforms for each suspect carcinogenic gene, respectively. Furthermore, the linear structure relation models are used to construct the tumor and normal network of isoforms, respectively.
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