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	摘要: 
	In the past several years, the analysis of alternative splicing (AS) and its application to identify the origins of disease has been gaining momentum.Therefore, we develop a value added transcriptome database (Avatar). Starting with 5.093,682 million human EST (expressed sequence tag ) sequences and 26,559 mRNA and mapping EST onto the whole human genome sequence. We have identified 6,319 alternative splice relationships in human genesthrough a analysis of large-scale ESTs.


