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Fig.1 The technical principle of digital gene expression profile
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Fig. 2 Procedure of bioinformatics analysis for

digital gene expression profile
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Abstract: Digital gene expression profiling (DGE) is a high - throughput sequencing technologies, which can

comprehensively and quickly detect gene expression in a specific tissue under certain conditions of a species. The related

information about gene transcription,gene regulation,signal transduction pathway and protein function can be obtained by

the search, comparison and analysis on bicinformatics of gene expression profiling. This paper mainly described the

principles of digital gene expression profiling and applications in biological ,medicine and so on.
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