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Abstract: Since 2005, next-generation sequencing approaches have been emerged such as the 454 se-
quencing by pyrophosphoric acid, the Solexa sequencing by synthesis and the SOLiD sequencing by ligation.
Then the integral transcriptomes sequencing have been commercialized. The regulatory network, which com-
poses the transcript factors, genes and relevant miRNA, becomes the candidate objective of next-generation
sequencing. Transcriptome sequencing has enormous effect due to high-flux, high resolution, and cheap cost.
The application and perspective of transcriptome sequencing approaches from two layers, e. g. miRNAs, and
genes, in basal research, clinical research are reviewed.
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