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Abstract As a milestone in the development of DNA sequencing, high-throughput sequencing technology
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provides an unprecedented opportunity for the modern life sciences. The recent progress on this technology,
including the second generation sequencing technology ( represented by 454, Solexa and SOLiD ), the third
generation sequencing technology ( represented by HeliScope TIRM and Pacific Biosciences SMART) and the Ion
Personal Genome Machine sequencing technology are summarized. Then, the application of the high -throughput
sequencing technology in genome sequencing, transcriptome sequencing, gene expression regulation, detection of
binding locations for transcription factors and methylation analysis are summarized. Finally, the disadvantages
and the prospects of this technology were discussed.
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