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ABSTRACT: Because of the limit of the cost and speed, the traditional reseach methods can not meet the large-scale study of micro-

bial communities. The new generation sequencing technology such as 454 pyrosequencing provide a new way for understanding of the

diversity and composition in Microorganism with the advantage of thigh-throughput ability cost-efficiency and automated facility. In this

article the application of 454 sequencing in intestinal microorganism of the human and disease was reviewed.
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