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Abstract This review analyzed the main bottleneck of metagenomic technology on construction and screening of environmental library,

discussed the recent developments towards overcoming the main bottleneck. Finally, the enormous scope and potential for both fundamental

microbial ecology and biotechnological development of metagenomics was highlighted.
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Table 1 ~ Comparison of the screening methods of metagenome library
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Fig.1 Diagram illustrating the development of metagenomics
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