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Two Novel Methods for Uncultured Microorganisms Study
and Their Application in Searching Functional Genes

LIU Huijie', TIAN Yun', XIONG Xiae-jing’,
ZHENG Tianling'

(1. School of Life Sciences, Xiamen U niversity;

(2. College of Oceanography and Environmental Science, Xiamen University, Xiamen 361005, China)

Abstract: Based on the strategy to explore microbial resource from natural environment and the fact that the majority (a-
bout 99%) of microbes in diverse environments are unculturable till now by using traditional microbiological methods, sci-
entists try hardrounding the bottleneck to set up novel techniques to culture and study those uncultured microorganisms.
In this paper, two novel methods concerning metagenomics and stable isotope probing for above-mentioned study were in-
troduced and the application of searching functional genes and functional microbes in ecological environment was also dis-
cussed. In addition, the suggestion of bioremediation of polluted environment with degrading microbes and their functional
gene was proposed.

Keywords: uncultured microorganism; metagenome; stable isotope probing; functional genes; microbial ecology



