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Application of Stable Isotope Probing on In—situ Identification of Soil Functional Microorganism

LIN Zhong, SUN Li—yong, CHEN Hao, SUN Ying—tao, BAI Jing, LI Yong—tao”

(College of Natural Resources and Environment, South China Agricultural University, Guangzhou 510642, China )

Abstract: Utilization of stable isotope probing(SIP) coupled with molecular biology method, can explore microorganisms source responsible
for specific process in natural environment, and has a broad application prospects for soil functional microorganism in situ identification. The
principle of the SIP technique is as follows. Functional microorganisms in soil samples, that metabolize the SIP-labeled substrates and assim—
ilate SIP-labeled biomarkers, e.g., DNA, RNA and PLFA, can be identified by extraction, separation and analysis of these SIP-labeled
biomarkers, and then information of soil functional microorganisms responsible for transformation and cyclic process of substrate in soil can
be obtained directly as a result. With introduction of pre—treatment technology, SIP-labeled biomarker selection, and subsequent microorgan—
isms’ identification method, this study illustrates the research progress of SIP technique in in—situ identification of functional microorganisms
involving in the soil organic pollutants degradation, carbon and nitrogen cycle. It will provide a comprehensive reference for the application
and exploration of SIP-based in—situ identification of soil microbial genomics in future.
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