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Abstract: Soil microorganism plays an important role in recycling and transformation of material as well as has a close
relationship with the type of forest types, soil physical and chemical. The microbial diversity can indicate the station of
the forest environment, and play a key function in succession and restoration. Recently, more and more published pa-
pers focus on this area. The T-RFLP approach serves as a fast, efficient and reproducible tool. In this review, we intro-
duced the principle and character of T-RFLP technique, analysis of the limitation and optimization method, demonstra-
tion the prospects for the development of the technology, in order to provide a scientific basis for future research in this
area.
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Figure 1. Principle of T-RFL P method to analyze microbial
community
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