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Progress of Molecular Biology Research Methods in Rhizos phere Microorganisms

YANG Xiao-feng,LV Jie,MA Yuan
(Xinjiang Key Laboratory of Qasis Ecology, Ministry of Education, College of Resource and Environment Sciences, Xinjiang University,

Urumgi, Xinjiang 830046)

Abstract; Plant Rhizosphere microorganisms refers to the direct influence of plant roots in soil microbial growth and

reproduction range. Rhizosphere microbial research is of great significance for microbial ecology. The main method of

clone libraries now Rhizosphere microbial diversity research, molecular fingerprinting techniques, quantitative real-time

PCR technology,metagenomic library,a combination of proteomic analysis of transcription were reviewed,and the field

research and Rhizosphere microorganisms were elaborated and prospected.

Key words : Rhizosphere microorganisms;molecular ecology;research methods;clone library; genomics
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