R AR FEB 20, 2012, 39(2): 237—245

Microbiology China © 2012 by Institute of Microbiology, CAS
tongbao@im.ac.cn

h bz

T S RAAF A MEMEE R PRI A

b e BMEE MNEZE IME A%z
(PER R B S B RS BRI ah) S A EFE HE SR E  Jbsl  100193)

OB RRMANSHRLARK, BAEEFOER LR, MAESTLNEALT
Bag I, xR G AT A AR\ SLEE 40 F (Metatranscriptomics) 2 7 7Lk A
WL BRSO EA, BT CHEE T HAH S AR, T T RAE R
W A A AR AR BRI E TR, SR T LA RS 6 A
&, W T A5 B AR TR A L R AT LA B A F AR AR Y, LA R F Y
BT ik B R AT R R AT T E Bk

REEIR: LERAEF, R T &, AWM, LR

Application of metatranscriptomics in the research of
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Abstract: It is well accepted that microbial population from the environment is complex and
contains high abundance of gene resources. Researches on uncultured microbes can be done
more profoundly with the advent of molecular tools. Metatranscriptomics, a recently devel-
oped technology, is one of the important tools that can be used for understanding biologically
active functional genes and their pathways. In this mini-review, we described the concept of
metatranscriptomics and its advantages over metagenomic approaches, with emphasis on the
research methods for metatranscriptomics and its applications.
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Fig. 1 Workflow of metatranscriptomics from microbial communities!”
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