R K Jun. 20, 2014, 41(6): 1195-1202
Microbiology China © 2014 by Institute of Microbiology, CAS
tongbao@im.ac.cn DOLI: 10.13344/j.microbiol.china.130449

z % 5ixad

D FEYFRAREGERBFHARPRIERE
FIE AT

( 010018)

B E ANMHETHELEEREMAEY, XEMAEME B ET m— /48 ZARM BLAB T 5 £ 8914
A5E%., WERHEMERE. K. AR FRFREIHEETLTSORE, Lz b4k
FAARL F—A B RRFBE”, sTARGHAL. THRBOK. 4. IEHARS. LEET.
RWRFH S 7 A NTHRGER, Bb, FRAGMERAHELA T T2 URERA. K
4718 & 0 KA RAL 2 (FISH). A T IR &8sk KRR 69 & M AR % ik W, 7k (Polymerase chain
reaction denaturing gradient gel electrophoresis, PCR-DGGE)4& K. % & % 5.2 & PCR (Real-time
polymerase chain reaction)# K. # B % A (Gene chip)BE R B A BAEBR M 5T & ANREH FH =K
MEFBARF SN TEDFRALEDEARAR T @G LR, F3t KRR E AR @ AR
ATRAZ.

KR MERAH, RAOREER, RTREBHEXRT T ERR LK, FHRLEE
PCR, AE% K, HBFEN A

Research advancement of molecular biological technology in the
study of intestinal flora
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Abstract: Abundant of microorganism colonized in the gastrointestinal tract. They constructed a
mutually dependent and restrained micro-ecological environment with the host. The composition of
gut microbiota was closely related with the gene, dietary, health state and environment of the host.
Furthermore, the gut microbiota was regarded as a post natal acquired organ and they played impor-
tant roles in nutrient absorption and digestion, energy supply, fat regulating, intestinal epithelium re-
newal stimulating and immune system directing. This review focused on the research advancement of
some modern molecular biotechnology in intestine microorganism research, including fluorescence
in situ hybridization (FISH), polymerasechain reaction denaturing gradient gel electrophoresis
(PCR-DGGE), real-time polymerase chain reaction (RT-PCR), gene chip and pyrosequencing plat-
form as the representative of the second generation sequencing technology. In additions, it also made
a future prospect for the study of intestinal flora.
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