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Abstract

There are a large number of microorganisms
in the human intestine, and they play an
important role in digestion and absorption,
energy metabolism, immune regulation,
disease-resistant ability and so on, and are
associated with the development of many
diseases. The intestinal flora is of important
significance for clinical treatment. This review
focuses on a variety of molecular biology
technologies for intestinal flora research, such
as polymerase chain reaction (PCR), PCR-
based 16 S rDNA fingerprinting, fluorescence
in situ hybridization, gene chip, metagenome
sequencing and so on, as well as the prospects
for the research of intestinal flora.
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T A e =0 M H AR (polymerase chain reaction,
PCR)& — I T KT 15 DN A v Be i 7>
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993 28 fip 28 23 A G N 1) 2 H s TR OK B 4 A T
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2.2 F BB E FPCR LI} 5% 6 2 B PCR(real-
time quantitative polymerase chain reaction,
qRT-PCR)J R, BIANZIGH Y IL, B
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AN 5, XN O6AE S #EAT R, 8 AR
T B 2 6 AR ARG AT 73BT, AT SIS A 46
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T8 DA R AR A, AHN T R R A I 7
IR G AN AT, Lige IR A S 98 ok i
P C R 7T S R R I 78 K Bl M T T 1) A2
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1, KIUE AL KA A B RS 2, i
FFF B A XCSAT B 0 A i K Rk D . Kim &R
FH S B 26 % 7€ 5P C RS 30491 Ty fig P A6 ik £ 35
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2.3 % FPCRE& 7 L #516S IDNAFE S K
23.1 Midm A AW R £ H 57 -PCR: fpiEdl
B L [X] ] 5 & 7 5] (enterobacterial repetitive
intergenic consensus, ERIC)/& HSharple%T
19904F-17E i 40 1 (B LN V choleraeliAl)
FNH PRI K Z1124-127 bpHIdE4mig {4
SFEE P, ERIC-PCRY B~ K /N A
50-3000 bp, FFH R MRIIAEESE B H AER S
SRR Lk B, 32 R B g R R
P, B R DX A R () 4 B AN (R — b 48 B
FAFEE . Di GiovanniZ5"™F 19994 1 )
FIXMERIC-PCREZA N FH 2R & B B &
SER I TR A b, 43 B RENE J I B AL A 2
S EE ML AR IR SRR Rk,
ERIC-PCRIJFE S e AR 4 Hh i S VR A B A
AR MIE R, EEET T, %3
AR B R A il B R I 2 e, SR AN ]
B b B S (R 20 AT e BRI 1) AR A, A
H BB AR AL, AT DN A F 7, HEAT ke
WP, BTENARE S R AR A TR, AR R S R
TR R, BRI Y R FHERIC-PCRIF J7 2%}
REA B 1B T A= I A AT IR 9L, A3 B KRR A
IFi] A7 i 08 T A A T 9 5 4 L ABEAR BL HL AR e
g iRt Li% 1 R FIERIC-PCRE AR T
IBD & i E w A, WEW 7B A LIBD &
I TE B R 2 REPE S

2.3.2 THMERIK LK/ TGGE-PCR: %
PEBL R &EI LK (denaturing gradient gel
electrophoresis, DGGE)$ A /& H Fischer 1979
SEPEH I — Rl F AL UDN A AR [ B ik B R,
I E T T B E, MuyzerZ 19934 1
YK I T A R FH B 5 A W VR S5 W
T, &I FAERI T A R e 7 T B A 1R K
PR A BE AT LA LG 2 B AN R R AR M B T 2
IR (1 22 55, AT AR 90 IR — S AR BV 1 A8 4k
155 DGGE)JFH {3 F HAT 22 A M
JIE B SR TR A R B st e, XU DN B TE SR D A
P frc g J2 PR N RIS R AT O A T )
TR /NS BT 1) 22 /b, A R AT 41
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A FIIDNA F BIX 53 1%, DGGEZr # 3 fm, i
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IR JEE T P Bt i B YK (temperature gradient
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WS, A BB 1 i 1 20 1 1 e 28 5 LA £
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fragment length polymorphism, T-RFLP)${ AR 45
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IR, BT E DNA B B2 S 52
Ko T LU AR M (W B 9 4584 T-RFLPECAR A
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ITREREIHT. IEAN, RELPIE 575 H & T Ak 18] 1)
DNAZ 5, HWal FAEM LA T BRI S E. RS
K F T-RF L PEAR 0 M 3 A= VB 08 P ST 1
(e S
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135 92 14 465 1 4% /I BRI i T A T 22 R P A
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TN 45 52 AN [ PR Bl A A A A, DB o) 8 9 4L
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— TN B A ARSI, DA REAS I R 0
PR, B SE I H SRR S (1 16S TRNATE
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A 2 R e, BITLA 2= A — e B
BRPE R B, 1 L, #5405 AP rRNA S =,
VPR HH St 2 T B, X T i RSB R
3.2 KA A BEAR BRI XFRNDNAGPE
B, RAE T AT H AR R AR A —Fh
BT AEMBOAR. BEA R K R AR A [
T XFY b, R JE SR c R AT R 5,
T I 5 S B S AT AR R ) B R
FIRFIRGER, ArBE. @iEER. Pk,
FEsb AR EMK. FRZ S AL T
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