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. 4 DNA ,
s 16SrDNA V3 )
Q178.1%4; X 794.03 A
(SBR) ,
[1]_ -
(PCR-D GGE) , ,
DNA , 16S rRNA , ,
&3] $BR , CoD
80% . , PCR-D GGE , $BR

1
1.1

H-2050R ( ) ; EC250-90 ,PCT-
200 (PCR) ( Thermo ) ; Gs2008 ( ) ;Dco-
deTM ( BIO-RAD ).
1.2
1.2.1 Tag DNA (DROO1A , ); DNA

(BS423/ EZ, ) ;UNIQ-10 DNA (SK1131-N/
UNIQ-10, ).
1.2.2 (MSM) 1.0g-L *(NH4)280:,0.89g-L *NaHPO:,0.2g-L *MgSOs -
H.0,0.2g- L " KH2PO,,0.1g- L *CaClz - 2H.0,5.0 mg- L * FeCls - 6H.0,1.0 mg- L *
(N H4)6M0024 . 4HzO,pH =7.2, 121 15 min.
1.2.3 . Eubac 341F: 5'-TAC GGGAGG CAG CAG?3 ;
Eubac 517R: 5'-ATT ACC GCG GCT GCT GG3' ; GG : 5'-CGC CCG CCG CGC GCG GCG
2009-04-27
(1975) , , . Email :zhoujing @hqu. edu. cn.

(D0710019) ; (2005HZ03-3)



314 ( ) 2010

GGC GGG GCG GGG GCA CGG GGG GCC3' .

1.2.4
1.3
1.3.1 , BR ,
. 59 , 30 ,120
r- mn' 48 h; , 30 min (2000 r- min')
2 min, 10000 r - min ' 5min, ) , 3mL 20 % (
), 3 2mL EP , -20 .
, 4 3 ( 1* 2% 3% ),
(o* ) . ( w) , 1
1.3.2 DNA DNA 1
4 DNA , 20 Tab.1 Composition of the mixed medium
ML , 5BHL 0.8% wl_%
. Marker Fermentas Y 00 . . 5
DNA 100 10 000 bp Marker. 1# 0 66.70 0.25 33.30
1.3.3 PCR 25uL  PCR :2.5 2# 0 100 0.10 0
ML 10 x PCR ( Mg®*) ,1.5uL MgClz (25 3* 0 100 0 0
mmol - L") ,AuL dNTP(10 mmol - L™ *) ,1pL 341F(3Uumol - L™*) ,ApL 517R(3Uu mol - L™ %),
116.67 nkat Taq DNA ,50 ng DNA , 25p L. PCR
194, 5min;94 1 min;65 1 min; , 1
10 ;72 1 min; 20 94 | 1 min;55 1 min;72
, 1 min. 72 10 min, 10 . PCR 0.8% ,
Marker DNA200 4500 bp Marker , DGGE
1.3.4 DGGE 10% , 30% 70 %, 7
mol - L"* 40 % : 120V, 7h,
60 . , ; ,
1.4
, D GGE .
Shannon- Wiener .
1.4.1 (Rs) ,
( 1)
1.4.2 Shannon-Wiener ,
. , , . Tanon GIS
D GGE , Shannon-Wiener ( Hsw) 4
Hsw = - iz Pilog. Pi.
1P i ;S .
1.4.3 , Jaccard (@)
(Cs) [5]_
G =j/l(a+b-j).
Y 2 ;a,b 2
2
2.1 DNA

DNA , 1(a) ) 1(a) , DNA Mark-
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er 10 000 bp,

2.2 16SrDNA PCR

DNA

PCR , 1
(b) 1(b) , PCR
16S rDNA V3 ,
200 bp , ,
PCR )
2.3 DNA DGGE
PCR D GGE (8 DNA  (b) 16SrDNA PCR
1
' . Fig.1 Mixed bacteria agarose
’ ['6] gel electrophoresis map
, 4 16S rDNA V3 DNA
D GGE , 2
2 07 , 5 ,
: , .17
: 18 ;
, | 0; |
, 2# ’3# ,
, .17
1,2,5,7,16,18 , 1.2 3 2 DGGE
2 6,9,10,11,13,14 15,17 ,19 , 15 17, Ag.2 DGGE
19 3# ;3# 3 fingerprint
2 4 ,
[7] )
DGGE 2" (Rs) : 0.52; 1* 3* 0
Rs , 0.36,0.24,0. 20 2" Shannon-Wiener
Hsw : 1.11; 1% 3" 0* Hsw , 0.95,0.78 0.65.
4 Shannor- Wiener , ,
, e , DGGE
ol 2 DGGE
D GGE , 2 Jaccard Tab.2 Smilarity coefficient
0% 25% : analyss of the DGGE profiles %
25% 50 % ;50% 75% ; 0" 1 2" 3
75% 100 % 2 0 0 100.0 9.5 4.2 7.1
1% 3* 1% 1 9.5 100.0 15.2 7.7
: 2 4.2 15.2 100.0 42.5
2" ; 3 7.1 7.7 42,5 100.0
(37 ) ,
2 , 2% 3"
I © 1994-2010 China Academic Journal Electronic Publishing House. All rights reserved. http://www.cnki.net
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Analysis of Microbial Community Diver sity in
the Acclimation Process of SBR System

ZHEN G Na, ZHOU Zuo-ming,
L1 Yan, LIU Yanfeng

(College of Chemical Engineering, Huagiao University , Quanzhou 362021, China)

Abgract :  This article used flask shaking experiment to imitate treating micro-electrolys pre-acted tannery wastewater by
sequencing batch reactor (8BR). The diversity of the culture of microbial community in acclimation process was investi ga-
ted. The genomic DNA of microbial community infour different periods was extracted. The bacterial 16SrDNA V3 frag-
ment was amplified by touch-down polymerase chain reaction (PCR) method and the products were separated by denatu-
ring gradient gel electrophoresis (DGGE) . The results showed that there was an obvious syllogistic process of community
structure and amount of dominant populations. A stabilizatied community structure with new function wasformed at last
through a series of cooperation and competition effects among each kind of microbe.

Keywords: community structure; denaturing gradient gel electrophoress; polymerase chain reaction; acclimation
process; tannery waste water



