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M , pH 7.5, ,
C4, C5, 1.3 16S rDNA V3
c6 2.0¢g 16S rDNA V3
40% ~ 60%, 20~ 28°C [12] PCR GC 357£GC
70 d, 05254570 517r, 357£GC 5-CGC CCG CCG CGC GCG
3 GCG GGC GGG GCG GGG GCA CGG GGG GCC TAC

1
Table1 Main physicochemical properties of the soils studied

P K
i Organic matter Total N Available P Available K
Soil types (H)0)
(ske™!)  (gkg!) (mghkg™") (mgkg")
7.52 24.8 1.87 1.81 228.37
Paddy soil
. 5. 18 5.5 0. 61 9.06 74. 11
Red soil
1.2 DNA
DNA,
[11], DNA
DNA (
) 0.7%(W/V) ,
1 x TAE(0. 8 mmol L™ ' Tris— ,0.04
mmol L™ ' EDTA, pH 8.0), 100 V 20 min,
21 kb DNA ,
( )
0. 7% (W/V)

MPI233456M kb

GGG AGG CAG ACG-3 ;517r  5-ATT ACC GCG GCT
GCT GG-3, PCR 2%
(W/V) , 1 x TAE (0. 8
mmol L™ ' Tris— ,0.04 mmol L™ ' EDTA, pH 8.0),
80V 20 min,
1.4 16S rDNA V3 DGGE
16S tDNA V3 PCR
DGGE ,DGGE 8% (
/ (37.5. 1) ),
30% ~ 70% D code

DGGE (Bio-Rad) , 0. 5x TAE( 0. 4
mmol L™ ' Tris— ,0.02 mmol L™ ' EDTA, pH 8.0),
200 V 10 min, 0V

16 h \ (13
DGGE (Molecular Analyst,
Bio-Rad)
2
2.1 DNA

kb M 7 8 9 i6 Il 12

21,3
213
1 DNA (M: ;P0d DNA; 147 10
A 52545 70d DNA;25 8 11 A5 52545 70d
DNA;36 9 12 A6 52545 70d DNA)

Fig. 1 Agawse gel electophoresis of total DNA extracted @ different times from paddy soils different in treatment (M gands for Lanbda
DNA/ HindllI+ EcoRI maker; P for Bacterial DNA of paddy ©sillon DG 1 4 7 and 10, respedively for total bacterial DNA in A4 on D5, D25,
D45 and D70; 2, 5, 8 and 11 respectively for A5 on D5, D25, D45 and D70; 3, 6, 9 and 12 respectively for A6 on D5, D25, D45 and D70)
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P 1 2 3 & 5 6M kb kb M7 8 9 10 It 12
213
2] 3=~
2 DNA (M: ;P:0d DNA;1 4 7 10 A4
52545 70d DNA;25 8 11 A5 52545 70d DNA;3 69
12 A6 52545 70d DNA)

Fig. 2 Agarose gel eledrophoresis of two purified total DNA exiraded at different times from paddy soik different in treatment (M stands for
Lambda DNA/HindlII+ EcoRI maker; P for Bacterial DNA of paddy soll on DG; 1, 4, 7 and 10 respectively for Bacterial DNA in A4 on D5, D25, D45
and D70, 2, 5, 8 and 11 respectively for A5 on D5, D25, D45 and D70; 3, 6, 9 and 12 respedively for A6 on D5, D25, D45 and D70)
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bp M P 12 34 5 6 bp M 7 8 9 {0 11 12

BIN) —=

300 —=
200 —

600 —=
300 ——

200 —=

(b)
3 16S rDNA V3 PCR (M: ;P:0d DNA PCR ;147 10
A4 52545 70d DNA PCR ;258 11 A5 52545 70d

DNA PCR ;369 12 A6 52545 70 d DNA PCR )

Fig. 3 PCR amplification of 165 tDNA V3 region from paddy soil( M stands for DI2000 maker; P for PCR production of paddy soil on DO; 1, 4, 7
and 10 respectively for PCR production of A4 on D5, D25, D45 and D70; 2 5, 8 and 11 respectively for PCR production of A5 on D5, D25, D45
and D70; 3, 6, 9 and 12 respectively for PCR production of A6 on D5, D25, D45 and D70)

bp M 1 2 345 6 bp M 7 8 9 1011 12

HO() —
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200
(b)
4 16S rDNA V3 PCR (M: ;147 10 C4 52545 70d
DNA PCR ;258 11 C5 52545 70d DNA PCR ;369 12 Co6
52545 70d DNA PCR )

Fig.4 PCR amplification of 165 tDNA V3 region from red soil (M stands for DL.2000 maker; 1, 4, 7 and 10 respectively for PCR production of
C4 on D5, D25, D45 and D70, 2, 5, 8 and 11 respectively for PCR produdion of C5 on D5, D25, D45 and D70, 3, 6, 9 and 12 respectively for
PCR production of C6 on D5, D25, D45 and D70)
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Fig. 5 DGGE pattem and similarities of the 16S rDNA fragments of paddy soil at different times (M stands for V3 fragments
of M maker; P for paddy soil sample DO; 1 to 4 for A4 samples on D5, D25, D45 and D70; 5 to 8 for AS samples on D5, D25, D45
and D70; 9 to 12 for A6 samples on D5, D25, D45 and D70)
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6 DGGE (M: M s 1~ 4 C4 52545 70
5~ & C5 52545 70 39~ 12: (0} 52545 70 )
Fig. 6 DGGE pattern and simiarities of the 16S rDNA fragments of red soil at different times (M stands for V3 fragments
of JM maker; 1 to 4 for (4 samples on D5, D25, D45 and D70; 5to 8 for C5 samples on D5, D25, D45 and D70 ; 9 to 12 for
C6 samples on D5, D25, D45 and D70)
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EFFECT OF RICE STRAW ON MOLECULAR PHYLOGENETIC DIVERSIFY OF SOIL
BACTERIAL COMMUNITIES

Bu Yuanging Huang Weiyi
( Microbiology Department of College o Life Science f Narying Agriculiurd University, Key Laboraory o
Miaobiol ggical Engireering ¢ Agriaultural Erwironment of Agricultural Ministry, Narjing 210095, China)

Abstract Rice straw transformation takes place in soil but effects of rice straws on relations baween soils and bacterial
communities of the soils are still poorly understood. PCR and denaturing gradient gel electrophoresis ( DGGE) were used to mon+
tor development of bacterial communities in paddy soil and red soil, into which rice straw or rice straw plus biological agent was
applied during incubating period, respectively. The total baderial DNA from the two studied soils was extraded directly on DO,
D5, D25,D45 and D70. The DNA from paddy soil was purified twice, but the DNA from red soil was done only once. The re-
gions V3 of the 16S rDNA of bacteria from the two soils were amplified. DGGE profiles of the PCR produdions were compared by
similarty analysis. Theresults show simple DGGE profiles for controls of the two soils without rice straw. Rice straw was incubat-
ed in paddy soil and red soil for 70 days. DGGE profiles revealed that the camposition of the bacterial community in soil with rice
straw was more camplex than CK during the incuba ing period. Meanwhile, the results show that peaks of the baderial communt
ties appeared at different times in the paddy soil and red soil, treaed with rice straw during incubation times.

Key words Molecular polyphylogenetic diversify; Denaturing Gradient Gel Eledrophoresis; Rice straw; Soil baderia



