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5H J5 20 B A F5F A LB 0 SRR R S i
IR EIR BN W B T B A A
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45%~66%, HIERAECHYMEL, YRS R 114 g/ke,
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JEHR 0~20 cm, K HURFE RO B B4 FARSE,
BfF. I 3 AN AP, AbFE 1. -3 20 em BREE BN
5% (& ) MRz ok W A4 s A0 38 2. + 4 20 cm WRJE
I 520k R e A R Rl |, KRB S I H 20~
30 eI AL 25 ORI s 4038 3. HIERZHE 3 cm 1Y
B BTR A A s DS ABUAE: 7 Ak 3 1 1 48 D i R
(CK), &Mb3/NXEF 3 mX 3 m, B N/NX (A 3 m
eI IE
1.3.2 RN AR 4t RA OMEGA
A TFIH) Soil DNA Kit(D5625-01) 32 BUFI 4 Ak - 3 2 4y
FHA.
1.3.3 16StDNA V3 X#"# PCR &[S % .94°CHi
M 5 min, 94°C A5 45 s, 65°C (45 B — A1 36 [% 7%
0.5°C)iBk 1 min,72 ‘CHEH 45 s, 3k 24 NMER, R 5
94°CAS M 45 5,53°C3B K 1 min, 72°C #E{# 45 s, 3L 11 MG
I, RJG7E 72°C FFE/H 5 min, F|#):357F: CCTACGG-
GAGGCAGCAG ; 518R: ATTACCGCGGCTGCTGG ;
GC-clamp™ ;. CGCCCGCCGCGCGCGGCGGGCGG-
GGCGGGGGCACGGGGGG, PCR RRikZ :Go Tag
Green Master Mix (2X Green Go Tag Rection Buffer,pH
8.5)400 pM dNTP,3 mM MgCl,) 25 pL, b #7384
(10 pmol/L) 2 pL, F#F 5| 4 (10 pmol/L) 2 pl, A7
3 L, BTk 18 ul.
1.3.4 ZARVERSRE BEL B9k (DGGE)  DGGE Wy 414 H
I BRI MR 1026 FRIK R oP K 1 X TAE S
40%~68% HaL ¥kt ] 6 h LR 160 V. IR EE 60°C . LA
B 40 pL.Gel-Red™ Y& i it 6] 30 min, H 5 45H H) 5
BONF LS HE RS M. WFYSRE
GeneBank #1347 BLAST 3T,
2 HRESW
2.1 35 DNA 425

fdi FIR 7 & Soil DNA Kit (D5625-01) $2 Bt 4 3£ 4.
DNA, 38 55 16 35t B 5 568 s oL Uk Rl . £ 48 5 DNA
F B R /N 15 000 bp(El 1),
2.2 40 16S rDNAV 3 [X PCR 3

L A48 5 DNA SHBEAR , i F 40 38 FH 5 14 357F #
518R %t 16S rDNA V3 X f Brfb 47418, 3F3@ 1 12035
WEBE RS HL Pk HEA TR, 45 SR L 2 B, 45 S BE AR
FrBR/INA 201 bp, JC B B AR R S50 4, DR 1Y
YRR R AR, AT VEN DGGE R .
2.3 ARV EEEEI F Uk (DGGE)
2.3.1 DGGE EEIEREE SRR 8=
Y4 T DGGE 4347, °T A4y 85 0 B A 56 52 BE R R L2
BARMEN .. AW EE BT 1R 40 B FR R A 5
B A S B R T A B SR . T AT DL
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Bl +8E DNAREIBXE
#:M:DL 15 000 Marker, CK.1.2.3 4351 % B8 . 7% 0 4 4 o e ot
BB TR+ SRR B S ACR A A R, T,
Fig. 1 The electrophoresis of total DNA from soil
Note:M: DL 15 000 Marker. CK is control, 1 is adding poplar woody
chips,2 is adding poplar woody chips+ covering with willow branches, 3 is
covering with mixed woody chips of poplar and willow. The same as below.

3

£
e
7~
(387

B 2 16Sr DNA V3 X§ 1 25 A s sk B
A :M:DL 2000 Marker,

Fig. 2 The electrophoresis of the 16S rDNA PCR
amplification products
Note: M: DL 2000 Marker.

AR FRA R & P U R S E R A Y
LM, BE 3.4 A4 EE + A& 16S rDNA V3
PCR 7= 4 i) AR P46 P B B FL K 25 SR W AR Y A A 3
DGGE KR4 R M B YA —E M EH,CK,
AbFE 1.2 FIAb R 3 A AL BEAR K A 67. 3%6.50. 3% Fll
58.4%, % die Ml g BALH KW HRE LS,
255 a.b Al h Ab3E 3 R 450, 451 o NALHE 2 1R
&, BAREREA 13 MU BRI A E R R, AR
3K 26 %M, FEERE; A 1 &K, RA 13 &1,
F 5 R/IME RS b FR 3> 4038 2>CK>4bH 1,

2.3.2 AT ARIEREE B P ARG AR
BRI BE R A R A H] , 52 UPGMA 5535k X5 M i 1)
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FELEM . ACEE 1 FIALEE 2 AR RIAE 67 Y0) RFALEE 1 Fn

AbFE 3(63%),
0.57 1.00
#2
0.63
#1
0.57
#3
0.67
#CK

B 5 THEEMAHE UPGMA BELHITER
Fig. 5 UPGMA clustering analysis of soil bacteria

2.3.3 WFp5HXT & DGGE B, I 8 > 55 fE
BRI A0 HEAT VIR [ Wi BB PCR 4 4 4l AL F0i

B3 165 DNA V3 K4 $#15 BH DOGE ST 45 J7 W 45 S 7E GeneBank %(4fg e P it 47 R YR P L X, 8
AT RIC I IR FAHHHIFE N BUFS 5 GeneBank A )41 B 7 51 41

Fig. 3 DGGE profile of amplified 16S rDNA fragments from

soil samples RIMEANZR 1 BN i 2 257 A 3R A T A Wl 28 7T DL

Note: ‘ A’ :Major bands of 16S rDNA genes fragments were elu- %Z: ﬁﬂﬁﬂ{] j:i;g FPE?@@H}%%%E@%%%ﬁE{] Zﬂﬁko

ted from gel of DGGE. —fIA R 16S rDNA FFIRIEHE K TF 8%, )8 FF—Fh
Y, R R R 93% ~95% 2 ), )8 FR—1&.
NSRRI/ T 93%, AT LA KB FARME ., 8

il ‘ S84 5 HX 5 AR BT K T- 93% , BTN HL Xt
2 12 HEE FFR—1E. BRAW { DRME M ke 5, 2
i T4 Tl TABESBURT 5 AR AR, K S HOR TR
HIBER, 460 doed F1 g LA 440, ULBA 2 L3 &
TLEERE, HA & ab Al c BRAF XA WL BB+
A 1L SERE e A R, 5 LR TR IS A %
1L 1 I H a M b JB T2 R (Bacillus) , 53 ¢ JBTH Tl
i 18 J& (Kocuria) , A 55 3% 175 7o B i /8@ (Kocuria) B B ¥ AT
il 1 }(%) AT A R BB, A RO T LU A SO gt J M R
B3y i AU A B A SO A 0 40 R B i o e
W T I .
=+ 7 %1 DGGE th#& ¥ mERE K RIFFILL %R
184 —=— 18 Table 1 Coparison of genomic sequences in dominant DGGE bands by
sequencing and BLAST analysis
&l BAE)F ARk
Bands Most closely related sequences Similarity/ %
191 119
201 1720 a Uncultured Bacillus sp. clone 10CS85 98
3 CK 2 1 b Bacillus sp. CJNY56 99
100.0% 67.3% 58.4%  50.3% c Kocuria sp. NEAU-ST5-33 96
1 s o orare s e
Fig. 4 DGGE sketch map of ampliﬁed 168 rDNA f Uncultured bac;erium cl(;ne. 21-002a-D04 93
fragments from soil samples e Sphingopyeris sp. MWOAZ 95
%%Ei%i&ﬁ?ﬁﬂ %ﬁ%*ﬁ 'fu 'l.é %é@%ﬁ ° F)fﬁ# l:ll:|':] *ﬁ h Uncultured Sphingobium sp. isolate DGGE gel band Al 96

U 57 % B ESE WA R KNZER ., 7 63%~67%H) 3 #wE5itie
AT AL 4 4 /B K TP R,
FAIEACE AL T 4 - OVLE SR TPk, ISR LA PR LIS A 2 FEEM T, 1 R

SR 2, CRMALER 3 S RIRAREN R A WBAMIOR o bk B 9 B — LR AT 20 R BB
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AbFE 1, U Z RIFAT R BT A R R A FE 2>
AbEE 1> 4038 3>CK, KT RBJE N . — RN HEN B EN L
HHARABEME X R, X 5NBEFE HRER—BC R
R GG B ARE T AN R &, R VT I R,
1M DGGE BF5E R Z AT IR A .

UPGMA R24rHr3R 7, 4038 3 F1 CK, b3 1 Fib
2 AR, UH CK fgb3 3, 4038 1 Fib
B 2 TERF IS5 7 TR BOR AU . FTREIA S CK Al
AbFE 3 A ] LIRS INA DL, 40P 3 R R w e 1
R, AP 1R 2 Hym HEAP RN T ARBEE R
APV P Y + 38 R R TR LS S ALAT R (Ba-
cillus) F12% Se & (Kocuria)2 M@ . S EHR TS
GeneBank H Kocuria sp. NEAU-ST5-33 A1 R 96%
HIBE AT A DL RS . T P R YRR S5
oA 2% , PRHT VA - 33 v #4045 4 ) B AT
T E— I KRG .
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W OE.2FHHAEREG20A” MK SOL” Tt H F7 A EM L #AT T AR RE L
BBBEAFR., ER £ .GSH6-BA 0.1 mg/L+NAA 0.1 mg/L 28 HrEAIARE FiFS 2
KGRI K IE M A ;GSTIBA 0.05 mg/L &2 EH B K XE G ARKRERITF, Ak 2 f0lE

BARRREGHBREERS.
KW A ; HIF R AR
hESES:S 663. 1

R BT TR IR IR Y R B A
AFHNR B F R AR MEGR . ERETUDER K
REARHEATIR B S, o7 LATC R B AR IR A FI I R,
P RE B PRI ] PR A ™ A, 32 ™ & i o A e
s, FE A 20 {22 60 ST iR #EAT #i A il A KK
BRIEIT, S LT AR SE , BB T —HE it
WOPERGR R B RN BT M E R AR B AEE HR
AE AT N A, R — > 32 B DR 5 Sl A A B
B AARBOE, B ARRUE . I SRR 1 5 B A
HITGAR AT T PR B B A2 ARBT ST, LU D w8 o306 1
AT LA E R R AUKYE .

1 #RERE*
L1 stk

BUX A H R A SR “520A7 “ILIE”  “SO4” “Ae it
A TP I BF A A 2 A D B AR SR B 3 B Ak 58 A
BRI PURTE RGN .

F—IEERN AT AEA), B AL, REF, AEENFRHA
EMBARAFRE TR, HF T4, Email:zps9999@126. com.
rfs HH#A:2013—11—07

ERFRIRAS A X EHS:1001—0009(2014)03—0101—03

DL GS MEA BRI, BN 15 g/L HEHRE,5 g/L 3
fg,pH 4 5.8,
L2 HEhk

B RAESME AR R K vhEE 1 bR 5 R EE K
EVE 3 UGIERRS TAEA EAEH 0% MBS R 10 s,
BT 0. 1%/ HeCl, W IR 5 s, 585 FITCH /K B
3K, FITH B IR R TR A R THK A3 e
L2.1 REFHIFESHIEIER AR BRI
PR TR R H B 6-BALNAA B GS 5555 F AT
R, BRI 0. 1.0.5 mg/L 2 NMREEALEE, 30 d 48
SR TEN . BB 20 M, B 3 MRk, BAZFZE BN,
B 5 7E IR B (25 £ 2)°C ) BB 38 B 2 000~ 3 000 1x,
24 h BT R,
12,2 HARSESR 5T AR ARG R B BT AR
FIESRB R T I I IBATAA RRIVEBERY GS #5575
b SRR 0.01,0.05,0.10 mg/L 3 4>y B Ab 3,
R 15,30 d o B G E H vk R 2R BB A AR L
AERBFMRKF IR, BT 20 i, B 3 bk, 22
BeERh, RS (25+£2)°C B RR EE 2 000~
3000 1x,24 h &6 TS,

Abstract: Taking the sandy soil in Yinchuan interior desert as material, the effect of sandy soil bacterial diversity in

different organic materials treatments(1. with 5% poplar chips mixed with soil;2. with 5% poplar chips mixed with soil

and covered with willow branches on surface;3. with soil surface covered by wood chips) were studied, with no treatment

as control (CK), the soil bacterial in defferent treatment were studied by the denatured gradient gel electrophoresis

(DGGE). The results showed that under the treatments 1,2,3,the structure of bacterial community changed in different

degrees. The abundance of community structure was highest in treatment 3,then in 2 and lowest in 1. The results of

clustering analysis showed that,two groups were clustered. They respectively were CK and 3,which similarity was 63%

and treatment 1 and 2, which similarity was 67%. One bacteria which had the 96% similarity with bacteria related to

organic materials decomposition was isolated and identified.

Key words:; organic materials;bacterial diversity;denatured gradient gel electrophoresis (DGGE) ;16S rDNA
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