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Fig. 3  Soil microbial biomass
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F 4 AT BEERAY 3B DNA £ 1. 0 2o E b e
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Fig. 4 The profile of total DNA extracted from soil
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Fig. 5 PCR amplified of 16S rDNA V3 fragments
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Fig. 2 Soil water content
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HAR IR K 79. 5%, 14F 1 A E4E 3 BAR U B/
H69.7%, 2 WM, LA 1 BRIBEISERE

A R M EAE 3 &K,
x1 #HiE 16S rDNA V3 X
¥ 18 R/ B DGGE B98Nt 55 B
Table 1 The similarity matrix of 16S rDNA V3 fragments
FESL RS No. 1 2 3

1 100. 0 71.9 69.7
2 100. 0 79.5
3 100. 0

R2 ERAESZHEENOERHRFEERE

Table 2 Shannon-wiene index(H) ,
evenness(E)and richness(S)of samples
Ha%s No. BR-BAZRMERE H W R E FHES
1 3.013 0. 975 22
2 2. 801 0. 969 18
3 2.484 0. 968 13

2.4.3 HIEMRHMEHER % DGGE Kl hss
BRI a~p AT YIS, X4l 4L 5 i) DNA F
BE AT I , M B 45 5 7E GenBank 34T BLAST X,
SRR 3. XTSI F, BT A Wk & 15 7 51
5 GenBank HAHA f# 16S rDNA JF 51| i 48 4 # K F
95% . [RTCZ&HT BT it 7 () 35 SR R 45 SR AN A, o 457 b
5 525 B 49 (Delta proteobacteria) JEF AL, &4 d 5
NS B (Micromonos pora) R AR, , 4547 1 58N,
FEAT 5 JB (Novos phingobium) ¥ FIF, 254 m 5 BRI
T H (Acidimicrobineae) 7 51 # {8, 21 o 5L B
(Actinobacterales) FF AR , AR S BB R L EMAED o

x3 DGGE il Fr Lb X4 45 R
Table 3 Sequence alignment with blast
P wFS MK
) 6 BEAI LAY 5 Similar sequence Record  Similarity
Band
No. /%

GU977200.1 99
JN697139. 1 95
Uncultured bacterium, colne DGGE band R-GE34-40A38 HE586785.1 100

Uncultured bacterium. clone B3

Uncultured Delta proteobacteria clone IC28

a

b

c

d Uncultured Micromonosporaceae bacterium lone CNY_01707 JQ401570. 1 98
e Uncultured bacterium clone VR-12-72 GQ495565.1 100
f  Uncultured Novosphingobium sp. Colne DGGE band 31 HF546541.1 100
g Uncultured bacterium clone YF406 KF037814. 1 97
h Uncultured bacterium clone MD20403a01 JN701144. 1 100
i Uncultured bacterium clone MONEDAS-MON3-C43 EU248658. 1 99
j KC554495.1 100
k Uncultured bacterium clone MONEDAS-MON4-C15 EU248661.1 100
1 Uncultured bacterium clone Maderad71 AY647426. 1 98
m  Uncultured Acidimicrobineae bacterium clone C139500104 JX528992. 1 99
n Uncultured bacterium clone U_SA2_A03 FJ167023. 1 99
o Uncultured Actinomycetales bacterium clone CNY_01027 JQ401063. 1 98
p Uncultured bacterium clone GB7N87003GROLO HM655078.1 95

Uncultured bacterium clone 9-920

2.5  IEAIEIRIE AR

HIZE 4 ATA, IR SRR SO A Yy AR
S5TEAIRGTEMSKBEYER B FMX(PL
0. 01, GERAA LI & B S 7K B RN FTE If LI P il
YRR R EEN R,

x4 TEERIERE XS

Table 4 The correlation analysis between different soil index

FEF5 Index ZFEMEFE %L Diversity index 44 Biomass
HHLR 0.873* * 0. 957 * *
Tk 0. 767 * 0.917* *

% Fn 0.05 KPZERME, * * R 0.01 KPH2RHE.
Note: * stands for significant difference at 0.05 level; * * stands for significant

difference at 0. 01 level.
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Study on Bacterial Diversity in the Eastern Side of Ningxia Helan Mountain

MA Yue,ZHAO Hui, XU Chunyan,ZHAQO Yalan,SU Jianyu
(College of Life Science, Ningxia University, Yinchuan, Ningxia 750021)

Abstract ; Taking desert oligotrophic soil from eastern wide of Ningxia Helan Mountain as the research object, by using the

way of PCR-DGGE, the community and diversity of soil bacteria were detected. The results showed that there were some

differences in the bacteria community and diversity among soil samples which were collected from different sampling

environment, All dominant populations of bacteria in soil samples were uncultured and classificatory position of most of

them were unknown. Soil bacteria diversity index and microorganisms biomass are significantly correlated to soil organic

matter and water content(P<<0. 01). Organic matter and water content were important factors affecting the composition

of microorganism’s species and quantity in oligotrophic soil.

Keywords : desert soil ; oligotrophic microorganism; PCR-DGGE;bacterial diversity
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