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Structures of bacteria cloning communities in the soil environment

and their ecological characteristics
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Abstract:Some bacteria (eubacteria)cloning communities {rom different soil environments were obtained
with a molecular method based on 16S rDNA analysis. The ecological characteristics of these cloning com-
munities were analyzed. In the soil environments ,bacteria species or strains are very abundant. The diversi-
ties are related to the vegetation,soil moisture and depth. There are the most abundant species and highest
diversity in the surface soil environment, where no dominant gene pattern was observed. There are very few
overlap gene patterns among bacteria communities from different soil environments. It shows that the
structures of soil bacteria communities are complex.
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Table 1 Number of clones and OTUs of some samples

KBS-1 KBS-2 KBS-3 KBS-4 AB-1 AB-4 D1-1 D1-4 DBO
Code of samples

606 705 210 324 678 252 397 217 920
Number of clones
OTUs 551 684 191 311 665 84 362 85 886
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Table 2 Comparing of some bacteria community’s parameters in different depth of soil
< KBS-1 KBS-2 AB-1 AB-2 AB-3 AB-4 AB-5 DBO DI-1 D14 DI1-8
Code of samples
(cm) - _
Depth of soil 5 15 5 157 325 404 750 50 50 410 750
)
(G 606 704 687 54 74 250 204 920 397 217 218
Total clones
OoTuU O
) 551 685 665 33 36 85 74 886 362 85 56
Number of OTUs
ouT
C -
Clones of the 7 2 3 5 10 36 41 7 4 24 46
dominant OTU
o/c 0.91 0.97 0. 97 0.61 0. 49 0. 34 0. 36 0.96 0.91 0. 39 0. 26
Y/C 0.012 0.003 0.004 0.09 0.14 0.14 0.20 0.008 0.01 0.11 0.21
2.5 OTU
OTU, OTU OTU s OTU )
b b o . ( 3) o
3 OTU
Table 3 Overlap OTUs between different samples
AB-1 AB-2 AB-3 AB-4 AB-5 DI1-1 DI-4 DI1-8 J1 J2 O1 02
Code of samples
OTU
5 33 36 85 74 362 85 56 255 96 140 210
Number of OTUs
OTU
0 0 7 11 3 14 5 4
Overlap OTUs
3 s oTu
OTU s o AB-5 15%
OTU AB-4 OTU ,D1-8 20% OTU D1-4 OTU ( Do
3 b
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