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Figure 1. Location of sampling site in naming river.
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Table 1. The environmental parameters of the study site in Nanming River (see Figure 1 for the location of sampling sites)

. . . DO BOD; COD TN TP Li Cd Hg As Turbidity
Sampling site -
mg/L mg/L mg/L mg/L mg/L mg/L mg/L mg/L mg/L coefficient
HuaXi bridge 6.75 = 8.33 + 8.51 = 7.63 = 0.41 = 0.0071 = 0. 0022 = 1.70 =
. 12 . 24
0.53 1.53 0.79 0. 65 0.01 0. 0006 0000 0000 0. 0003 0.47
WuYan bridge 4.32 13.33 = 18.35+ 8.11= 0.44 = 0.0070 = 0.00016" 0. 00027 0.0027 £+  3.36 =
0.83™ 1.53* 1. 60 0.20™ 0.01" 0. 0009 ’ ' 0. 0007 0.44™
GuanZhou bridge 4.36 10. 67 15.43+  11.48 = 0.42 = 0.0071 = 0.0031 + 4.51=
.0001 . 24
0. 89 1.15° 1. 80 0.96 0.05 0. 0003 000016 0. 000 0. 0003 0.52"
ShuiKou Si 3.81 10.33 16.00 + 5.84 + 0.3 % 0. 0058 + 0.0034 + 5.92 %
0. 00015 0. 00025
0. 67 1.15 1.99 0. 06 0.02" 0. 0002 ** 0. 0006 1.33
WuDang bridge  0.58 20. 67 28.63+ 12.77 « 0.76 = 0. 0069 + 0.00022  0.00028" 0. 0029 = 16.17
0.42* 1.53 2.02 0.25™ 0.03" 0. 0020 ) ) 0. 0003 1.91°

o represented very significant difference (P<0.01) , *

represented significant difference (0. 01 <P <0. 05)
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Figure 2. PCA ordination graph for the study site of patterns and

environmental factors.
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Figure 3. Metagenomices of 5 sampling site and the PCR fragment
of the 16S rDNA. C control sample 5 pL (10 ng/pL) ; wl the
sampling site in Huaxi bridge: w2 the sampling site in Wuyan
bridge; w3 the sampling site in Guanzhou bridge; w4 the sampling
site in Shuikou Si; w5 the sampling site in Wudang bridge. M,

marker.
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Figure 4. the bacterial community during the water of the 5 sampling site. w1 the sampling site in Huaxi bridge; w2 the sampling site in Wuyan bridge;

w3 the sampling site in Guanzhou bridge; w4 the sampling site in Shuikou Si; w5 the sampling site in Wudang bridge.
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Figure 5. The cluster analysis of the bacterial community during 5 sampling site. wl the sampling site in Huaxi bridge; w2 the sampling site in Wuyan

bridge; w3 the sampling site in Guanzhou bridge; w4 the sampling site in Shuikou Si; w5 the sampling site in Wudang bridge.
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Figure 6. RDA ordination graph for the bacterial community and environmental factors.
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Association of bacterial diversity in city area of Nanming
river with environmental factors

. # . # . . . . . . Lk
Jing Tang”, Xiaorong Xu", Chuanyu Shang, Xiaojuan Niu, Ximin Zhang, Yin Yi
The Laborary of Plant Physiology and Development in Guizhou Province, Guizhou Normal University, Guiyang 550001,

Guizhou Province, China

Abstract: [Objective] The aim of this study was to analyze the bacterial diversity of urban section of Nanming river as
well as to study relationship between the bacterial diversity and environmental factors. [Methods] The high throughput
sequencing on PCR-amplified 16S rDNA V4 fragments was used to determine the bacterial diversity of samples from five
sites of Nanming river. The ordination technique of redundancy analysis was used to analyze the effects of the
environmental factors on bacterial community composition. [Results] Diversity index analysis of bacterial community
composition in Nanming river showed that the Shannon-Wiener index of bacterial diversity in Nanmng River was about
7.5. The Shannon-Wiener index of 5 sampling site had an order as Wudang bridge > Shuikou Si > Wuyan bridge > Huaxi
bridge > Guanzhou bridge. Based on the sequencing results, there were 11 phyla (327 genera) in the samples, of which
proteobacterice (66.1%%3.30% ) was the dominant phyla, Gamma proteobacteria (54.76% +4.86% ) was the dominant
subgroup and Pseudomonas (16.92% +0.02% ) was the dominant genera. In addition, there are some flora and rare flora
undetermined. The result of RDA suggested that the influence of different environmental factors on different microbes were
different. Bacterial community IV had significant positive correlation with total nitrogen and total phosphorus in the
environment. [Conclusion] This research provides references for the association of bacterial composition and diversity
with environmental factors.

Keywords: bacteria community, 16S rDNA V4, environmental factor, river, RDA
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