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Abstract: [Objective] In order to identify peat bacterial diversity and community structure in Gahai
Lake wetland in Gan’nan. [Methods] By Illumina MiSeq high-throughput DNA sequencing platforms,

Foundation item: National Natural Science Foundation of China (No. 31260031); Major Science and Technology
Project in Jiangxi Province (No. 20143ACF60002)

*Corresponding author: Tel: 86-791-88177556; E-mail: weiguowen@jxas.ac.cn

Received: May 08, 2016; Accepted: August 08, 2016; Published online (www.cnki.net): September 07, 2016

EEmB (No. 31260031) (No. 20143ACF60002)

*BWMEE: Tel 86-791-88177556 E-mail: weiguowen@jxas.ac.cn
i BHA: 2016-05-08; 3EZ HEA: 2016-08-08; L=tk B #I(www.cnki.net): 2016-09-07



2397

we studied the bacterial diversity from three samples of peat colonies. [Results] We obtained 108 096
non-redundant sequences by comparing the silva databases. The preponderant bacterium from three

Gahai Lake wetland peat samples

were Anawerodineaceae-uncultured, Micromonospora,

Brevundimong and Nocardioides. [Conclusion] Peat bacterial diversity and community structure in
Gahai Lake wetland can contribute to the development and utilization of functional bacteria.

Keywords: Peat of Gahai Lake wetland in Gan’nan, Diversity and community structure of the bacterial

community, High-throughput sequencing
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Table1  Sequencing data statistics of three peat samples

. . . Coverage
Sample Efficient Total nucleotides ~ Average sequence Chao Shannon Simpson (%)
P sequence detected (bp) length (bp)

605 5.62 0.0069
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589 5.21 0.0119
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