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The Analysis on Distribution of Microbial Community and Its Influencing Factors
in the River-LLake Ecotone of Ganjiang River Downstream

HUANG Xiaolan' > JIA Wei® YE Changsheng' JIAN Zhengjun® ZHANG Jian’
(1. School of Geosciences East China University of Technology Nanchang Jiangxi 330013 China;
2. College of Geography and Environment Jiangxi Normal University Nanchang Jiangxi 330022 China;
3. Yiwu Shangxi Senior Middle School of Zhejiang province Yiwu Zhejiang 322006 China)

Abstract: At present most studies on bacterial diversity and its interaction with environmental factors are concen—
trated in coastal areas oceans and lakes but there are few studies on the differences in microbial distribution in win—
ter and summer in a certain basin. This paper analyzes the differences in the distribution of microbial communities in
the summer and winter in the riverdake ecotone in the lower reaches of the Ganjiang River and its influencing fac—
tors. By selecting typical samples of the riverdake interlaced zone in the lower reaches of the Ganjiang River for
sampling analysis the Mesq high-throughput sequencing technique is used to study the community distribution char—
acteristics of typical water samples in the interlaced zone of the Ganjiang River. The results show that there are 6
dominant microbial groups in the riverdake interlaced zone in the lower reaches of the Ganjiang River in winter
namely Proteobacteria Bacteroides Thick-walled bacteria Actinomycetes Cyanobacteria and Sputum micro-bacteria.
There are 7 dominant microbial groups of bacteria Bacteroidetes actinomycetes cyanobacteria sputum microphylax—
is green bacillus and acid bacillus. The most dominant microbial group in winter and summer is Proteobacteria fol—-
lowed by Bacteroides. The diversity index indicates that the abundance and diversity of microbial communities in
summer are higher than those in winter. Physical and chemical factors analysis show that the heavy metal content in
summer is lower than that in winter but there is still a certain degree of heavy metal pollution of cadmium lead and
mercury in the lower reaches of Gannjiang River and the eutrophication of water is more serious. The Canoco soft—
ware 1s used to analyze the redundancy between species quantity and environmental factors. The results show that
the main physical and chemical factors affecting the distribution characteristics of microbes in winter and summer
are total nitrogen( T'y) total phosphorus( 7},) and pH value. Different microorganisms have a certain tolerance to
changes in the water environment. The changes in physical and chemical factors caused by seasonal changes have
litile effect on the distribution of dominant microbial groups. The distribution characteristics of microbial communi—
ties are not only affected by single factor changes but also by multiple factors.

Key words: ecotone of the riverdake in Ganjiang River; winter, summer; microorganism; influence factors



