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Seasonal distribution characteristics of bacterial communities of coastal
surface sediments of Xiangshan, Ningbo

QIAN Peng', WANG Si-peng', LIANG Chun-ling', ZHANG Hua-jun', WANG Kai',
LIU Lian®, FEI Yue-jun®, ZHANG De-min'’
( 1.School of Marine Sciences, Ningbo University, Ningbo 315211, China;
2.Marine Environmental Monitoring Center of Ningbo, Ningbo 315012, China )

Abstract: In the summer of 2013 and the winter of 2014, the surface sediments of 7 stations in the Xiangshan
area of coastal Ningbo were collected respectively. The seasonal distribution characteristics of bacterial
communities of coastal surface sediments were identified, using 16S rRNA gene amplicon MiSeq sequencing.
The current study shows that bacterial community of sediments mainly consisted of Gammaproteobacteria,
Deltaproteobacteria, Acidobacteria, Alphaproteobacteria, Chloroflexi and Bacteroidetes. The Phylogenetic
diversity and Evenness of the bacterial communities in the summer were significantly lower than those in the
winter. The bacterial distribution pattern was simultaneously influenced by geographic distance and season. In
contrast, the effect of geographical distance on the bacterial biogeographic pattern in the winter was significantly
greater than that in the summer. In addition, the spatial variability of the bacterial community of sediments was
also correlated with water depth. In conclusion, the spatial distribution of bacterial communities in coastal
surface sediments of Xiangshan area of coastal Ningbo was shaped by geographic distance, seasonality and
environmental factors. Geographic distance was the major factor with a greater impact in the winter, compared
with another two factors.

Key words: coastal sediment; bacterial community; biogeography; season



