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STUDY ON BACTERIAL DIVERSITY IN THE XIANGSHAN HARBOR USING HIGH
THROUGHPUT SEQUENCING

LIU Yan', LI Zhi-En*, YUAN Yi-Ming?, ZHANG Zhen', QIAN Peng-Yu®’, YE Huan?, LIU Song-Yi',
WANG Ze', HAN Jiao-Jiao', ZHOU Jun', SU Xiu-Rong'

(1. School of Marine Science, Ningbo University, Ningbo 315211, China; 2. East China Sea Environmental Monitoring Center of State
Oceanic Administration, Shanghai 201206, China; 3. Zhejiang Zhenghegu Biotechnology Co., Ltd., Ningbo 315048, China)

Abstract The bacterial diversity of sea area of the Xiangshan Harbor under lower water temperature in early spring
was detected by the high-throughput sequencing method, from which 2 166 bacteria species were identified, belonging to
836 genera, 186 orders, 352 families, and 91 classes. The dominant bacterial groups included mainly Proteobacteria,
Bacteroidetes, Actinobacteria, Firmicutesand, and Cyanobacteria. Proteobacteria accounted for the highest proportion in
station G04 (91.45%) and Bacteroides accounted for the highest proportion in G09 (18.05%). The proportion of
Actinomycetes in G12 (7.95%) is the highest. In addition, as revealed in high-throughput sequencing, the richness of
bacteria increased with the increase in longitude and in distance from coast, which may be affected by the human living
environment. Meanwhile, the richness of y-Proteobacteria in the sea area was 72.76% in G04 site and 29.11% in G12 site.
This study provided a reference for aquaculture and sustainable development of the Xiangshan harbor.

Key words Xiangshan harbor; bacterial isolation and culture; high-throughput sequencing; community structure



