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Fig. 3 Bacterial composition of the water column sample with respect to the class level
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Abstract: Marine microbes play an essential role in marine ecosystems. To systematically understand microbial
community diversity in the Bohai Sea marine protected areas of the Shandong Province, we investigated the micro-
bial community composition and diversity of 12 water samples using the [llumina high-throughput sequencing and
bioinformatics analysis technology. Results for the 12 sampling points showed that the number of relative microbial
groups included 25 phyla, 56 classes, 103 orders, 163 families, and 227 genera. Dominant groups at the phylum,
class, order, family and genus classification levels were Proteobacteria (57.95%), Alphaproteobacteria (21.88%),
Flavobacteriales (14.31%), Rhodobacteraceae (10.68%), and Candidatus portiera (7.94%), respectively. These
findings suggest that Bohai Sea marine protected areas in the Shandong Province brine have high levels of micro-
bial diversity. This diversity provides basic information and knowledge to further understand the relationship be-

tween marine microbial diversity and protection of oceanic environment ecology.
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