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ABSTRACT Objective: This experiment focuses on the scrippsiella trochoidea bloom in Daya Bay to explore the microbial
community structure and the occurrence form of sulfide in different bloom stages. Methods: Bacterial community structures of the bloom
were evaluated by T-RFLP and PCA. The genetic diversity of bacterial community was analyzed by illumina sequencing. Pearson
correlation coefficient was used to describe the correlation among bacterial community, algae and sulfur. Results: In early stage of the
bloom, the ratio of advantage bacterium groups (Enterobacteriaceae: Alteromonadaceae: Rhodobacteraceae) was about 8:1:21, and
Enterobacteriaceae played the leading role. Sulfur existed mainly in the form of DMS. In decline period of the bloom, the proportion of
each advantage bacterium group turned into 3:5:25, and Alteromonadaceae became the dominant species. The combined form of sulfur
changed into DMSO. And Rhodobacteraceae was the permanent dominant species during the bloom. In addition, this study found that
there were kinds of bacteria closely related to scrippsiella trochoidea in different periods of the bloom, including four positively regulated
bacteria and eight negatively regulated bacteria, which played different roles during the bloom. Conclusions: It is confirmed that changes
in composition of bacterial flora have relations with algal bloom. And dynamics of bacterial community also has effect on the sulfur
metabolism. Therefore, this work is helpful to understand the microbiology ecology function of sulfur metabolism during the bloom, and
to expand theoretical knowledge of scrippsiella trochoidea bloom.
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Fig.1 Dynamics in Algae, Bacteria, and Organic sulfide concentration
during the Scrippsiella Trochoidea bloom
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Fig.3 Cluster analysis of bacterioplankton assemblage in all samples
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