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Fig. 1 Microeukaryotic community compositions in aquaculture system at phylum level (relative abundance of >0.1%)
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Fig. 2 Nonmetric multidimensional scaling (NMDS) analysis of microeukaryotic community structure based on Bray-Curtis distance
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A. Microeukaryotic community structure at day 0, 14 and 28; B. Microeukaryotic community structure at day 14; C. Microeukaryotic

community structure at day 28
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A. Microeukaryotic community composition in biofloc; B. NMDS analysis the community structure in biofloc; C. Average cluster analysis

based on Bray-Curtis distance
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THE EFFECTS OF SUCROSE ON MICROEUKARYOTIC COMMUNITY IN THE
SHRIMP AQUACULTURE SYSTEM

BAO Fang-Jian', HUANG Lei', CHEN Wei', WANG Si-Peng', CHEN Chen’, HUANG Xiao-Lin’,
ZHANG De-Min' and ZHANG Hua-Jun'

(1. School of Marine Sciences, Ningbo University, Ningbo 315211, China,
2. Zhejiang Mariculture Research Institute, Wenzhou 325005, China)

Abstract: Carbon source is an important factor influencing bioflocs formation and microbial community composition
in Penaeus vannamei aquaculture system, and it is important to elucidate the response of microeukaryotic community in
both aquaculture water and bioflocs. Here, we used 18S rRNA gene amplicon sequencing to investigate the microeuka-
ryotic community compositions (MECs) and the interaction of microeukaryotes in water and bioflocs under sucrose in-
put condition. We found that sucrose input significantly affect the MECs, especially in the abundance of Ciliophora,
Rotifera and Chlorophyta. After 28 days in culture, microeukaryotic community structure was mainly driven by
sucrose, dissolved oxygen, nitrite and phosphate. Co-occurrance network analysis showed that sucrose input can en-
hance the interaction between Heterokonta, Ciliophora and Rotifer, which is benificial for inhibiting the excessive
growth of algae. Briefly, these results revealed the successional patterns and interaction of microeukaryotes in aquacul-
ture water and bioflocs, which may provide new insights into the application of bioflocs technology in shrimp culture.

Key words: Biofloc technology; Microeukaryotic community; Co-occurrance network; Shrimp aquaculture; Penaeus
vannamei
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