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Algicidal activity of Marinobacter sp. YWLO01 and algicidal mechanism
analysis based on its genome sequence

WU Han-hual’z, LI Deng-fengl’z*, YAN Xiao-junl’z, XU Ranl, LIU Feil, ZHOU Cheng-xul, LIU Lian-guo1
( 1.School of Marine Sciences, Ningbo University, Ningbo 315211, China; 2.Collaborative Innovation Center for Zhejiang Marine
High-efficiency and Healthy Aquaculture, Ningbo University, Ningbo 315211, China )

Abstract: To explore the algicidal activity and mechanism of a novel Marinobacter sp. YWLO1, Skeletonema
costatum cultures are added with YWLOI. Cell condition and signs of lysis in each algal culture are monitored
with a variety of means including visual inspection, optical microscopy, transmission electron microscopy.
Genomic DNA of YWLO1 is sequenced with Illumina Miseq. Functional annotations are made in a bid to
analyze the algicidal mechanism through a BLASTP search. The results reveal that YWLO01 exhibits algicidal
activity through a direct attack. After the inoculation of YWLO1 cells, the color of the S. costatum cultures turn
from brown to pale, and the cytoplasmic and photosynthetic pigments are found to be significantly degraded
compared to those in healthy cells. The lysate has a statistically significant impact on the chl-a content of S.
costatum. The genome of YWLO1 contains genes about algicidal mechanism. The work presented in this report
may facilitate understanding the genetic underpinning of algae-bacterial interactions, and is expected to be useful
for further studies of algal blooming.
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