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Fig. 1 Bacterial diversity in the algae-lysing solutions
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Fig. 2 The comparsion of the algae-lysing solutions at the genus level
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Analysis of Microbial Composition and Diversity in Two Efficient Dissolved Alga Solutions

LIU Jia', XIONG Qingshan', LI Zhi', DANG Xiaoqun', ZHOU Zeyang'*, WANG Linling'
(1. College of Life Sciences, Chongqing Normal University, Chongqging 401331
2. State Key Laboratory of Silkworm Genome Biology. Southwest University, Chongqging 400716, China)

Abstract: [ Purposes ] To analyze microbial composition and diversity in two efficient algae-lysing solutions. [ Methods]Two efficient
and stable algae-lysing solutions, cg-a and cq-b, were constructed by using the microcystis aeruginosa co-culture with the water sam-
ple collected from the region of the blue-green algae bloom in Chongging. The 16S rRNA gene sequences of all species contained in
these two algae-lysing solutions were sequenced by using 454 pyrophosphate sequencing technique. Additionally, the microbial
structure was analyzed using OUT cluster and diversity index analysis. And the structure and function of bacterial community struc-
ture were analyzed. [Findings]The cq-a and cq-b had similar community structure. Proteobacteria, Bacteroidetes, Cyanobacteria,
Actinomycetes, and Chlorobacteria were the dominant community. The abundance of Thauera, Rhodobacter, Chitinophage, and
Microcystis in cq-a were 13.8%, 15.4%, 2.7%, and 8.4%, and in cq-b were 50.3%, 9.2%, 10.4%, and 9. 1%, respectively.
[ Conclusions ] The two efficient algae-lysing solutions in Chongqing has rich flora and concentrated functional bacteria. They inhibit
algae, decompose organic polymer compounds, reduce the nutrient content of water, and jointly inhibit algae growth and exhibit al-
gae-reducing activity.

Keywords: microbial flora; algae-lysing solution; sequencing of pyrophosphate; algae-lysing activity
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