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Analysis of rhizosphere bacterial diversity in Suaeda glauca
Bunge based on high-throughput sequencing
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Abstract: Suaeda glauca Bunge is a pioneer plant in saline-alkali soil. Understanding the rhizosphere
microorganisms of S. glauca Bunge is of great significance for understanding the living habits of S. glauca
Bunge adapting to alkaline soil and further developing Suaeda glauca Bunge in saline land. In this study,
four samples of S. glauca Bunge from Red Beach. Liaoning were used to determine DNA V3 + V4
sequence of the bacteria by Miseq sequencing platform, and the bacterial community structure and
diversity of the rhizosphere soil of the plant were analyzed. The results show that a total of 143041
effective sequences, 1346 OTUs, 27 phyla, 60 classes, 104 orders, 193 families, 355 genera, and 408
species were detected in the four samples. The results of inter-sample and intra-sample diversity analysis

based on OUT quantity show that, rhizosphere soil of Suaeda glauca Bunge in terrestrial saline land had
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similar bacterium composition with that near the puddles of water, and the diversity of bacterial
community in terrestrial samples was highest. Among them. Proteobacteria, Cyanobacteria, and
Bacteroidetes were the first three dominant phyla. In terms of genus level, among 20 dominant bacteria
genera, the proportion of bacteria genera of Proteobacteria accounted for nearly 50%. These results
provide clues to understand the rhizosphere microorganism composition of S. glauca Bunge, explore the
growth characteristics of S. glauca Bunge and help to find and screen resource microorganisms.

Key words: Suaeda glauca Bunge; high-throughput sequencing; community structure; diversity
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