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Comparison of oral microbial diversity between periodontitis
patients and healthy people by 16S rRNA gene clone library
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(1. School of Stomatology, Lanzhou University, Lanzhou, Gansu 730000, China)
(2. Key Laboratory of Oral Diseases of Gansu Province, Northwest University for Nationalities, Lanzhou,
Gansu 730030, China)

Abstract: [Objective] To compare oral microbial diversity between periodontitis patients and healthy
people by analyzing the saliva microbial community structure in the same region with same nationality.
[Methods] We collected 10 saliva samples from 10 subjects (5 from periodontitis patients, 5 from
healthy people) and marked DP (Dongxiang periodontitis patients) and DH (Dongxiang healthy
people). Saliva samples’ DNA was extracted and the 16S ribosomal RNA gene clone library was
constructed. The sequencing results were analyzed by software such as MOTHUR, MEGA 4.0, and
ClustalX 3.0. [Results] A total of 115 OTUs (DP 60; DH 75) were obtained and all OTUs were
classified into 6 phyla and 27 genera. TM7 was the unique dominant phyla in DP group. The dominant
genera in DP group only included: Fusobacterium, Porphyromonas, Peptostreptococcus, TM7_genera.
[Conclusion] There is a certain difference of oral microbial community structure between Dongxiang
periodontitis and healthy people. The roles of Fusobacterium, Peptostreptococcus, TM7_genera in oral
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cavity of periodontitis patients may deserve further study.

Keywords: Dongxiang, Periodontitis, Microbial, 16S rRNA gene
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Figure 3 Relative abundance of phyla members of the oral communities between DP and DH
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Note: The figure shows the dominant phyla abundance of DP and DH groups and the dominant phyla abundance of each sample in two

different groups. Y-axis represents the percentage of the content, and X-axis represents the saliva sample between two groups and each
subject. The phyla information is color-coded according to the legend in the middle.
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