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ABSTRACT Objective To observe the compositions of microbial community of thin white tongue
coating in chronic atrophic gastritis (CAG) patients. Methods Authors collected thin white tongue coat-
ing from CAG patients (30 cases) and healthy controllers (HC, 30 cases). The 16S rRNA gene sequen-
cing technology was used to study the bacterial flora of thin white tongue coating. Results (1) The thin
white tongue coating had similar compositions of advantageous microbial community in the two groups. Of
them , the dominant bacteria of tongue coating at the genus level (the comparative content >0.5% ) were
Streptococcus (21.85% +4.00% ), Neisserian (14.98% +1.21% ), Veillonella (6.30% +1.10% ), Pre
votella (3.92% +0.14% ), Leptotrichia (3.89% +1.53% ), and Moraxella (0.64% +0.21% ). (2) Signifi-
cant differences existed in the contents of 5 bacteria genera between the two groups. The relative con-
tents of Moraxella, Veillonella, and Leptotrichia in CAG patients were significantly increased (P <0.05)
and the relative contents of Streptococcus and Alloprevotella in CAG patients were significantly reduced
(P<0.01,P<0.05).(3) According to top 35 of the genus heatmap, the dominant bacteria were different
between the HC group and the CAG group. The dominant bacteria in the HC group were Streptococcus,
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Alloprevotella, Prevotella-7 , Oribacterium , and unidentified-saccharibacteria. And the dominant bacteria

in the CAG group were Solobacterium, Lautropia, Aggregatibacter, Stomatobaculum, Megasphaera,

Campylobacter, Lachnoanaerobaculum , Leptotrichia, and Veillonella. Conclusions

CAG patients and

healthy people had similar basic bacterial structure of the thin white tongue coating. The different struc-

ture of microflora might be closely related to the occurrence and development of CAG.
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