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Characteristics of salivary microbiota in patients with ulcerative
colitis with thin white fur and yellow greasy fur
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Abstract Objective: To observe the characteristics of salivary microbiota in healthy persons, Ulcerative coli-
tis(UC) patients with thin white fur(UC with TWF) and yellow greasy fur(UC with YGF), in order to explore
the relationship between tongue fur and salivary microbiota in UC patients and their distribution differences. Meth-
ods: Thirty-five patients with UC with TWF, 35 patients with UC with YGF and 35 healthy persons(thin white
fur) who met the inclusion criteria were selected and saliva specimens were collected. The diversity and abundance
of salivary microbiota in UC patients were studied by 16S rDNA gene sequencing and bioinformatics. Results:
There was no significant difference in the species richness and diversity of salivary microbiota among UC with
TWEF group.UC with YGF group and healthy control group. The number of salivary microbiota in healthy people
was more than that in UC patients; the number of salivary microbiota in UC with TWF was more than that in UC
with YGF. At the phylum level: Compared with the UC with TWF group, Actinobacteria in the salivary microbi-
ota of the UC with YGF group increased significantly(P<C0. 05). At the genus level: Compared with the UC with
TWF group, Actinomyces, Comamonas , Alloscardovia in the salivary microbiota of the UC with YGF group in-
creased significantly(P<C0. 05), while Roseburia and romboutsia decreased significantly(P <C0.05). Conclusion:
There are differences in salivary microbiota composition and bacterial abundance between UC with TWF group and
UC with YGF group. Beneficial bacteria in saliva decreases and pathogenic bacteria increases among UC with YGF
group. It is speculated that UC with YGF patients have more serious salivary microbiota imbalance. The different
types and degrees of salivary microbiota imbalance in UC patients provide microecological value for exploring the
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formation of tongue coating.
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