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Abstract Objective: To draw a distinct gut microbiota pattern of children with moderate-severe dust mite-in-
duced allergic rhinitis(tDAR) and healthy children. Methods: 3— 10 years old moderate-severe DAR children(68
cases) and healthy children (38 cases) were involved in this study. General information was collected through
questionnaires, and fecal samples were collected for metagenomic sequencing. MetaPhlAn3 was used to generate
the microbiota composition abundance in detail, and Alpha and Beta diversity changes were calculated. The differ-
ence in species abundance at different taxonomic levels were compared. Differences in functional pathways were
compared by LEfSe analysis. Results: The diversity of gut microbiota in children with moderate-severe DAR didn't
change significantly compared with healthy children. A total of 37 microbial communities or species with signifi-
cant abundance difference were found, mainly included Lachnoclostridium, Prevotella, Blautia wexlerae, Prevotel-
la copri, Eubacterium eligens, Eubacterium sp CAG 180, etc. However, the metabolism functions of gut micro-
biota in children with moderate-severe DAR changed compared with healthy children. Various of fatty acids anabo-
lism enhanced in DAR children. Conclusion: Compared with healthy children. there was no significant difference
in gut microbial diversity in moderate-severe DAR children. The abundance of a series of specific microbe species

had a marked alteration in DAR, accompanied with changes in certain microbial functional pathways.
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