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Analysis of intestinal flora in seborrheic patients using 16S rDNA sequencing

YE Qiao-yuan', DING Yuan-ling', ZHU Jian®, JIANG Hao-bo’, WANG Lin*" (1. Guangdong Medical University,
Dongguan 523808, China; 2.Donghua Hospital, Dongguan 523110, China)

Abstract:Objective  To study the change of intestinal flora in seborrheic patients. Methods The fecal samples were
collected from 10 seborrheic patients and 10 healthy controls. The V3-V4 variable region was amplified from extracted
bacterial DNA, followed by library construction and Illumina Miseq sequencing. The Phyla, family, genus and species, as
well as species abundance were compared between two groups. The functional pathways were predicted by PICUSt software.
Results The species abundance and diversity of intestinal microflora were decreased in seborrheic patients. Compared
with control group, the abundance of Fusobacteria, Bacteroidaceae, Bacteroides, and Ruminococcus bromii were lower,
while Enterobacteriaceae, Faecalibacterium, Faecalibacterium prausnitzii, Ruminococcus gnavus, and Escherichia coli
were higher in seborrheic patients. Five functional pathways (ABC transporters, purine metabolism, arginine and proline
metabolism, arginine biosynthesis, and central carbon metabolism in cancer) were different between two groups (P<0.05).

Conclusion Gastrointestinal dysfunction and depression may be associated with seborrhea in middle-aged individuals.
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