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[Abstract] Objective To compare differences of intestinal microbiotabetween IBS patients andhealthy by using high-throughput
sequencing technology. Methods The feces were collected IBS group andhealthy group. The community structure
and abundance of intestinal microbiota were examined via analyzing 16S rRNA high throughput sequencing using
Nlumima System. Results The diversities of intestinal bacteria were no significant differences in IBS group. In phyla
level, the abundance of Firmicutes was significantlyincreased (P<0.01), while the abundance of Bacteroidetesand the
ratio ofBacteroidetes/Firmicutes were decreased (P<0.01). Besides, in family level, cryomorphaceae,erysipelotrichac
eae. Campylobacteraceae and fibrobacteraceae were detected in IBS group and healthy group.Their abundance were
significantly difference, respectively (P<0.05). Conclusion No significantdifferences in the bacterial diversity indices
are found, but some bacterial species significantly differbetween the patients with IBS and healthy controls.
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