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[Abstract] Objective To study the changes of rat intestinal microflora caused by different degrees of
intermittent hypoxia. Methods The 4-week and 8-week intermittent hypoxic rat models and the control group
rats were established respectively. The fecal samples of each group were collected. The high-throughput se-
quencing was performed by using the Illumine MiSeq PE300 platform. The sequences of V3 and V4 regions of
16SrRNA gene of all fecal bacteria were determined. The species classification, species diversity index, differ-
ences among samples and biomarkers of each group were analyzed with the Qimme software. Results The
high-throughput sequencing and correlation analysis showed that the rat intestinal flora in hypoxia status had
significant change compared with the control group. The intermittent hypoxia increased a diversity (shannon
index,simpson index, P<C0. 05) ,and caused the changes of intestinal flora (nonparametric multivariate analy-
sis of B diversity, P<C0. 05). The rats exposed to intermittent hypoxia showed more clostridiales, lachnospir-
aceae,ruminococcus,and fewer lactobacillus compared with those in the control group. Conclusion Intermit-
tent hypoxia changes the composition and diversity of fecal microbiota, which leads to the disorder of intestinal
microbiota and the occurrence of a series of diseases.
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