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Abstract
Microbiota plays a vital role in human health
and diseases. Colonic microbiota has been
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deeply studied because it is abundant and
easy to get. The small intestine is the main
place where most nutrients are digested and
absorbed, and the microbiota which dwells in
the small intestine has also profound effects
on the host. As it is difficult to obtain samples
from the small intestine, small intestinal
microbiota composition is seldom reported.
A few recent studies show that a significant
distinction exists in microbiota between the
small intestine and colon. The small intestinal
microbiota participates in energy storage,
intestinal endocrine function and immune
maturation of the host. Therefore, more
and more studies are focusing on the small
intestinal microbiota. This paper reviews recent
advances in understanding the relationship
between small intestinal microbiota and
related diseases.
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