234 2015, Vol.36, No.15

E6oil

4= XABIR

(Ve S Bk p R/ EST12 P et 9T

FHER, AT
(R RUAOL R [ KA 5T 22 242 ) TREBORBE T by, VIJ5 Rt

210095)

% IEREY R S AR ENR, 58RO = DI, —RAREZR R
B . [, BRREE I O B RBIX AN E R AT 5 NEAERThRE . BN K R E T,
XN EENEAR B i, A SO ) LA RAT R X i S M 4 LS ARE 7= s R F FE EAT 43348
N BERED 5 N LB TR AR R, BAEARKITFIRE . IEMAEY) SRR RRRMSE,
R EAEY); R R R ALREIE: e

Advances in the Associations of Diet with Gut Microbiota and Human Health
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Abstract: The gut microbiota is a bridge between diet and human health, acting as an important “microbial organ” in the

human body, and is related to nutrient absorption and metabolism. Meanwhile, researchers have already gained attention due

to the important role of this “microbial organ” associated with health and disease as well as diverse physiological functions.

In this paper, we summarize the effect of diet on the structure and metabolites of the gut microbiota, the relationship between

the gut microbiota and physiological functions, and the association with the gut microbiota and human health. It could be

helpful for us to understand the association of diet with the gut microbiota and human health.
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