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Abstract: 120 volunteers were randomly divided into three
groups: high fat diet group. high sugar diet group and high fiber
diet group. The changes of intestinal microflora were analyzed,
DNA was extracted, PCR amplification and product purification
were carried out, and biological indexes were tested. The effects
of high-fat diet on intestinal microbial metabolism were studied.
It was found that high-fat diet could increase body mass and pro-
mote intestinal harmful microbial metabolism. The diversity of
intestinal microorganisms in the experimental group was higher
than that in the control group. To study the effect of high-sugar
diet on intestinal microbial metabolism, it was found that the

body weight of the subjects in the experimental group was signifi-
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cantly higher than that of the control group, and the high-sugar
diet structure could increase the blood glucose level. The
intestinal microbial diversity of the control group was higher than
that of the experimental group, and the content of sclerenchyma
in the experimental group was significantly higher than that of
the control group, while the bacteroides was significantly lower
than that of control group. To study the effect of high fiber diet
on intestinal microbial metabolism, there was no significant
difference in richness, Shannon index and homogeneity between
high fiber control group and experimental group. There was no
significant change in the number of bacteria. It was concluded
that high-fat and high-sugar diet structure could promote the me-
tabolism of harmful microorganisms and high-fiber diet structure
could promote the metabolism of beneficial microorganisms.
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Figure 1  Subject weight change during the trial
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Table 1  Analysis of diversity index of intestinal total microorganism DGGE atlas in high-fat
control group and high-fat test group
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Table 2 Comparison of body weight between test group and control group kg
253 I H 1) 2 3 4 5 6 Jf 7
XPHR4]  62.684+3.21 63.094+5.29 62.31+6.11 65.914+4.35 65.064+5.13 66.134+2.98 65.86+3.55 67.39+3.92
iKE 4 63.1542.62 64.23+4.92 66.21£6.03 67.3545.27 69.2644.15 72.26+5.26* 73.83+3.29** 75.15+2.68* "
T ARG IRALAR 22 5 B3 (P<C0.05) 5« x AU 5% LM e 2% 4% 8 3 (P<<0.0D),
£3 RRASBAMBLRER
Table 3 Comparison of blood glucose between test group and control group mmol/L
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Table 4

Comparison of intestinal microbial diversity between control group and experimental group
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Figure 3 Microbial distribution in the experimental

group and the control group
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Table 5 Comparison of intestinal microbial diversity be-

tween control group and experimental group
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