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Investigation on Theory and Mechanism of Qingzhi Tongmai Formula ({58 ik J7)
Improving Gut Microbiota to Prevent Atherosclerosis
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Abstract; Objective Based on the theory that “heart is corresponding to small intestine” ,to explore the mechanism of Qingzhi
Tongmai Formula (55 ik J7) in preventing and treating atherosclerosis. Methods Thirty — two male ApoE ™'~ mice were ran-
domly divided into model group, Qingzhi Tongmai Formula optimal dose group 1,Qingzhi Tongmai granules optimal dose group 2
and western medicine control group. The normal control group consisted of 8 male C57BL/6]J mice. Model group, traditional Chi-
nese medicine intervention groups and western medicine group were fed with high — fat diet, while the normal control group was
fed the ordinary diet. After 12 weeks feeding, the Chinese medicine intervention groups were given the optimal dose of Qingzhi
Tongmai Formula by gavage,and Lipitor was the control drug of western medicine. At the 12th week, the fresh fecal samples of
mice were collected,and 16S rRNA gene sequencing technology was used to analyze the intestinal flora of fecal samples from each

group. Results Intestinal flora 16S TRNA gene sequencing showed that the intestinal flora of mice in each group was mainly com-
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posed of Firmicutes, Bacteroides, Proteobacteria, TM7 , verrucobacteria, actinobacteria, ferricobacteria, Leucoticus , Chloromycetes

and chloromycetes. There were differences in Lactobacillus, heterobacillus, Vibrio desulphurificus, Staphylococcus , Turingbacil-

lus, Spirillum fibrillans , Anderkeria, rumen coccus, Bacteroides and other bacteria. The dominant Bacteroidetes in the normal

group were Bacteroidetes at the phylum level ,and their average relative abundance was 65% . At the phylum level ,the dominant

Bacteroidetes in the model group were Bacteroidetes with an average relative abundance of 50% . Firmicutes were the dominant

bacteria in samples of Qingzhi Tongmai Formula groups at the phylum level, and their average relative abundance was 56% and

65% ,respectively. The dominant bacteria in the samples of Lipitor group at the phylum level were Firmicutes, with an average

relative abundance of 65% . According to the results of comparison of taxonomic species composition and relative abundance of

each phylum, the dominant bacteria were similar in each group, but the abundance proportion of species changed.

Conclusion Qingzhi Tongmai Formula can affect the species composition, structure and diversity of intestinal flora by improving

the composition of microflora,and maintain the homeostasis of intestinal flora,and plays a role in the prevention and treatment of

atherosclerosis.

Keywords : Qingzhi Tongmai Formula( J&5 538 ik /) ; atherosclerosis ; gut microbiota
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PWY -6581 spirilloxanthin and 2,2~ diketo - 0.6349  0.0613 <0.001
spirilloxanthin biosynthesis

PWY -5531 chlorophyllide a biosynthesis I (an-  2.5920  0.3442 <0.001
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PWY -7159 chlorophyllide a biosynthesis TIT 2.5920 0.342 <0.001
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PWY -7398 coumarins ~ biosynthesis  ( engi- 0.4186  0.0592 <0.001
neered)

PR21 - PWY nylon -6 oligomer degradation 31110 0.6725 <0.001

PWY -5529 superpathway of bacteriochlorophyll  3.0430  0.6679 <0.001
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obic, light - dependent)
PWYO0 - 1533 methylphosphonale degradation I 14820 0.3744 <0.001
3 - HYDROXYPHENY- 4 - hydroxyphenylacetate degrada- 1.8920  0.5078 <0.001

LACETATE - DEGRADA-  tion

TION - PWY
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bic)

PWY - 7046 4 - coumarate degradation (anaero- 0.7019  0.2539 <0.05
bic)

DENITRIFICATION - nitrate reduction I (denitrification)  1.3360  0.4973 <0.05

PWY

PWY -3661 glycine betaine degradation I 1.5650 0.6197 <0.05

CRNFORCAT - PWY creatinine degradation | 11930 0.5024 <0.05

PWY -6339 syringate degradation L1140 0.490 <0.05

GALLATE - DEGRADA-  gallate degradation 0.9846 0.4478 <0.05

TION -1 - PWY

PWY -5181 toluene degradation Il (aerobic) 1.2600 0.6161 <0.05
(via p - cresol)

PWY -6338 superpathway of vanillin and vanil-  0.9497  0.4763  0.046 13
late degradation

PWY -7097 vanillin and vanillate degradation I~ 0.9497  0.4763  0.046 13
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SRS BRI AL BEIE B . PR 5 51 AS &/
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