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Effect of aqueous Cinnamomum cassia extracts
on gastrointestinal Clostridium cluster IV and Bacteroides in rats
HUANG Li-zhu,ZHAN Hong-lin, WANG Cong ,PENG Xi-chun*,ZHANG Ning, LIU Liu

(Food Science and Engineering Department, Jinan University, Guangzhou 510632, China)

Abstract: Objective: To explore the impact of aqueous Cinnamomum cassia(C. cassia) extracts on gut microbiota.
Methods:The colon and rectal contents were sampled after rats had been orally administrated the aqueous
extracts for one month. Clostridium cluster IV and Bacteroides in the samples were analyzed by the terminal
restriction fragment length polymorphism(tRFLP) method based on the bacterial 16S rRNA gene and nucleotide
sequencing. Result: The aqueous C. cassia extracts could down-regulate the amount of microbiota of Clostridium
cluster IV in rat gut,along with the increase of microbiota of Bacteroides. Various effects were exerted by the
extracts on microbiota in colon and rectum,and the impact presented heavier in rectum. Conclusion:These
variations of rat gut microbiota induced by the aqueous C. cassia extracts may reflect the functions of anti—
obese and anti-dyspepsia of C. cassia.
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Table 2 Total peak areas of Clostridium cluster IV and

Bacteroidetes in the colon and rectal contents of SD rat
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Table 3 Diversity and evenness indices for the
T-RFLP profiles (Hha 1 digest) from the different samples
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Table 4  Diversity and evenness indices for the
T-RFLP profiles (Hha 1 digest) of Clostridium cluster IV and

Bacteroidetes from the different samples
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Table 5 Multiple—incidence—based similarities of gut bacterial
communities between sample C and T calculated from TRFLP

incidence profiles of colon and rectal samples
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Fig.1 Terminal restriction fragments (Hha I digest) and

mean relative abundance (%) of Clostridium cluster IV in the

colon(A) and rectal B) contents of mice treated with water extracts
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Fig.2 Terminal restriction fragments (Hha [ ) and Mean relative
abundance (%) of Bacteroidetes in the colon and rectal contents

of mice treated with water extracts
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