278 2013, Vol.34, No.17 BERE XEHFEDE

TR B0 B R N IR D B30 e 1R 24540 134 535 1

MRy ', AR, B E, B
LTI RAMBHE K2 R 5 TR0, B Mvk 7121005 2,505 =40 K SLRIE S A48t 2, TR 400038;
3BRVGITVEO = B TR S E IR 2B, BV P52 710062)

i % R AR L IE R B R VR AL (HEA) /N BUBEAY 5 e I IR B R HF A/ Bl T8 Bl A 24 548 19 56 1
TRV IERE . I 5 B REZ A B R R o K520 ST T /) SR A4 e N 5 B 1) S B K - HF A/ R I 0 A
WA AN a2, 43 ) R BRI LR S I iRk v S, A A TR U IR B &% FH PCR-DGGE Jj 245
ERER AR, 45K WIR: 5EMHAHFANRAHLE, S IR HFA/N AR BT 052 205 & S s b s
H i = FE /KPS 253 I (P<<0.01),  MBE/KSFAB 253 I (P<<0.05) . A i i 4THF A/ B S 2B 4 2 AR 2R
FHIRI(P<<0.05), IEH LR FEREFEAR, F0 20N AR D0 B F LR, My 45 R IR It e 5 3
HFA /) Ui W Staphylococcus lentus Staphylococcus vitulinus F1Shigella flexneriZ A5 E A K B . ASZH K H &
R By R I HEHFA /N BB I UE S T i MR A& W) S A3 HF A/ B 0 VTR 4548 o 07 R AR 2L BT 40 1 =
RAARK AN FBUIE WA R, 1587 NE IR R ) e 2 500 R h JAlir 5 RV IR 1R R -

FEEHE: BB/ WA RL TE R s lETfr I PCR-DGGE
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Abstract: In order to explore the relationship among diet, obesity and intestinal microbiota, high-fat diet was used to
establish obese human flora-associated (HFA) mouse model to investigate the effect of high fat diet on the structure of
gut microbiota in HFA mice. Totally 20 pathogen-free mice were inoculated with fecal suspension derived from a healthy
volunteer to obtain HFA mice. The HFA mice were fed a control or a high-fat diet for 8 weeks. Body weight, blood glucose
and blood fat were determined and the change in gut microbiota was analyzed by PCR-DGGE. Results showed that body
weight, liver weight, fat tissue weight and serum total triglyceride level revealed a significant increase (P << 0.01) in the
high-fat group when compared with the control group. Blood glucose level also increased significantly (P << 0.05) in high-
fat diet-fed HFA mice. The gut bacterial diversity index of the high-fat group significantly increased (P << 0.05). The
abundance of the dominant bacteria at zero time reduced, but the abundance of bacteria that were not dominant at zero time
increased. DNA sequencing showed that high-fat diet may induce Staphylococcus lentus, Staphylococcus vitulinus and
Shigella flexneri to bloom in the gut of HFA mice. An obese HFA mouse model was successfully established by feeding a
high-fat diet and high-fat diet obviously altered the structure of gut microbiota in HFA mice. The composition and bacterial
abundance of intestinal flora in high-fat diet-feed HFA mice greatly changed, leading to intestinal dysbacteriosis. It suggests
that human-derived intestinal flora may be involved in the development of obesity caused by imbalanced dietary profile.
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Fig.1  Change in body weight of HFA mice from the control and high-

fat-diet groups
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