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[ ABSTRACT ] Aim To study the changes of gut microbiota of hyperlipemia guinea pigs by microbial 16S rDNA se-
quencing. Methods Guinea pigs were randomly divided into normal group and model group, with 10 in each group.
Guinea pig models of hyperlipidemia were established by high fat diet. After feeding for 8 weeks, serum total cholesterol
(TC), triglyceride (TG) , low density lipoprotein cholesterol (LDLC) and high density lipoprotein cholesterol ( HDLC)
levels were detected. HE staining was performed to detect the histological changes of liver, aorta and colon. The changes
of gut microbiota were detected by 16S rDNA analysis. Results The levels of TC, TG, LDLC and HDLC of model
group were higher than that of control group (P<0.01). According to the histomorphological test, all guinea pigs in the
model group showed severe fatty liver, but only one of them appeared early symptoms of atherosclerosis.  The gut microbio-
ta 16S rDNA high-throughput sequencing analysis result showed that, compared with control group, at the phyla level, the
proportion of Synergistetes was obviously increased (P<0.05); at the genus level, the proportions of lachnospiraceae
NK4A136, ruminococcus, helicobacter, odoribacter, allobaculum and caldicoprobacter of the model group were significantly
reduced (P<0.05) ; the proportions of fretibacterium, lachnospiraceae XPB1014, pyramidobacter and enterorhabdus were
obviously increased (P<0.05). Conclusions The compositions and proportions of gut microbiota in guinea pigs were

significantly changed by high-fat feeding. The results of the experiment laid a theoretical foundation for the study of the

[ EH]  2018-03-07 [fEEIE#A] 2018-06-29

[(BEEMEB] KEHERH X DA RBHLDH (2014BWKLO0T )

[MEFRN] T2, 8, Bh PO s 5 BFEE J 1) R o i 1L 25 88, E-mail S wh19860906@ 126.com,, B IF/EE =W, FAEE
Jifi , E-mail 24 yangjmdg@ 126.com,



1012

ISSN 1007-3949 Chin J Arterioscler, Vol 26,No 10,2018

mechanism of hyperlipidemia based on intestinal flora.
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Table 1. Effect of high fat diet on the level of serum lipid of

guinea pigs(x+s,n=10)

TC TG LDLC HDLC

s (mmol/L) (mmol/L) (mmol/L) (mmol/L)

XTHRZ]  0.906+0.135  0.172+0.042  0.796+0.109  0.050+0.011

FERIA] 8.709+1.152° 0.373+0.104° 4.091+0.628* 0.221+0.080*
a} P<0.01, 5XF IR LU
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Figure 1. Effect of high fat diet on pathologic histology of liver(left) , aorta( middle) and colon(right) of guinea pigs
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Figure 2. Effect of high fat diet on composition of gut microbiota of guinea pigs at phylum level(n=5)
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Figure 3. Effect of high fat diet on composition of gut microbiota of guinea pigs at genus level(n=5)
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