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Table 1 Analysis of serum observed indexes of mice

7z G MZ MG P(Zvs G) P(Zvs MZ)  P(Zvs MG)
TC 0.65 +£0.32 0.77 £ 0.05 0.81 +0.29 0.92 +0.25 0.2914 0.2813 0.1609
TG 0.53 +£0.27 3.11 £0.56 231+0.31 222+ 1.61 0.0010 0.0008 0.0735
IeG 0.46 £ 0.12 0.77 £ 0.05 1.03 £0.17 0.84 £0.10 0.0079 0.0046 0.0068
IgA 0.91 +£0.03 1.17 £ 0.04 1.11 £0.11 1.06 = 0.10 0.0006 0.0180 0.0328
IgM 0.26 = 0.01 0.28 £ 0.01 0.34 +0.01 0.34 +0.01 0.0047 0.0006 0.0001
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Fig.2 The « diversity of gut microbiota in mice

B2 W BE A S e, s IR IR E
FIA S TE 0 I B8 A 23 2028 /N R 38 s S AL, i
— e SRR .G 4 MZ A MG 45 Z
HAH LR, 25 5 R @ bR BT R s R 2 R TG

Unweighted_unifrac 2week

TR 5 D BUBAT T i 2 3 M s MZ 41 .G A
5 7 AR PR, 22 5 1k 3 v R R D

Unweighted_unifrac 4week

Y1 osmA
0.15L ® e osEa 2 % o%EA 2
oA . o xima
.. oLEA (R omEaA
0.1t
L ]
L] L]
L]
§ ) ;\‘? o0 L °
S ‘ S /A
2 0.05- ° - e
8 ° 8 0.0F
L] (]
. *
s
L
L]
L]
-0.1F
-0.05} e ® H
' .
01 0.0 01 02 01 00 01 02
PCoA1(14.6%) PCoA1(14.6%)
(a) (b)



164 oE B R 2022 455 2 )
m ZI-Z]]E-Z-ﬁ%’gﬁEI :
fEEEm | 05
o(oo oo CLLLLRUDOE §,‘](EEEIE 0
o YR8H
ERER e
DD eeenen D:] [ ﬁ@%ﬂ -1
i | ERFER
M b eejelolele ;Iltiﬂﬁﬁ -15
oo o.o;&}*ﬁﬁ
[T el SRR
Z G MZ MG 4 G MZ MG
2R 45

(c)

E3 BesaitSERUERERESHN

Fig.3 Ananlysis of beta diversity and differential genus
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Fig.4 Analysis of differential functional units of gut microbiota
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Fig.5 Correlation analysis of different genera of gut microbiota, tertiary metabolic pathways and biochemical indicators
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Mechanism of Cassava Starch Mediating Gut Microbiota Exacerbating Obesity in Mice

Wang Yuanyuan, Chang Haibo, Zhang Zeng, Zhang Jiachao®
(College of Food Science and Engineering, Hainan University, Haikou 570228)

Abstract Obesity is a chronic metabolic disease in which excessive accumulation of body fat leads to overweight. Cas-
sava starch is a digestible starch, and the current research on it mostly focused on structural analysis and in vitro func-
tion evaluation. This study was based on a mouse obesity model, using high—throughput sequencing technology to study
the total cholesterol (TC), triglycerides (TG) and immune index immunoglobulin A (IgA), immunoglobulin G (IgG), im-
munoglobulin M (IgM) in the blood of modeled obese mice after ingesting cassava starch. Studies have shown that com-
pared with the control group, the levels of TG, IgA, IgG, and IgM were significantly higher than those in the control
group. Cassava starch intake it promoted the increase of the relative abundance of bacteria that could efficiently catabo-
lize carbohydrates such as Bifdobacterium and Dorea, but also promotes the proliferation of pathogenic bacteria such as
Clostridium. Ingestion of cassava starch promoted changes in the microbial composition of the gut tract of mice. At the
same time, abundant carbohydrates also provided sufficient energy sources for the body, thereby increasing energy storage
and making mice more prone to obesity.

Keywords cassava starch; obesity; gut microbiota; 16S rRNA



