1008 Chin J Pharmacoepidemiol, Sep. 2023, Vol. 32, No.9

- igE - —RHR -

BT 5 R 4R R 5 A 3
K B E R B

KoUK, # O, FAE, KRERS, kR, xR, 4R, B ORY, AR

RXAFFHER ¥ (RN 430071)
SEXRFHEMBEREITERGAA (BZEEIT 361000 )
FHETHCER AN (HALEE 435001)
RXAFHwEERENHFEARE (RN 430071)

[#HE])] B ET2RIEFNAF RSB (OR) XA RGE R, H
H2EHAREAE OR IR, Ak HEbE SD K RBEHL/ AT IR OR 41, OR 41K R
200 mg + kg™ FIEAY OR S AF HHEY , XHRA ISR HEKHES . 14d )5, RE
KRGS AT 2L ALY, X 25 AT SE R T . =ERE AT . Rl i B B e #i 3k
WSRO AR (KEGG ) TREER. &R 7E1KF L OR AT LU E T S ]
FIXFERE (P < 0.05) , TE4/KF L OR 7] DL E TR iR AR £ (P < 0.05)
7 H K| OR 7] LU & TH SUSE AT B AT ERE (P < 0.05) o P2 K B s e A
FTFE KLY B 2R 22 5 Btk RN K/ T (LESSe ) ik P47 35
Pl 35 22 R . KEGG TIRETEBZS /R, TF Level 1 )J24% L1 B2 B BRAC I 280 1%
IR Z . AR 2500 R, OR 4UE BRI RG0 . M8 N S i AH DG 1)
FEXF R A AR, G518 SRR K B T TR AR = B S e . 819 B ot S R R AR
R T RESE OR B FRORMEFIIAY TN T TENL T

[SCH@Im Y vausial Mailant, M, B

> w -

Effect of Oviductus Ranae on gut microbiota of rats using macrogenomic
technology

Wen-Qing ZHANG', Di XIE', Meng-Ru XIN', Man-Ting LIN?, Mi ZHANG', Liang LIU",
Dong-Ling LIU?, Shan GUO*, Han-Kun HU'

1. Department of Pharmacy, Zhongnan Hospital of Wuhan University; Wuhan 430071, China

2. Department of Pharmacy, Fudan University Shanghai Cancer Center (Xiamen), Xiamen 361000,
Fujian Province, China

3. Department of Pharmacy; Huangshi Central Hospital, Huangshi 435001, Hubei Province, China

4. Department of Biological Repositories, Zhongnan Hospital of Wuhan University; Wuhan 430071,
China

Corresponding author: Han-Kun HU, Email: huhankun@whu.edu.cn; Shan GUO, Email:
903320262@qq.com; Dong-Ling LIU, Email: 824297153@qq.com

DOI: 10.19960/].issn.1005-0698.202309007

EHTE: BB REAFAL RRSERAAEFRTE (CXRK2022000184 )

WEEE: HRR, Bid, ZEHGF, 8l#%, R4 T, Email: huhankun@whu.edu.cn
M, 4+, BEHE R, Email: 903320262@q0.com
x| 43, Bl EE%F, Email: 824297153@q0.com

https://ywlxbx.whuznhmedj.com/


http://dx.doi.org/10.12173/j.issn.1004-5511.202203023

HYIRITIR S ZeE 2023 £ 9 A% 3255 9 Hf

[ Abstract] Objective To study the effect of Oviductus Ranae (OR) on gut microbiota
of rats based on macrogenomic technology, and to characterize the efficacy of OR by histological
techniques. Methods Male SD rats were randomly divided into the control group and the
OR group. Rats in the OR group were gavaged daily with 200 mgkg" dose of OR homogenate,
while rats in the control group were gavaged with an equal volume of saline. After 14 days,
rat feces were collected for macro-genome sequencing, and the sequencing results were
subjected to gene prediction, abundance analysis, species annotation and Kyoto Encyclopedia
of Genes and Genomes (KEGG) functional annotation. Results OR significantly increased
the relative abundance of Actinobacteria at the phylum level and the class level (P<0.05), and
Bifidobacteriales at the order level (P<0.05). There were differences in the Beta diversity of the
intestinal flora of the two groups of rats at the phylum and genus levels. Linear discriminant
analysis found 35 significantly different bacteria between two groups. The KEGG functional
annotation results showed that most genes were annotated to metabolic pathways at the Level
1. The analysis of differences between groups showed that the OR group annotated the relative
abundance of pathways related to the immune system, environmental adaptation and cancers
changed. Conclusion Altering the relative abundance and diversity of rat gut microbiota and

modulating lipid and amino acid metabolic pathways may be potential mechanisms for OR
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nutritional care and disease treatment.
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Table 1. Pre—processing results of sequencing data
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Figure 1. Histograms of relative species abundance for the two groups: phylum (A), class (B) and
order (C) levels
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