« 3954 - FER 202147H E52% B 134 Chinese Traditional and Herbal Drugs 2021 July Vol. 52 No. 13

ETHELERAERARBEEFZFETUMEFEAREABHR

FooF, B#E JRER T

1. BRI ERZ RS E e, BT B/RIE 150040
2. BORVLHRRARZFH U AERT, BRIL FR/RIE 150040

3. BT R EZ KR EA AL, BT W/RIE 150040

# E. B ETESEBNFEARRNIEETE Epimedii Folium %84 RS K & B0 K B 70 08 7 22 BEAR A0 B 520 DA
WLz a8, Ak I SD KR 40 HBEHLA N 3 ¥4y, AFDRA KRR HAFBAUKR L ZEIERACR . ARFLRE
BRIL 10 HL BEHLAY N 2 A 2 B A SR A (SmQ); MIFEBAURRIL 15 W, BENL D 3 4 2= A4 HAFFE R (RmeMD
POEBALE L2 A (RmeQ) ;s FEUEBAL K R IL 15 H, BENL N 3 4. 2% (4L FEIER R 20 (HMme )  FEUE AR R 2 2 78 20 (HQmce)
A3 BRI R B 120 mg/kg B UKok 7 20EE K RAGE S FEERR, SmQ 1. RmeQ 41A1 HQme #H & H5E 1 Kt ig 1%
EFRBU (10 mL/kg), & AL TEEAEK, ELAH 15d, 2 GBUKRBEF S EIHTIERBEZREEI T &R =%
EF TG RA RN R EEFH OTUs #iE . o 2R R EEE 1 FE AN, F@ED B 208 TR FRIFEA
IR A I V22 5y IRl —REAR N T B 5 M BONAR L, R IS8 B R A U RE AT T o0 i i s i 0 28 k. 707
KN, SRR 2L R AR AR AT B T A S R AR B B, JRRER AN R RS T, SAWHETTTERR
IHRE T AR L AT — D, &5 RIS FE R R E 2 R LSS T, A e M m X
ATy PR A 22 24 32 BB AR A
KRR EEE; EWEE Pt SEENT: IR
PESES: R285 XERFRERD: A XEHS: 0253 -2670(2021)13 - 3954 - 12
DOI: 10.7501/j.issn.0253-2670.2021.13.019

Categorization of drug property of Epimedii Folium based on changes of intestinal
microbial flora diversity in physiological and cold-heat syndrome rats

LU Fang', YAN Jing-si’, LIU Shu-min’

1. School of Continuing Education, Heilongjiang University of Traditional Chinese Medicine, Harbin 150040, China
2. Graduate School of Heilongjiang University of Traditional Chinese Medicine, Harbin 150040, China

3. Institute of Traditional Chinese Medicine, Heilongjiang University of Chinese Medicine, Harbin 150040, China

Abstract: Objective To explore the effects of crude Epimedium Folium on the changes of intestinal flora in physiological state,
cold-heat syndrome model rats based on high-throughput sequencing technology, in order to determine the cold and heat properties
of Epimedium Folium. Methods Forty SD rats were randomly divided into three parts, including physiological state rats, heat
syndrome model rats, and cold syndrome model rats. Ten rats in physiological state were randomly divided into two groups,
including control group and Epimedium Folium administration group (SmQ); Fifteen heat syndrome model rats were randomly
divided into three groups, including control group, heat syndrome model group (RmcM) and Epimedium Folium administration
group (RmcQ); Fifteen cold syndrome model rats were randomly divided into three groups including control group, cold syndrome
model group (HMmc), and Epimedium Folium administration group (HQmc). The heat and cold syndrome model were modeled with
120 mg/kg Euthyrox and ice water at 0 ‘C. The Epimedium Folium administration group was given the extract (10 mL/kg) from the

Ist d of modeling, and the control group was treated with equivalent normal saline for 15 d. Finally fresh rat faeces were taken for
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analysis of intestinal flora diversity. Results Epimedium Folium can cause changes in the number of OTUs, the diversity of alpha

and the abundance of main bacteria in the intestinal flora of rats with different syndromes. By analyzing the diversity of beta, it can

be found that there were significant differences in the structure of the flora between different samples, and the structure of the flora

between the same samples was similar, indicating that the samples obtained from the experiment can be used to analyze the changes

in the intestinal flora. At the phylum level, the relative abundance of Bacteroides phylum in the Epimedium Folium administration

group increased significantly, and the relative abundance of Firmicutes phylum decreased significantly. Combining the functions of

the phylum can infer the property of Epimedium Folium. Conclusion The analysis of the diversity of the intestinal flora of rats with

different syndromes shows that the property of Epimedium Folium maybe belong to the cold property, which provides a theoretical

basis for clinical rational use of drugs.
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®1 HEEBRSAREMREIER (x+s,n=5)
Table 1 Basal metabolism of physiological state rats (X*s ,n=5)

451 FlE/(mgkg™)  PEREAKINT) fEEREARS% ARERERE/(mLkg h)  CO, M E/(mL-kg h)

=H — 8.16+0.34 0.91+0.02 0.60£0.08 0.56£0.08
SmQ 175 8.08+0.84 0.90+0.06 0.5940.05 0.5540.04

®2 MIEERAXREMEHERL (x+s,n=5)

Table 2 Basel metabolism of heat syndrome model rats (x + s, n=5)

21 5 FE/(mgkg)  ERE/(INhTY BEEBEAARY% ASINHEE/(mLkgh)  CO, MR E/(mL-kg h Y
TH — 6.11£1.05 0.76+0.04 0.37£0.05 0.4340.07
RmcM - 7.07+£1.34" 0.800.04" 0.4040.07 0.500.08"
RmcQ 175 6.86+1.05 0.79+0.04 0.41+0.06 0.43+0.07"

HEAMEEE: "P<0.05 “P<0.01; 5 RmeM AHLILE: P<0.05
"P<0.05 “P<0.01 vs blank group; P < 0.05 vs RmcM group

*3 FIEBEARTLEEMABLELER (x+s,n=5)

Table 3 Results of basal metabolism experiment of cold syndrome model rats (x + s, n=5)

21 5 FlE/(mgke )  FEHE/(KIDTY BRI/ % EAWEFEE/(mLkg 'h) CO, MR/ (mL-kg hh
T H — 8.96+1.30 0.83+0.06 0.52+0.07 0.4540.09
HMmc — 8.29+1.17" 0.78+0.06" 0.49+0.13" 0.43£0.12°
HQmc 175 8.16+1.26 0.774+0.07 0.48+0.08 0.41+0.09

S5 EAE: P<0.05 "P<0.01, £4[H
P<0.05 "P<0.01 vs blank group, same as below Table 4
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x4 EERSARBERBNEYSHMEER (x+5,n=5)
Table 4 Biodiversity index of intestinal flora in physiological rat samples (x + s, n=5)
ZH ) Chaol $8% ACE 5% Simpson 5%} Shannon #5%§
=H 810.8+388.7 1 049.50+567.25 0.930£0.039 5.85+0.83
SmQ 1037.8+126.9° 1121.90+179.14 0.98040.004 7.434+0.29"
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Fig. 3 Abundance distribution of intestinal flora in physiological rat samples at level of phylum (A) and genus (B)
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Fig. 5 LEfSe prediction of intestinal microflora in physiological rat samples
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x5 MIERETEEHBEVEZHMEES (x£s,n=5)

Table 5 Diversity indices analysis of intestinal flora in heat syndrome model rats samples (X +S,n = 5)

o Chaol % ACE 5% Simpson 5%k Shannon 5%k
A 676.24+213.9 846.4+223.3 0.930£0.039 5.79+0.78
RmcM 567.84129.5 706.94+215.2 0.93010.048 5.734£0.87
RmcQ 666.0180.23 894.6+127.1 0.940+0.036 5.9440.64
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Table 6 Diversity indices analysis of intestinal flora in cold syndrome model rats samples (; +s,n=5)

2H ) Chaol 5% ACE 1844 Simpson $5%X Shannon 5%}
l=! 675.01+255.9 805.3+£280.3 0.93£0.04 5.79+0.79
HMmc 813.0£78.8 948.6 £102.6 0.9840.01" 6.9140.33"
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