R EmiB Modern Food Science and Technology 2021, Vol.37, No.11

& @ EHITIT AR IpE R A R AT A

ERK, EWE", BRT, BE', TE°, ReRE, KT, REH
(LTl XFRIBFR, LHLH 214122) (2. F OB AEMFHA RS, LM 215000)

WE: AT RIS ZAERF R AREH R TR, ZRBIBIEE 15 2 REERE, EEIRA 4 A6 L6 EHHIH,
TR SR A 0 FRAE R, 181 16S IDNA 4738 T 0P HALAT T AT 5 £E M A g T, HERKA: Z 6484
BH A T4 S, AWRMEFAE) Shannon 454442 Evenness $84C R K (p>0.05); AITAKF L, BAEH ] (Firmicutes ) FiX KA I

( Actinobacteria ) #9485 F B 38 h0; 1B KF L, R3ATHE B (Lactobacillus ) FFIEZATH B ( Bifidobacterium ) $9AB%T B 3E AniAsh,
H Ao B4 BHFTHATHITE B (Collinsella ). 7% 8 3K# /& (Ruminococcus ). % RIXHA B (Dorea) Fofitmtd & ( Eubacterium) %
M = R A aART AL AR, dkilh, HEARA RN B AT HERBARGER, RBRSMEN—EH SR
FE

KPR AARAR, MERE FAASH

XERS: 1673-9078(2021)11-8-13 DOI: 10.13982/j.mfst.1673-9078.2021.11.0746

Regulatory Effects of Complex Probiotics Preparation on Composition of

Human Intestinal Microbiota

MAO Bingyong*, CUI Shumao®, PAN Mingluo®, HUANG Jie?, WANG Jian?, WU Wansheng?, GUO Renmei,
ZHAO Jianxin'
(1.School of Food Science and Technology, Jiangnan University, Wuxi 214122, China)
(2.Suzhou Seteck Biotech Co. Ltd., Suzhou 215000, China)

Abstract: To study the regulation effects of complex probiotics on human intestinal microbiota, 15 healthy volunteers were recruited to intake the
synthesized complex probiotics for four consecutive weeks, and high-throughput 16S rDNA amplicon sequencing was performed to analyze the changes
in the composition of the intestinal microbiota in their stool samples before and after the intake of complex probiotics. The sequencing results revealed that
the Shannon and Evenness indices of human intestinal microbiota remain unchanged after four weeks of compound probiotics intake (p>0.05). However,
the relative abundance of two phyla, namely Firmicutes and Actinobacteria, was found to be increased. Similarly, at the genus level, the relative
abundance of Lactobacillus and Bifidobacterium increased. Additionally, the relative abundance of intestinal hydrogen-producing bacteria, such as
Collinsella, Ruminococcus, Dorea, and Eubacterium was also influenced. Conclusively, the intestinal microbiota can be regulated by the synthesized
complex probiotics and the relative abundance of some beneficial bacteria in the intestinal tract is thereby increased.
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Fig.4 Changes in the composition of intestinal microbiota at the
phylum level before and after compound probiotics
intervention
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