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Fig.1 Growth curves of fecal microorganisms

with different carbon source and nitrogen source
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Results of in vitro culture and identification of fecal microorganisms
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Fig.2 Rarefaction curves of fecal sample in each group
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Fig.3 The community structure of fecal microorganisms at the phylum level and genus level
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Enrichment of Endogenous Lactic Acid Bacteria by Specific Prebiotics
Chen Yan, Fei Su,

(School of Health Science and Engineering, University of Shanghai for Science and Technology, Shanghai Engineering
Research Center of Food Microbiology, Shanghai 200093)

Xia Yongjun, Ai Lianzhong, Wang Guangqiang’

Abstract The main nutrients needed for the growth of microorganisms in mouse feces were studied and the composition,
structure and diversity of fecal microorganisms were analyzed. In this project, in wvitro simulation combined with the addi-
tion of different prebiotics or nutrient elements were taken as the research method of study to explore the enrichment ef-
fect of these substances on microorganisms and the nutrients needed for microbial growth in mouse feces. This study
demonstrated nitrogen source was a growth limiting factor for fecal microorganisms, other nutrients in MRS were not im-
portant limiting factors. In wvitro culture of intestinal microorganisms found that nitrogen source alone was not suitable for
enrichment of Lactobacillus intestinalis. But the addition of tryptone low poly fructose, the species richness and microbial
biodiversity in mice were better than other groups which were the most suitable for in wvitro screening of fecal microor-
ganisms. The study of this project can provide good guidance for the application of probiotics and the screening of lactic
acid bacteria.

Keywords lactic acid bacteria; prebiotics; feces of mice; microbial biodiversity



