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Isolation and identification of probiotics MCm2 from Phasianus colchicus

WANG Yong-Hong, LIU Chang-Jian", LI Li-Ting

(College of Life Science, Dalian Minzu University, Dalian 116600, China)

ABSTRACT: Objective To isolated strain MCm2 from Phasianus colchicums and test its probiotics ability.
Methods The strains were identified by morphological, physiological, biochemical and 16S rDNA sequence
The strain could still reach 2.6x10* CFU/mL after
2 h incubation at pH 2.0. Within 6 h, bile salt (0.3%—0.4%) had little effect on the growth of the strain. The strain

MCm?2 was identified as Lactobacillus plantarum by 16S rDNA phylogeny and specific fragment analysis of recA

analysis, and its probiotics were tested by in vitro tests. Results

gene. After 36 h incubation of strain MCm?2, the lactic acid content was 24.7 pg/mL, and the pH decrease to 3.7.
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Conclusion Lactobacillus plantarum MCm?2 has the potential to be added to foods as probiotics.
KEY WORDS: lactobacillus; acid tolerance; bile tolerance; 16S rRNA
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