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Isolation and Identification of Lactic Acid Bacteria

from Intestinal Tract of Rongchang Pig

ZHANG You-hua', HU Huai-rong', XIAN Xin-yan',
TANG Ping', PU Bo', LI Ming-yuan'*

1. Provincial Key Laboratory of Food Biotechnology of Sichuan/College of Bioengineering ,
Xihua University , Chengdu 610039 , China ;
2. Biotechnology Institute of Ancient Brewing, Xihua University , Chengdu 610039, China

Abstract: Using with the dilution separation methods, I chosen these strains which had clear transparent
circles, Gram positive and negative in the catalase reaction on the MRS medium contained calcium carbon-
ate. After iteratively purifying cultivation and keeping, I identified the bacterial strains through homolo-
gous analysis of 16S rRNA sequence. The consequences proved that the five strains of lactic acid bacteria
which were isolated from large intestine had been identified that the D8 was Lactobacillus casei ,the D12
was the same genus with Enterococcus valium , the D14 was Lactobacillus johnsonii, the D15 was Lacto-
bacillus salivarius and the D21 was Lactobacillus plantarum. These four strains of lactic acid bacteria
which were isolated from small intestine had been identified that the XF was Lactobacillus acidophilus ,
the XH was lactococcus lactis, the XI was Lactobacillus johnsonii and the XQ was Lactobacillus agilis.
The results showed that there were abundant Lactobacillus in intestine of Rongchang pig and the Lactoba-
cillus was the dominant bacteria in intestinal lactic acid bacteria.

Key words: Rongchang pig; intestine; screen; Lactobacillus; 16S rRNA
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