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Analysis of Microbial Composition in Mongolian Traditional Jiaokou
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Abstract: The microbial community analysis from Mongolian Jiaokou was carried out in order to
provide theoretical basis and beneficial references for establishment of local standards and
development of industrial products derived from Jiaokou. The Lactobacillus, Bifidobacterium and
Escherichia coli in Jiaokou were counted by culture-dependent method, and their species
identification was analyzed by 16S rDNA sequencing. The viable counts of Lactobacillus,
Bifidobacterium, and E. coli were 7.91~8.69, 4.09~6.64 and 0~5.45 Ig (CFU/mL), respectively. The
strains in the samples were classified into 5 genera, of which the dominant strains were Enterococcus
Jfaecalis 34.55%, Lactococcus plantarum 25.45% and Lactococcus lactis 16.36%. Mongolian Jiaokou
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is rich in Lactococcus and Bifidobacterium, however, pollution indicating bacteria (coliforms) is the

constraint its industrial production. Mongolian traditional Jiaokou is naturally acid and high-fat,

providing a potential wealth of strain resource for the functional probiotics development.

Keyword: Jiaokou, microorganism analysis, Lactococcus, isolation, identification
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Table 1 Colony counts of traditional Jiaokou samples

i XU FF i/
lg(CFU/mL) lg(CFU/mL)
XJo1 7.91+0.19 5.33+0.22
XJ02 8.14+0.30 5.52+0.23
XJ03 8.62+0.19 6.07+0.29
XJ04 8.69+0.14 6.17£0.21
XJ05 8.40+0.11 6.36+0.08
XJ06 8.18+0.13 6.00+0.54
XJ07 8.16+0.32 6.64+0.22
XJO8 8.62+0.13 5.50+0.12
XJ09 7.98+0.14 6.22+0.20
XJ10 8.14+0.05 4.09+0.90
XJ11 8.31+0.26 6.24+0.23
XJ12 8.56+0.10 6.24+0.44
XJ13 8.00+0.47 6.22+0.30
XJ14 8.25+0.15 6.35+0.41
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Fig. 1 Relationship between the acidity and the number

of viable microorganisms in traditional Jiaokou
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Table 2 Colony counts and physicochemical profiles of cream samples
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Fig. 2 Sequencing results of strains in traditional Jiaokou
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