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Abstract: The dynamic variation of microbial flora in kefir liquor during its fermentation was studied by PCR-DGGE technique. The
analysis result showed that 3 different visible bands in bacteria community and only 1 band in yeast community were obtained in their
electrophoresis pattern. Anay Isis of 16SIDNA sequence blast showed that these sequences of all 3 different visible bands had a high homology
with the sequence of 16S rDNA of lactic acid bacteria (LAB). They belonged to Leuconostoc mesenteroides, Lactobacillus kefiranofacien and
Lactobacillus kefir. The sequence of the band inyeast community had a high homology with the 16S rDNA of yeast Torulaspora delbrueckii.
Yeast Torulaspora delbrueckii was, for the first time, found in kefir grains.
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Table 1 The PCR amplification system

X A=/
rTaqfs 0.25
PCR buffer 5.00
dNTP 4.00
#3141 GC341F(20 uM) 0.50
T %3] 4518R(20 uM) 0.50
AR 1.00
X #dH20 To 50
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Fig.1 Agarose gel electrophoresis of bacterial genomic DNA
extracted from different kefir samples(M: 4-Hind III digest)
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Fig.2 Agarose gel electrophoresis of yeast genomic DNA
extracted from different kefir samples using the method of
grinding with glass beads (M:A-Hind III digest)
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Fig.3 DGGE fingerprinting and compare lane images of

dynamics of the bacterial community during fermentation of

kefir grains
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Table 1 Comparability index of bacterial community from
different kefir samples

Lane 1 2 3 4 5 6

1 100 80.6 841 821 844 854

2 80.6 100 96.4 915 813 821

3 841 964 100 912 805 813
4 821 915 912 100 89:8. . 90:6
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Fig.4 Cluslering analysis of bacterial community from different
kefir samples
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Fig.5 Phylogenetic tree of bacterial community from kefir
samples
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Fig.6 DGGE fingerprinting of dynamics of the yeast
community during fermentation of kefir grains
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