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Detection and Identification of Direct-Fed Microbials by PCR-DGGE
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Abstract ; Total DNA was extracted from strains Bacillus licheniformis , Enterococcus faecalis , Lactobacillus
plantarum , Lactobacillus caser and the mixed sample of the four stains. The V3 regions of 16S rDNA were
amplified by PCR and the PCR products were analyzed by denaturing gradient gel electrophoresis
(DGGE). Then DGGE bands of sample could be identified by comparing the migration distance with
those of finger-printing. The results suggested that the DGGE technique is a rapid method to detect the di-
rect-fed microbials. Six dominant microorganisms including Lactobacillus plantarum and Lactobacillus caset

in direct-fed microbials were detected by DGGE technique.
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