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Application of Sequence Analysis of 16S rRNA

Gene in Identifying Porcine Intestinal Bacteria

SHI Bin, LONG Ta* ,ZHAO Zhan-qin,XUE Yun
(College of Animal Science, Henan University of Science and Technology ,Luoyang 471003, China)

Abstract: To develop a technique for bacterial molecular identification and evaluate its effect on i-
dentification of porcine intestinal bacteria,a serial of primers targeting 16S rRNA genes were cho-
sen to amplify certain fragments by PCR. After sequencing,the nucleotide sequences were com-
pared with those previously reported in GenBank database. The BLAST analysis and phylogenetic
analysis indicated that the 16S rRNA genes of A2 and A4 were most similar to that of Leuconostoc
citreum (similarity >>99%) , while B2 was most similar to Lactobacillus murinus (similarity >
99%). For C2,F3,F6 and F7,the 16S rRNA genes were most similar to those of Lactobacillus
salivarius (similarity > 99%) , Weissella paramesenteroides (similarity > 97%), and Weissella
confusa (similarity™>99%) ,respectively. The 16S rRNA genes of M3 and M8 were most similar
to that of Acinetobacter lwo f fii (similarity>>98%) ,while for M9 and M11,they were most simi-
lar to Enterococcus faecalis (similarity™>99%). This indicates that the 16S rRNA gene sequence
technology is feasible for identifying porcine intestinal bacteria.
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