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Abstract: [Objective] Pathogenic bacteria of the cow puerperal endometritis were identified by the 16S
rRNA sequence analysis. [Method) Bacteria were isolated from the secretion of the cows infected with pu-
erperal endometritis. Eleven typical strains were selected after culture, purification, separation, gram stai-
ning and identification of biochemistry. The universal primer of bacteria was used to amplify the 16S rRNA
sequences by PCR. Then the PCR product was linked to the pMD19-T vector to construct cloning vector.
The product was sequenced after PCR amplification and double enzyme digestion. The sequences were com-
pared with the 16S rRNA sequences of the strains that have been registered in the GenBank database. [Re-
sult] We have isolated 60 strains,and 11 strains are typical. we classify it as follows: Acinetobacter junii
(SD01) , Enterococcus faecalis (SD02) ,Staphylococcus aureus (SD03) , Staphylococcus intermedius (SD04) ,
Staphylococcus haemolyticus (SD05) , Acinetobacter lwo f fii (SD06) , Streptococcus agalactiae (SD07) , Ba-
cillus(SD08) , Bacillus subtilis (SD09) , Escherichia coli (SD10) , Pseudomonas sp (SD11). [Conclusion) The
pathogenic bacteria that cause cow puerperal endometritis have been determind by the internationally rec-

ognized method(16S rRNA sequence analysis method). The results of this experiment will provide a theo-
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retical basis for clinical therapy of cow puerperal endometritis.
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Fig. 1 Amplification results of PCR-16S rRNA for pathogenic bacteria from endometritis cow
M. DL2000 DNA Marker; 1. Negetive control;2—12. The products of SD01,SD02,SD03,SD04,SD05,SD06 ,
SD07,SD08,SD09,SD10 and SD11 by PCR, respectively
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Fig. 2 Identification of 16S rRNA for pathogenic bacteria from endometritis cow by BamH | and Hind [l
M. DL3000 DNA Marker;1—11. The results of identification of 16S rRNA by BamH | and Hind [l
of SD01,SD02,SD03,SD04,SD05,SD06,SD07,SD08,SD09,SD10 and SD11, respectively
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Fig. 3 Phylogenetic tree of
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Fig. 4 Phylogenetic tree of 16S rRNA sequence for Acinetobacter
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Fig. 6 Phylogenetic tree of 16S rRNA sequence for Staphylococci
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Fig. 7 Phylogenetic tree of 16S rRNA sequence for E. coli

37

32 S.agalactiae 165 IRNA
12 S.agalactiae CMS002 165 rRNA

S.agalactiae 2603V/R 2603V/R SAG0145---

61

S.agalactiae JCM 5671 16S tIRNA

S.agalactiae ATCC 13813 NCTC 8181 16-++

S.agalactiae ATCC 27956 16S rRNA

Streptococcus 16S rRNA

Kl 8 HEERT 16S rRNA JFFI R4 K& R
Fig. 8 Phylogenetic tree of 16S rRNA sequence for Streptoccus
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