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Cloning and Sequence Analysis of the 16S rRNA Gene of Anaplasma bovis in Cattle
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Abstract: In the study,we cloned and sequenced the 16S rRNA gene of Anaplasma bovis isolated
from Zhongxian in Chongqing. The 16S rRNA gene of A. bovis was 1 412 bp in length. The se-
quence was submitted to GenBank (accession number: FJ169957). The 16S rRNA gene of A. bo-
vis (FJ169957) had highest homology (99. 0%) with that by Kawahara published (AB211163).
In addition, 5 homologous sequences from A. marginale, 4 from A. centrale, 4 from A. bovis, 4
from A. ovis and 3 from A. phagocytophilum available were downloaded from GenBank. Phylo-
genetic analyses on Anaplasma 16S rRNA sequences were performed. The results indicated that
A. bovis has closer genetic relationship to A. phagocytophilum than that to A. marginale, A.
centrale and A. owvis.
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A. Negative blood sample; B. Positive blood sample,— denotes A. bovis

B EMBERAREEESLEBEREERER X1 000

Fig. 1
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M. DL2000 marker;1. Negative blood of A. bovis infection
detected by microscope;2. 16S rRNA gene of A. margina-
le;3. Positive blood of A. bovis infection detected by micro-
scope
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Fig.2 PCR amplification of 16S rRNA gene of A. bovis
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bovis) + 1 W AE 0 I ML X3 52 A7 78 12 0% B g et
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Fig. 3 Phylogenetic tree of Anaplasma species based on partial nucleotide sequences of the 16S rRNA gene by using Neighbor-

Joining method
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