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Investigation on the goats infected with
Anaplasma phagocytophilum in Suizhou, China
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ABSTRACT: To investigate the prevalence of Anaplasma phagocytophilum in goats from Suizhou, the DNA of 16S rRNA
of A. phagocytophilum from blood samples from goats were amplified with PCR. The products of PCR were further analyzed
. by sequencing and nucleotide alignments. A total of 29 whole blood samples were tested, and the 25 samples were positive.
The similarities of the nucleotide sequences (1 442 bp) with those deposited in GenBank were 97.1% to 99.8% %. Compared
with the other corresponding genera such as Anaplasma bovis, Anaplasma marginale, Ehrlichia, Ehrlichia chaf feensis, et
al. , the strains in this study were located in different clades while in the same clade as A. phagocytophilum in the phylogenetic
tree. It is concluded that the infection of A. phagocytophilum is existed in goats from Suizhou, China.
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Fig. 1 The similarities of 16s rRNA (1 442 bp)in this study
with those deposited in GenBank
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of A. phagocytophilum
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