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[Abstract]  Objective To investigate the prevalence of Anaplasma phagocytophilum in rodents
from forest areas in northeastern China. Methods PCR amplification, followed by sequence analysis was
carried out. The sequences of 165 rRNA and gitA gene fragment amplified from rodent specimens were
compared with corresponding part of the sequences deposited in GenBank. Results A total number of 276
rodents were tested, including 102 in Jilin province, 61 in Helongjiang province and 113 in Inner Mongolia
autonomous region. The positive rates were 8.82% ,1.64% and 0.00% , respectively. The infection rate
in rodents infected by ticks was 11.30 times higher than that in rodents without ticks(P=10.002). The
A . phagocytophilum 168 rRNA sequences from rodents in Jilin and Heilongjiang were identical and differed
in 3-5 bases compared with the corresponding parts of A. phagocytophilum from America, Sweden and
Japan. Compared with the sequences registered in GenBank, the nucleotide sequence of gltA varied from
87%-97% and its deduced amino acid sequence changed from 84%-99%. Conclusion
A . phagocytophilum  infection was presented in rodents from Jilin and Heilongjiang province.
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Anpl-RE3-17 &+ RIGE9 ~GE2(%& 1),

*1 R FE 16S RNA BRI %39

TR G
shal e w3lm s oa
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3T E N R B R/N K357 bpe RIEERER:
94C TR AE # S min J&, 94T 30s, 52C 30 s, 72T
40 s, 33 25 MEFK; BGEET min, WA 1 8™
i1 pCHBAR BEATHE 2 o b &R L,

4. 75 E 5 5087 . PCR P24 Bl TaKaRa 2> 7]
4t 44k 1K 77 & (DNA Fragment Purification Kit,
Code DV807A) #lifk J& , 3730XL A sh il /¥ (U#77 F
W E, BXEEZREYREAE LD O M
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Equi-California A.phagocytophilum
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ERIIAI 13 MREST mRE gitA BH, AR
FRER T iR gltA BRBHERTI —-HEERK
K, M49.7% ~99.8% A%, 1M 16S rRNA EHF 5
H LB B — B 3% 83.5% ~99.9% ", I
gltA EHFHRMETT LUCARE A. p SR
EHRMEELNELR. A p B ghA XREBNER
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