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Study on Q termal medium and molecular characteristics along Hexi Corridor in Gansu Province

ZHANG Fang, WANG Xiao-heng, YU Guo-wei (Northwest Minzu University , Lanzhou 730030, China)

Objective Q fever has been reported worldwide,In China,Q fever has been identified from more than 20
provinces. In order to explore the occurrence of C. burnetii in camels and ticks which collected from camels’ bodies from
Gansu province, a molecular epidemiology study was carried in Hexi Refion.  Methods Ticks were collected from
camels’ body. After species identification,DNA of Coxiella burnetii was isolated from ticks and detected by nested PCR
targeting 23S rRNA of Coxiella burnetii. An indirect immunofluores- cent assay (IFA) was carried out to test antibodies
(Ig3) against Coxiella burnetii. Results A total of 617 adult ticks which included 275 Dermacentor nuttal and 342
Hyalommaasi aticum and 48 camels’ blood were collected from Hexi region. 528 unfeded adult ticks were examined using
nested PCR. 48 sera were analyzed by IFA test. The total positive rate was 16. 67% in ticks. The positive rate in D,
nuttal was 14.24% (41/248) and 19.63% (47/280) in Hy. aticum respectively. There was no difference in positive rate
among two tick species. 9 of 48 camels were seropositive for C. burnetii , although C. burnetii DNA was not detected in
any of the camels. The same branch of Q ReCox system was selected for sequencing, which has high homology with
Beijing strain (CP035112.1 C), American strain (NR_ 104916. 1) and French strain (1.LK937696.1). Conclusion These
findings indicate that two tick species Dermacentor nuttal and Hyalommaasi aticum collected from camels in Gansu
province carried C. burnetii. Serological method identified infection of C. burnetii among local main ecomic animals:
camels. All these findings, for first time in Gansu Province. indicate the need for an in-depth assessment of the C.

burnetii occurrence in hosts and humans at risk of infection in the future.
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