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Detection of North — Asia Tick — Borne Spotted Fever in Ticks and Rodents along the Heilongjiang
River-side by Restriction Fragment Length Polymorphism of LPCR Products Chen Min "~ , Fan Ming —
yuan, Xu Guo-min, et al. * Institute of Epidemiology and Microbiology, Chinese Academy of
Preventive Medicine, Beijing 102206

Abstract In order to elucidate the natural foci of North — Asia tick — borne spotted fever along the
bank of Heilongjiang river, we used PCR/RFLP to detect spotted fever group rickettsiae in ticks and
rodents . The results showed that the wild samples of Dermacentor silvarum, Haemaphysalis concinna and
Apodemus agrarius, Microtus fortis, Clethrionomys rufocanus and Ondatra zibethica were all positive with
amplification, but typhus rickettsiae, tsutsugamushi fever rickettsiae and Q fever rickettsiae were all
negative. Futher RFLP analysis of amplified products with Pstl and Rsal demonstrated that their
restriction endonuclease profiles were identical to Rickettsia sibirica , but were different from the other
prototype strains of SFG rickettsiae, suggesting the possible existance of natural foci of North — Asia tick

borne spotted fever in these areas.
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