(®)
2017 2019

Bartonella quintana

A study on Bartonella quintana in_experimental macaques in primate research
centers of Japan and the pathogenicity of macaque-derived B. quintana for human.
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Bartonella quintana is recognized to be the causative agent for trench
fever, and also cause bacillary angiomatosis in a immunosuppressed patient. Some epidemiological
studies regarding the agent have been performed in primate research centers in China and wild
populations of Japanese macaques. However, there is no report of B. quintana prevalence in primate
research centers in Japan. Furthermore, a pathogenicity of macaque-derived B. quintana for humans is

still unknown.

In the present study, we clarified B. quintana prevalence in the experimental macaques in Japan; B.
quintana was isolated from three Japanese macaques. Compared with B. quintana derived from
cynomolgus macaques, rhesus macaques, and human, a genetic diversity of B. quintana from Japanese
macaque was found to be lower. Japanese macaque strain (MF1-1) was found to infect HUVEC and invade
into the cell, but lack bepA gene responsible for anti-apoptotic effect.
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