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Collaborative study on leptospirosis with Taiwan CDC and Vietham NIHE
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We performed molecular typing of Leptospira interrogans isolated in Japan, Taiwan,
Philippines and Vietnam by multiple locus variable-number tandem repeats analysis
(MLVA). MLVA revealed the genetic diversity of strains which belong to the same
serogroup and turned out to have more discriminatory power than that of flaB sequence
typing or multilocus sequence typing. MLVA also revealed the diversity and the
universality of the relation between L. interrogans and host animals in/across these
countries.
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To elucidate the current situation of leptospirosis in the northern part of Vietnam, the
technical transfer of diagnostic methods of leptospirosis was implemented, and then the
seroprevalence study of patients with undifferentiated fever and healthy people and the
detection of leptospiral DNA from patients, rats and soil were conducted in Thanh Hoa



area. Leptospira-specific IgM and DNA was detected in 20% and 9% of the patients with
undifferentiated fever, respectively. Leptospira-specific 1gG was detected in 49% of
healthy people whose occupations were agriculture-related, indicating the epidemicity of
leptospirosis among agricultural workers in Thanh Hoa area.
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* Aus; Australis, Aut; Autumnalis, Bat; Bataviae, Can; Canicola, Gri; Grippotyphosa, Heb; Hebdomadis,
Pom; Pomona, Pyr; Pyrogenes.






