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Study of Mycobacterium bovis genotypes in 2013-2014

Chen-Shen Huang

Abstract

Mycobacterium bovis may infect cattle and causes bovine tuberculosis (bTB) which
is a chronic zoonosis. In this study, we used Spoligotyping which is a common
genotyping method for Mycobacterium tuberculosis complex to analyze 39 M. bovis
isolates from cattle in 2013 July to 2014 June. Three types were identified. SB0265
was the largest population (84.6%, 33/39) and distributed widely at middle and south
Taiwan. The other 2 types, SB0O140 and SB1040, gathered in few farms. Presently,
how these farms were infected was still unknown. We need more researches with

local epidemic prevention staff to clear the reasons of M. bovis infection.



