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Molecular epidemiological analysis of bovine tuberculosis
in Taiwan

Chen-Shen Huang
Abstract

Bovine tuberculosis (bTB) is an important zoonotic disease caused by
Mycobacterium bovis. Although, cattle are considered to be the main hosts of M. bovis,
most mammals can be infected. Dependent on the route of infection, characteristic
nodular lesions can occur in the head, chest lymph nodes, or abdominal organs. The
intradermal tuberculin test (ITT) is the standard method for testing bovine
tuberculosis, in particular, for the purposes of international trade. It is also the
standard method for bovine tuberculosis detection in Taiwan. Other diagnostic
methods include pathogen isolation and ELISA. In Taiwan, the number of
culture-positive herds did not increase from 2012 to 2016, whereas the number of
positive cases increased in 2017. Our laboratory uses two genotyping methods,
Spoligotyping and mycobacterial interspersed repetitive units-variable numbers of
tandem repeats typing (MIRU-VNTR using the loci sets ETR-A, ETR-B and Qub11b)
which are common methods for typing M. tuberculosis complex. We thus used these
two methods to analyze the M. bovis isolates obtained from 2012 to 2017, and 9 types
were identified. We found that every year there is a type disappearing, appearing, or

reappearing intermittently.



