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Molecular epidemiological study of bovine tuberculosis
in Taiwan cattle

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, most
mammals can be infected by M. bovis. Depending on the route of infection,
characteristic nodular lesions can be observed in lymph nodes of the head and chest,
or in abdominal organs. Intradermal tuberculin test (ITT) is the standard testing
method for bovine tuberculosis used in international trade, and is also the standard
testing method in Taiwan. We analyzed bTB positive cases in Taiwan from 2020 to
2023, and discovered that since the second half of 2020, many cases have been found
in slaughterhouses, and the number of farms with positive cases increased. The M.
bovis isolates were genotyped by two genotyping methods commonly used for
Mycobacterium tuberculosis complex for the purpose of molecular epidemiological
analysis: spoligotyping and MIRU/VNTR typing (four loci, ETR-A, ETR-B,
Qubllb and Qub26). A total of 26 genotypes were obtained in 2023, the most in the
history.



