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Review Article

WHOLE GENOME SEQUENCING AS A PROMISING TOOL FOR
EPIDEMIOLOGICAL INVESTIGATIONS OF TUBERCULOSIS

I.2Takemasa TAKII

Abstract The epidemiologists of tuberculosis are able to
obtain huge amount of genotypic information at one time due
to the innovation of new sequencing technology. The new
technology, whole genome sequencing (WGS), possesses
higher ability of analyzing the cluster and linkage associa-
tions among the clinical isolates of tuberculosis (TB) than
traditional methods like genotyping, RFLP, VNTR and
spoligotyping. Furthermore, the WGS analysis is also able
to predict drug susceptibility of the isolate against anti-TB
drugs. I here review the role of the WGS analysis in epi-

demiological investigations of tuberculosis.

Key words: Tuberculosis, Molecular epidemiology, Whole
genome analysis
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