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To explore the host genetic factors involved in the formation of clusters among
tuberculosis patients

Miyahara, Reiko

3,200,000

Lineage2 10

Tuberculosis (TB) remains a leading cause of death worldwide. Previous
studies have shown that different lineages of Mycobacterium tuberculosis exhibit varying levels of
transmissibility. This study aimed to identify genetic clusters from the whole-genome sequencing
results of Mycobacterium tuberculosis and analyze the risk factors contributing to the heterogeneity

in transmission, considering the characteristics of TB patients, including host genetic factors and
contact patterns. Consistent with previous research, Lineage 2 was associated with large clusters
(with 10 or more TB patients per cluster). It was also found that individuals with a history of
incarceration were more likely to be included in large clusters. Further analysis will be conducted
with an increased sample size to investigate the involvement of host genetic factors in the
formation of genetic clusters.
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