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Research progress in transmission dynamics models of tuberculosis

MAO Jun-jie', LU Jia-wang®, ZHUANG Xun', QIN Gang?>(1. Department of Epidemiology
and Health Statistics , School of Public Health , Nantong University, Nantong 226019, China;
2. Department of Infection, Af filiated Hospital of Nantong University, Nantong 226001,
China)

[Abstract] Tuberculosis (TB) imposes a significant disease burden globally, emphasizing the importance of TB
prevention and control. In recent years, COVID-19 pandemic has severely disrupted the progress of global TB pre-
vention and control programs, raising concerns about TB prevention and control. Transmission dynamics models
have played a crucial role in TB research by providing insights into the patterns and dynamics of TB transmission
from both macro and micro perspectives, and evaluating the effectiveness of various intervention measures. This
review introduces five TB transmission dynamics models; the compartmental model, the metapopulation model, the
agent-based model, the network model, and the phylodynamics model, providing reference and support for the pre-
vention, control and further research of TB.
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