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Development of a Dengue Fever Severity Prediction Algorithm
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Dengue fever is a febrile illness caused by infection with the dengue virus,
which is transmitted by mosquitoes. It has been considered that the interaction between the host"s
genetic factors and the virus plays a role in the severity of the disease, as only a subset of
infected individuals develop severe symptoms. In this study, we conducted a genome-wide SNP
association analysis in Thai patients with dengue fever to identify genetic variants associated with
the risk of dengue shock syndrome, a severe complication. Additionally, we developed prediction
models (machine learning algorithms) for disease severity, incorporating variables such as gender,
age, and SNPs.
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