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Introduction Study Design

* Dengue fever is the most prevalent mosquito-borne disease of (PBI\/IC flow )
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* Currently lacking assays & immune correlates that predict full . TV0O3 tetravalent attenuated live vaccine (NCT01696422) ) .

protection in humans

* Selected DENV seronegative subjects (n=17) with a range of Musl;c;frl]aetsfgrm

titer responses; focused proteomic analysis on samples . )
from baseline and following the initial vaccination

* Deploy systems immunology approach to develop validated
assays that predict DENV vaccine efficacy in clinical studies of
naive and exposed subjects

Results

Unsupervised group clustering
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* Groups were defined via machine learning using log titer values as input.
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