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Abstract Figure 2. Clinic + home evaluation of Tasso-M50 device Figure 5. VL trajectories for all participants: Background dried blood signal is stable when plasma VL is suppressed
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Figure 1. Dried blood assay performance statistics (HIV RNA spiked into whole blood) - Tasso-M50 is a prototype device investigated in this study: Figure 6. Background dried blood signal tracks size of latent reservoir (total or intact cellular DNA)
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bSemiparametric model: spline to control for temporal change in VL over time; one effect parameter on home/clinic ratio.
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