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Figure S1. PD regression: observed data and individual regression fits
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Figure S2. Model diagnostics PK: observed concentration and model fits by subject
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Blue symbols indicate observed data, red lines population fits, and green lines individual fits.

Figure S3. Model diagnostics PD: observed parasite count and model fits
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Figure S4. Model diagnostics PK: prediction-corrected VPC (linear and logarithmic scale)
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Figure S5. Model diagnostics PD: prediction-corrected VPC (linear and logarithmic scale)
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Figure S6. Model diagnostics PK: Observed vs. predicted drug concentration (linear and logarithmic scale)
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Figure S7. Model diagnostics PD: Observed vs. predicted parasite count (linear and logarithmic scale)
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Figure $8. Model diagnostics PK: Residual diagnostics. Individual-weighted residuals (IWRES) and normalised
prediction distribution errors (NPDE) vs. time and predicted concentration, residual distribution (theoretical

distribution line and empirical histogram), quantile-quantile plot of empirical residual quantiles vs. normal

distribution
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Figure S9. Model diagnostics PD: Residual diagnostics. Residual diagnostics. Individual-weighted residuals
(IWRES) and normalised prediction distribution errors (NPDE) vs. time and predicted concentration, residual
distribution (theoretical distribution line and empirical histogram), quantile-quantile plot of empirical

residual quantiles vs. normal distribution
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