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Figure S1: Posterior distributions of the population mean parameters of the ex vivo model. The 
prior distributions for the model parameters are uniform distributions specified in Table 1 in 
the main text except that the prior for the ex vivo PvLDH decay rate 𝜆! is a bounded normal 
distribution shown by the green curve (and also specified in Table 1). The marginal posterior 
distributions of  𝑐"! and 𝑐#! were empirically fitted by a lognormal distribution logN(-7.15, 
0.65) and a normal distribution N(29.17, 8.40), respectively, shown by the green dotted curves. 
The empirical fits were used as prior distributions for 𝑐" and 𝑐# in the within-host model fitting 
(see Table 2 in the main text). Note that the range of 𝑐#! was scaled down by 1.5 such that its 
empirical fit is applicable to the within-host model fitting. 



 
Figure S2: Data and model fits for eight VIS volunteers. Solid dots are clinical data and model 
fits are shown by the median and 95% PI of the model-predicted distributions of parasitemia 
and whole blood PvLDH concentration (in ng per mL blood) at different time points. 
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Figure S3: Posterior distributions of the population mean parameters of the within-host model. 
The prior distributions for the model parameters are either uniform distributions or bounded 
normal/lognormal distributions, as specified in Table 2. Normal/lognormal priors are shown 
by the smooth curves. The distribution of the parasite multiplication factor (PMF), which is 
calculated based on the posterior samples of 𝜌 and 𝛿 and 𝑃𝑀𝐹 = 	𝜌𝑒$%&!, is shown in the last 
panel. 

 
 
 
 
 
 
 
 
 
 
 
 
 



 
 

 
Figure S4: Result of fitting the exponential decay model (Eq. 1 in the main text) to the in vitro 
decay measurements of human PvLDH (see the Materials and Methods for further details). 
Black dots are experimental data, and experimental measurements were conducted in duplicate 
at each timepoint. The black curve is the median model prediction based on the 4,000 posterior 
samples. The shaded region represents the 95% prediction interval whose upper and lower 
boundaries are the 2.5% and 97.5% quantiles of model predicted PvLDH level at various time 
points. 

 
 
 
 

 
Figure S5: Marginal posterior distributions of 𝐿'()*+(0) (initial PvLDH) and 𝜆!! (which are 
parameters of the exponential decay model in Eq. 1 in the main text). The prior distributions 
of 𝐿'()*+(0) and 𝜆!! are uniform distributions U(500, 1000) and U(0, 0.1) respectively. Each of 
the histograms contains 4000 posterior samples. The histogram of 𝜆!! was fitted by a normal 
distribution N(0.0106, 4.1565×10-4) which is shown by the smooth curve. The empirical 
distribution of 𝜆!!, N(0.0106, 4.1565×10-4), will be used as the prior distribution of the ex vivo 
PvLDH decay rate 𝜆! in the ex vivo model fitting.  

 
 



 
Figure S6: The relationship between Quansys measurement of whole blood PvLDH and 
inhouse ELISA measurement of whole blood PvLDH. Experimental data (black dots) are 
obtained from 58 Malaysian patients whose whole blood PvLDH was measured by both 
methods. The data are log-transformed and fitted by a linear model. The median and 95% 
prediction interval are shown by the black line and the shaded area, respectively. The median 
estimates and 95% credible intervals (shown in parentheses) of the slope and intercept 
parameters of the linear model are also provided in the figure.  

 
 


