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A Profile likelihood for different values of ω

Figure. S 1: Profile likelihood analysis for different values of ω in the PfAMA1 and PfMSP119 analyses. Note that
for M1, the dots indicate the maximized log-likelihood function for one data-set (i.e a point estimate) while for M2,

the dots indicate the mean of the maximized log-likelihood function for 10,00 data-sets (i.e. the mean of a
distribution). Red dots show values of ω selected for each antigen, i,e ω=0.01 for PfAMA1 and ω=1 for PfMSP119
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B Logit-transformed prevalence estimates from M2

Figure. S 2: Logit-transformed prevalence estimates from M2. The mean of the seroprevalence distribution is
indicated by blue dots; the purple solid and dotted curves represent the fitted seroprevalence and 95% CIs,

respectively, from the RCM; and the orange line indicates the fitted seroprevalence estimate from the age-dependent
mixture model, as defined by equation (11).
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C M1 and M2 analysis using data from different age groups

Figure. S 3: Analysis of PfAMA1 mixture distributions using different age-groups in both M1 and M2. The
mixture distributions in the top row are derived from M1 (see equation (1)), and show the seropositivity thresholds
(red dotted lines represent µS− + 3σS− ) when different age groups are used in analysis. The middle row shows M1
seroprevalence point estimates (blue dots), as well as the fitted seroprevalence curve (purple curve) and 95% CIs
(purple dotted curves) from the RCM. The bottom row shows the mean of the seroprevalence distribution derived
from M2 (blue dots), as well as the fitted seroprevalence curve (purple curve) and 95% CIs (purple dotted curves)

from the RCM.
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Figure. S 4: Analysis of PfMSP119 mixture distributions using different age-groups in both M1 and M2. The
mixture distributions in the top row are derived from M1 (see equation (1)), and show the seropositivity thresholds
(red dotted lines represent µS− + 3σS− thresholds) when different age groups are used in analysis. The middle row
shows M1 seroprevalence estimates (blue dots), as well as the fitted seroprevalence curve (purple curve) and 95% CIs
(purple dotted curves) from the RCM. The bottom row shows the mean of the seroprevalence distribution derived
from M2 (blue dots), as well as the fitted seroprevalence curve (purple curve) and 95% CIs (purple dotted curves)

from the RCM.
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D M1 analysis using different seropositivity thresholds for in-
dividuals aged 1-16 years

Figure. S 5: The top row shows M1 seroprevalence point estimates (blue dots) where seropositivity is defined as
µS− + 2σS− , as well as the fitted seroprevalence curve (purple curve) and 95% CIs (purple dotted curves) from the

RCM. The middle row shows where seropositivity is defined as µS− + 3σS− , and the bottom row shows where
seropositivity is defined as µS− + 4σS−
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