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The required sample size for the field work was estimated using the computer program (FPOWER), available in STATA software

Sample <0.5% parasitemia were excluded from the H- and L- cohorts and the GCR comparison analysis due to the limited sensitivity of the ex
vivo microscopy assay. This criteria was pre-defined.

All in vitro experiments were repeated independently 2-4 times. The field samples were tested in multiple independent subjects.

All samples were included in the assays, except for the microarray analysis and validation of microarray data (fig. 1 & 3). These sample sets
were not randomized so that a range of D8 GCRs would be included and the D0 parasitemias of the H and L-GCR populations could be
matched as well as possible.

High and low GCR groups samples were blinded for microarray analysis which was normalized during analysis. The rest of the assays were not
blinded because the results were objective, not subjective, measurements and therefore less subject to investigator bias.

The following reagent was obtained through BEI Resources, NIAID, NIH: Plasmodium falciparum, Strain NF54 (Patient Line E),

MRA1000, contributed by Megan G. Dowler. Pfgdv1.gfp.dd was produced in our laboratory and gametocyte parasite lines
(683, 565, 592, 607) were also generated in our laboratory. PfE5.ap2-g.dd line was provided by Prof. Manuel Llinas (Penn
State University, USA)

Genomic DNA from the parasite lines were analyzed for the presence or absence of the appropriate chromosomal insertions/
modifications/alleles. These parameters were reassessed periodically throughout the study.

None of these line were tested for mycoplasma contamination.
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