Table S1 Number of patients by their infecting strain 
	Strain
	All patients
(n=334)
	Patients selected for analysis*
(n=294)

	Santee Cooper
	85 (25.45%)
	79 (26.87%)

	McLendon
	141 (42.22%)
	127 (43.20%)

	El Limon
	91 (27.25%)
	74 (25.17%)

	Panama
	1 (0.30%)
	1 (0.34%)

	Walker
	1 (0.30%)
	1 (0.34%)

	So. Rhode
	1 (0.30%)
	1 (0.34%)

	Colombia
	6 (1.80%)
	5 (1.70%)

	Thailand
	2 (0.60%)
	2 (0.68%)

	V-40G
	1 (0.30%)
	0 (0.00%)

	Costa
	3 (0.90%)
	2 (0.68%)

	Boyd
	1 (0.30%)
	1 (0.34%)

	Strain “7”
	1 (0.30%)
	1 (0.34%)


*- Patients selected for analysis had parasite measurements available on any of the first four days of infection, and before gametocytes were observed or before receiving any antimalarial drugs. 






Table S2 Range of the uniform prior distributions selected for each parameter.
	Parameter
	Range [min, max]

	Initial number of the parasites at  ()/
	[10,10000]

	Mean age of the parasites () , hours
	[1,48]

	Standard deviation of the age of the parasites () , hours
	[1,48]

	Parasite Multiplication Factor per life cycle (PMF)
	[1,50]

	Constant , which represents the growth limiting effect on merozoites
	[0,0.5]

	Activation time (), hours
	[1, 240]

	Constant Q, the growth limiting effect on Rings, Throphozoites and Schizonts, %units
	[0.0001,50]
















Table S3 Individual-level parameter estimates from fitting the White et al. model to qPCR-based CHMI parasite trajectories.
	
	log10 N0
	mu
	sigma
	PMF

	DATA ID
	2.50%
	50%
	97.50%
	2.50%
	50%
	97.50%
	2.50%
	50%
	97.50%
	2.50%
	50%
	97.50%

	qPCR1
	1.37
	2.242
	3.069
	3.875
	39.1
	46.27
	4.887
	7.169
	7.966
	2.865
	6.258
	15.26

	qPCR2
	1.155
	1.605
	2.671
	9.313
	33.62
	43.24
	4.145
	6.834
	7.951
	6.658
	21.35
	29.56

	qPCR3
	1.157
	1.639
	2.68
	5.753
	35.35
	44.41
	4.139
	6.797
	7.947
	6.725
	21.05
	29.5

	qPCR4
	1.394
	1.783
	2.7
	14.59
	31.97
	42.22
	4.576
	7.046
	7.958
	8.147
	22.86
	29.64

	qPCR5
	1.27
	1.715
	2.731
	7.886
	34.48
	43.2
	4.162
	6.826
	7.945
	6.907
	21.58
	29.61

	qPCR6
	1.031
	1.492
	2.688
	8.145
	30.7
	42.05
	3.801
	6.562
	7.939
	3.785
	15.35
	28.39

	qPCR7
	1.02
	1.426
	2.531
	7.581
	38.73
	46.54
	3.506
	6.461
	7.922
	3.166
	11.98
	26.55

	qPCR8
	1.223
	1.785
	2.511
	1.495
	6.837
	47.09
	3.859
	6.578
	7.93
	11.04
	24.69
	29.8

	qPCR9
	1.015
	1.312
	2.197
	20.11
	33.35
	42.9
	4.24
	6.848
	7.95
	4.579
	13.65
	25.12

	qPCR10
	1.028
	1.408
	2.445
	6.337
	37.6
	45.82
	3.797
	6.65
	7.941
	5.685
	19.24
	29.19

	qPCR11
	1.014
	1.322
	2.205
	1.533
	30.64
	47.14
	4.231
	6.999
	7.958
	2.651
	8.408
	20.97

	qPCR12
	1.014
	1.265
	2.072
	23.13
	31.1
	41.44
	4.575
	7.034
	7.953
	7.621
	20.17
	29.08








