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Supplementary Table 1. List of clinical features analysed.



Supplementary Figure S1. HyperTraPS inference of malarial disease progression with
transfusion included as a feature.  As in Fig 2A, the HyperTraPS algorithm (see text)
was used to infer the ordering with which malarial symptoms are likely acquired across pa-
tients. Unlike Fig 2A, blood transfusion (“tfus”) is here included as a disease feature, des-
pite its interventional nature. Horizontal axis records symptoms; vertical axis records order-
ing from low (early acquisition) to high (late acquisition). This ordering axis is grouped into
6 longer "ordering windows" in the lower subsection of the figure, to display broader trends
in addition to specific features of the dynamics. The size of a semicircle denotes the pos-
terior probability that a given symptom is acquired at a given ordering in progression of
malaria. Red semicircles are posteriors from the dataset of patients who died; blue semi-
circles inferred from patients who lived. Highlighted symptoms display a greater KS dis-
tance between posteriors from survival and death pathways than between either posterior
and  the  uninformative  prior.  The  inferred  ordering  of  symptom  acquisitions  is  almost
identical to the case when transfusion is omitted, and the transfusion “symptom” appears
as a strong predictor of survival.


