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Fig.S1. Random Forest analysis of the studied Naegleria species and isolates. Datasets consisted 
of summed spectra from three harvestings of each organism as a training set (columns) and ~3 
summed spectra as unknowns (rows). The estimated classification error was 0.75%, and the RF 
algorithm successfully classified all the Naegleria species and the majority of the isolates in the 
training set. 
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Fig.S2. Dendogram obtained with PAST (http://folk.uio.no/ohammer/past/index.html). For this 
analysis, all spectra for each strain were summed to give one representative spectrum per 
organism. 
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