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Supplementary figure S1. Molecular reclassification of the adult diffuse lower-grade 

glioma cohort according to WHO 2016. Association of the WHO 2007 histopathological 

diagnosis (left) with molecular reclassification (right) including WHO grade and molecular 

data (IDH mutation status and 1p/19q codeletion status) generated at time of diagnosis and 

acquired from Sanger sequencing and copy number variation profiles generated from the 

methylation array. 
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Supplementary figure S2. (A) Associations of the molecular WHO 2016 reclassification (left) 

with the outcome of methylation-based classification (right) for diffuse lower-grade glioma 

(dLGG) cases with low prediction scores. (B) Kaplan-Meier overall survival analysis of 19 

patients in the dLGG cohort with tumors classified with low methylation class prediction 

scores. The crossing bars on the lines for each survival curve represents censored information. 

(C) Association between methylation class prediction score and the estimated tumor purity 

score with InfiniumPurify [1,2] for all dLGG cases. 
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