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Supplemental Figure S2. Factors that influenced NMD target status in the machine learning approach. The top
30 transcript attributes that act as either positive (red or orange) or negative (light or dark blue) predictors of
NMD-targeted status by the multiple machine learning approaches are shown. PTC was defined as a stop
codon earlier than in the reference transcript. Transcript attributes are ranked by “median importance”: Impor-
tance is the relative predictive power of each transcript attribute in identifying NMD-targeted events/transcripts.
The median importance is taking from across the various machine learning tools used in this study.



