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Additional File 4: This figure shows two Receiver Operating Characteristic (ROC) plots
comparing qPCR splicing calls against asMIP splicing calls made at various cutoffs. Array
data (blue) and sequencing data (black) has been analyzed by two different methods:
R-scores (dashed lines) or M-scores (solid lines). For these two ROC plots the sets of (A)
positive and (B) negative qPCR splicing calls were analyzed separately.



