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Figure S2: Splice index measurements for fet5_intronl and pwil_intron2 are reproducible
Histograms and box-whisker plots of the measured splice index for fet5_intronl (A) and
pwil_intron2 (B) reveal that relatively consistent splice index measurements are generated for
nearly all samples. The splice index relative to the median was calculated for each biological
replicate for each deletion strain and replicate scatter plots (C, D) show that the relative splice

index measurements are largely reproducible among the ~3000 strains in the collection.



