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S1 Fig. Method effect on full-length isoform quantification using simulated data.

Method effect on full-length isoform quantification using simulated data. Average
expression of three hippocampus samples, comparing each method to the truth, using A)
idealized and B) realistic data. Percentiles of cumulative distribution of |logFC| using C)
idealized data, D) realistic data, E-F) idealized and realistic data respectively, where we

restricted to the set of genes that have at least 3 expressed isoforms.
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S2 Fig. Effect of transcript length on quantification accuracy.
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Transcript length (log10)

Effect of transcript length on quantification accuracy, given by adjusted logFC of the

average of the three hippocampus samples, using A) idealized and B) realistic data.
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S3 Fig. Differential distribution of transcript compression complexity.

For each method the foreground and background distributions are shown for transcript
compression complexity. The background is over all isoforms, the foreground is over the
top 2,000 discordant transcripts sorted by absolute logFC. The foreground distribution is

highly enriched for low compression complexity for all methods.
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S4 Fig. The distribution of the #genes according to the #annotated isoforms.

The distribution of the number of genes for different number of annotated isoforms.
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