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Supplemental Figure 1. Gene expression estimates using different gene models

(A) The expression of tandem UTR genes (multiple polyA sites in 3'UTR) is underestimated if the full transcript is used
to calculate gene expression (p=0.02, t-test). (B) Alternative polyadenylation at the last exon of the gene ELAVL1,
illustrating how a sample can express a shorter variant than the annotated one. (C) The effect on the gene expression
estimated if part of the gene structure used in the calculation is removed. The p-value represents improvement relative
to using the full transcript, when comparing with RT-PCR data and using the paired f-test. (D) The effect on perceived
gene expression by removing the 3'UTR, for all genes.



