[bookmark: _GoBack]Supplemental Figure S2. Distribution of mapping ambiguity for difference classes of transcripts. Density distributions for Bitscore (log scale) are plotted for all known genes, NTRs filtered for low expression across the DGRP, and NTRs retained after filtering. The bitscore was obtained by mapping transcript sequences to the reference genome using blat (https://genome.ucsc.edu/FAQ/FAQblat.html). The Bitscore is the difference between the bit scores of the best alignment and the second best alignment. The greater the Bitscore, the less ambiguous is the alignment. The majority of NTRs retained after filtering had higher Bitscores than transcripts from known genes.
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