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Figure S3. Obtaining allele-specific gene expressions for each library. In each library, aligned
coordinates of mapped to Sz49 genome reads were converted to Dsim r2.01 coordinates then Dsec r1.3
coordinates with LiftOver, allowing selection for mapped to Dsec r1.3 constitutive exons reads. The
selected reads, now with Dsec r1.3 coordinates, would be converted to Dsim r2.01 coordinates, allowing
us to see whether the read mapping to exon sequence that is found in both species (’conserved exons’).
This allowed us to use HTSeq-count to produce the read counts just those reads mapping to exon
sequence present in both species. Similarly, reads mapped to Dsim r1.2, DsecNF100 and Dsec r1.3
genomes went through various coordinate conversions, so we could check they mapped to sequence
annotated as an exon in both species’ reference genomes (Dsec r1.3 and Dsim r2.01). Any read that
mapped to sequence annotated as an exon in only one of the reference genomes was discarded.
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