Figure S1: schematic alignment of brain-derived cDNAs
with specific CASC1 duplicate loci
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Figure S2: percent identity and schematic alignment of brain-derived
cDNAs with specific YTHDCZ2 expanded loci
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Figure S3A: example of an Ensembl gene prediction which
splits a gene across two partial models
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Figure S3B: example of a misannotated Ensembl gene prediction
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