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Supplementary Figure 1: Gene mapping results on 9 primate genomes of increasing divergence from humans. 9 primate genome assemblies and reference annotations were downloaded from the NCBI RefSeq database. We then used the reference annotations to identify genes common to all 9 primates and human. We selected a random subset of 1000 genes from this list to lift-over from GRCh38 to each primate genome. By selecting a test set of genes present in all genomes, we control for lift-over failures due to genuine biological differences and/or incomplete assemblies. The x-axis shows the species name sorted by Mash distance (Ondov et al., 2016) from human, which is shown in parenthesis. The y-axis is the number of genes out of 1000 that successfully mapped onto the primate assembly (green) and the number of these mapped genes which have at least 1 valid open reading frame (pink). Valid open reading frames were found by using gffread (Pertea and Pertea, 2020) with the -P option to identify and then filter out CDS’s that did not begin with a start codon, end with a stop codon, or contained a premature stop codon. 
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