Supplementary Figure 1. (UCSC Genome Browser) LncMRPS31P5 is located in a region prone to rearrangements, on chromosome 13. A multitude of small duplicated sequences are annotated in the MRSP31P5 surroundings that could favor intra-chromosomal or extra-chromosomal non-homologous recombination events. This region is conserved from human to Rhesus genomes, while is lost at higher phylogenetic distances (Marmoset genome).
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