
Supporting Information
Thomson et al. 10.1073/pnas.1407207111

Fig. S1. Sequence alignment and predicted secondary structure for four microRNA families that were detected in the Alligator and Chrysemys genomes via
BLAST similarity searches. The mature miRNA sequence from miRBase is underlined in the sequence and secondary structure of the reference species (Gallus).
Substitutions relative to the reference sequence are highlighted in red. miRNA 1743 sits at the end of a contig in the Chrysemys genome assembly and is
truncated by 10 bases on the 5′ end as a result. We represent these as ambiguous bases and make no attempt to predict secondary structure in this region.
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