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miRNA 1791

Gallus TGAAGCACCATGTTGGGCTGCATCAGTCATGCCATGTTATGAAACCTAACGCGATGTGACTGATGCAGGCTGACGTGATGTGTCA
Alligator TGATGCACCATGTTGGGCTGCCTCAGTCATGCCATGTTATGAAACCTAATGCAATGTGACTGATGCAGGCTGACGTGATGTGTCA
Chrysemys TGATGCACCATGTTGGGCTGCATCAGTCATGCCATGTTATGAAACCTAACACGATGTGACTGATGCAGGCTGACATGACATGTCA
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miRNA 1641

Gallus GATGCAGGGCATTTCCTGAGGATTAATGACTGTCTGGGGTCATCATCTCCTCCCAGTTAGTTATTAATCCCC-AGGAAATACTCTGTGCCTTGATC
Alligator AATGCAGGGCATTTCCTGGGGATTAATGACTGTCTGGGGTCATCATCTCCTCCCAGTTAGTTATTAATCCCC-AGGAAATACTTTATACCTTGATC
Chrysemys GACGCAGGGCATTTCCTGGGGATTAATGACTGTCTGGGGTCATCATCTCCTCCCAGTTAGTTATTAGTCCCCCAGGAAATACTGTGTGCCTTGATC
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miRNA 1743

Gallus AAAGTAGGCTCCACTGTGTTAATCCTCTTGGAATGCAGCAATTATCACCTACCATATAGGTGTTAAGTGCTGAATTTCAAAGGGATTATCACTTTCCTCCTTT
Alligator CAAGTGGGTTCTATTGTGCTAATCCTCTTGGAATGCAGCAATTATCACCTACCATATAGGTGTTAAGTGCTGAATTTCAAAGGGATTATCACTTTTCCCCCTT
Chrysemys NNNNNNNNNNNCACTGTGCTAATCCTCTTGGAATGCAGCAATTATCACCTACCATATAGGTGTTAAGTGCTGACTTTCAAAGGGATTATCACTTTCCCCCCTT

Gallus AG = -38.40

BEERENAS E PNAS  PNAS

| U Cuccau U uc G AU cC
AAAG AGG GUG UAAUCC UUGGAAU CAGCA UUA CACCUA \
uuuc ucc CAC AUUAGG  AACUUUA GUCGU AAU GUGGAU A
A C UWU---- U GA A G U AU
Alligator AG = -40.60

Cl U UUCLAW  C uc G A U cC
AAG GGG GUG UAAUCC  UUGGAAU CAGCA UUA CACCUA N\
uuc ccc CAC AUUAGG AACUUUA GUCGU AAU GUGGAU A
-~ C UU--- U GA A G U AU

Chrysemys AG = -34.20

NNNNNNNNNNCACUI - C uc UG A U [«9
GUG UAAUCC  UUGGAA  CAGCA UUA CACCUA \
CAC AUUAGG AACUUU  GUCGU AAU GUGGAU A

uuuccccccuu--~ U GA CA G U AU

miRNA 2964

Gallus AATCTCTGCTACAGATGTCCAGACACAATTCTTGGTTCGTACGGCTCCAGCGCACAAGAATTGCGTTTGGACAATCAGGAGCAGAGATT
Alligator ACTCCCCGCCACAGATGTCCAGACACAATTCTTGGTTTGTACGTTTCCACGGCACAAGAATTGCGTTTGGACAATCAGGAGCGGAGACT
Chrysemys AATCTCTGCCACAGATGTCCAGACACAATTCTTGGTTTGTATGATTCCATTGCACAAGAATTGCGTTTGGACAATCAGGAGCAGAGATT
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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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