
Hs : UGAGGCCCCAGCUCCCAGCCCUGGGCGGCCGUAUCAUCAGGUGCUCCUGUGCAUCUCGGCCAGCACGGGAGCCAGUG
Mm : UGAGGCCCCAGCUCCCAGCCCUGGGCGGCCGUAUCAUCAGGUGCUCCUGUGCAUCUCAGCCAGCACGGGAGCCAGUG
Ec : UGAGGCCCCAGCCCCCAGCCCUGGGCGGCCGUGUCACCAGGUGCUCCUGUGCAUCUCGACCAGCAUGGGAGCCAGUG
Bt : UGAGGCCCCAGCCCCCUCCCCUGGGCGGCCGUGUCACCAGGUGCUCCUGUGCCAUUCCACCAGCAUGGGAGCCAGCG
Ss : UGAGGCUCCAGCCCCCAACCCUGGGCGGCCGUGUCACCAGGUGCUCCUGUGCAAUUCCACCAGCAUGGGAGCCAGUG
Md : UGAGGCCCCAGCCCCCAGCCCUGGGCGGCCAUGUCACCAGGUGCUCCUGUGCAUCUCGCCCAGCAUGGGAGCCAUUG
Fc : UGAGGCCCCAACCCCCAGCCCUGGGCGGCCGCGUCACCAGGUGCUCCUGUGCUUCUCGGCCAGCAUGGGAGCCAGUG
Mp : UGAGGUCCCAGCCCCCAGCCCUGGGCGGCCUUGUCACCAGGUGCUCCUGUGCUUCUUGGCCAGCAUGGGAGCCAGUG
Ms : UGAGGCCCCAGCUCCCAGCCCUGGGCGGCCGUGUCAUCAGGUGCUCCUGUGCUUCUCGACCAGCAUGGGAGCCAGUG

Hs : CCGCGCAGGAAUGUGGGGUCCCCUGUGUUCCCUCGCCAGAGGAGCACUUGGCAAGGUCAGUGAGGGGCCAGUAGACC
Mm : CCGCACAGGAAUGGGGGGUCCCCUGUGCUCCCUCGCCAGAGGAGCACUUGGCAAGGUCAGUGAGGGGCCAGUAGACC
Ec : CCGCGCAGGAACGGGGGGUCCCCUGUGCUCCCUCGCCAUAGGAGCACUUGCCAAGGUCAGUGAGGGGCCGGUAGGCC
Bt : CCGCGCAGGAAUGGGGCGUCCCCUGUGCCCUCUCGCCAGAGGAGCACUUGCCAAGGUCAGUGAGGGGCUGGUAGGCC
Ss : CCGCACAGGAACGGGGCGUCCCCUGUGCCCUCUCGCCAGAGGAGCACUUGCCAAGGUCAGUGAGGGGCUGGUAGGCC
Md : CCGCCCAGGAAUAGGGGGUCCCCUGUGCUCUCUCGCCAGAGGAGCAUUUGCCAAGGUCAAUGAGGGGCUGGCAGGCC
Fc : CCGCGCAGGAAUGGGGGGUCCCCUGUGCUCUCUCGCCAGAGGAGCAUUUGCCAAGGUCAGUGAGGGGCCGGUAGGCC
Mp : CCGCGCAGGAAUGGGGGGUCCCCUGUGCUCUCUCGCCAGAGGAGCAUUUGCCAAGGUCAGUGAGGGGCUGGUAGGCU
Ms : CCGCGCAGGAAUGGGGGGUCCCCUGUGUUCCCUCGUCAGAGGAGCACUUGCCAAGGUCAGUGAGGGGCCGGUAGGCC

Hs : CCCGGAGAAGCAGUACCGACAAUGACGAAGAUACCAGAUCCCUUCCCAACCCCUUUGCACCGGUCCCACUAAGGGGC
Mm : CCUGGAGAAGCAGUACCGACAAUGACGAAGAUACCAGAUCCCUUCCCAACCCCUUUGCACCAGUCCCACCAAGGGGC
Ec : CCCGGAGAAGCAGCACCGACAAUGAUGACAAUACCAGAACCUUUCCAAACCCCUCUGCACCCGUCCCACUGCCAGGC
Bt : CCUGGAGAAGCAGCACCGACAAUGACGACAACAAGAGAUCCCUUCCCCACCCCUCUGCACCCCUCCCACUGCGGGUG
Ss : CCCAGAGAAGCAGCACCGACAAUGACGACAAUACCAGAUUCCUUCCCCACCCCUUUGCACCCAUCCUGCUGCCGGUG
Md : UCCAGAGAAGCAGCACCGCAAUGACGACAAUACCUGAUCCCUUUCCAAUCCCUGUGUACCCCUCCCAUUAUGGGGCG
Fc : CCCGGAGAAGCAGCACCGACAAUGACGACAAUACCAGAUCCCUUCCAAACCCCUUUGCGCCCCUCUGACCACUGGGU
Mp : CCUGGAGAAGCAGCACCGACAAUGACGACAAUACCAGAUCCCUUCCAAGCCCCUUUGCACCCCUCUGACUGCUGGGU
Ms : CCCAGAAAAGCAGCACCGACAAUGAUGAAGAUAUCAGUUCCCUUCCCAGCCCCUUUGCCCCUGUCCCACUACCGGCG

Hs : AGGGUCGAGAGAGGAGGGGGGAUAGGGGGAGCAGACCCCUGAGAUCUGGGC
Mm : AGGGUCGGGAGAGGAGGGGGGAUAGGGGGAGCAGACCCCUGAGAUUUGGGC
Ec : GGGGUAGAGGGAGGAGGGGGGUUUGGGGGAGCAGACCCCUGAGAUCUGGGC
Bt : GCCUAGAGGGAGGAACGGGGCUUAGGGGGAGCAGACUCCUGAGAUCUGGGC
Ss : GCAUAGAGGGAGGAGGGGGGAAUGGAGGGAGCAGACCCCUGAGAUCUGGGC
Md : GGGUAGAGGGAGGAGGGAUGGAGGGAGAAUUCUGAGAUUUGGGCAUAGGCA
Fc : GGGGUAGAGGGAGGAGGGGGGUGGGGGGAGCAGACCCCCGAGAUCUGGGCA
Mp : GGGGUAGAGGGAGGAGGGGGGGUGGGGGGGAGCUUACCCCCAAGAUCUGGG
Ms : GGUGGGAGAGGAGGGGGGAAGAGGGGAGCAACCCUCGAGAUAUGGGCGUAG

Figure S1
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stop codon
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