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UGAGGCCCCAGCUCCCAGCCCUGGEECEECCEUAUCAUCAGEUGCUCCUGUGCAUCUCGGCCAGCACGEGAGCCAGUG
UGAGGCCCCAGCUCCCAGCCCUGEECEECCEUAUCAUCAGEUGCUCCUGUGCAUCUCAGCCAGCACGEGAGCCAGUG
UGAGGCCCCAGCCCCCAGCCCUGGEECEECCEUAUCACCAGEUGCUCCUGUGCAUCUCGACCAGCAUGGGAGCCAGUG
UGAGGCCCCAGCCCCCUCCCCUGGEECEECCEUAUCACCAGEUGCUCCUGUGCCAUUCCACCAGCAUGGGAGCCACCG
UGAGGCUCCAGCCCCCAACCCUGGECEECCEUGUCACCAGEUGCUCCUGUGCAAUUCCACCAGCAUGGGAGCCAGUG
UGAGGCCCCAGCCCCCAGCCCUGGEECEECCAUGUCACCAGEUGCUCCUGUGCAUCUCGCCCAGCAUGGGAGCCAUUG
UGAGGCCCCAACCCCCAGCCCUGGEECEECCECAUCACCAGERUGCUCCUGUGCUUCUCGECCAGCAUGGGAGCCAGUG
UGAGGUCCCAGCCCCCAGCCCUGEECEECCUUGUCACCAGEUGCUCCUGUGCUUCUUGGCCAGCAUGGGAGCCAGUG
UGAGGCCCCAGCUCCCAGCCCUGGECEECCEUGAUCAUCAGEUGCUCCUGUGCUUCUCGACCAGCAUGGGAGCCAGUG

CCGCGCAGGAAUGUGEEEUCCCCUGUGUUCCCUCGCCAGAGGAGCACUUGGCAAGGUCAGUGAGGEEECCAGUAGACC
CCGCACAGGAAUGEEEEEUCCCCUGUGCCUCCCUCCCCAGAGGAGCACUUGCCAAGGUCAGUGAGGEEECCAGUAGACC
CCGCGCAGGAACGEEEEGEUCCCCUGUGCUCCCUCGCCAUAGGAGCACUUGCCAAGGUCAGUGAGGEECCGEEUAGECC
CCGCCCAGGAAUGEEECEUCCCCUGUGCCCUCUCCCCAGAGGAGCACUUGCCAAGBUCAGUGAGEEECUGBUAGECC
CCGCACAGGAACGEEECEUCCCCUGUCCCCUCUCCCCAGAGGAGCACUUGCCAAGBUCAGUGAGEEECUGBUAGELC
CCGCCCAGGAAUAGGEEEUCCCCUGUGCUCUCUCGCCAGAGGAGCAUUUGCCAAGGUCAAUGAGGEECUGGECAGECC
CCGCGCAGGAAUGEEEEEUCCCCUGUGCUCUCUCGCCAGAGGAGCAUUUGCCAAGGUCAGUGAGEEECCGERUAGECC
CCGCCCAGGAAUGEEEEEUCCCCUGUGCUCUCUCGCCAGAGGAGCAUUUGCCAAGGUCAGUGAGGEEECUGEUAGECU
CCGCGCAGGAAUGEEEEEUCCCCUGUGUUCCCUCCUCAGAGGAGCACUUGCCAAGGUCAGUGAGEEECCGEEUAGECC

CCCGCGAGAAGCAGUACCGACAAUGACGAAGAUACCAGAUCCCUUCCCAACCCCUUUGCACCGGUCCCACUAAGEEEC
CCUGGAGAAGCAGUACCGACAAUGACGAAGAUACCAGAUCCCUUCCCAACCCCUUUGCACCAGUCCCACCAAGEGEEC
CCCGGAGAAGCAGCACCGACAAUGAUGACAAUACCAGAACCUUUCCAAACCCCUCUGCACCCGUCCCACUGCCAGEC
CCUGGAGAAGCAGCACCGACAAUGACGACAACAAGAGAUCCCUUCCCCACCCCUCUGCACCCCUCCCACUGCGEEUG
CCCAGAGAAGCAGCACCGACAAUGACGACAAUACCAGAUUCCUUCCCCACCCCUUUGCACCCAUCCUGCUGCCCEUG
UCCAGAGAAGCAGCACCGCAAUGACGACAAUACCUGAUCCCUUUCCAAUCCCUGUGUACCCCUCCCAUUAUGGEEECG
CCCGGAGAAGCAGCACCGACAAUGACGACAAUACCAGAUCCCUUCCAAACCCCUUUGCGCCCCUCUGACCACUGEEU
CCUGGAGAAGCAGCACCGACAAUGACGACAAUACCAGAUCCCUUCCAAGCCCCUUUGCACCCCUCUGACUGCUGEEU
CCCAGAAAAGCAGCACCGACAAUGAUGAAGAUAUCAGUUCCCUUCCCAGCCCCUUUGCCCCUGUCCCACUACCGECG

AGCCGUCGAGAGAGGAGGCEEEEAUAGGEEEAGCAGACCCCUGAGAUCUGEEC
AGGEUCGCCGAGAGGAGGGEEEGAUAGGEEGAGCAGACCCCUGAGAUUUGGEEC
GCEGCEUAGAGGEGAGGAGEEEEEUUUGEEEEAGCAGACCCCUGAGAUCUGEEEC
GCCUAGAGGEGAGGAACGEEECUUAGGEEEAGCAGACUCCUGAGAUCUGEEC
GCAUAGAGGEGAGGAGEEEEGAAUGGAGCGAGCAGACCCCUGAGAUCUGEEC
GCGUAGAGGGAGGAGEGAUGGAGGGAGAAUUCUGAGAUUUGGEGCAUAGGCA
GECEUAGAGGGAGGAGGEEEEEUGEEEEGAGCAGACCCCCGAGAUCUGEECA
GCECEUAGAGEGAGGAGEEEEEEUCEEEEEEAGCUUACCCCCAAGAUCUGEG
GCRUCGCGAGAGGAGGGEEEGAAGAGEGEGAGCAACCCUCGAGAUAUGGEECGUAG
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Figure S5
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