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GUGCAUCAGAAAAGGAGAGAUGGUUGGCAGUCCCCUGCACAAGGUCGGACAGGGCA u CUGAUGCC - - - - - - CACUCUCCUGAGGCAUGACACAUCCGCUACUUU - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGGAUGGC c u UUUUCCAAAACAUCU
GUGCAUCAGAAAAGGAGAGAUGGUUGGCAGUCCCCUGCACAAGGUCGGACAGGGUC - ACAUGACC - - - - - - CACUCUCCGAAGG - CAUUCGCGCCCGCUACUUC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGGGCGGC - c UUUUUUUCGUUUUCU
GUGUUGUAUGAAAGGAGAGAAGGUUAGCACUCCCCUUGACAAGGAUGGAAGAGGCC - CUCGGGCCUGACAACACGCAUACGGUUAAGGCAUUGCCACCUACUUC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GUGGCAUC - - UAACCAUCGUUUUUU
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UUGUUCUUGUACAUUGAGG - GGAGUCAUUCUUAAUGAGGUUAUACCGAAAGUUUGAGUGCCGACA - - A
ACCAUCCUUUUCUUGGGGU u GCGCUACUGUCCAAUGAGCGCAUAGUGAGGGCAGUACUGCUAACGCCU
 :  :  :  : < < < < < _ _ _ _ _> > > > >  . < < < <  - < < < < < < <  -  -  -  -  - < < _ _ _ _ _> >  -  - > > > > > > >  - > > > >  -  -  -  -  -  -  -  -
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UGAUAUAUAUUAAAUUUUUCACAUCG - C - - - - UUCUUGUAA - - - - - GUAGAUGUAAUUUUUGUAGGU
GAACAACACACC - - - - - - - CGCAUCA a CUAGAGCUUUU - GCUUUAUUUUGGUGCAAUUUUUGGAAAA
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GUUUUUGCGCAGGUGCAAUACACCAUCAAGUGAGGAUAAUUCCGAUGAGGUGUUUUUGCUAAUUGAAAACUUUU - CC
GACUUUGCGCAGUGGCGGUACCGUAGCCAAUGAAGUUUA - UCUGAGGCGCGGUUAUUGCUAGUUGAAAACUACU - CC
AGCUUUGCGCAGUGGCGGUACCGUAGCCAGUGAGGUCUA - ACUGAGGCGCGGUUAUUGCUAGUUGAAAACUACU - CC
GACUUUGCGCAGUGGCGGUACCGUAGCCAAUGAAGUUUA - UCUGAGGCGCGGUUAUUGCUAGUUGAAAACUACU - CC
GACUUUGCGCAGUGGCGGUACCGUAGCCAAUGAAGUUUA - UCUGAGGCGCGGUUAUUGCUAGUUGAAAACUACU - CC
AGCUUUGCGCAGUGGCAGUAUCGUAGCCAAUGAGGUUUA - UCCGAGGCGCGAUUAUUGCUAAUUGAAAACUUUU - CC
 :  :  :  :  :  :  :  :  :  :  :  :  :  :  :  : < <  - < < < < <  - < < < _ _ _ _ _ _ _ _ _ _ _ _ _ _ _ _ _> > > > > > > >  -  - > >  ,  ,  ,  , < < < < _ _ _ _ _ _ _ _ _ _ _ _

AUC c UUGu GCA g GGGc A a U a c c c c u g c CAGUGAGGa U u c g u C c GAGg c g g g g u U a u UGCUA g U u g AAAACUA u u u c c

- - - - - - - - - - - - - - - - [ [ - ( ( ( ( [ - ( ( ( - - - - - - - - - - - - - - - - - ) ) ) ] ) ) ) ) - - ] ] - - - - [ ( ( ( - - - - - - - - - - - -

CAAUA c CCCGCU a - UUAGUUUUA c u g a u CAUA g UA - AAACUUU - UAGCAAUUUUUAAAGGUCCGAC - - AAGGA
CAAUGc CCCGCA - CUGACGACGU - - - - g AAAU - AC c GUCGGCAGAUGCAAUUUUUCCAG - GCCGUC - CGCGGC
CAAUU g CCCGCA - CAGACGACGU g - - - a AACA - UC - GUCGGCUGGUGCAAUUUUUGGUGGGUCGCA c AGCGGC
CAAUA c CCCGCA - CCGAUGGCGU g - - - a AAUA - UC - GUUGUCGGAUGCAAUUUUUCUAG - GCCGUA - UCUGGC
CAAUA c CCCGCA - CUGGGGACGU - - - - g AAAU - AC c GUCGCCAGAUGCAAUUUUUCCAG - GCCGUC - CGCGGC
CAAUA c CCCGCC - AUGACGACUU g - - - a AAUA - UA - GUCGGCAUUGGCAAUUUUUGACAGUCUCUA - CGGAGA
> > > >  ,  .  ,  ,  , < < <  . < < < < < < < < < <  .  .  .  .  .  _ _ _ _ . > >  . > > > > > > > >  - > > >  ,  ,  ,  ,  ,  ,  ,  ,  ,  ,  ,  , < < < < _ _ .  _ _> > > >
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) ) ) ] - - - - - ( ( ( - ( ( ( ( ( ( ( ( ( ( - - - - - - - - - - ) ) - ) ) ) ) ) ) ) ) - ) ) ) - - - - - - - - - - - - ( ( ( ( - - - - - ) ) ) )
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