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GGGGGUG AAAC- GG UCUCGA CGGGGG
GGGGGCG GAAA- GG AUUCGA CGGGGA
GGGGGCG AAC-- GG GUUCGA CGGGGA
GGGGCUG AAC-- GG UUUCGA CUUCGC
GGGGACG UUAC- GG AUUCGA CAGGGA
GGGGCUG UAAU- GG UUUCGA CGUGUU
GGGGGCG AAAU- AG GAUCGA CGUGCC
GGGGCUG AUUCU GG AUUCGA CGGGAU
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GAC GGGGG UUCGACU CCCCC CACCUCCACCA
GAC GCGGG UUCGAUU CCCGC CGCLCUcCCcACCA
GAC GGGGG UUCGAAU €CCCccCcLCGCLcuccacCca
GAC CCGGG UUCGAUU CCCGGCAGCUCCACCa
GAC GUGGG UUCGACU CCCACCGUCUCCAcca
GAC AGCGG UUCGAUU CCGCUCAGCUCCAcca
GACUCGGG GGCAGUA CCCGACGCCUCCACCA
GAC GCGGG UUCAACU CCCGC CAGCUCCACCA
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