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Re;mrﬁr-} (SEQ 1D NO:LSEQ ID NO:Z, and SEQ 1D NQ:3)

3
5-

ATGGTGAGCAAGGGCGAGGAGGATAACATGGUCATCATCAAGGAGTTCATGUGUTTCAAGGTGCA
CATGGAGGGUTCCOTGAACGGCCACGAGTTCGAGATCGAGGGUGAGGGCGAGGGCCGUCCCTAC
GAGGGUCACCCAGACCGCCAAGCTGAAGGTCACCAAGCGTGCCCCCCTGCCCTTCGCCTGGGACAT
CCTGTCCCCTCAGTTCATGTACGGUTCCAAGGCCTACGTGAAGCACCCCGCCGACATCCCCGACTA
CTTGAAGCTGTCCTTCCCCGAGGGCTTCAAGTGGGAGCGCGTOGATGAACTTCGAGGACGGCGEOG
TGOGTGACCGTGACCCAGGACTCCTCCCTGCAGGACGGUGAGTTCATCTACAAGGTGAAGCTGOGC
GGCACCAACTTCCCCTCCGACGGCCCCCTAATGCAGAAGAAGACCATGGGUTGGGAGGCCTCCTC
CGAGCGGATGTACCCCGAGGACGGCGUCCTGAAGGGCGAGATCAAGCAGAGGCTGAAGCTGAAG
GACGGCCGCCACTACCACGCTGAGGTCAAGACCACCTACAAGGUCAAGAAGCCCGTGCAGCTCCC
CCGCGUCTACAACGTCAACATCAAGTTGGACATCACCTCCCACAACGAGGACTACACCATCOGTGGA
ACAGTACGAACGCGCCGAGGGUUGCCACTCCACCOGGOGGUATGGACGAGCTGTACAAG CTGCAG
FG(FGMFGA(G(AGCGG(664664(6(46(GGCQGAGﬁAGG(AGC

GTGY ’x(.:L F\A(x(.x(;( € ;A( x(n\(;f. TGT lL;\L COGUGTGOTGCCCATCCTOUTCEAGETGGACGULGACGTTAAAC
GGCCACAAGTTCAGCG TG TCCGGCGAGGGUGAGUGUGATGUCACCTACGGLCAAGCTGACCCTGAAGTTC
ATCTGCACCACCGGCAAGCTOGCCCHTOCCCTGLCCCACCCTCGTOACCACCCTGACCTACGGLGTGCAGT
GUTTCAGCCGUTACCCCGACCACATOGAAGCAGCAUGACTTCTTCAAGTCCGCCATGCCCGAAGGUTACGT
COAGOAGCUCACCATCTTICTTCAAGGACGACGGUAACTACAAGACCCOGLCOCCOAGGTOAAGTTCGAGHG
COACACCCTGOTOAACCOCATCOAGCTGAAGGGEATCGACT TCAAGGAGGACGLGEAACATCCTGGUGEA
CAAGCTGGAGTACAACTACAACAGUCACAACGTCTATATCATGOGCCGACAAGCAGAAGAALGGUATCAA
GGTGAACTTCAAGATCCGOCACAACATCOAGGACGGCAGCGTGCAGUTCOGUCGALTACTACCAGCAGAA
CACCCOCATCOGOOGACGOGCCCCGTOUTGUTGUCCOACAACCACTACCTGAGUACCCAGTCCGLCCTGAGC
AAACGACCCCAACCGAGAAGCGCGATCACATGG TCCTGUTGOGAGTTICGTGACCGLCGCCGGGATCACTCTC
GOGEATGOACGAGUTGTACAAGTAAZ

Figure.30A
qumr-z (SEQ ID NO:1SEQ 11X NO:4, and SEQ ID NO:3)

Linker|Target| eGFP |3’
55

ATGGTGAGCAAGGGCGAGGAGGATAACATGGCCATCATCAAGGAGTTCATGCGCTTCAAGGTGCA
CATGOGAGGGCTCOGTGAACGGCCACGAGTTCGAGATCGAGGGCGAGGGCGAGGGOCGUCCCTAC
GAGGGCACCCAGACCGCCAAGCTGAAGGTGACCAAGGGTGGCCCCCTGCCCTTCGCCTGGGACAT
CCTOGTCCCCTCAGTTCATOTACGOUTUCAAGGUCTACGT GAAGCACCCUGUCGACATCCCCGACTA
CTTGAAGCTGTCCTTCCCCGAGGGUTTCAAGTGGGAGUGCGTGATGAACTTCGAGGACGGCGGCG
TGGTGACCCTCACCCAGGACTCCTCCCTGCAGGACGGCGAGTTCATCTACAAGETGAAGCTGCGC
GGCACCAACTTCCCCTCCGACGGCCCCGTAATGCAGAAGAAGACCATOGGCTGGGAGGUCTCCTC
CGAGCGGATGTACCCCGAGGACGGCGCCCTGAAGGGCGAGATCAAGCAGAGGCTGAAGCTGAAG
GACGGUGGUCACTACGACUGCTGAGGTCAAGACCACCTACAAGGUCAAGAAGCCCGTGCAGCTGCC
CGGCGCCTACAACGTCAACATCAAGTTGGACATCACCTCCCACAACGAGGACTACACCATCGTGGA
ACAGTACGAACGCGUOCGAGGGCCGCCACTCCACCGGUGGCATGGACGAGUTGTACAAG CIGLAG
GGLECAGGAGGCAGC GOGUGGAGGAGGUAGC GGCGGAGGAGGCAGC
AGAAGGTATACACGCCGGAAGAATCTGTAGAGATCCCCGGTCGLCACC
GTOAGCAAGOGCGAGOAGUTGTTUACTGGOGTGOTGUCCATCCTUG TCOAGCTGOACGOCUACGTAAAC
GGOCACAAGTTCAGCGTGTCCGOGCUAGGHCGAGOGCOATGCCACCTACGGUAAGCTOACCCTGAAGTIC
ATCTCCACCACCGGCAAGCTGCCCGTGCCCTGGCCCACCCTCOTCACCACCCTGACCTACGGCGTGCAGT
GUITCAGCUGUTACCCCGACCACATUAAGCAGC ALGACTICTTCAAGTCCLCCATGUCCGAAGGUTACGT
COAGGAGUGCACCATCTTIUTTCAAGGACGACGOOAACTACAAGALCCHGUGCUGAGGTGAAGTTCGAGHG
COACACCCTGUTGAACCOGCATCOAGCTCAAGGGCATCGACTTCAAGOAGGACGHCAACATCCTOGOGEA
CAAGCTGGAGTACAACTACAACAGCCACAACGTCTATATCATGOUCGACAAGCAGAAGAACGGUATCAA
GOGTGAACTTCAAGATCCOCCACAACATCOAGOGACUGCAGLGTGCAGUTCOCCOACCAUTACCAGCAGAA
CACCCCCATCOOLCGACGOCCOCGTOCTGCTGCCCOACAACCACTACCTOGAGCACCCAGTCUGLCCTGAGC
AAAGACCCOAACGAGAAGCGCGATCACATGGTCCTGCTGOAGTTOGTGACCGLCGUCGGGATCACTCTC
GUGUATGUACUGAGUTOTACAAGTAAY

Figure.30B
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Reporter-3; (SEQID NO:1,SEQ 1D NO:5, and SEQID NO:3)

5 ke 3
5°-
ATGGTGAGCAAGGGCOAGOAGUATAACATGGCCATCATCAAGGAGTTCATGCGUTTCAAGG TGCACATG
GAGGGUTCCOTUAACGGCCACGAGTTCOCAGATCGAGOGUGAGGGCOAGUOCCGUCCCTACGAGGGCAC
CCAGACCGCCAAGCTGAAGGTOACCAAGGGTOGCCCCCTGCCCTTCGULTGGUGACATCOTGTCCCCTCAG
TICATGTACGGCTCCAAGUCCTACGTOAAGCACCCCGUCUACATCCCCGACTACTTGAAGUTGTCCTICT
CCOAGGOUCTTCAAGTGGOAGCGCGTOATGAACTTCGAGGACGHCGHUGTOUGTGACCGTCACCCAGGACT
CCTCCCTGOAGGACGGUGAGTTCATCTACAAGGTGAAGCTGUGUGGUACCAALTTCCCCTCCGACGGUCC
COTANTGCAGAAGAAGACCATOGOCTGOGAGOCCTCOTCCOAGCGOATOETACCCCGAGGACGGCGLCCT
GAAGOGCOAGATCAAGCAGAGGCTGAAGC TGAAGGACGUCUGCCACTACUACGUTGAGG TCAAGACCA
CCTACAAGGCCAAGAAGCCOGTGCAGUTGCCCGOCGLCTACAACG TCAACATCAAGTTGOACATCACCT
CCCACAACGAGGACTACACCATCOTGOAACAGTACGAACGCGCCGAGGGLUGUCACTCCACCGGLGGCA
TGGACGAGUTG TACAAG (r6eat GECGEGAGGAGHCAGC
GCCTGCTCCCCGATGCTAGAGGOCTCTGCCA
GHOAGCAAGUOGCOAGUAGC TG TTCACCOGGUG TGO TGUCCATCCTOOG TCOAGC TGOACGUGCUAUGTAAAC
GOUCACAAGTTCAGCGTGTCCOGGLGAGGGLOGAGGGUOATGCCACCTACGGLAAGCTOACTTTGAAGTIC
ATCTOGCACCACCGGLAAGCTGCCCGTGCCUTGUCCCACCUTICGTCACCACCCTGACCTACGGCGTGUAGT
GETTCAGCCGCTACCCCGACCACATGAAGCAGCACGACTTCTTCAAGTCCGLCATGCCCGAAGGUTACGT
CCAGOAGCGCACCATCTTCTICAAGGACGACGGCAACTACAAGACCOGCGCCGAGGTOAAGTTCGAGGG
COGACACCCTGUTGAACCGCATCOAGCTGAAGGGUATCGACT TCAAGOAGGACGGCAACATCCTGGGGCA
CAAGCTGGAGTACAACTACAACAGCCACAACOTCTATATCATGGCCGACAAGCAGAAGAACGGUATCAA
GOTGAACTICAAGATCCGUCACAACATCGAGGACGGCAGCHTGCAGCTCGUCGACCACTACCAGCAGAA
CACCCCCATCOGCGACGLLCCCOGTHCTGUTGCCCGACAACCACTACCTOAGCACCCAGTCCGCCCTGAGT
AAAGACCCCAACGAGAAGCGUGATCACATGGTCCTGCTGGAGTTCGTGACCGCCGCOGGGATCACTOTC
GOUATGOACGAGCTGTACAAGTAAY

Figure.30C
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