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Oligo name Sequence Applic. SENQQ .ID
GFP 57 /o/AUUCUUGUUGAAUUAGAUGGCGAUGUUAAUS /p/ RPFs T
GTAAGTATCAAGGTTACAAGACAGGTTTAAGGAGGCCAATAGARACTGG
GCTTGTCGAGACAGAGAAGATTCTTGCGTTTCTGATAGGCACCTATTGG
TCTTACTGACATCCACTTTGCCTTTCTCTCCACAGGGGTACCGAAGCCG
CTAGCGCTACCGGTCGCCACCATGCCCGCCATGAAGATC GAGTGCCGCA
TCACCGGCACCCTGAACGGCGTGGAGTTCGAGCTGGTGGGCGGCGGAGA
GGGCACCCCCGAGCAGGGC CGCATGACCAACAAGATGARGAGCACCAAA
GGCGCCCTGACCTTCAGCCCCTACCTGCTGAGCCACGTGATGGGCTACG
GCTTCTACCACTTCGGCACCTACCCCAGCGGCTACGAGAACCCCTTCCT
GCACGCCATCAACAACGGCGGCTACACCAACACCCGCATCGAGAAGTAC
GFp_paxm | CAGGACGGCGGCGTGCTGCACGTGAGCTTCAGCTACCGCTACGAGGCCG - 5
GCCGCGTGATCGGCGACTTCAAGGT GGTGGGCACCGGCTTCCCCGAGGA
CAGCGTGATCTTCACCGACAAGATCATCCGCAGCAACGCCACCGTGGAG
CACCTGCACCCCATGGGCGATAACGTGCTGGTGGGCAGCTTCGCCCGCA
CCTTCAGCCTGCGCGACGGCGGCTACTACAGCTTCGTGGTGGACAGCCA
CATGCACTTCAAGAGCGCCATCCACCCCAGCATCCTGCAGAACGGGGGE
CCCATGTTCGCCTTCCGCCGCGTGGAGGAGCTGCACAGCAACACCGAGT
TGGGCATCGTGGAGTACCAGCACGCCTTCAAGACCCCCATCGCCTTCGE
CAGATCTCGAGCTCGATGAGTTTGGACAAACCACAACTAGAATGCAGTG
AAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTA
ACCATTATAAGCTGCAATAAACAAGTT
57 /OHCUGGUCACUUCUUCAAGACCGCUGGUAUCCAAAUUGUUGCUGAU -
Linker R | GACUUGACUGUCACCAACCCAGCUAGAAUUGCUACCGCCAUCGARAAGA 3
AGGCUGCUGACGCUUU 37 /OH/ capture
RT-RCA Ew
(orimer
second 57 /OH/TGGTCACTTCTTCAAGAC3’ /OH/ ds cDNA 4
strand cDNA synthesis
synthesis)
RT-RCA Rev
Szzgi; 57 /OH/ GTCAGCAGCCTTCTTTTC3' /OH/ cDNA .
strand cDNA synthesis
synthesis)
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