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Table S1.  mRNA sequences in this study. Complementary sequence between 5′ UTR and 3′ 

UTR indicated in bold and Kozak sequence is underlined. Stop codon is in italics. 

 

Name Sequence (5 to 3) 

ds_Rluc  

(1007 nt) 

GCUAUCAUGUCUGCUCGAAGCGGCCGCUCUAGAAGCCACCAUGACUUCGAA

AGUUUAUGAUCCAGAACAAAGGAAACGGAUGAUAACUGGUCCGCAGUGGUGG

GCCAGAUGUAAACAAAUGAAUGUUCUUGAUUCAUUUAUUAAUUAUUAUGAUU

CAGAAAAACAUGCAGAAAAUGCUGUUAUUUUUUUACAUGGUAACGCGGCCUC

UUCUUAUUUAUGGCGACAUGUUGUGCCACAUAUUGAGCCAGUAGCGCGGUGU

AUUAUACCAGACCUUAUUGGUAUGGGCAAAUCAGGCAAAUCUGGUAAUGGUU

CUUAUAGGUUACUUGAUCAUUACAAAUAUCUUACUGCAUGGUUUGAACUUCU

UAAUUUACCAAAGAAGAUCAUUUUUGUCGGCCAUGAUUGGGGUGCUUGUUUG

GCAUUUCAUUAUAGCUAUGAGCAUCAAGAUAAGAUCAAAGCAAUAGUUCACG

CUGAAAGUGUAGUAGAUGUGAUUGAAUCAUGGGAUGAAUGGCCUGAUAUUGA

AGAAGAUAUUGCGUUGAUCAAAUCUGAAGAAGGAGAAAAAAUGGUUUUGGAG

AAUAACUUCUUCGUGGAAACCAUGUUGCCAUCAAAAAUCAUGAGAAAGUUAG

AACCAGAAGAAUUUGCAGCAUAUCUUGAACCAUUCAAAGAGAAAGGUGAAGU

UCGUCGUCCAACAUUAUCAUGGCCUCGUGAAAUCCCGUUAGUAAAAGGUGGU

AAACCUGACGUUGUACAAAUUGUUAGGAAUUAUAAUGCUUAUCUACGUGCAA

GUGAUGAUUUACCAAAAAUGUUUAUUGAAUCGGACCCAGGAUUCUUUUCCAA

UGCUAUUGUUGAAGGUGCCAAGAAGUUUCCUAAUACUGAAUUUGUCAAAGUA

AAAGGUCUUCAUUUUUCGCAAGAAGAUGCACCUGAUGAAAUGGGAAAAUAUA

UCAAAUCGUUCGUUGAGCGAGUUCUCAAAAAUGAACAAUAAUUCUAGAGCGG

CCGCUUCGAGCAGACAUGAA 

ss_Rluc 

(1007 nt) 

GCUAUCAUGUCUGCUCGAAGCGGCCGCUCUAGAAGCCACCAUGACUUCGAAAG

UUUAUGAUCCAGAACAAAGGAAACGGAUGAUAACUGGUCCGCAGUGGUGGGC

CAGAUGUAAACAAAUGAAUGUUCUUGAUUCAUUUAUUAAUUAUUAUGAUUCA

GAAAAACAUGCAGAAAAUGCUGUUAUUUUUUUACAUGGUAACGCGGCCUCUU

CUUAUUUAUGGCGACAUGUUGUGCCACAUAUUGAGCCAGUAGCGCGGUGUAU

UAUACCAGACCUUAUUGGUAUGGGCAAAUCAGGCAAAUCUGGUAAUGGUUCU

UAUAGGUUACUUGAUCAUUACAAAUAUCUUACUGCAUGGUUUGAACUUCUUA

AUUUACCAAAGAAGAUCAUUUUUGUCGGCCAUGAUUGGGGUGCUUGUUUGGC

AUUUCAUUAUAGCUAUGAGCAUCAAGAUAAGAUCAAAGCAAUAGUUCACGCU

GAAAGUGUAGUAGAUGUGAUUGAAUCAUGGGAUGAAUGGCCUGAUAUUGAAG

AAGAUAUUGCGUUGAUCAAAUCUGAAGAAGGAGAAAAAAUGGUUUUGGAGAA

UAACUUCUUCGUGGAAACCAUGUUGCCAUCAAAAAUCAUGAGAAAGUUAGAA

CCAGAAGAAUUUGCAGCAUAUCUUGAACCAUUCAAAGAGAAAGGUGAAGUUC
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GUCGUCCAACAUUAUCAUGGCCUCGUGAAAUCCCGUUAGUAAAAGGUGGUAA

ACCUGACGUUGUACAAAUUGUUAGGAAUUAUAAUGCUUAUCUACGUGCAAGU

GAUGAUUUACCAAAAAUGUUUAUUGAAUCGGACCCAGGAUUCUUUUCCAAUG

CUAUUGUUGAAGGUGCCAAGAAGUUUCCUAAUACUGAAUUUGUCAAAGUAAA

AGGUCUUCAUUUUUCGCAAGAAGAUGCACCUGAUGAAAUGGGAAAAUAUAUC

AAAUCGUUCGUUGAGCGAGUUCUCAAAAAUGAACAAUAAACAUUUGCUUCUGA

CAUAGUUGUGUUGACUA 

cap-polyA_Rluc 

(1014 nt) 

m7GpppGCUAUCAUGUCUGCUCGAAGCGGCCGCUCUAGAAGCCACCAUGACUUC

GAAAGUUUAUGAUCCAGAACAAAGGAAACGGAUGAUAACUGGUCCGCAGUGG

UGGGCCAGAUGUAAACAAAUGAAUGUUCUUGAUUCAUUUAUUAAUUAUUAUG

AUUCAGAAAAACAUGCAGAAAAUGCUGUUAUUUUUUUACAUGGUAACGCGGC

CUCUUCUUAUUUAUGGCGACAUGUUGUGCCACAUAUUGAGCCAGUAGCGCGG

UGUAUUAUACCAGACCUUAUUGGUAUGGGCAAAUCAGGCAAAUCUGGUAAUG

GUUCUUAUAGGUUACUUGAUCAUUACAAAUAUCUUACUGCAUGGUUUGAACU

UCUUAAUUUACCAAAGAAGAUCAUUUUUGUCGGCCAUGAUUGGGGUGCUUGU

UUGGCAUUUCAUUAUAGCUAUGAGCAUCAAGAUAAGAUCAAAGCAAUAGUUC

ACGCUGAAAGUGUAGUAGAUGUGAUUGAAUCAUGGGAUGAAUGGCCUGAUAU

UGAAGAAGAUAUUGCGUUGAUCAAAUCUGAAGAAGGAGAAAAAAUGGUUUUG

GAGAAUAACUUCUUCGUGGAAACCAUGUUGCCAUCAAAAAUCAUGAGAAAGU

UAGAACCAGAAGAAUUUGCAGCAUAUCUUGAACCAUUCAAAGAGAAAGGUGA

AGUUCGUCGUCCAACAUUAUCAUGGCCUCGUGAAAUCCCGUUAGUAAAAGGU

GGUAAACCUGACGUUGUACAAAUUGUUAGGAAUUAUAAUGCUUAUCUACGUG

CAAGUGAUGAUUUACCAAAAAUGUUUAUUGAAUCGGACCCAGGAUUCUUUUC

CAAUGCUAUUGUUGAAGGUGCCAAGAAGUUUCCUAAUACUGAAUUUGUCAAA

GUAAAAGGUCUUCAUUUUUCGCAAGAAGAUGCACCUGAUGAAAUGGGAAAAU

AUAUCAAAUCGUUCGUUGAGCGAGUUCUCAAAAAUGAACAAUAAUUCUAGAA

AAAAAAAAAAAAAAAAAAAAAAAAAAAAA 
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Figure S1. Mfold predictions of designed mRNA secondary structure. Only in ds_Rluc, there 

was a base pairing between 5′ UTR and 3′ UTR (red circle). 
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b. ss_Rluc 

 

 

5′  
3′  



 6 

c. cap-polyA_Rluc 
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