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AR
GAGGAGACCC AAGCUACAUU UGCUUCUGAC ACAACUGUGU UCACUAGCAA 50
CCUCAAACAG ACACCGCCAC CAUGUUCGUG UUCCUGGUGC UuGCcuGccceccu 100
GGUGAGCAGC AGAGUGCAGC CCACCGAGAG CAUCGUGCGG UUCCCCAACA 150
UCACCAACCU GUGCCCCUUC GACGAGGUGU UCAACGCCAC CAGAUUCGCC 200
AGCGUGUACG CCUGGAACCG GAAGCGGAUC AGCAACUGCG UGGCCGACUA 250
CAGCGUGCUG UACAACUUCG CCCCCuUCUU CGCCUUCAAG UGCUACGGCG 300
UGAGCCCCAC CAAGCUGAAC GACCUGUGCU UCACCAACGU GUACGCCGAC 350
AGCUUCGUGA UCAGAGGCAA CGAAGUGAGC CAGAUCGCCC CCGGACAGAC 400
AGGCAACAUC GCCGACUACA ACUACAAGCU GCCCGACGAC UUCAcCcGGCU 450
GCGUGAUCGC CUGGAACAGC AACAAGCUGG ACAGCAAAGU CGGCGGCAAC 500
UACAACUACC GGUACCGGCU GUUCCGGAAG UCCAACCUGA AGCcCcCcUuUCGA 550
GCGGGACAUC AGCACCGAGA UCUACCAGGC CGGCAACAAG CCCUGCAACG 600
GCGUGGCCGG CGUCAACUGC UACUUCCCAC UGCAGAGCUA cGGcuuccea 650
CCCACAUACG GCGUGGGCCA CCAGCCCUAC AGAGUGGUGG UGCUGAGCUU 700
CGAGCUGCUG CACGCCCCCG CCACAGUGUG CGGCCCCAAG AAAAGCACCA 750
ACCUGGUCAA GAACAAAAGC GUGAACUUCU GAGCUCGCUU UcCuuGCuGucC 800
CAAUUUCUAU UAAAGGUUCC UUUGUUCCCU AAGUCCAACU ACUAAACUGG 850
GGGAUAUUAU GAAGGGCCUU GAGCAUCUGG AUUCUGCCUA AUAAAAAACA 900
UUUAUUUUCA UUGCAAAAAA AAAAAAAAAA AAAAAAAAAA AAAAAAAAAA 950
AAAAAAAAAA AAAAAAAAAA AAAAAAAAAA AAAAAAAAAA AAAAAAAAAA 1000
AAAAAAAAAA AAAAAAAAA 1019
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T L AT 0, SARS-CoV-2 @ B.1.1.529.4 }x TN B.1.1.529.5 SAFE DAL (47 v k) 123b@d 5
ANRA 7B R EDZREFES B AA VIR (C533S) 22— K925 mRNA ThDH. 77 L AT
L, % v v THEELRORY ARSI ZER, ETOUTFIVUFRELDNT U OUFEIER, FnEh 5-2AF L
IV S- AT AT Y DURRKICER SN, 1019 HOX 7 AT REENG2 D 1 RS RNA
Th5b.

Tegrenmeran is a mRNA encoding receptor-binding domain analog (C533S) of spike protein of SARS-CoV-2
(Omicron variant, B.1.1.529.4 and B.1.1.529.5). Tegrenmeran is a single-stranded RNA consisting of 1019 nucleotide
residues including the 5’ cap structure and poly A sequence in which all cytidine and uridine residues are replaced by

5-methylcytidine and 5-methyluridine residues, respectively.
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JAN (RARA) AL AT
JAN (J& 4) : Bemremeran

A
GAGGAGACCC AAGCUACAUU UGCUUCUGAC ACAACUGUGU UCACUAGCAA 50
CCUCAAACAG ACACCGCCAC CAUGUUCGUG UUCCUGGUGC UGCcuGccceccu 100
GGUGAGCAGC AGAGUGCAGC CCACCGAGAG CAUCGUGCGG UUCCCCAACA 150
UCACCAACCU GUGCCCccuUUC CACGAGGUGU UCAACGCCAC CAcAUUCGCC 200
AGCGUGUACG CCUGGAACCG GAAGCGGAUC AGCAACUGCG UGGCCGACUA 250
CAGCGUGAUC UACAACUUCG CCcCcCCcUuUCUU CGCCUUCAAG UGCUACGGCG 300
UGAGCCCCAC CAAGCUGAAC GACCUGUGCU UCACCAACGU GUACGCCGAC 350
AGCUUCGUGA UCAGAGGCAA CGAAGUGAGC CAGAUCGCCC CCGGACAGAC 400
AGGCAACAUC GCCGACUACA ACUACAAGCU GCCCGACGAC UuucAcceGcu 450
GCGUGAUCGC CUGGAACAGC AACAAGCUGG ACAGCAAACC CAGCGGCAAC 500
UACAACUACC UGUACCGGCU GUUCCGGAAG UCCAAGCUGA AGCccuucGAa 550
GCGGGACAUC AGCACCGAGA UCUACCAGGC CGGCAACAAG CCCUGCAACG 600
GCGUGGCCGG CCCCAACUGC UACAGCCCAC UGCAGAGCUA cGGcuuceaa 650
CCCACAUACG GCGUGGGCCA CCAGCCCUAC AGAGUGGUGG UGCUGAGCUU 700
CGAGCUGCUG CACGCCCCCG CCACAGUGUG CGGCCCCAAG AAAAGCACCA 750
ACCUGGUCAA GAACAAAAGC GUGAACUUCU GAGCUCGCUU ucuuGcuGcuc 800
CAAUUUCUAU UAAAGGUUCC UUUGUUCCCU AAGUCCAACU ACUAAACUGG 850
GGGAUAUUAU GAAGGGCCUU GAGCAUCUGG AUUCUGCCUA AUAAAAAACA 900
UUUAUUUUCA UUGCAAAAAA AAAAAAAAAA AAAAAAAAAA AAAAAAAAAA 950
AAAAAAAAAA AAAAAAAAAA AAAAAAAAAA AAAAAAAAAA AAAAAAAAAA 1000
AAAAAAAAAA AAAAAAAAAA AAAA 1024
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NALL AT L, SARS-CoV-2 O XBB.1.5 R DOEEK (A7 v 8R) DANA T Z T EDZFHRR
FEE RAAL VHERIKR (C534S) #2— R92% mRNA THDH. XAV AT U, SFv v 7HEERORY A
Blola G dr, BTOVFVUEREEONT U D UEREN, ZNENS-ATF AL F VUKL NS5-AF LT
DUREICEBR SN, 1024 HOX 7 VAT REEN S5 1 AE{RNA TH 5.

Bemremeran is a mRNA encoding receptor-binding domain analog (C534S) of spike protein of SARS-CoV-2 (Omicron
variant, XBB.1.5). Bemremeran is a single-stranded RNA consisting of 1024 nucleotide residues including the 5’ cap
structure and poly A sequence in which all cytidine and uridine residues are replaced by 5-methylcytidine and 5-

methyluridine residues, respectively.
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