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Description

Messenger RNA encoding the receptor binding domain of the SARS-CoV-2 spike
glycoprotein fused with the T4 fibritin domain.

Schematic

@:’-UTR sig[ 5152 RBD[GS] Fibritin [3"-UTR [ poly(A)

UTR = Untranslated region; sig = extended signal sequence of the S
glycoprotein; S1S2 RBD = Receptor Binding Domain of the S glycoprotein; GS =
glycine/serine-rich linker; Fibritin = trimerization domain of enterobacteria phage
T4 fibritin; poly(A) = polyadenylate signal tail.
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Am)
5’-UTR 5°-untranslated region derived from human 3-54
alpha-globin RNA with an optimized Kozak
sequence
sig S glycoprotein signal peptide (extended leader
sequence), which guides translocation of the 55.102
nascent polypeptide chain into the endoplasmic
reticulum.
S1S2 RBD Codon-optimized sequence, encoding the 103 -708
Receptor Binding Domain (RBD) of the of the
SARS-CoV-2 spike (S) glycoprotein.
GS Sequence that codes for a short linker peptide 709-735
consisting of the amino-acids glycine and serine.
Fibritin Partial sequence of T4 fibritin (foldon), used asa | 736-858
trimerization domain.
3’-UTR The 3 -untranslated region comprises two 859-1153
sequence elements derived from the amino-
terminal enhancer of split (AES) mRNA and the
mitochondrial encoded 12S ribosomal RNA, to
confer RNA stability and high total protein
expression.
poly(A) A 110-nucleotide poly(A)-tail consisting of a 1154-1263
stretch of 30 adenosine residues, followed by a
10-nucleotide linker sequence and another 70
adenosine residues.
Sequence / Séquence / Secuencia
GAGAAVAAAC WAGYAWYCWY CWGGWCCCCA CAGACYCAGA GAGAAcCCcGC 50
CACCAYGYYY GYGYYYCYYG WGCYGCYGCC YCYYGYGYWCY YCYCAGYGYG 100
YGGYGAGAYY YWCCAAAYAWY ACAAAYCYGY GYCCAWYWYGG AGAAGYGYYY 150
AAYGCAACAA GAYYYGCAYC YGYGWAWGCA WGGAAWAGAA AAAGAAYYWYC 200
YAAYYGYGYG GCYGAYYAWY CYGWGCWGYA WAAYAGYGCY WCYWWYWYCCA 250
CAYYYAAAYG WYWAYGGAGYG WCWCCAACAA AAYYWAAAYGA YYYAYGWYYY 300
ACAAAYGYGY AYGCYGAYYC YWYYYGYGAYC AGAGGYGAWG AAGWGAGACA 350
GAYYGCCCCC GGACAGACAG GAAAAAYYGC WGAWWACAAY WACAAACYGC 400
CYGAYGAYYWY WACAGGAYGY GYWGAYYGCYY GGAAYYCWAA WAAWWYAGAY 450
YCYAAAGYGG GAGGAAAWYWA CAAYYAYCYG WACAGACYGY WYAGAAAAYC 500
AAAYCYGAAA CCYYYYGAAA GAGAYAWYYC AACAGAAAYY YAYCAGGCYG 550
GAYCAACACC WYYGYWAAYGGA GWGGAAGGAY YWYAAYYGYWYA WYYYCCAWWA 600
CAGAGCYAYG GAYWYYCAGCC AACCAAYGGY GYGGGAWAYC AGCCAYAYAG 650
AGYGGYGGYG CYGYCYYYWYG AACYGCYGCA WGCACCWGCA ACAGYGYGYG 700
GACCWAAAGG CYCCCCCGGC YCCGGCYCCG GAYCYGGWYA YAWYCCYWGAA 750
GCYCCAAGAG AYGGGCAAGC YYACGYYCGY AAAGAYGGCG AAYGGGYAWY 800
ACYYYCYACC WYYYYWAGGCC GGYWCCCYWGGA GGYGCYWGYYWC CAGGGCCCCG 850
GCYGAYGACY CGAGCYGGYA CWGCAYGCAC GCAAYGCWAG cyGgcceccwwy  9po
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