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Ufrenmeran is a mRNA encoding receptor-binding domain of spike protein of SARS-CoV-2. Ufrenmeran is a single-
stranded RNA consisting of 1023 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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Efzofitimod is a recombinant N-terminal methionylated fusion protein, whose amino acid residues at positions 2 — 228
and 229 — 287 correspond to an Fc domain of human IgG1 and amino acid residues at positions 2 — 60 (neuropilin-2-

binding domain) of human histidyl-tRNA synthetase, respectively. Efzofitimod is produced in Escherichia coli.
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Efzofitimod is a protein composed of 2 subunits consisting of 287 amino acid residues each.
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((3RS)-1-(6-{[(25)-1-{[(2S)-5-(H1 /L 73 F A T 2 7 )-1-{4-[({[(25)-1-{[(25)-1-{[(3R,4S,55)-1-{(2S)-2-[(1R,2R)-
3-{[(1S,2R)-1-t R F-1-7 ==L 7 a /R 2-A N]T 2/ }-1-A FFT2-AF)L-3-4F Y Fut ' n
YDA N33 A FF VB RAF AT X ANTE b LA TFIVNT X )33 AFI-1-FF Y T H -
2-AINT R )Y ATFN-L-AF Y T H L 2-A V(AT IR EANIEFINATF AT =Y ) }-1-4 %
RUB 2 AT 2B ATFN-L-FF Y TH 2 ANV]T 2 ) 36-FF I A~FIN)25-VFF e R
D r-3-A N HE (CegHi06N11O1s 5 43 & @ 1,317.63) ) 2fEA L TWA. Huiimi, 85 i 2 suimiie
PEFEIR 72 R IRE 7 7 o —F AHURTH Y, ZOFMIMERERIL~ U AFURICHR L, 2 OMIZHEE D2
DT X EREL (K222 U225 : EuE ) DRESI L2 MgGLIZHIRT 5. HLiHs OHEIZUED 7
J BEFRIEDNERL (T223C) &i, CARMRODOKAL6ITPRE STV D, HUREHZIECHOMMIZ K W EEA SN D.
B R EEE, MASEDT R BEFRIE D2 ZHEH (Y181 2ARKR ORI D T X BRI D 7 2 LA
() 2ARTHR SN DHEY > 78 (4r1& : §148,000) TH 5.

Telisotuzumab Vedotin is an antibody-drug-conjugate (molecular weight: ca. 152,000) consisting of Vedotin ((3RS)-
1-(6-{[(2S)-1-{[(2S)-5-(carbamoylamino)-1-{4-[({[(2S)-1-{[(2S)-1-{[(3R,4S,5S)-1-{(2S)-2-[(1R,2R)-3-{[(1S,2R)-
1-hydroxy-1-phenylpropan-2-ylJamino}-1-methoxy-2-methyl-3-oxopropyl]pyrrolidin-1-yl}-3-methoxy-5-methyl-1-
oxoheptan-4-yl](methyl)amino}-3-methyl-1-oxobutan-2-ylJamino}-3-methyl-1-oxobutan-
2-yl](methyl)carbamoyl}oxy)methyl]anilino}-1-oxopentan-2-ylJamino}-3-methyl-1-oxobutan-2-yl]Jamino}-6-
oxohexyl)-2,5-dioxopyrrolidin-3-yl group (CesH10sN11015; molecular weight: 1,317.63)), which is composed of
monomethyl auristatin E and linker, mainly attached to two or four cysteine residues of the recombinant monoclonal
antibody. The antibody moiety is a recombinant anti-hepatocyte growth factor receptor monoclonal antibody whose
complementarity-determining regions are derived from mouse antibody, and other regions are derived from human
1gG1 with K222 and T225 (Eu numbering) in the H-chains deleted. In the antibody, the amino acid residue in the H-
chain is substituted at 1 position (T223C), and K446 at the C-terminus is deleted. The antibody moiety is produced in
CHO cells. The protein moiety is a glycoprotein (molecular weight: ca. 148,000) composed of 2 H-chains (y1-chains)

consisting of 445 amino acid residues each and 2 L-chains (k-chains) consisting of 218 amino acid residues each.
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