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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.



(BZZ 2) INN [ZULE XN 7- 5t B ORI ENCI T 5 B K — 4 7
Rk 18 4 3 A 31 HIRAFAIE 0331001 /245 @E ER AN RFEEEHMEE BN THIE2)

BokE S 304-6-Bl
JAN (AAR%) :H/ L33y MK
JAN (3% 44) : Vornorexant Hydrate

i1\
— N\ /N
N H O N
~ / /
N N _>&
\ = (0] N
y L\\//J « %H,0
F
CHj

Ca3H22FN70; « ¥%H>0

[(28)-2-{[3-(5-7 A B BV LU 2-A )V)-1H-¥' T —)b-1-A VA TN 3-A X% T VF 3-A V][5-A F
V-2-QH-123-F U T —2-A )T == )V]A KX )V 1AKFIW)

[(28)-2-{[3-(5-Fluoropyridin-2-yl)-1 H-pyrazol-1-ylJmethyl}-1,3-oxazinan-3-yl|[5-methyl-2-(2H-1,2,3-triazol-
2-yl)phenyl]methanone 1/4hydrate



ek 304-7-B1

JAN (HA%) =7V 7 4FEF N (BB HE#Z)
JAN (3% #44) : Efzofitimod (Genetical Recombination)

7

771

MDKTHTCPPC PAPELLGGPS

D EEERBI R N ANV T 4 REES

VFLEFPPKPKD

TLMISRTPEV

T?VVVDVSHE

DPEVKENWYV DGVEVHNAKT

KCKVSNKALP APIEKTISKA

KGFYPSDIAV EWESNGQPEN

KPREEQYNST

KGOPREPQVY

NYKTTPPVLD

YRVVSVLTVL

TLPPSRDELT

SDGSFFLYSK

HODWLNGKEY

KNQVSLTCLV

LTVDKSRWQQ

[
GNVEFSCSVMH EALHNHYTQK

QKASAELTIEE EVAKLLKLKA

SLSLSPGKAE

QLGPDESKQK

RAALEELVKL

FVLKTPK

C7-C7, C10-C10: 7= MET AL T 1 FfEH

CosssHas62N7740866518 (2 EAR)
BEK  Cia43H2283N3570433Se

TV 7 4 FE ML, NERKEBATF A=/ ISNTCBEFERABE Y X7 ETHY, 2~228%H, &
N229~287 FH X, TN F1gGl D Fe RAA Y, KOk b b AF UL (RNA ARkBESR D 2~60 % H
(ma—m bV 2B RAALY) OT I JBERIZHYT D, =7 7 ¢ FF R, Escherichia coli |
KVEEEIND., =770 FE R, 28T HOT 2V BEENLRD YT a=y b 2 RIS

ZURIETHD.

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 1gG1 and amino acid residues at positions 2 — 60 (neuropilin-2-

binding domain) of human histidyl-tRNA synthetase, respectively. Efzofitimod is produced in Escherichia coli.

QOGERVRGLKQ

50

100

150

200

250

287

Efzofitimod is a protein composed of 2 subunits consisting of 287 amino acid residues each.
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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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