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: Susoctocog Alfa (Genetical Recombination)
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AV hay THAT 7k, B T 2 EEERE S VIR A (9 F& - £ 175,000) TH D,
164 HDOT 2V BRIRIEN S 72D HEHER OV 684 H DT 2 /BRI NS 705 LE TR SN D . HEIZ7 Z i
WREEE VI K0 1~752 FH KON 1419~1430 HHO 7 X/ BBFEFLICHY L, L $37 & MikEeE 5
VII KD 1431~2114 FH O 7 I VBRI Y T 5. AV 7 ha s TAT7 7%, RE—nLAZ—F
BRI L0 EEA SN D.

Susoctocog Alfa is a recombinant porcine blood coagulation factor VIII analogue (molecular weight: ca. 175,000)
composed of an H-chain consisting of 764 amino acid residues and an L-chain consisting of 684 amino acid residues.
The H-chain corresponds to amino acid residues at positions 1 — 752 and 1419 — 1430 of porcine blood coagulation
factor VIII, and the L-chain corresponds to amino acid residues at positions 1431 — 2114 of porcine blood
coagulation factor VIII. Susoctocog Alfa is produced in Baby hamster kidney cells.
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JAN (3% 44) : Ligelizumab (Genetical Recombination)
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ETVMTQSPAT LSVSPGERAT LSCRASQSIG TNIHWYQQKP GQAPRLLIYY

ASESISGIPA RFSGSGSGTE FTLTISSLQOS EDFAVYYCQQ SWSWPTTEGG

GTKVEIKRTV AAPSVFIFPP SDEQLKSGTA SVVCLLNNFEFY PREAKVQWKV

DNALQSGNSQ ESVTEQDSKD STYSLSSTLT LSKADYEKHK VYACEVTHQG

LSSPVTKSFEN RGEC

H 84
QVQLVQSGAE VMKPGSSVKV SCKASGYTEFS WYWLEWVRQA PGHGLEWMGE

IDPGTFTTNY NEKFKARVTE TADTSTSTAY MELSSLRSED TAVYYCARFS

HEFSGSNYDYF DYWGQGTLVT VSSASTKGPS VEFPLAPSSKS TSGGTAALGC

LVKDYFPEPV TVSWNSGALT SGVHTFPAVL QSSGLYSLSS VVTVPSSSLG

TQTYI%NVNH KPSNTKVDKK VEPKSCDKTH TCPPCPAPEL LGGPSVFLEP
PKPKDTLMIS RTPEVTCVVV DVSHEDPEVK FNWYVDGVEV HNAKTKPREE
QYNSTYRVVS VLTVLHODWL NGKEYKCKVS NKALPAPIEK TISKAKGQOPR
EPQVYTLPPS RDELTKNQVS LTCLVKGEYP SDIAVEWESN GQPENNYKTT
PPVLDSDGSFE FLYSKLTVDK SRWQQGNVES CSVMHEALHN HYTQKSLSLS
PGK
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V7Y X<, Bz Hie b IgE £ 7 u—F A HURTH Y, TORMMBERETITZ~ T A HURIC
HSkL, ZOftize M IgGLICHET S, VA Y X~ 7%, Fr A =— AL Z—INEHIEIC X0 pEA &
o, V7Y X~70, 45307 X JBEENGRL HE (1 80) 2 KRN 214 [HOT X 7 BBikIEN S
725 LEH (8H) 2 AR CTHIR SN DB X 78 (418 : £ 150,0000 TH5D.

Ligelizumab is a recombinant anti-human IgE monoclonal antibody, the complementarity-determining regions of
which are derived from mouse antibody and other regions are derived from human IgG1. Ligelizumab is produced in
Chinese hamster ovary cells. Ligelizumab is a glycoprotein (molecular weight: ca. 150,000) composed of 2 H-chains
(y1-chains) consisting of 453 amino acid residues each and 2 L-chains (k-chains) consisting of 214 amino acid residues

each.
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N/ e H;PO,
F F

C16H15FsN50 + H3PO4

BR)-3-7 X /-1-[3-(FU Z/NFAr AF)56-Tk Ru[124] 8V 7Y r[4,3-alt’ T ¥ -7(8H)-A1 /L ]-
4-A5- NV 7 NFu T 2 =)W)T R LA — ) U

(3R)-3-Amino-1-[3-(trifluoromethyl)-5,6-dihydro[1,2,4]triazolo[4,3-a]pyrazin-7(8H)-yl]-
4-(2,4,5-trifluorophenyl)butan-1-one monophosphate
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L1, K22, K29, K43, K49, K71, K72, K79, K104, K107, K139, K162, K172, K186, K196, K207, K213,
K229, K251, K262, K288, K301, K314 : 72 PEG fA ML
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Tz N TEORA MRV =T L7 ) a— ] (& 595,000 BAY U A—%E LT
e LTS (FE7 PEG FEAEIL : Leul KON Lys 5%HL) . X7 7 20 —8I1L, 326 D7 I/ Feiki
NHRDHITa=y b AENORER SN D PEGILZ v /327 E (455 : £ 280,0000 TH5.

Pegaspargase is an analogue of L-asparaginase (EC 3.5.1.1), which is produced by Escherichia coli, and to which an
average of 7 methoxy polyethylene glycol polymers (molecular weight: ca. 5,000) per subunit are bound via a linker
(major pegylation sites: Leul and Lys residues). Pegaspargase is a pegylated protein (molecular weight: ca. 280,000)

composed of 4 subunits consisting of 326 amino acid residues each.
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A7 VT F P UL, T F o BEREERY T F Y v v 98 (PCSKI) IZXT S
SIRNA FFEADFT MU DA THY, B AHD 3K 3 2D GalNAc &) v REAREA L T
% . SIRNA ER3E, # AL R ERM S NIz 2L HO X 7 LA TF REEN DL 72 5 v AR LR ERi S
T 23D VATF REENO DT o F R ZAEHNOERIND 2AKEHA ) AX 7 LATF RTHD.

Inclisiran Sodium is a sodium salt of an siRNA derivative targeting proprotein convertase subtilisin/kexin type 9
(PCSKO9) covalently linked to a ligand moiety containing three GalNAc at the 3’ end of the sense strand. The siRNA
moiety is composed of a duplex oligonucleotide of sense strand consisting of partially chemically modified 21

nucleotide residues and antisense strand consisting of chemically modified 23 nucleotide residues each.
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