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(57) Abstract: Provided is a peptide composed of three complementarity determining regions and four framework regions.
A framework 1 includes an amino acid sequence represented by SEQ ID NO: 1, a framework 2 includes an amino acid
sequence represented by SEQ ID NO: 2, a framework 3 includes an amino acid sequence represented by SEQ ID NO:
7, and a framework 4 includes an amino acid sequence represented by SEQ ID NO: 32. A complementarity determining
region 1 is an amino acid sequence composed of 10 amino acids, a complementarity determining region 2 is an amino
acid sequence composed of 16 or 17 amino acids, and a complementarity determining region 3 is an amino acid sequence
composed of 6, 12, or 15 amino acids. Also provided is a peptide library including said peptide.

GNEH: SODHEBURERFBE 42O TIL —LT—JHEEBETERINBERTIFRTH > T,
TL—LT7—=01H BIWBSTICRINDT7I/BRENEEHR, JL—LT7—0 2N BIES
2QICFRINBTPI/BEINEEH, 7L—LT7—03, BAUESTICZINETPI/ BENAES
H, TL—LT—04P, BHBIUBSI2THRINDTI/BENESH, HEEREEH1HA 10
TI/BRTERINWGZ7I/VBENTHY, HEMEREREES 2, 16XIIT1T7T7IVBTHERY
N27I/BEYNTHY, HEAUREEEID, 6, 12, XF157I/BTHERINETI/
BEITHERTF R, ROCRRBRTF REEORTFRSA TS 2B T 2,

RrE2 )



WO 2023/100944 A1 {[HIMAID 0000080000 0D 0

T™M), 3—0w /% (AL, AT, BE, BG, CH, CY, CZ,
DE, DK, EE, ES, FI, FR, GB, GR, HR, HU, IE, IS,
IT,LT, LU, LV, MC, ME, MK, MT, NL, NO, PL, PT,
RO, RS, SE, SI, SK, SM, TR), OAPI (BF, BJ, CF,
CG. CI, CM. GA, GN, GQ, GW, KM, ML, MR, NE,
SN, TD, TG).

ENENEGE:
— EERFEERS (FH$E215%06))

— BIMEORNEDES & LTRLLESY X b
(#2A05.2(a))



