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[Figure 1]

SEQ ID NO: 1: Amino acid sequence of heavy chain of anti-HER2 antibody

EVOLVESGGGLVQPGGSLRLSCAASGENIKDTYTHWVRQAPGKGLEWVARIYPTNGY
TRYADSVKGRFTISADTSKNTAYLOMNSLRAEDTAVYYCSRWGGDGEFYAMDYWGQGT
LVTVSSASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVH
TFPAVLOSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTHT
CPPCPAPELLGGPSVEFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKENWYVDGV
EVHNAKTKPREEQYNSTYRVVSVLTVLHOQDWLNGKEYKCKVSNKALPAPIEKTISKA
KGOPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPP

VLDSDGSFFLYSKLTVDKSRWQQOGNVESCSVMHEALHNHYTQKSLSLSPGK

[Figure 2]

SEQ ID NO: 2: Amino acid sequence of light chain of anti-HER2 antibody

DIOMTQSPSSLSASVGDRVTITCRASQDVNTAVAWYQQOKPGKAPKLLIYSASEFLYSG
VPSREFSGSRSGTDFTLTISSLOPEDFATYYCQOHYTTPPTFGQGTKVEIKRTVAAPS
VEFIFPPSDEQLKSGTASVVCLLNNFYPREAKVOWKVDNALQOSGNSQESVTEQDSKDS

TYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSENRGEC
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[Figure 3]

SEQ ID NO: 3: Amino acid sequence of heavy chain of anti-HER3 antibody

QVOLOOWGAGLLKPSETLSLTCAVYGGSFSGYYWSWIRQPPGKGLEWIGETINHSGST
NYNPSLKSRVTISVETSKNQFSLKLSSVTAADTAVYYCARDKWTWYFDLWGRGTLVT
VSSASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTEP
AVLOSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKRVEPKSCDKTHTCPP
CPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVH
NAKTKPREEQYNSTYRVVSVLTVLHQODWLNGKEYKCKVSNKALPAPTEKTISKAKGQ
PREPQVYTLPPSREEMTKNQVSLTCLVKGEFYPSDIAVEWESNGQPENNYKTTPPVLD

SDGSFFLYSKLTVDKSRWQOGNVESCSVMHEALHNHYTQKSLSLSPGK

[Figure 4]

SEQ ID NO: 4: Amino acid sequence of light chain of anti-HER3 antibody

DIEMTQSPDSLAVSLGERATINCRSSQSVLYSSSNRNYLAWYQONPGQPPKLLIYWA
STRESGVPDRFSGSGSGTDFTLTISSLOAEDVAVYYCQQYYSTPRTFGQGTKVEIKR
TVAAPSVFIFPPSDEQLKSGTASVVCLLNNEFYPREAKVOWKVDNALOSGNSQESVTE

ODSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSENRGEC
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[Figure 5]

SEQ ID NO: 5: Amino acid sequence of heavy chain of anti-TROP2 antibody

MKHLWFFLLLVAAPRWVLSQVQLVQSGAEVKKPGASVKVSCKASGYTFTTAGMOWVR
QAPGOGLEWMGWINTHSGVPKYAEDFKGRVTISADTSTSTAYLQLSSLKSEDTAVYY
CARSGFGSSYWYFDVWGQGTLVTVSSASTKGPSVFPLAPSSKSTSGGTAALGCLVKD
YFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHK
PSNTKVDKRVEPKSCDKTHTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCV
VVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEY
KCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGEYPSD
IAVEWESNGQPENNYKTTPPVLDSDGSFEFLYSKLTVDKSRWOQQGNVESCSVMHEATLH

NHYTQKSLSLSPGK

Signal sequence (1-19), Variable region (20-140), Constant region (141-470)

[Figure 6]

SEQ ID NO: 6: Amino acid sequence of light chain of anti-TROP2 antibody

MVLOTQVFISLLLWISGAYGDIQMTQSPSSLSASVGDRVTITCKASQDVSTAVAWYQ
OKPGKAPKLLIYSASYRYTGVPSRESGSGSGTDFTLTISSLOQPEDFAVYYCQQHYIT
PLTFGOGTKLEIKRTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFEYPREAKVQWKVD
NALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKS

EFNRGEC

Signal sequence (1-20), Variable region (21-129), Constant region (130-234)
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[Figure 7]

SEQ ID NO: 7: Amino acid sequence of heavy chain of anti-B7-H3 antibody

MKHLWFFLLLVAAPRWVLSQVQLVQSGAEVKKPGSSVKVSCKASGYTFTNYVMHWVR
QAPGOGLEWMGYINPYNDDVKYNEKFKGRVTITADESTSTAYMELSSLRSEDTAVYY
CARWGYYGSPLYYFDYWGQGTLVTVSSASTKGPSVFPLAPSSKSTSGGTAALGCLVK
DYFPEPVTVSWNSGALTSGVHTFPAVLOSSGLYSLSSVVTVPSSSLGTQTYICNVNH
KPSNTKVDKRVEPKSCDKTHTCPPCPAPELLGGPSVEFLFPPKPKDTLMISRTPEVTC
VVVDVSHEDPEVKEFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKE
YKCKVSNKALPAPTEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGEYPS
DIAVEWESNGQPENNYKTTPPVLDSDGSFEFLYSKLTVDKSRWQQOGNVESCSVMHEAL

HNHYTQKSLSLSPGK

Signal sequence (1-19), Variable region (20-141), Constant region (142-471)

[Figure 8]

SEQ ID NO: 8: Amino acid sequence of light chain of anti-B7-H3 antibody

MVLOTOQVFISLLLWISGAYGEIVLTOSPATLSLSPGERATLSCRASSRLIYMHWYQQ
KPGOAPRPLIYATSNLASGIPARFSGSGSGTDFTLTISSLEPEDFAVYYCQQWNSNP
PTFGOGTKVEIKRTVAAPSVFIFPPSDEQLKSGTASVVCLLNNEFYPREAKVQWKVDN
ALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSE

NRGEC

Signal sequence (1-20), Variable region (21-128), Constant region (129-233)
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[Figure 9]

SEQ ID NO: 9: Amino acid sequence of heavy chain of anti-GPR20 antibody

MKHLWFFLLLVAAPRWVLSEVQLVQSGAEVKKPGASVKVSCKASGYTFTSYYISWIR
QAPGOGLKYMGFINPGSGHTNYNEKFKGRVTITADKSSSTATMELSSLRSEDTAVYY
CARGAGGFLRIITKFDYWGQGTLVTVSSASTKGPSVFPLAPSSKSTSGGTAALGCLV
KDYFPEPVTVSWNSGALTSGVHTFPAVLOSSGLYSLSSVVTVPSSSLGTQTYICNVN
HKPSNTKVDKRVEPKSCDKTHTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVT
CVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGK
EYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGEYP
SDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQOGNVESCSVMHEA

LHNHYTQKSLSLSPGK

Signal sequence (1-19), Variable region (20-142), Constant region (143-472)

[Figure 10]

SEQ ID NO: 10: Amino acid sequence of light chain of anti-GPR20 antibody

MVLOTQVFISLLLWISGAYGDTQLTOSPSSLSASVGDRVTITCRASKSVSTYIHWYQ
OKPGKQPKLLIYSAGNLESGVPSRESGSGSGTDFTLTISSLOQPEDFANYYCQQINEL
PYTFGQGTKVEIKRTVAAPSVEFIFPPSDEQLKSGTASVVCLLNNEYPREAKVQWKVD
NALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKS

EFNRGEC

Signal sequence (1-20), Variable region (21-129), Constant region (130-234)
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[Figure 11]

SEQ ID NO: 11: Amino acid sequence of heavy chain of anti-CDH6 antibody

MKHLWFFLLLVAAPRWVLSEVQLVQSGAEVKKPGASVKVSCKASGYTFTRNFMHWVR
QAPGOGLEWMGWIYPGDGETEYAQKFQGRVTITADTSTSTAYMELSSLRSEDTAVYY
CARGVYGGFAGGYFDFWGQGTLVTVSSASTKGPSVFPLAPSSKSTSGGTAALGCLVK
DYFPEPVTVSWNSGALTSGVHTFPAVLOSSGLYSLSSVVTVPSSSLGTQTYICNVNH
KPSNTKVDKRVEPKSCDKTHTCPPCPAPELLGGPSVEFLFPPKPKDTLMISRTPEVTC
VVVDVSHEDPEVKEFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKE
YKCKVSNKALPAPTEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGEYPS
DIAVEWESNGQPENNYKTTPPVLDSDGSFEFLYSKLTVDKSRWQQOGNVESCSVMHEAL

HNHYTQKSLSLSPGK

Signal sequence (1-19), Variable region (20-141), Constant region (142-471)

[Figure 12]

SEQ ID NO: 12: Amino acid sequence of light chain of anti-CDH6 antibody

MVLOTQVFISLLLWISGAYGDIQMTQSPSSLSASVGDRVTITCKASONIYKNLAWYQ
OKPGKAPKLLIYDANTLOTGVPSRESGSGSGSDFTLTISSLOQPEDFATYFCQQYYSG
WAFGOGTKVEIKRTVAAPSVFIFPPSDEQLKSGTASVVCLLNNEFYPREAKVQWKVDN
ALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSE

NRGEC

Signal sequence (1-20), Variable region (21-128), Constant region (129-233)
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[Figure 13]

SEQ ID NO: 13: Amino acid sequence of hH1

MKHLWFFLLLVAAPRWVLSQVQLVESGGGVVQPGRSLRLSCAASGFTFSDYGMIWVR
QAPGKGLEWVASTISSSSSYIYYADSVKGRFTISRDNSKNRLYLOMNSLRAEDTAVYY
CARRYYGENYPEFDYWGQGTMVTVSSASTKGPSVFPLAPCSRSTSESTAALGCLVKDY
FPEPVTVSWNSGALTSGVHTFPAVLOSSGLYSLSSVVTVPSSSLGTKTYTCNVDHKP
SNTKVDKRVESKYGPPCPPCPAPEAAGGPSVEFLFPPKPKDTLMISRTPEVTCVVVDV
SQEDPEVQEFNWYVDGVEVHNAKTKPREEQEFNSTYRVVSVLTVLHODWLNGKEYKCKV
SNKGLPSSTEKTISKAKGQPREPQVYTLPPSQEEMTKNQVSLTCLVKGEFYPSDIAVE
WESNGQPENNYKTTPPVLDSDGSEFFLYSRLTVDKSRWQEGNVESCSVMHEALHNHYT

QOKSLSLSLGK

Signal sequence (1-19), Variable region (20-139), Constant region (140-466)
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[Figure 14]

SEQ ID NO: 14: Amino acid sequence of hH2

MKHLWFFLLLVAAPRWVLSEVQLVESGGGVVQPGRSLRLSCAASGFTFSDYGMIWVR
QAPGKGLEWVASTISSSSSYIYYADSVKGREFTISRDNSKNTLYLOMNSLRAEDTAVYY
CARRYYGENYPEFDYWGQGTMVTVSSASTKGPSVFPLAPCSRSTSESTAALGCLVKDY
FPEPVTVSWNSGALTSGVHTFPAVLOSSGLYSLSSVVTVPSSSLGTKTYTCNVDHKP
SNTKVDKRVESKYGPPCPPCPAPEAAGGPSVEFLFPPKPKDTLMISRTPEVTCVVVDV
SQEDPEVQEFNWYVDGVEVHNAKTKPREEQEFNSTYRVVSVLTVLHODWLNGKEYKCKV
SNKGLPSSTEKTISKAKGQPREPQVYTLPPSQEEMTKNQVSLTCLVKGEFYPSDIAVE
WESNGQPENNYKTTPPVLDSDGSEFFLYSRLTVDKSRWQEGNVEFSCSVMHEALHNHYT

QOKSLSLSLGK

Signal sequence (1-19), Variable region (20-139), Constant region (140-466)

[Figure 15]

SEQ ID NO: 15: Amino acid sequence of hL2

MVLOTQVFISLLLWISGAYGAIQLTOSPSSLSASVGQRVTITCGASKSVRTYMHWYQ
OKPGKAPKLLIYSASNLEAGVPSREFSGSGSGTDFTLTISSLOPEDFATYYCQQSNEP
PYTFGOGTKLEIKRTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFEYPREAKVQWKVD
NALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKS

EFNRGEC

Signal sequence (1-20), Variable region (21-127), Constant region (128-234)
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[Figure 16]

SEQ ID NO: 16: Amino acid sequence of hL3

MVLOTQVFISLLLWISGAYGDTQLTQSPSSLSASVGQRVTITCGASKSVRTYMHWYQ
QKPGKQPKLLIYSASNLEAGVPSRESGSGSGTDFTLTISSLOPEDFATYYCQQSNEP
PYTFGOGTKLEIKRTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFEFYPREAKVQWKVD
NALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKS

FNRGEC

Signal sequence (1-20), Variable region (21-127), Constant region (128-234)

[Figure 17]

SEQ ID NO: 17: Amino acid sequence of hL4

MVLOTOQVFISLLLWISGAYGDTVLTOSPDSLAVSLGQRATINCGASKSVRTYMHWYQ
OKPGOQOPKLLIYSASNLEAGVPSRESGSGSGTDFTLTISSLQAEDVAVYYCQQOSNEP
PYTFGOGTKVEIKRTVAAPSVEFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVD
NALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKS

FNRGEC

Signal sequence (1-20), Variable region (21-127), Constant region (128-234)



[Figure 18]

SEQ ID NO: 18:

GFTFSDYGMI

SEQ ID NO: 19:

SISSSSSYIY

SEQ ID NO: 20:

RYYGENYPFEDY

SEQ ID NO: 21:

GASKSVRTYMH

SEQ ID NO: 22:

SASNLEA

SEQ ID NO: 23:

QQSNEPPYT

D13 CDRH1

D13 CDRH2

D13 CDRH3

D13 CDRL1

D13 CDRL2

D13 CDRL3
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[Figure 19]
SEQ ID NO: 24: Amino acid sequence of heavy chain of OSE-172 antibody
(OSE-172_hG4Pro)

MKHLWFFLLLVAAPRWVLSEVQLVQSGAEVKKPGESLRISCKASGYSFTSYWVHWVR
OQMPGKGLEWMGNIDPSDSDTHYSPSFQGHVTLSVDKSISTAYLQLSSLKASDTAMYY
CVRGGTGTLAYFAYWGQGTLVTVSSASTKGPSVFPLAPCSRSTSESTAALGCLVKDY
FPEPVTVSWNSGALTSGVHTFPAVLOSSGLYSLSSVVTVPSSSLGTKTYTCNVDHKP
SNTKVDKRVESKYGPPCPPCPAPEFLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDV
SQEDPEVQFNWYVDGVEVHNAKTKPREEQEFNSTYRVVSVLTVLHODWLNGKEYKCKV
SNKGLPSSTEKTISKAKGQPREPQVYTLPPSQEEMTKNQVSLTCLVKGEFYPSDIAVE
WESNGQPENNYKTTPPVLDSDGSEFFLYSRLTVDKSRWQEGNVESCSVMHEALHNHYT

OKSLSLSPGK*

SEQ ID NO: 25: Amino acid sequence of light chain of OSE-172 antibody
(OSE-172_hK)

MVLOTQVFISLLLWISGAYGDVVMTQSPLSLPVTLGQPASISCRSSQSLVHSYGNTY
LYWFQQORPGQSPRLLIYRVSNREFSGVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCE
QGTHVPYTFGGGTKVEIKRTVAAPSVFIFPPSDEQLKSGTASVVCLLNNEFYPREAKV
OWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSS

PVTKSFNRGEC*
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[Figure 20]
SEQ ID NO: 26: Amino acid sequence of heavy chain of KWAR23 antibody
(KWAR23_hG4Pro)

MKHLWFFLLLVAAPRWVLSEVQLOQSGAELVKPGASVKLSCTASGENIKDYYTHWVQ
QRTEQGLEWIGRIDPEDGETKYAPKFOQDKATITADTSSNTAYLHLSSLTSEDTAVYY
CARWGAYWGQGTLVTVSAASTKGPSVFPLAPCSRSTSESTAALGCLVKDYFPEPVTV
SWNSGALTSGVHTFPAVLOSSGLYSLSSVVTVPSSSLGTKTYTCNVDHKPSNTKVDK
RVESKYGPPCPPCPAPEFLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSQEDPEV
QFNWYVDGVEVHNAKTKPREEQEFNSTYRVVSVLTVLHODWLNGKEYKCKVSNKGLPS
SIEKTISKAKGQPREPQVYTLPPSQEEMTKNQVSLTCLVKGEFYPSDIAVEWESNGQP
ENNYKTTPPVLDSDGSEFFLYSRLTVDKSRWQEGNVEFSCSVMHEALHNHYTQKSLSLS

LGK*

SEQ ID NO: 27: Amino acid sequence of light chain of KWAR23 antibody
(KWAR23_hK)

MVLOTQVFISLLLWISGAYGQIVLTOQSPATIMSASPGEKVTLTCSASSSVSSSYLYWY
QQKPGSSPKLWIYSTSNLASGVPARFSGSGSGTSYSLTISSMEAEDAASYFCHQWSS
YPRTFGAGTKLELKRTVAAPSVFIFPPSDEQLKSGTASVVCLLNNEFYPREAKVQWKV
DNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTK

SENRGEC*
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[Figure 21]
SEQ ID NO: 28: Amino acid sequence of heavy chain of ADU-1805 antibody
(ADU-1805 _hG2)

MKHLWFFLLLVAAPRWVLSEVQLVQSGAEVVKPGASVKLSCKASGSTFTSYWMHWVK
QAPGOGLEWIGATIYPVNSDTTYNQKFKGKATLTVDKSASTAYMELSSLRSEDTAVYY
CTRSEYYSLDAAWEFVYWGQGTLVTVSSASTKGPSVFPLAPCSRSTSESTAALGCLVK
DYFPEPVTVSWNSGALTSGVHTFPAVLOSSGLYSLSSVVTVPSSNFGTQTYTCNVDH
KPSNTKVDKTVERKCCVECPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVD
VSHEDPEVQFNWYVDGVEVHNAKTKPREEQFNSTFRVVSVLTVVHQDWLNGKEYKCK
VSNKGLPAPIEKTISKTKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGEFYPSDIAV
EWESNGQPENNYKTTPPMLDSDGSFEFLYSKLTVDKSRWQQGNVESCSVMHEATLHNHY

TOKSLSLSPGK*

SEQ ID NO: 29: Amino acid sequence of light chain of ADU-1805 antibody
(ADU-1805_hK)

MVLOTQVFISLLLWISGAYGDIQMTQSPSSLSASVGDRVTITCRASQDIGSRLNWLQ
QOKPGKAPKRLIYATSSLDSGVPSRESGSGSGTEFTLTISSLOQPEDFATYYCLQYASS
PFTFGGGTKVEIKRTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFEYPREAKVQWKVD
NALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKS

FNRGEC*
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[Figure 22]
SEQ ID NO: 30:
Amino acid sequence of heavy chain of anti-mouse SIRPa antibody

5C12_migG1l_D265A

MKHLWFFLLLVAAPRWVLSEVQLVESGGGLVQPGGSLKLSCAASGFTFSNYDMAWVR
QAPTKGLEWVASTISTRGGSSYYRDSVKGRFTVSRDNAKSTLYLOMDSLRSEDTATYY
CARHPGDYFDYWGQGVMVTVSSAKTTPPSVYPLAPGSAAQTNSMVTLGCLVKGYFPE
PVIVTWNSGSLSSGVHTFPAVLQSDLYTLSSSVTVPSSTWPSETVTCNVAHPASSTK
VDKKIVPRDCGCKPCICTVPEVSSVEIFPPKPKDVLTITLTPKVTCVVVAISKDDPE
VOFSWEVDDVEVHTAQTQPREEQENSTFRSVSELPIMHODWLNGKEFKCRVNSAAFP
APTEKTISKTKGRPKAPQVYTIPPPKEQMAKDKVSLTCMITDFFPEDITVEWQWNGQ
PAENYKNTQPIMDTDGSYEFVYSKLNVOQKSNWEAGNTFTCSVLHEGLHNHHTEKSLSH

SPGK*

SEQ ID NO: 31:
Amino acid sequence of light chain of anti-mouse SIRPa antibody

5C12_migG1l_D265A.

MVLOTQVEFISLLLWISGAYGDTVLTQSPALAVSPGERVTISCRASESVSTLIHWYQO
KPGQOPKLLIYLTSHLESGVPARFSGSGSGTDFTLTIDPVEADDTATYYCQQSWTHP
WIFGGGTKLELKRADAAPTVSIFPPSSEQLTSGGASVVCEFLNNFYPKDINVKWKIDG
SERONGVLNSWTDQDSKDSTYSMSSTLTLTKDEYERHNSYTCEATHKTSTSPIVKSE

NRNEC*
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[Figure 23]
SEQ ID NO: 32:
Amino acid sequence of heavy chain of anti-PD-L1 antibody

YW243.55570_migG1

MKHLWFFLLLVAAPRWVLSEVQLVESGGGLVQPGGSLRLSCAASGFTFSDSWIHWVR
QAPGKGLEWVAWISPYGGSTYYADSVKGRFTISADTSKNTAYLOMNSLRAEDTAVYY
CARRHWPGGEFDYWGQGTLVTVSAAKTTPPSVYPLAPGSAAQTNSMVTLGCLVKGYFEFP
EPVTVTWNSGSLSSGVHTFPAVLOSDLYTLSSSVIVPSSTWPSETVTCNVAHPASST
KVDKKIVPRDCGCKPCICTVPEVSSVFIFPPKPKDVLTITLTPKVTCVVVDISKDDP
EVOFSWEVDDVEVHTAQTQPREEQFNSTFRSVSELPIMHQDWLNGKEFKCRVNSAAF
PAPIEKTISKTKGRPKAPQVYTIPPPKEQMAKDKVSLTCMITDFFPEDITVEWQWNG
QPAENYKNTQPIMDTDGSYEFVYSKLNVOKSNWEAGNTFTCSVLHEGLHNHHTEKSLS

HSPGK*

SEQ ID NO: 33:
Amino acid sequence of light chain of anti-PD-L1 antibody

YW?243.55S70_migG1l

MVLOTQVEFISLLLWISGAYGDIQMTQSPSSLSASVGDRVTITCRASQDVSTAVAWYQ
OKPGKAPKLLIYSASFLYSGVPSREFSGSGSGTDFTLTISSLOPEDFATYYCQQYLYH
PATFGQGTKVEIKRADAAPTVSIFPPSSEQLTSGGASVVCEFLNNEFYPKDINVKWKID
GSERONGVLNSWTDQDSKDSTYSMSSTLTLTKDEYERHNSYTCEATHKTSTSPIVKS

FNRNEC*
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[Figure 24]
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[Figure 26]
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[Figure 28]
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[Figure 30]
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[Figure 31]

TROP2

0007 ZdOY.1D

001 Zd0¥1D

0T ZdOoy1o

ajebinfuoa Bnip-Apognue joxuo)

0001 (z) ayebnfuod Bnup-Apogpuy
001 (g) a1ebnluoa Bnip-Apogruy
0T (g) a1ebnluoa Brup-Apogpuy

0001 ZdOY1D

001 ZdoY1D

D
MQ\
2
g5
85
==
c
< 8

=o= Control antibody-

+aSIRPa

01 Zdoy1p
ajebnluod Bnip-Apoqgpue [0u0)

0001 (2) ®¥ebnfuod Bnap-Apogiuy

80

70

60 1

222
“ (%) doa

v

001 (g) @ebnfuos Brup-Apognuy ~
01 (g) e1ebnfuoa Brup-Apognuy w
0002 DJYISD o
961 [013U0) -
JuBUNEa) ON R 33 ¢ 8K
(%) ddav
a B
< g
T =
; =3 s
qew ..m m =
£% s
ajebinfuoa Bnip-Apognue josuo) S < o o
00! - o
01 (1) 8yebnfuod Brip-Apogruy 5 + +
001 (}) apebnluod Bup-pognuy | P
o1 (1) a1ebnluod Bup-Apogyuy
qew
ajebnluod Bnip-Apogpue [ou0)
0001 (}) @3ebnfuoo Bnup-Apoguy
001 (1) @ebnfuod Bup-Apogauy
o1 (1) eebnfuoo Brup-Apogpuy
0002 DAHISD ~
961 jonuod (=4
[11]
juaweal) oN T

35
30
S

(

G
5

(

L

(%) doav

drug conjugate

10

drug conjugate

0

1000

10

aSIRPa Ab Conc. (ng/mL)

0.

1000

10

aSIRPa Ab Conc. (ng/mL)

0.1

N=3

N=3



[Figure 32]
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[Figure 34]
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