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WO 2021/200857 PCT/JP2021/013378
[E1]

scky o3 A%

B | RTFR
DMSO | NY-ESO | 1F 2M 3A 47 BA 6L IF 8A 9A | gp100

NYA-0001 | 1.04 575 (060 772 788 083 078 797 097 667 65 | 043
NYA-1143 | 0.98 1280 [1.77 1189 1020 591 315 1292 426 874 1512( 041
NYA-1154 | 1.02 G988 388 949 800 663 112 936 608 1195 1116 046
NYA-1163 | 0.97 367 (053 185 170 057 062 174 111 600 401 | 044
NYA-2023 | 0.94 8§85 072 674 492 248 121 751 472 540 1079 040
NYA-2027 | 1.09 575 057 784 991 099 0/5 785 bH41 947 690 | 041
NYA-2035 | 1.03 694 1060 880> 581 216 227 895 583 641 1146]| 038
NYA-2044 | 0.91 1253 (068 1353 1090 321 220 1339 362 1004 1561( 038
NYA-2045 | 0.81 903 |053 88 746 117 094 88 199 735 998 039
NYA-2047 | 0.89 799 (048 734 609 086 103 707 311 661 954 | 039
NYA-2048 | 0.90 658 |051 536 420 063 067 614 146 41 775 041
NYA-2060 | 0.83 878 (052 693 551 073 070 784 251 618 948 | 041
NYA-2061 0.85 862 (054 717 473 059 066 713 204 522 916 | 040
NYA-2143 | 1.04 1306 | 272 1319 1028 719 430 1287 5726 969 1450| 038
NYC-0003 | 0.92 374 328 373 434 076 089 414 390 342 477 | 039
NYC-0004 | 0.76 602 |356 5hH66 475 202 0B85 378 507 369 799 | 037
[E2A]

BIETA |UniotID | BItARE | E25 Hlé’go”*(%ﬁ;

DOLPP1 Q86YN1 104 SQFMWFFSY 2.64

IL20RB QBUXLO 14 SLFMWFFYA 295

PRKD1 Q15138 763 SLDMWSVGY 1474

PRKD3 024806 756 SLDMWSVGY 1474

PRKD2 QOBZL6 73 SLDMWSVGY 1474

CcDh163 Q86VB7 885 SIPMWVDNV 145 .66

P2RY8 Q86VZ1 186 SVAMWAVFL 212 .86

NY-ESO-1 |P78358 157 SLLMWITQC 363.83
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[428]

scFv T2(2xd B FmMn

B | RTFR

DMSO | NY-ESO | DOLPP1 IL20RB  PRKD2 CD163 P2RY8 | gp100
NYA-0001 | 092 512 0.37 0.42 0.33 048 073 | 0.31

NYA-1143 | 0.94 13.44 037 042 0.32 046 069 | 0.30

NYA-1154 | 1.01 13.76 0.46 0.51 272 0.54 065 | 0.3

NYA-1163 | 0.88 421 0.36 0.41 0.31 046 069 | 0.30

NYA-2023 | 0.88 0.1 042 0.42 042 048 070 | 0.30

NYA-2027 | 0.96 25 0.39 042 0.32 0.51 070 | 0.3

—_
—_—

-

NYA-2035 | 087 | 1114 0.38 0.41 033 048 069 | 020
NYA-2044 | 095 | 1428 0.38 0.43 033 047 072 | 032
NYA-2045 | 096 | 13.84 043 0.47 034 048 058 | 030
NYA-2047 | 098 | 1025 0.40 043 03 047 072 | 030
NYA-2048 | 0.80 882 0.44 0.48 035 052 069 | 034
NYA-2060 | 085 | 11147 0.42 0.45 033 047 082 | 032
NYA-2061 | 082 | 10.37 0.40 0.46 033 048 057 | 032
NYA-2143 | 080 [ 13.48 0.38 0.42 032 046 069 | 0.31
NYC-0003 | 1.00 522 0.38 0.43 153 108 201 | 032
NYC-0004 | 1.01 819 0.39 0.43 341 049 1988 | 032

\.
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[E11]
scFvl—J LU AR T 543 —2
ATAACAATTTCACACAGGAAACAGCTATGA
(BEEHES4)

[B412]

NYA-0001ESH BT 2481
GAGGTGCAGCTGGTEGAGTCTGGEGGAGECETEGTCCAGCCTGGGAGGTCCCTGAC
ACCCTCCTGTTCAGCGETCTGGATTCTCCATCCGTAGTTATGATATACACTGGGETCC
GCCAGGCTCCAGGCAAGGEGCTAGAGTGGGTGGCCACTATATCATATGATGGAAGT
CAGAAGTACTTCGCAGACTCCGTGAAGGGCCGATTTACCATCTTCAGAGACGAATC
GGAGAACATGGTGTATCTCGCAAATGAGCEGCCTGAGAGTTGAGGACACGGECTGTTT
ATCACTGTGCGAGAGGGAGTAGTGGTCATTATGAGGCTTTTGATATCTGEGGGCCAA
GGGACAATGGTCACCGTCTCTTCA

(BEHEES)

[E13]

NYA-0001E HR] Z 5B
EVQLVESGGGVVQPGRSLTPSCSASGFSIRSYDIHWVRQAPGKGLEWVATISYDGS
QKYFADSVKGRFTIFRDESENMVYLQMSGLRVEDTAVYHCARGSSGHYEAFDIWGQ
GTMVTVSS

(EEHE =)

[E14]
NYA-00018%$4u] ZHalE
CAGTCTGTGTTGACGCAGCCGCCCTCAGTETCTGCGGCCCCAGGACAGAAGGTCAC
CATCTCCTGCTCTGGAAGCAGCTCCAACATTGGGAATAATTATGTATCCTGGTACC
AGCAGCTCCCAGGAACAGCCCCCAAACTCCTCATTTATGACAATAATAAGCGACCC
TCAGGGATTCCTGACCGATTCTCTGECTCCAAGTCTGGCACGTCAGCCACCCTERE
CATCACCEGACTCCAGACTGGCECACCGACGCCGATTATTACTCCGCAACATCGGATA
GCAGCCTGAGTECCCCTTGEGTGTTCGECEGAGGGACCAAGETCACCGTCCTA
(BEHFE=ST)

[E415]

NYA-000183$Hm] EHEEL
QSVLTQPPSVSAAPGQKVTISCSGSSSNIGNNYVSWYQQLPGTAPKLLIYDNNKRP
SGIPDRFSGSKSGTSATLGITGLQTGDEADYYCGTWDSSLSAPWVFGGGTKVTVL
(FHE=8)
[E16]

NYA-0060E $H T 2481
GAGGTGCAGCTGGTGGAGTCTGGEGEGAGECETGGTCCAGCCTGGGAGGTCCCTGAC
ACCCTCCTGTTCAGCGTCTGGATTCTCCATCCGTAGCTATGATATACACTGGGTCC
GCCTGECTCCAGGCAAGGEGCTAGAGTGEGETCGCCACTATATCATATGATGGAAGT
CAGAAGTACTTCGCAGACTCCGTGAAGGGCCGATTTACCATCTTCAGAGACGAATC
GGAGAACATGGTGTATCTGCAAATGAGCGGCCTGAGAGTTGAGGACACGGCTGTTT
ATCACTGTGCGAGAGGGAGTAGTGGTCATTATGAGGCTTTTGATATC TGGGGCCAA
GGGACAATGGTCACCGTCTCTTCA

(BRHIE=9)
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[E417]
NYA-0060F SHul g1

EVQLVESGGGVVQPGRSLTPSCSASGFSIRSYDIHWVRLAPGKGLEWVATISYDGS
QKYFADSVKGRFTIFRDESENMVYLQMSGLRVEDTAVYHCARGSSGHYEAFDIWGQ
GTMVTIVSS

(E25IE=10)
[Eg18]
NYA-00608F SE 0] L5 18

CAGTCTGTGTTGACGCAGCCGCCCTCAGTGTCTGCGGCCCCAGGACAGAAGGTCAC
CATCTCCTGCTCTGGAAGCAGCTCCAACATTGGGAATAATTATGTATCCTGGTACC

AGCAGCTCCCAGGAACAGCCCCCAAACTCCTCATTTATGACAATAATAAGCGACCC
TCAGGGATTCCTGACCGATTCTCTGGCTCCAAGTCTGGCACGTCAGCCACCCTGGE
CATCACCGGACTCCAGACTGGGGACGAGGCCGATTATTACTGCGGAACATGGGATA
GCAGCCTGAGTECCCCTTEEETETTCGGCEEGAGGGACCAAGETCACCGTCCTA
(B25IEHFES1L)

[Eg19]
NYA-00608XSE T EHaE

QSVLTQPPSVSAAPGQKVTISCSGSSSNIGNNYVSWYQQLPGTAPKLLIYDNNKRP
SGIPDRFSGSKSGTSATLGITGLOTGDEADYYCGTWDSSLSAPWVFGGGTKVTVL
(BE5I&E=12)

[Eg20]
NYA-0068E BT EfatE

GAGGTGCAGCTGGTGGAGTCTGGGGGAGGCGTGGTCCAGCCTEGGGAGGTCCCTGAC
ACCCTCCTGTTCAGCGTCTGGATTCTCCATCCGTAGTTATGATATACACTGGGTCC
GCCAGGCTCCAGGCAAGGGGCTAGAGTGGGTGGCCACTATATCATATGATGGAAGT
CAGAAGTACTTCGCAGACTCCGTGAAGGGCCGATTITACCATCTTCAGAGACGAATC
GGAGAACATGGTGTATCTGCAAATGAGCGGCCTGAGAGTTGAGGACACGGCTGETTT
ATCACTGTGCGAGAGGGAGTAGTGGTCATTATGAGGCTTTTGATATCTGGGGCCAA
GGGACAATGGTCACCGTCTCTTCA

(B2 &EF13)

[Bd21]

NYA-0068 E$H T G
EVQLVESGGGVVQPGRSLTPSCSASGFSIRSYDIHWVRQAPGKGLEWVATISYDGS
QKYFADSVKGRFTIFRDESENMVYLQMSGLRVEDTAVYHCARGSSGHYEAFDIWGQ
GTMVTVSS

(B25IFES14)
[&22]

NYA-0068$$H R 24818
CAGTCTGTGETTGACGCAGCCGCCCTCAGTETCTGCEGCCCCAGGACAGAAGGTCAC
CATCTCCTGCTCTGGAAGCAGCTCCAACATTGGGAATTGGTATGTATCCTGGTACC
AGCAGCTCCCAGGAACAGCCCCCAAACTCCTCATTTATGACAATAATAAGCGACCC
TCAGGGATTCCTGACCGATTCTCTGGCTCCAAGTCTGGCACGTCAGCCACCCTGGG
CATCACCGGACTCCAGACTGGGGACGAGGCCGATTATTACTGCGGAACATGGGATA
GCAGCCTGAGTGCCCCTTGGGTGTTCGGCGGAGGGACCAAGGTCACCGTCCTA

(BL5I&E=15)
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[E423]

NYA-0068EE$ETI EiaE
QSVLTQPPSVSAAPGQKVTISCSGSSSNIGNWYVSWYQOLPGTAPKLLI YDNNKRP
SGIPDRFSGSKSGTSATLGITGLQTGDEADYYCGTWDSSLSAPWVFGGGETKVTVL
(E25IEFS16)

[Eg24]
NYA-0082FE $HnI IEFREL

GAGGTGCAGCTGGTGGAGTCTGGGGGAGGCGTGGTCCAGCCTGGGAGGTCCCTGAC
ACCCTCCTGTTCAGCGTCTGGATTCTCCATCCGTAGTTATGATATACACTGGGTCC
GCCAGGCTCCAGGCAAGGGGCTAGAGTGGGTGGCCACTATATCATATGATGGAAGT
CAGAAGTACTTCGCAGACTCCGTGAAGGGCCGATTTACCATCTTCAGAGACGAATC
GGAGAACATGGTGTATCTGCAAATGAGCGGCCTGAGAGTTGAGGACACGGCTGTTT
ATCACTGTGCGAGAGGGAGTAGTGGTCATTATGAGGCTTTTGATATCTGGGGCCAA
GGGACAATGGTCACCGTCTCTTCA

(BE5I&E=17)

[Eg25]
NYA-0082 E $H A EHEL,

EVQLVESGGGVVQPGRSLTPSCSASGFSIRSYDIHWVRQAPGKGLEWVATISYDGS
QKYFADSVKGRFTIFRDESENMVYLQMSGLRVEDTAVYHCARGSSGHYEAFDIWGQ
GIMVTVSS

(EEFIEFE=18)
[E26]

NYA-00828FSHuI a1
CAGTCTGTGTTGACGCAGCCGCCCTCAGTGETCTGCGECCCCAGGACAGAAGGTCAC
CATCTCCTGCTCTGGAAGCAGCTCCAACATTGGGAATAATTATGTATCCTGGTACC
AGCGGCTCCCAGEAACAGCCCCCAAACTCCTCATTTATGACAATAATAAGCGACCC
TCAGGGATTCCTGACCGATTCTCTGGCTCCAAGTCTGGCACGTCAGCCACCCTGRE
CATCACCGGACTCCAGACTGGEGACGAGGCCGATTATTACTGCGGATCATGGGATA
GCAGCCTGAGTGCCCCTTGEETETTCGECGGAGGEACCAAGGTCACCGETCCTA
(BE25&E=19)

[Eg27]

NYA-00828$H R ZfE1s
QSVLTQPPSVSAAPGQKVTISCSGSSSNIGNNYVSWYQRLPGTAPKLLIYDNNKRP
SGIPDRFSGSKSGTSATLGITGLQTGDEADYYCGSWDSSLSAPWVFGGGTKVTVL
(BE25EFE=20)
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[E428]

NYA-1163%44 ik
ATGAAACACCTGTGGTTCTTCCTCCTGCTGGETGGCAGCTCCCAGATGGGTGCTGAG
CGGAGAGGTGCAGCTGGTGGAGTCTEGEGEGAGGCETGEETCCAGCCTGGGAGGTCCC
TGACACCCTCCTGTTCAGCGTCTGGATTCTCCATCCGTAGCTATGATATACACTGG
GTCCGCCTGGCTCCAGGCAAGGGGCTAGAGTGGGTGGCCACTATATCATATGATGG
AAGTCAGAAGTACTTCGCAGACTCCGEGTGAAGGGCCGATTTACCATCTTCAGAGACG
AATCGGAGAACATGGTGTATCTGCAAATGAGCGGCCTGAGAGTTGAGGACACGGCT
GTTTATCACTGTGCGAGAGGGAGTAGTGGTCATTATGAGGCTTTTGATATCTIGGGG
CCAAGGGACAATGGTCACCGTCTCTTCAGGTGGAGGCGGTTCAGGCGGAGGTGGCA
GCGGECEGTGECGEGEEGAGTCAGTCTGTGTTGACGCAGCCGEGCCCTCAGTGTCTGCGGCC
CCAGGACAGAAGGTCACCATCTCCTGCTCTGGAAGCAGCTCCAACATTGGGAATAA
TTATGTATCCTGGTACCAGCAGCTCCCAGGAACAGCCCCCAAACTCCTCATTTATG
ACAATAATAAGCGACCCTCAGGGATTCCTGACCGATTCTCTGGCTCCAAGTCTGGC
ACGTCAGCCACCCTGGGCATCACCGGACTCCAGACTGGGGACGAGGCCGATTATTA
CTGCGGAACATGGEGGATAGCAGCCTGAGTGCCCCTTGGGETGTTCGGECGGAGGGACCA
AGGTCACCGTCCTAGGCGCGGEGCCGEGCAGGTGCAGGTGGTGATTACAAAGATGATGAC
GATAAAGGTGCAGCGGCGCATCACCATCATCACCAC

(BEHES21) 7+ BEH (1-57) NYA-1163(61-798) . FLAG-His%®Y
(799-876)

[E429]

NYA-2023%45 1k
ATGAAACACCTGTGGTTCTTCCICCTGCTGGETGGCAGCTCCCAGATGGETGCTGAG
CGGAGAGGTGCAGCTGETGCGAGTCTGGEGGEGEAGGCGETGGETCCAGCCTGGGAGGTCCC
TGACACCCTCCTGTTCAGCGTCTGGATTCTCCATCCGTAGTTATGATATACACTGG
GTCCGCCAGGCTCCAGGCAAGGGGCTAGAGTGGGTGGCCACTATATCATATGATGG
AAGTCAGAAGTACTTCGCAGACTCCGTGAAGGGCCGATTTACCATCTTCAGAGACG
AATCGGAGAACATGGTGTATCTGCAAATGAGCGGCCTGAGAGTTGAGGACACGGCT
GTTTATCACTGTGCGAGAGGGAGTAGTGGTCATTATGAGGCTTTTGATATCTGGGG
CCAAGGGACAATGGTCACCEGTCTICTITCAGGTGGAGGCGGTTCAGGCGGAGGTGGCA
GCGGCEGTGGCGEGEGAGTCAGTCTGTGTTGACGCAGCCGCCCTCAGTGEGTCTGCGEGCC
CCAGGACAGAAGGTCACCATCTCCTGCTCTGGAAGCAGCTCCAACATTGGGAATTG
GTATGTATCCTGGTACCAGCAGCTCCCAGGAACAGCCCCCAAACTCCTCATTTATG
ACAATAATAAGCGACCCTCAGGGATTCCTGACCGATTCTCTGGCTCCAAGTCTGGC
ACGTCAGCCACCCTGGGCATCACCGGACTCCAGACTGGGGACGAGGCCGATTATTA
CTGCGGAACATGGGATAGCAGCCTGAGTGCCCCTTGGEGETGTTCGGCEGGAGGGACCA
AGGTCACCGTCCTAGGCGCGGCCGCAGGTGCAGGTGGTGATTACAAAGATGATGAC
GATAAAGGTGCAGCGGCGCATCACCATCATCACCAC

(BEHIES22) 9 FILERHI (1-57) .NYA-2023(61-798) ,FLAG-His%%Y
(799-876)
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[B730]

NYA-20274% {3k
ATGAAACACCTGTGGTTCTTCCTCCTGCTGGETGGCAGCTCCCAGATGGGEGTGCTGAG
CGGAGAGGTGCAGCTGGTGGAGTCIGGGGGAGGCGEGTGGTCCAGCCTGGGAGGETCCC
TGACACCCTCCTGTTCAGCGTCTGGATTCTCCATCCGTAGTTATGATATACACTGG
GTCCGCCAGGCTC CAGGCAAGGGGCTAGAGTGGGEGTGGCCACTATATCATATGATGG
AAGTCAGAAGTACTTCGCAGACTCCGTGAAGGGCCGATTTACCATCTTCAGAGACG
AATCGGAGAACATGGTGTATCTGCAAATGAGCGGCCTGAGAGTTGAGGACACGGCT
GTTTATCACTGTGCGAGAGGGAGTAGTGGTCATTATGAGGCTTTTGATATCTGGGG
CCAAGGGACAATGGTCACCGTCTICTTCAGGCGTGCGAGGCGGTTCAGGCGGAGETGGECCA
GCGGCGGETGGECEEGAGT CAGTCTIGTGTTGACGCAGCCGCCCTCAGTETCTGCGGCC
CCAGGACAGAAGGTCACCATCTCCTGCTCTGGAAGCAGCTCCAACATTGGGAATAA
TTATGTATCCTGGTACCAGCAGCTCCCAGGAACAGCCCCCAAACTCCTCATTTATG
ACAATAATAAGCGACCCTCAGGGATTCCTGACCGATTCTCTGGCTCCAAGTCTGGC
ACGTCAGCCACCCTGGGCATCACCGGACTCCAGACTGGGGACGAGGCCGATTATTA
CTGCGGATCATGGGATAGCAGCCTGAGTGCCCCTTGGGTIGTTCGGCGGAGGGACCA
AGGTCACCGTCCTAGGCGCGEGGCCGCAGGTGCAGGTGGTGATTACAAAGATGATGAC
GATAAAGGTGCAGCGGCGCATCACCATCATCACCAC

(BE 5| &ES23) 7 FILEH| (1-57) .NYA-2027 (61-798) ,FLAG-His%®Y
(799-876)

[E431]

NYA-1143%4 N4k
ATGAAACACCTGTGGTTCTTCCTCCTGCTGGTGGCAGCTCCCAGATGGGTGCTGAG
CGGAGAGGTGCAGCTGGETGGAGTCTGEGGEGEGAGGCETGGETC CAGCCTGGGAGETCCC
TGACACCCTCCTGTTCAGCGTCTGGATTCTCCATCCGTAGCTATGATATACACTGG
GTCCGCCTGGCTCCAGGCAAGGGGCTAGAGTGGGTGGCCACTATATCATATGATGG
AAGTCAGAAGTACTTCGCAGACTCCGEGTGAAGGGCCGATTTACCATCTTCAGAGACG
AATCGGAGAACATGGTGTATCTGCAAATGAGCGGCCTGAGAGTTGAGGACACGGCT
GTTTATCACTGTIGCGAGAGGGAGTAGTGGTCATTATGAGGCTTTTGATATCTGGEGG
CCAAGGGACAATGGTCACCGTCTICTTCAGGTGGAGGCGETTCAGGCGGAGGTGGCA
GCGGCEGTGECGEGEEAGTCAGTCTGTGTTGACGCAGCCGEGCCCT CAGTGTCTGECGGCC
CCAGGACAGAAGGTCACCATCTCCTGCTCTGGAAGCAGCTCCAACATTGGGAATTG
GTATGTATCCTGGTACCAGCAGCTCCCAGGAACAGCCCCCAAACTCCTCATTTATG
ACAATAATAAGCGACCCTCAGGGATTCCTGACCGATTCTCTGGCTCCAAGTCTGGC
ACGTCAGCCACCCTGGGCATCACCGGACTCCAGACTGGGGACGAGGCCGATTATTA
CTGCGGAACATGGGATAGCAGCCTGAGTGCCCCTTGEGETGTTICGGCGGAGGGACCA
AGCGTCACCGTCCTAGGCGCGCGGCCGECAGGTGCAGCTGGCTCATTACAAAGATGATGAC
GATAAAGGTGCAGCGGCGCATCACCATCATCACCAC

(BL5I&ES24) >0 FILEHI (1-57) ,NYA-1143 (61-798) ,FLAG-His%®%
(799-876)
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[E32]

NYA-2143%% ik
ATGAAACACCTGTGGTTCTTCCTCCTGCTGETGECAGCTCCCAGATGGGETCCTGAG
CGGAGAGGTGCAGCTGGETGGAGTCTGGEGEGEAGGCETEETCCAGCCTEGGGAGETCCC
TGACACCCTCCTGTTCAGCGTCTGGATTCTCCATCCGTAGCTATGATATACACTGE
GTCCGCCTGGCTCCAGGCAAGGGGCTAGAGTGGGTGGCCACTATATCATATGATGG
AAGTCAGAAGTACTTCGCAGACTCCGTGAAGGGCCGATTTACCATCTTCAGAGACG
AATCGGAGAACATGGTGTATCTGCAAATGAGCGGCCTGAGAGTTGAGGACACGGCT
GTTTATCACTGTGCGAGAGGGAGTAGTGGTCATTATGAGGCTTTTGATATCTGGGE
CCAAGGGACAATGGTCACCGETCTCTTCAGETGGAGGCEETTCAGGCGGAGGTGGCA
GCGGCEGETEECEEGAGTCAGTCTGTGTTGACGCAGCCECCCTCAGTETCTGCGGCC
CCAGGACAGAAGGTCACCATCTCCTGCTCTGGAAGCAGCTCCAACATTGGGAATTG
GTATGTATCCTGGTACCAGCGECTCCCAGGAACAGCCCCCAAACTCCTCATTTATG
ACAATAATAAGCGACCCTCAGGGATTCCTGACCGATTCTCTGGCTCCAAGTCTGGC
ACGTCAGCCACCCTGGGCATCACCGGACTCCAGACTGGGGACGAGGCCGATTATTA
CTGCGGAACATGGGATAGCAGCCTGAGTGCCCCTTGGGTGTTCGGCGGAGGGACCA
AGGTCACCGTCCTAGGCGCGGCCGCAGETGCAGGTGETGATTACAAAGATGATGAC
GATAAAGGTGCAGCGGCGCATCACCATCATCACCAC

(BE5IES25) 9 FIILAERHI(1-57) ,NYA-2143 (61-798) ,FLAG-His%%
(799-876)

[E33]

NYA-11634%4 0k
MKHLWFFLLLVAAPRWVLSGEVQLVESGGEVVQPGRSLTPSCSASGFSIRSYDIHW
VRLAPGKGLEWVATISYDGSQKYFADSVKGRFTIFRDESENMVYLQMSGLRVEDTA
VYHCARGSSGHYEAFDIWGQGTMVTVSSGGGGSGGGGSGEGGSQSVLTQPPSVSAA
PGQKVTISCSGSSSNIGNNYVSWYQQLPGTAPKLLIYDNNKRPSGIPDRFSGSKSG
TSATLGITGLQTGDEADYYCGTWDSSLSAPWVFGGGTKVTVLGAAAGAGGDYKDDD
DKGAAAHHHHHH

(BEHIEB26) 4 FILERSI (1-19) ,NYA-1163 (21-266) ,FLAG-His%%Y
(267-292)

[E934]
NYA-2023%44 ik
MKHLWFFLLLVAAPRWVLSGEVQLVESGGGVVQPGRSLTPSCSASGFSIRSYDIHW
VRQAPGKGLEWVATISYDGSQKYFADSVKGRFTIFRDESENMVYLOMSGLRVEDTA
VYHCARGSSGHYEAFDIWGQGTMVIVSSGGGGSGGGGSGGGGSQSVLTQPPSVSAA
PGQKVTISCSGSSSNIGNWYVSWYQQLPGTAPKLLIYDNNKRPSGIPDRFSGSKSG
TSATLGITGLOTGDEADYYCGTWDSSLSAPWVFGGGTKVTVLGAAAGAGGDYKDDD
DXKGAAAHHHHHH
(BE5IEE27) 9 FILEH (1-19) NYA-2023 (21-266) .FLAG-His%®%
(267-292)
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[E435]
NYA-20274% tindk
MKHLWFFLLLVAAPRWVLSGEVQLVESGGGVVQPGRSLTPSCSASGFSIRSYDIHW
VRQAPGKGLEWVATISYDGSQKYFADSVKGRFTIFRDESENMVYLQMSGLRVEDTA
VYHCARGSSGHYEAFDIWGQGTMVIVSSGGGGSGGGGSGGGGESQSVLTQPPSVSAA
PGQKVTISCSGSSSNIGNNYVSWYQQLPGTAPKLLIYDNNKRPSGIPDRFSGSKSG
TSATLGITGLYTGDEADYYCGSWDSSLSAPWVFGGGTKVIVLGAAAGAGGDYKDDD
DKGAAAHHHHHH
(BL5I&ES28) 20 FILEHI (1-19) ,NYA-2027 (21-266) ,FLAG-His%®%
(267-292)

[E436]
NYA-1143%%4 {04k
MKHIWFFLLLVAAPRWVLSGEVQLVESGGGVVQPGRSLTPSCSASGFSIRSYDIHW
VRLAPGKGLEWVATISYDGSQKYFADSVKGRFTIFRDESENMVYLOMSGLRVEDTA
VYHCARGSSGHYEAFDIWGQGTMVIVSSGGGGSGGEGEGSGGEGGSQSVLTQPPSVSAA
PGQRKVTISCSGSSSNIGNWYVSWYQQLPGTAPKLLIYDNNKRPSGIPDRFSGSKSG
TeATLGITGLYTGDEADYYCGTWDSSLSAPWVFGGGTKVITVLGAAAGAGGDYKDDD
DKGAAAHHHHHH

(BEHIES29) 7 FILBERHI(1-19) ,NYA-1143 (21-266) ,FLAG-His%%
(267-292)

[E437]

NYA-2143%45 {14k
MKHLWFFLLLVAAPRWVLSGEVQLVESGGGVVQPGRSLTPSCSASGFSIRSYDIHW
VRLAPGKGLEWVATISYDGSQKYFADSVKGRFTIFRDESENMVYLOMSGLRVEDTA
VYHCARGSSGHYEAFDIWGQRGTMVIVSSGGGGSGEEGSGGGGSQSVLTQPPSVSAA
PGQKVTISCSGSSSNIGNWYVSWYQRLPGTAPKLLIYDNNKRPSGIPDRFSGSKSG
TSATLGITGLQTGDEADYYCGTWDSSLSAPWVFGGGTKVTVLGAAAGAGGDYKDDD
DKGAAAHHHHHH
(BR5IEE30) 9 FILEHI (1-19) . NYA-2143(21-266) ,FLAG-His%®%Y
(267-292)
[Eg38]
NYA-1154%% 0k
ATGAAACACCTIGTIGGTTCTTCCTICCTGCTGETGGCAGCTCCCAGATGGGTGCTGAG
CGGAGAGGTGCAGCTGGTGGAGTCTIGGGEEAGGCETGGTCCAGCCTGGGAGETCCC
TGACACCCTCCTGTTCAGCEGTCTGGATTCTCCATCCGTAGTTATGATATGCACTGG
GTCCGCCAGGCTCCAGGCAAGGGGCTAGAGTGGEGGTGGCCACTATATCATATGATGG
AAGTCAGAAGTACTTCGCAGACTCCGTGAAGGGCCGATTTACCATCTTCAGAGACG
AATCGGAGAACATGGTGTATCTGCAAATGAGCGGCCTGAGAGTTGAGGACACGGECC
GTTTATCACTGTGCCAGAGGCGGAGTAGTAATCATTATGCAGGCTTTTGATATCTGGEGG
CCAAGGGACAATGGTCACCGTCTCTTCAGGTGGAGGCGGTTCAGGCGGAGETGGECCA
GCGGCGEGGEGTGGCGEGGGAGTCAGTCTGTGCTTGACGCAGCCGCCCTCAGTGTCTGCGGECC
CCAGGACAGAAGGTCACCATCTCCTGCTCTGGAAGCAGCTCCAACATTGGGAATAA
TTATGTATCCTGGTACCAGCGGCTCCCAGGAACAGCCCCCAAACTCCTCATTTATG
ACAATAATAAGCGACCCTCAGGGATTCCTGACCGATTICTCTGGCTCCAAGTCTGEGC
ACGTCAGCCACCCTGGGCATCACCGGACTCCAGACTGGGGACGAGGCCGATTACTA
CTGCGGAGCATGGGATAGCAGCCTGAGTGCCCCTTGGGTGTTCGGCGGAGGGACCA
AGGTCACCGTCCTAGGCGCEGCCGEGCAGGTGCAGGTGGTGATTACAAAGATGATGAC
GATAAAGGTGCAGCGGCGCATCACCATCATCACCAC
(BLHEBES31) 7 FILERH (1-57) . NYA-1154 (61-798) .FLAG-His%%
(799-876)
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[E439]

NYA-1154%4 Nk
MKHLWFFLLLVAAPRWVLSGEVQLVESGGGVVQPGRSLTPSCSASGFSIRSYDMHW
VRQAPGKGLEWVATISYDGSQKYFADSVKGRFTIFRDESENMVYLOMSGLRVEDTA
VYHCARGSSNHYEAFDIWGQGTMVIVSSGGGGSGGGEGSGGGGSQSVLTQPPSVSAA
PGQKVTISCSGSSSNIGNNYVSWYQRLPGTAPKLLIYDNNKRPSGIPDRFSGSKSG
TSATLGITGLYTGDEADYYCGAWDSSLSAPWVFGGGTKVTVLGAAAGAGGDYKDDD
DKGAAAHHHHHH
(BR5I&ES32) 49 FILERHI(1-19) ,NYA-1154 (21-266) .FLAG-His%®4
(267-292)
[Eq40]
HLA-A*0201 (GenBank:ASA47534.1) FSU 4 —MEK
MSHSMRYFFTSVSRPGRGEPRFIAVGYVDDTQFVRFDSDAASQRMEPRAPWIEQEG
PEYWDGETRKVKAHSQTHRVDLGTLRGYYNQSEAGSHTVQRMYGCDVGSDWRFLRG
YHQYAYDGKDYIALKEDLRSWTAADMAAQTTKHKWEAAHVAEQLRAYLEGTCVEWL
RRYLENGKETLQRTDAPKTHMTHHAVSDHEATLRCWALSFYPAEITLTWQRDGEDQ
TODTELVETRPAGDGTFQKWAAVVVPSGQEQRYTCHVQHEGLPKPLTLRWEGLNDI
FEAQKIEWHE
(BR5&EE33)

[g41]

B2-wq4onspEY
MIQRTPKIQVYSRHPAENGKSNFLNCYVSGFHPSDIEVDLLKNGERIEKVEHSDLS
FSKDWSFYLLYYTEFTPTEXDEYACRVNHVTLSQPKIVKWDRDM

(BL5I&E=E34)
[Bg42]

NYA-2035%4 04k
ATGAAACACCTGTIGGTTCTTCCTCCTGCTGETGGCAGCTCCCAGATGGGTGCTGAG
CGGAGAGGTGCAGCTGETGGAGTCTGGEEEEGAGGCGETGGTCCAGCCTGGGAGGETCCC
TGACACCCTCCIGTTCAGCGTCTIGGATTCTCCATCCGTAGCTATGATATACACTGG
GTCCGCCTGGCTCCAGGCAAGGGGCTAGAGTGGGTGGCCACTATATCATATGATGG
AAGTCAGAAGTACTTCGCAGACTCCGTGAAGGGCCGATTTACCATCTTCAGAGACG
AATCGGAGAACATGGTGTATCTGCAAATGAGCGGCCTGAGAGTTGAGGACACGGECT
GITTTATCACTGTGCGAGAGGGAGTAGTGGTCATTATGAGGCTTTTGATATCTGGGG
CCAAGGGACAATGGTCACCGTCTCTT CAGGTGGAGGCGGTTCAGGCGGAGGTGGECA
GCGGCGETGGECGGEAGTCAGTCTGIGTTGACGCAGCCGCCCTCAGTGTCTGCGGECC
CCAGGACAGAAGGTCACCATCTCCTGCTCTGGAAGCAGCTCCAACATTGGGAATTG
GAAGGTATCCTGGTACCAGCAGCTCCCAGGAACAGCCCCCAAACTCCTCATTTATG
ACAATAATAAGCGACCCTCAGGGATTCCTGACCGATTCTCTGGCTCCAAGTCTGGC
ACGTCAGCCACCCTGGGCATCACCGGACTCCAGACTGGGGCACGAGGCCGATTATTA
CTGCGGAACATGGGATAGCAGCCTGAGTGCCCCTIGGGEGTGTTCGGCGGAGGGACCA
AGGTCACCGTCCTAGGCGCGGCCGCAGGTGCAGGTGGTGATTACAAAGATGATGAC
GATAAAGGTGCAGCGGCGCATCACCATCATCACCAC

(B25IFEB35) 4+ ILEEHI (1-57) .NYA-2035(61-798) ,FLAG-His%®4
(799-876)
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[B243]
NYA-203544 ik
MKHLWFFLLLVAAPRWVLSGEVQLVESGGGVVQPGRSLTPSCSASGFSIRSYDIHW
VRLAPGKGLEWVATISYDGSQKYFADSVKGRFTIFRDESENMVYLOMSGLRVEDTA
VYHCARGSSGHYEAFDIWGQGTMVIVSSGGGGSGGGGESGGEGGSQSVLTQPPSVSAA
PGQKVTISCSGSSSNIGNWKVSWYQQLPGTAPKLLIYDNNKRPSGIPDRFSGSKSG
TSATLGITGLQTGDEADYYCGTWDSSLSAPWVFGGGTKVTVLGAAAGAGGDYKDDD
DKGAAAHHHHHH
(BEHEE36) 5 FILEH (1-19) ,NYA-2035(21-266) ,FLAG-His%Y
(267-292)

[5g44]

NYA-1143-VHO1
EVQLVESGGGLVQPGGSLRLSCAASGFSIRSYDIHWVRLAPGKGLEWVATISYDGS
QKYYADSVKGRFTISRDESKNTLYLOMNSLRAEDTAVYHCARGSSGHYEAFDIWGQ
GTLVTIVSS

(B25IES37)

[E45]

NYA-1143-VHO2
QVQLVESGGGVVQPGRSLRLSCAASGFSIRSYDMHWVRQAPGKGLEWVATISYDGS
QKYYADSVKGRFTISRDNSKNTLYLOMSSLRAEDTAVYHCARGSSGHYEAFDIWGQ
GTLVIVES

(B25I&ES38)

[E346]

NYA-1143-VHO3
EVQLVESGGGLVQPGGSLRLSCAASGFSIRSYDITHWVRQAPGKGLEWVATISYDGS
QKYYADSVKGRFTISRDESKNTLYLOMNSLRAEDTAVYHCARGSSGHYEAFDIWGQ
GTLVIVSS
(BLFIE=39)
[B147]

NYA-1143-VLO1

QSVLTQPPSASGTPGQRVTISCSGSSSNIGNWYVSWYQQLPGTAPKLLIYDNNKRP
SGVPDRFSGSKSGTSASLAISGLQSEDEADYYCGTWDSSLSAPWVFGGGTKLTVL
(BE25&E=40)
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[E348]

NYA-2044%5 104k
ATGAAACACCTGTIGGTTCTTCCTCCTGCTGETGGCAGCTCCCAGATGGGETGCTGAG
CGETGAGGTACAGCTGGETGGAATCCGGETGGAGGCCTTGTGCAACCGGEGAGGCTCCC
TGCGACTCICTTGCGCCGCATCTGGCTTTTCCATACGATCCTACGATATTCATTGG
GTCCGACTCGCCCCTGGEGCAAAGGTCTTGAATGGGTTGCCACTATCTCCTACGACGG
GTCTCAGAAATATTATGCGGATTCAGTGAAGGGGCGGTTCACAATTTCACGAGACG
AGCGTCAAAGAATACACTGCTACCTCCAAATGAATTCACTGAGAGCCGAGGATACTGCA
GTCTATCATTGTGCAAGAGGGTCCTCAGGCCACTACGAGGCCTTTGATATATGGGG
CCAAGGCACCTTGGTAACCGTTAGTAGCGGAGGTGGAGGAAGCGGAGGCGGCGGTT
CCGGAGGAGGTGGAAGTCAATCCGTITCTGACTCAGCCACCCTCCGTGAGTGCAGCG
CCTGGACAGAAGGTCACAATATCATGTTCTGGCTCTTCAAGCAACATCGGAAACTG
GTACGTGAGCTGGTACCAGCAGCTCCCCGGCACGGCGCCCAAGCTTCTGATATATG
ACAACAACAAACGGCCCAGTGGAATCCCTGACAGATTCAGTGGGETCTAAAAGTGGT
ACAAGCGCTACCCTGGGTATCACCGGATTGCAGACCGGAGATGAGGCGGACTATTA
TTGCGGAACCTGGGACTCCAGCCTGAGCGCTCCCTGGETTTTCGGEGCGGAGGTACTA
AGGTTACCGTCTTGGGCGCGEGECCGEGCAGGTGCAGGTGGTGATTACAAAGATGATGAC
GATAAAGGTGCAGCGGCGCATCACCATCATCACCAC

(BEHES41) 27 FILEHI (1-57) .NYA-2044 (61-798) . FLAG-His%®Y
(799-876)
[E949]

NYA-2045%4 {4k
ATGAAACACCTGTGGTTCTTCCTCCTGCTGGTGGCAGCTCCCAGATGGGTGCTGAG
CGGTGAGGTACAGCTGGTGGAATCCGGTGGAGGCCTTGTGCAACCGGGAGGCTCCC
TGCGACTCTCTTGCGCCGCATCTGGCTTTTCCATACGATCCTACGATATTCATTGG
GTCCGACTCGCCCCTGGCAAAGGTCTTGAATGGGTTGCCACTATCTCCTACGACGE
GTCTCAGAAATATTATGCGGATTCAGTGAAGGGGCGGTTCACAATTTCACGAGACG
AGTCAAAGAATACACTGTACCTCCAAATGAATTCACTGAGAGCCGAGGATACTGCA
GTCTATCATTGTGCAAGAGGGTCCTCAGGCCACTACGAGGCCTTTGATATATGGGG
CCAAGGCACCTTGGTAACCGTTAGTAGCGGAGGTGGAGGAAGCGGAGGCGGCGETT
CCGGAGGAGGTGGAAGTCAATCCGTTCTGACTCAGCCACCCTCCGCCTCTGGCACC
CCGGGCCAACGGGTCACAATATCATGTTCTGGCTCTTCAAGCAACATCGGAAACTG
GTACGTGAGCTGGTACCAGCAGCTCCCCGGCACGGCGCCCAAGCTTCTGATATATG
ACAACAACAAACGGCCCAGTGGAGTTCCTGACAGATTCAGTGGGTCTAAAAGTGGT
ACAAGCGCTAGCCTGGCCATAAGTGGTCTGCAGAGTGAAGATGAGGCGGACTATTA
TTGCGGAACCTGGGACTCCAGCCTGAGCGCTCCCTEEETTTTCGGCGGAGGTACTA
AGCTGACCGETCTTGGGCGCGECCECAGGETGCAGGTGGTGATTACAAAGATGATGAC
GATAAAGGTGCAGCGGCGCATCACCATCATCACCAC

(FEHIEB42) 7 FILERHI(1-57) ,NYA-2045(61-798) ,FLAG-His®%
(799-876)
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[Eg50]

NYA-20474% {0k
ATGAAACACCTGTIGGTTCTTCCTCCTGCTGETGGCAGCTCCCAGATGGGTGCTGAG
CGGTCAAGTACAGCTGGETGGAATCCGGETGGAGGCGTGGTCCAGCCGGEGGACGCAGCT
TGAGACTGTCCTGCGCTGCATCTGGCTTTTCCATACGATCCTACGATATGCACTGG
GTTCGCCAAGCCCCTGECAAAGGTCTTGAATGEGTTGCCACTATCTCCTACGACGG
GTCTCAGAAATATTACGCGGATTCAGTGAAGGGGCGGTTCACAATTTCACGGGACA
ATTCAAAGAATACCTTGTATCTCCAGATGTCTTCACTGAGAGCCGAGGATACTGCA
GTCTATCATTGTGCAAGAGGGTCCTCAGGCCACTACGAGGCCTTTGATATATGGGG
CCAAGGCACCTTGGTAACCGTTAGTAGCGGAGGTGGAGGAAGCGGAGGCGGCGGTT
CCGGAGGAGGTGGAAGTCAATCCGTTCTGACTCAGCCACCCTCCGTGAGTGCAGCG
CCTGGACAGAAGGTCACAATATCATGTTCTGGCTCTTCAAGCAACATCGGAAACTG
GTACGTGAGCTGGTACCAGCAGCTCCCCGGCACGGCGCCCAAGCTTCTGATATATG
ACAACAACAAACGGCCCAGTGGAATCCCTGACAGATTCAGTGGGTCTAAAAGTGGT
ACAAGCGCTACCCTGGGTATCACCGGATTGCAGACCGGAGATGAGGCGGACTATTA
TTGCGGAACCTGGGACTCCAGCCTGAGCGCTCCCTGGEGETTTTCGGCGGAGGTACTA
AGGTTACCGTCTITGGGCGCEGGCCECAGGTGCAGGTGGTGATTACAAAGATGATGAC
GATAAAGGTGCAGCGGCGCATCACCATCATCACCAC

(BE 5T B43) 7 FILEHI (1-57) . NYA-2047 (61-798) .FLAG-His%®%
(799-876)

[E51]

NYA-2048%% 0k
ATGAAACACCTGTGGTTCTTCCICCTGCTGGTGGCAGCTCCCAGATGGGTGCTGAG
CGGACAAGTTCAACTCGTGGAATCTGGETGCGAGGGGTGGTACAACCAGGCCGEGGTCAC
TTAGACTGTCCTGCGCTGCGAGTGGATTTTCCATCAGATCTTACGACATGCACTGEG
GTTCGCCAAGCACCCGGAAAGGGTTTGGAATGGGETGGCTACGATCTCCTACGATGEG
ATCCCAGAAGTATTACGCCGACAGCGTCAAGGGCCGATTTACAATATCACGGGACA
ATTCAAAGAATACCTTGTATCTCCAGATGTCTTCACTGAGAGCCGAGGATACTGCA
GTCTATCATTGTGCAAGAGGGTCCTCAGGCCACTACGAGGCCTTTGATATATGGGG
CCAAGGCACCTTGGTAACCGTTAGTAGCGCGAGGTGGAGGAAGCGEGGAGGCGGECGETT
CCGGAGGAGGTGGAAGTCAATCCGTTCTGACTCAGCCACCCTCCGCCTCTGGCACC
CCGGGCCAACGGGTCACAATATCATGTTCTGGCTCTTCAAGCAACATCGGAAACTG
GTACGTGAGCTGGTACCAGCAGCTCCCCGGCACGGCGCCCAAGCTTCTGATATATG
ACAACAACAAACGGCCCAGTGGAGTTCCTCGACAGATTCAGTGGEGGETCTAAAAGTGGT
ACAAGCGCTAGCCTGGCCATAAGTGGTCTGCAGAGTGAAGATGAGGCGGACTATTA
TTGCGGAACCTGGGACTCCAGCCTGAGCGCTCCCTGGGTTTTCGGCGGAGGTACTA
AGCTGACCGTCTTGGGCGCEGCCEGCAGGTGCAGGTGGTGATTACAAAGATGATGAC
GATAAAGGTGCAGCGGCGCATCACCATCATCACCAC

(BLHIE=44) 9 FIVERFI (1-57) . NYA-2048 (61-798) ,FLAG-His%%'
(799-876)
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[E452]
NYA-20604%4 {14k
ATGAAACACCTGTGGTICITCCTCCTGCTGGTGGCAGCTCCCAGATGGGTGCTGAG
CGGTGAGGTACAGCTGGTGGAATCCGGTGGAGGCCTTGTGCAACCGGGAGGCTCCC
TGCGACTCTCTTGCGCCGCATCTGGCTTTTCCATACGATCCTACGATATTCATTIGG
GTCCGACAAGCCCCTGGCAAAGGTCTTGAATGGGEGTTGCCACTATCTCCTACGACGG
GITCTCAGAAATATTATGCGGATTCAGTGAAGGGGCGGETTCACAATTTCACGAGACG
AGTCAAAGAATACACTGTACCTCCAAATGAATTCACTGAGAGCCGAGGATACTGCA
GTCTATCATTGTGCAAGAGGGTCCTCAGGCCACTACGAGGCCTTTGATATATGGGE
CCAAGGCACCTTGGTAACCGTTAGTAGCGGAGGTGGCAGGAAGCGGAGGCGEGECEGETT
CCGGAGGAGGTGGAAGTCAATCCGTTCTGACTCAGCCACCCTCCGTGAGTGCAGCG
CCTGGACAGAAGGTCACAATATCATGTTCTGGCTCTTCAAGCAACATCGGAAACTG
GTACGTGAGCTGGTACCAGCAGCTCCCCGGCACGGCGEGCCCAAGCTTCTGATATATG
ACAACAACAAACGGCCCAGTGGAATCCCTGACAGATTCAGTGGGEGTCTAAAAGTGGT
ACAAGCGCTACCCTGGGTATCACCGGATTGCAGACCGGAGATGAGGCGGACTATTA
TTGCGGAACCTGGGACTCCAGCCTGAGCGCTCCCTGEGTTTITCGGCGGAGGTACTA
AGGTTACCGTCTTGGGCGCGGEGCCGCAGGTGCAGGTGGTGATTACAAAGATGATGAC
GATAAAGGTGCAGCGGCGCATCACCATCATCACCAC
(B3I S45) 7 FILEH] (1-57) NYA-2060(61-798) . FLAG-His%%
{(799-876)

[453]

NYA-20614%4 {3k
ATGAAACACCTGTGGTTCTTICCTCCTGCTGGTGGCAGCTCCCAGATGGEGGTGCTGAG
CGGTGAGGTACAGCTGGTGGAATCCGGEGTGGAGGCCTTGTGCAACCGGGAGGCTCCC
TGCGACTCTCTTGCGCCGCATCTGGCTTTTCCATACGATCCTACGATATTCATTGG
GTCCGACAAGCCCCTGGCAAAGGTCTTGAATGGCTTGCCACTATCTCCTACGACGS
GTCTCAGAAATATTATGCGGATTCAGTGAAGGGGCGGTTCACAATTTCACGAGACG
AGTCAAAGAATACACTGTACCTCCAAATGAATTCACTGAGAGCCGAGGATACTGCA
GTCTATCATTGTGCAAGAGGGETCCTCAGGCCACTACGAGGCCTTTGATATATGGGG
CCAAGGCACCTTGGTAACCGTTAGTAGCGGAGGTGGAGGAAGCGGAGGCGGECGEGETT
CCGGAGGAGGTGGAAGTCAATCCGTTCTGACTCAGCCACCCTCCGCCTCTGGCACC
CCGGGCCAACGGGTCACAATATCATGTTICIGGCTCTTCAAGCAACATCGGAAACTG
GTACGTGAGCTGGTACCAGCAGCTCCCCGGCACGGCGCCCAAGCTTCTGATATATG
ACAACAACAAACGGCCCAGTGGAGTTCCTGACAGATTCAGTGGGTCTAAAAGTGGT
ACAAGCGCTAGCCTGGCCATAAGTGGTCTGCAGAGTGAAGATGCGAGGCGGACTATTA
TTGCGGAACCTGGGACTCCAGCCTGAGCGCTCCCTGGEGTTTTCGGCGGAGGTACTA
AGCTGACCGTCTTGGGCGCGGCCEGCAGGTGCAGGTGETGATTACAAAGATGATGAC
GATAAAGGTGCAGCGGCGCATCACCATCATCACCAC
(B2 & B46) 9+ ILERHI (1-57) ,NYA-2061(61-798) . FLAG-His®4
(799-876)
[5454]
NYA-2044%4 04K
MKHLWFFLLLVAAPRWVLSGEVQLVESGGGLVQPGGSLRLSCAASGFSIRSYDIHW
VRLAPGKGLEWVATISYDGSQKYYADSVKGRFTISRDESKNTLYLQMNSLRAEDTA
VYHCARGSSGHYEAFDIWGQGTLVIVSSGGGEESGEEGESGGEGEGESQSVLTQPPSVSAA
PGRKVIISCSGSSSNIGNWYVSWYQQLPGTAPKLLIYDNNKRPSGIPDRFSGSKSG
TSATLGITGLRTGDEADYYCGTWDSSLSAPWVFGGGTKVIVLGAAAGAGGDYKDDD
DKGAAAHHHHHH
(BE5ES47) 7 FILEH| (1-19) .NYA-2044 (21-266) . FLAG-His®%
(267-292)
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[E455]
NYA-2045%%5 fhik
MKHLWFFLLLVAAPRWVLSGEVQLVESGGGLVQPGESLRLSCAASGFSIRSYDIHW
VRLAPGKGLEWVATISYDGSQKYYADSVKGRFTISRDESKNTLYLQMNSLRAEDTA
VYHCARGSSGHYEAFDIWGQGTLVTVSSGGGEGS GGEGSGEGGSQSVLTQPPSASGT
PGQRVTISCSGSSSNIGNWYVSWYQQLPGTAPKLLIYDNNKRPSGVPDRFSGSKSG
TSASLATSGLOSEDEADYYCGTWDSSLSAPWVFGGGTKLTVLGAAAGAGGDYKDDD
DKGAAAHHHHHH
(BT =48) > FILEHI (1-19) .NYA-2045(21-266) . FLAG-Hig4®4
(267-292)
[E456]
NYA-0082
EVQLVESGGGVVQPGRSLTPSCSASGFSIRSYDIHWVRQAPGKGLEWVATISYDGS
QKYFADSVKGRFTIFRDESENMVYLOMSGLRVEDTAVYHCARGSSGHYEAFDIWGQ
GTMVTVSSGEGESGEGESEEGESQSVLTQPPSVSAAPGQKVTISCSGSSSNIGNNY
VSWYQRLPGTAPKLLIYDNNKRPSGIPDRFSGSKSGTSATLGITGLQTGDEADYYC
GSWDSSLSAPWVFGGGTKVIVL
(E25IFE=49)
[Eg57]

NYA-20474% itk
MKHLWFFLLLVAAPRWVLSGQVQLVESGGGVVQPGRSLRLSCAASGFSIRSYDMHW
VRQAPGKGLEWVATISYDGSQKYYADSVKGRFTISRDNSKNTLYLOMSSLRAEDTA
VYHCARGSSGHYEAFDIWGQRGTLVIVSSGGEGGSGGGEGSGGGGSQSVLTQPPSVSAA
PGQKVTISCSGSSSNIGNWYVSWYQOQLPGTAPKLLIYDNNKRPSGIPDRFSGSKSG
TSATLGITGLYTGDEADYYCGTWDSSLSAPWVFGGGTKVIVLGAAAGAGGDYKDDD
DKGAAAHHHHHH

(BEHEE50) 9 FILERS] (1-19) ,NYA-2047 (21-266) ,FLAG-Hig®%
(267-292)

[g58]

NYA-2048%% itk
MKHLWFFLLLVAAPRWVLSGQVQLVESGGGVVQPGRSLRLSCAASGFSIRSYDMHW
VRQAPGKGLEWVATISYDGSQKYYADSVKGRFTISRDNSKNTLYLOMSSLRAEDTA
VYHCARGSSGHYEAFDIWGQGTLVIVSSGGGGSGGGEGESGGGEGESQSVLTQPPSASGT
PGQRVTISCSGSSSNIGNWYVSWYQQLPGTAPKLLIYDNNKRPSGVPDRFSGSKSG
TSASLATISGLQSEDEADYYCGTWDSSLSAPWVFGGGTKLTVLGAAAGAGGDYKDDD
DKGAAAHHHHHH

(BEH&ES51) T FIILEH (1-19) NYA-2048 (21-266) FLAG-HisA%Y
(267-292)

[E59]
NYA-206044 Hindk
MKHLWFFLLLVAAPRWVLSGEVQLVESGGGLVQPGGSLRLSCAASGFSIRSYDIHW
VRQAPGKGLEWVATISYDGSQKYYADSVKGRFTISRDESKNTLYLOMNSLRAEDTA
VYHCARGSSGHYEAFDIWGQGTLVIVSSGGGGSGGGGSGGGGSQSVLTQPPSVSAA
PGRKVTISCSGSSSNIGNWYVSWYQQLPGTAPKLLIYDNNKRPSGIPDRFSGSKSG
TSATLGITGLOTGDEADYYCGTIWDSSLSAPWVFGGGTKVIVLGAAAGAGGDYKDDD
DKGAAAHHHHHH
(BL5IFES52) > FILEFI (1-19) .NYA-2060(21-266) ,FLAG-His%®%
(267-292)
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[E60]

NYA-2061%% ik
MKHLWFFLLLVAAPRWVLSGEVQLVESGGGLVQPGGSLRLSCAASGFSIRSYDIHW
VRQAPGKGLEWVATISYDGSQKYYADSVKGRFTISRDESKNTLYLOMNSLRAEDTA
VYHCARGSSGHYEAFDIWGQGTLVIVSSGGGESGEGEESGGEESQSVLTQRPPSASGT
PGQRVTISCSGSSSNIGNWYVSWYQQLPGTAPKLLIYDNNKRPSGVPDRFSGSKSG
TSASLATISGLQSEDEADYYCGTWDSSLSAPWVFGGGTKLTVLGAAAGAGGDYKDDD
DXKGAAAHHHHHH

(BE5IES53) Y FILERS] (1-19) NYA-2061 (21-266) FLAG-His%®/Y
(267-292)
[B261]

NYA-0001-CDRH1 GFSIRSYD

NYA-0Q0O01-CDRH2 ISYDGSQK

NYA-Q001-CDRH3 ARGSSGHYEAFDI

NYA-0001-CDRL1 SSNIGNNY

NYA-0001-CDRL2 DNN

NYA-0001-CDRL3 GTWDSSLSAPWV

(AR5 &S 54~59)

[E62]
NYA-2023-CDRL1

SSNIGNWY

(B25IEFE=60)

[E263]

NYA-2027-CDRL3

GSWDSSLSAPWV

(BRHIE=61)

[Eg64]

NYA-1154-CDRH3 ARGSSNHYEAFDI

NYA-1154-CDRL3 GAWDSSLSAPWV
(EEHIEB62RU63)

[5465]

NYA-0035-CDRL1
SSNIGNWK
(BL3&ES64)
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(59661
NYC-0003%4 ik
ATGAAACACCTGTGGTTCTTCCICCTGCTGGTGGCAGCTCCCAGATGGGTGCTGAG
CGGCGAAGTCCAGCTGTTGGAGTCAGETEGECEEATTGEGTGCAACCTGECGGGTCAC
TGAGGCTGAGTTGTGCAGCTAGCGGCTTCACATTCTCTACGTATCAGATGAGCTGE
GTGAGACAGGCTCCAGGAAAGGGTCTGGAATGGGTCAGCGGGATTGTGTCTAGCGE
TGGCTCCACTGCCTATGCCGATAGCGTAAAAGGCCGCTTTACGATCTCTCGGGACA
ACTCTAAGAACACACTCTATCTGCAGATGAATTCCCTTAGAGCCGAAGATACCGECC
GTGTACTACTGTGCTGGGGAACTGCTCCCGTATTACGGTATGGACGTTTGEGEGECCA
AGGCACCACTGTCACAGTGAGTTCCGETGGAGGCGGGTCAGGCGGAGGCEETAGTG
GAGGTGGAGGATCACAAAGCGAGCTGACACAGCCTAGGTCCGTATCCGGAAGTCCA
GGGCAGAGCGETCACCATCAGCTGCACTGGCACCTCTCGAGATGTCGGCGGATACAA
CTACGTGTCTTGGTATCAGCAGCATCCCGGCAAAGCGCCCAAACTCATCATACACG
ACGTGATTGAGCGGTCCAGTGGGGTTCCCGATCGTTTCAGCGGGTCAAAGTCCGGA
AATACCGCAAGCCTGACCATTTCTGGGCTTCAGGCAGAGGATGAGGCTGACTACTA
CTGCTIGGTCCTTTGCCGGGAGCTATTACGTGTTTGGGACAGGGACTGACGTGACTG
TTCTGGECECEECCECAGETGCAGGTGETGATTACAAAGATGATGACGATAAAGGT
GCAGCGGCGCATCACCATCATCACCAC
(BE5ES65) 7 FILAEZH] (1-57) . NYC-0003 (61-789) ,FLAG-His%®%
(789-867)

[E967]

NYC-0004%4% 00k
ATGAAACACCTGTGGTTCTTCCTCCTGCTGGTGGCAGCTCCCAGATGGGTGCTGAG
CGGCGAAGTCCAGCTETTGGAGTCAGGTGGCGGATTGGTGCAACCTGECEGETCAC
TGAGGCTGAGTTGTGCAGCTAGCGGCTTCACATTCTCTACGTATCAGATGAGCTGG
GTGAGACAGGCTCCAGGAAAGGGTCTGGAATGGETCAGCGGGATTGTGTCTAGCGE
TGGCTCCACTGCCTATGCCGATAGCGTAAAAGGCCGCTTTACGATCTCTCGGGACA
ACTCTAAGAACACACTCTATCTGCAGATGAATTCCCTTAGAGCCGAAGATACCGECC
GTGTACTACTGTGCTGGEGAACTGCTCCCGTATTACGGTATGGACGTTTGGGGCCA
AGGCACCACTGTCACAGTGAGTTCCGGTGGAGGCGEGEGETCAGGCGGAGGCEETAGTG
GAGGTGGAGGATCACAAAGCGAGCTGACACAGCCTAGGTCCGTATCCGGAAGTCCA
GGGCAGAGCGTCACCATCAGCTGCACTGGCACCGAGCGAGATGTCGGCGGATACAA
CTACGTGTCTTGGTATCAGCAGCATCCCGGCAAAGCGCCCAAACTCATCATACACG
ACGTGATTGAGCGGTCCAGTGGGETTCCCGATCGTTTCAGCGGGTCAAAGTCCGGA
AATACCGCAAGCCTGACCATTTCTGGGCTTCAGGCAGAGGATGAGGCTGACTACTA
CTGCTGGTCCTTTGCCGGGEGGGCTATTACGTGTTTGGGACAGGGACTGACGTGACTG
TTCTGEGCGCEECCECAGETGCAGEGTGETGATTACAAAGATGATGACGATAAAGGT
GCAGCGGCGCATCACCATCATCACCAC
(BRHIEB66) 49 FILEHI(1-57) , NYC-0004 (61-789) ,FLAG-His%Y
(789-867)
[E468]

NYC-0003445 {4k

MKHLWFFLLLVAAPRWVLSGEVQLLESGGGLVQPGGSLRLSCAASGFTFSTYQMSW

VRQAPGKGLEWVSGIVSSGGSTAYADSVKGRFTISRDNSKNTLYLQMNSLRAEDTA

VYYCAGELLPYYGMDVWGQGTTVTVS SGGGGSGGGEGESGEGEGESQSELTQPRSVSGSP

GQSVTISCTGTSRDVGGYNYVSWYQQHPGKAPKLIIHDVIERSSGVPDRFSGSKSG

NTASLTISGLQAEDEADYYCWSFAGSYYVFGTGTDVTVLGAAAGAGGDYKDDDDKG

AAAHHHHHH

(BRHES67)>9 FILERH] (1-19) ,NYC-0003 (21-263) ,FLAG-His%%

(264-289)
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[£69]

NYC-0004%4%4 104K
MKHLWFFLLLVAAPRWVLSGEVQLLESGGGLVQPGGSLRLSCAASGFTFSTYQMSW
VRQAPGKGLEWVSGIVSSGGSTAYADSVKGRFTISRDNSKNTLYLOMNSLRAEDTA
VYYCAGELLPYYGMDVWGQRGTIVIVS SGGGGESGEGEGESGEEGSQSELTQPRSVSGSP
GQSVTISCIGTERDVGGYNYVSWYQQHPGKAPKLIIHDVIERSSGVPDRFSGSKSG
NTASLTISGLQAEDEADYYCWSFAGGYYVFGTGTDVTVLGAAAGAGGDYKDDDDKG
AAAHHHHHHA

(BLHES68) 7 FILEH (1-19) . NYC-0004 (21-263) .FLAG-His%®Y
(264-289)

[E70]

NYA-000144 fHink
ATGAAACACCTGTGGTTCTTCCTCCTGCTGGTGGCAGCTCCCAGATGGGTGCTGAG
CGGAGAGGTGCAGCTGGTGGAGTCTGGGGGAGGCEGTGEGGEGTCCAGCCTGGGAGGTCCC
TGACACCCTCCTGTTCAGCGTCTGEGATTCTCCATCCGTAGTTATGATATACACTGE
GTCCGCCAGGCTCCAGGCAAGGGGCTAGAGTGGGTGGCCACTATATCATATGATGE
AAGTCAGAAGTACTTCGCAGACTCCGTGAAGGGCCGATTTACCATCTTCAGAGACE
AATCGGAGAACATGGTGTATCTGCAAATGAGCGGCCTGAGAGTTGAGGACACGGCT
GTTTATCACTGTGCGAGAGGGAGTAGTGGTCATTATGAGGCTTTTGATATCTGGGE
CCAAGGGACAATGGTCACCGTCTCTTCAGGTGGAGGCEETTCAGGCGGAGGTGGCA
GCGGCGETEECEEGAGTCAGTCTEGTEGTTGACGCAGCCGCCCTCAGTGTCTGCGGCC
CCAGGACAGAAGGTCACCATCTCCTGCTCTGGAAGCAGCTCCAACATTGGGAATAA
TTATGTATCCTGGTACCAGCAGCTCCCAGGAACAGCCCCCAAACTCCTCATTTATG
ACAATAATAAGCGACCCTCAGGGATTCCTGACCGATTCTCTGGCTCCAAGTCTGGC
ACGTCAGCCACCCTGGGCATCACCGGACTCCAGACTGGGGACGAGGCCGATTATTA
CTGCGGAACATGGGATAGCAGCCTGAGTGCCCCTTGEETEGTTCGGCGGAGGGACCA
AGGTCACCGTCCTAGGCGCGGCCGCAGGTGCAGGTGGTGATTACAAAGATGATGAC
GATAAAGGTGCAGCGGCGCATCACCATCATCACCAC

(FEeHEB69) 7 FILEIHI (1-57) ,NYA-0001(61-798) ,FLAG-His®%
(799-876)

[Ea71]

NYA-0001%4 Nk
MKHLWFFLLLVAAPRWVLSGEVQLVESGGGVVQPGRSLTPSCSASGFSIRSYDIHW
VRQAPGKGLEWVATISYDGSQKYFADSVKGRFTIFRDESENMVYLQMSGLRVEDTA
VYHCARGSSGHYEAFDIWGQGTMVIVSSGGGGSGGGEGSGEGGSQSVLTQPPSVSAA
PGRQKVITISCSGSSSNIGNNYVSWYQQLPGTAPKLLIYDNNKRPSGIPDRFSGSKSG
TSATLGITGLYTGDEADYYCGTWDSSLSAPWVFGGGTKVTVLGAAAGAGGDYKDDD
DKGAAAHHHHHH

(BR5IEE70) 9 F LB (1-19) ,NYA-0001(21-266) ,FLAG-His%%
(267-292)
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[E472]

HC1
ATGAAACACCTGTGGTTCTTCCTICCTGCTGGTGGCAGCTCCCAGATGGGETGCTGAG
CGACAAAACTCACACATGCCCACCCTGCCCAGCACCTGAAGCCGCAGGGGGACCCT
CAGTCTTCCTCTTCCCCCCAAAACCCAAGGACACCCTCATGATCTCCCGGACCCCT
GAGGTCACATGCGTGGTGGTGTCAGTGAGCCACGAAGACCCTGAGGTCAAGTTCAA
CTGGTACGTGGACGGCGTGGAGGTGCATAATGCCAAGACAAAGCCCCGGGAGGAGC
AGTACAACAGCACGTACCGGEGTIGGTCAGCGTCCTCACCGTCCTGCACCAGGACTGG
CTGAATGGCAAGGAGTACAAGTGCAAGGTCTCCAACAAAGCCCTCCCAGCCCCCAT
CGAGAAAACCATCTCCAAAGCCAAAGGCCAGCCCCGGGAACCACAGEGTGTACGTGC
TGCCCCCATCCCGGGACGAGCTGACCAAGAACCAGGTCAGCCTGCTGETGCCTGGETC
AAAGGCTTCTATCCCAGCGACATCGCCETGGAGTGGGAGAGCAATGGCCAGCCCGA
GAACAACTACCTGACCTGGCCTICCCGTGCTGGACTCCGACGGCTCCTTCTTCCTICT
ACAGCAAGCTCACCGTGGACAAGAGCAGGTGGCAGCAGGGCAACGTCTTCTCATGC
TCCGTGATGCATGAGGCTCTGCACAACCACTACACCCAGAAGAGCCTCTCCCTGTC
TCCCGGCAAG

(BEHFESF7L) 7 F B (1-57) . Hinge (58-87),CH2 (88-417),
CH3(418-738)
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[E473]

NYF-0016-HC2
ATGAAACACCTETGGTTCTTCCTCCTGCTGGTGGCAGCTCCCAGATGGGTGCTGAG
CGGAGAGGTGCAGCTGGTGGAGTCTGGGGGAGGCGTGETCCAGCCTEGGAGGTCCC
TGACACCCTCCTGTTCAGCGTCTGGATTCTCCATCCGTAGCTATGATATACACTGE
GTCCGCCTGGCTCCAGGCAAGGGGCTAGAGTGGETGGCCACTATATCATATGATGE
AAGTCAGAAGTACTTCGCAGACTCCGTGAAGGGCCGATTTACCATCTTCAGAGACE
AATCGGAGAACATGGTGTATCTGCAAATGAGCGGCCTGAGAGTTGAGGACACGGCT
GTTTATCACTGTGCGAGAGGGAGTAGTGGTCATTATGAGGCTTTTGATATCTGGGE
CCAAGGGACAATGGTCACCETCTCTTCAGGTGGAGGCGGTTCAGGCGGAGGTEGCA
GCGGCEETEECEEGAGTCAGTCTETGTTGACGCAGCCECCCTCAGTETCTRECEGCC
CCAGGACAGAAGGTCACCATCTCCTGCTCTGGAAGCAGCTCCAACATTGGGAATTG
GTATGTATCCTGGTACCAGCAGCTCCCAGGAACAGCCCCCAAACTCCTCATTTATG
ACAATAATAAGCGACCCTCAGGGATTCCTGACCGATTCTCTEGGCTCCAAGTCTGGEC
ACGTCAGCCACCCTGGGCATCACCGGACTCCAGACTGGGGACCGAGGCCGATTATTA
CTGCGGAACATGGGATAGCAGCCTGAGTGCCCCTTGGETETTCGECEGAGGGACCA
AGGTCACCGTCCTAGGGGGAGGCGGTTCAGAAGTGCAGCTGETGGAATCCGGGGEE
GGCCTEETGCAGCCTGGGGGGAGCCTGAGACTGAGTTETGCCGCCTCTGGGGETGAC
ATTTAACTACTATGGCATGTCTTGGATCCGCCAGGCACCTGGAAAGGGCCTGGAGT
GGGTGECCAGCATCACTAGGTCCRGCGGEGCGAATCTACTATCCCGACAGCGETCAAG
GGCAGGTTCACAATTTCCCGCGAGAACACACAGAAAACTCTGTACCTGCAGATGAA
TAGCCTGAGAGCCGAAGATACAGCTGTGTACTATTGCACTCTGGACGGCAGGGATG
GGTGEETCECCTATTGGGGGCAGGGAACCCTGEGTGACAGTCAGCTCCGGAGGAGGA
GGATCTGGCGGAGGAGGCAGTEEEGGAGGECEEETCAAACTTTATGCTCACTCAGCC
GTCCTCTETTTCTGGCGTACCTGGCCAACGGGTGACCATTAGCTGTACGGGTAATA
CCGGGAATATCGGGTCTAACTACGTGAACTGGTATCAGCAGCTTCCAGGGACAGCT
CCCAAGTTGCTGATCTATCGCGACGACAAAAGACCCTCAGGGGTCCCTGACCGATT
TAGTGECAGCAAAAGCGGTACTTCCGCTTCCCTEECGATAACCEECTTTCAGGCCE
AAGATGAGGCAGACTACTATTGCCAGTCATATTCCAGCGGCTTCATCTTCGGAGGEC
GGAACTAAGCTGACAGTGTTGGCAGCCGAGCCCAAATCTTCTGACAAAACTCACAC
ATGCCCACCCTGCCCAGCACCTGAAGCCGECAGGGEGACCCTCAGTCTTCCTCTTCC
CCCCAAAACCCAAGGACACCCTCATGATCTCCCGGACCCCTGAGETCACATGCGTG
GTGGTETCAGTGAGCCACGAAGACCCTGAGGTCAAGTTCAACTGGETACGTGGACGE
CGTGGAGGTGCATAATGCCAAGACAAAGCCCCGGGAGGAGCAGTACAACAGCACGT
ACCGGETEETCAGCGTCCTCACCGTCCTGCACCAGGACTGGCTGAATGGCAAGGAG
TACAAGTGCAAGGTCTCCAACAAAGCCCTCCCAGCCCCCATCGAGAAAACCATCTC
CAAAGCCAAAGGCCAGCCCCGEEAACCACAGGTGTACGTETACCCCCCATCCCGRE
ACGAGCTGACCAAGAACCAGGTCAGCCTGACCTGCCTGGTCAAAGGCTTCTATCCC
AGCGACATCGCCGTGGAGTGGGAGAGCAATGGCCAGCCCGAGAACAACTACAAGAC
CACCCCTCCCETGCTEGACTCCGACGGCTCCTTCGCCCTCGTGAGCAAGCTCACCE
TGGACAAGAGCAGGTGGCAGCAGGGCAACGTCTTCTCATGCTCCETGATGCATGAG
GCTCTGCACAACCACTACACCCAGAAGAGCCTCTCCCTGTCTCCCGGCAAG
(BEHIES72) 0 FIILAERHI(1-57) ,NYA-1143(61-798) ,1linker (799-
813),C3E-7085(814-1533),1inker (1534-1539) ,Hinge (1540-
1584),CH2 (1585-1914),CH3 (1915-2235)
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[E474]

NYF-0019-HC2
ATGAAACACCTGTGETTCTTCCTCCTECTGGTGGCAGCTCCCAGATGGGTGCTGAG
CGGAGAGGTGCAGCTEETEGAGTCTGGEEGAGGCETEETCCAGCCTGEGAGETCCC
TGACACCCTCCTGTTCAGCGTCTGGATTCTCCATCCGTAGCTATGATATACACTGG
GTCCGCCTGGCTCCAGGCAAGGGGCTAGAGTGGGTGGCCACTATATCATATGATGS
AAGTCAGAAGTACTTCGCAGACTCCGTGAAGGGCCEATTTACCATCTTCAGAGACE
AATCGGAGAACATGGTGTATCTGCAAATGAGCGGCCTGAGAGTTGAGGACACGGCT
GTTTATCACTGTGCGAGAGGGAGTAGTGGTCATTATGAGGCTTTTGATATCTGGGG
CCAAGGGACAATGGTCACCETCTCTTCAGGTGGAGGCGGTTCAGGCGGAGGTGGCA
GCGGCGETGEGECEGEAGTCAGTCTETGTTGACGCAGCCECCCTCAGTETCTECGECC
CCAGGACAGAAGGTCACCATCTCCTGCTCTGGAAGCAGCTCCAACATTGGGAATTG
GTATGTATCCTGGTACCAGCGGCTCCCAGGAACAGCCCCCAAACTCCTCATTTATG
ACAATAATAAGCGACCCTCAGGGATTCCTGACCGATTCTCTGGCTCCAAGTCTGGC
ACGTCAGCCACCCTGGGCATCACCGGACTCCAGACTGGGGACGAGGCCGATTATTA
CTGCGGAACATGGEGATAGCAGCCTGAGTECCCCTTEGETETTCGGCEGAGGGACCA
AGGTCACCGTCCTAGGGGGAGGCGGTTCAGAAGTGCAGCTGGTGGAATCCGGRRGE
GGCCTGGTGCAGCCTGGEGGGEGAGCCTGAGACTGAGTTGTGCCGCCTCTGGGGTGAC
ATTTAACTACTATGGCATGTCTTGGATCCGCCAGGCACCTGGAAAGGGCCTGGAGT
GEETGECCAGCATCACTAGGTCCEGECGEECGAATCTACTATCCCGACAGCGTCAAG
GGECAGGTTCACAATTTCCCGCGAGAACACACAGAAAACTCTGTACCTGCAGATGAA
TAGCCTGAGAGCCGAAGATACAGCTGTGTACTATTGCACTCTGGACGGCAGGGATG
GETGGGTCGCCTATTGGGGGCAGGGAACCCTGGTGACAGTCAGCTCCGGAGGAGGA
GEATCTGGCGGAGGAGGCAGTGGGEEGAGGCEGETCAAACTTTATGCTCACTCAGCC
GTCCTCTGTTTCTEGCETACCTGGECCAACGGGTGACCATTAGCTGTACGGGTAATA
CCGGGAATATCGGGTCTAACTACGTGAACTGGTATCAGCAGCTTCCAGGGACAGCT
CCCAAGTTGCTGATCTATCGCGACGACAAAAGACCCTCAGGGGTCCCTGACCGATT
TAGTGGCAGCAAAAGCGETACTTCCGCTTCCCTGGCGATAACCGGCTTTCAGGCCG
AAGATGAGGCAGACTACTATTGCCAGTCATATTCCAGCGGCTTCATCTTCEGAGGT
GGAACTAAGCTGACAGTGTTGGCAGCCGAGCCCAAATCTTCTGACAAAACTCACAC
ATGCCCACCCTGCCCAGCACCTGAAGCCGCAGGGGGACCCTCAGTCTTCCTCTTCC
CCCCAAAACCCAAGGACACCCTCATGATCTCCCGGACCCCTGAGGTCACATGCGTG
GTGETGTCAGTGAGCCACGAAGACCCTGAGGTCAAGTTCAACTGGTACGTGGACGS
CETGGAGGTGCATAATGCCAAGACAAAGCCCCGGGAGGAGCAGTACAACAGCACGT
ACCGGETGGTCAGCETCCTCACCGTCCTGCACCAGGACTGGCTGAATGGCAAGGAG
TACAAGTGCAAGGTCTCCAACAAAGCCCTCCCAGCCCCCATCGAGAAAACCATCTC
CAAAGCCAAAGGCCAGCCCCGEGAACCACAGGETGTACGTETACCCCCCATCCCGGE
ACGAGCTGACCAAGAACCAGGTCAGCCTGACCTGCCTGETCAAAGGCTTCTATCCC
AGCGACATCGCCGTGGAGTGGGAGAGCAATGGCCAGCCCGAGAACAACTACAAGAC
CACCCCTCCCETGCTGGACTCCGACGECTCCTTCGCCCTCGTGAGCAAGCTCACCE
TGGACAAGAGCAGETGGCAGCAGGGECAACGTCTTCTCATGCTCCGTGATGCATGAG
GCTCTGCACAACCACTACACCCAGAAGAGCCTCTCCCTETCTCCCGGCAAG
(BRHES73)Y FILERH] (1-57) . NYA-2143(61-798) ,1linker (799-
813),C3E-7085(814-1533),linker (1534-1539) Hinge (1540-
1584),CH2 (1585-1914),CH3 (1915-2235)
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[B475]

NYF-0022-HC2
ATGAAACACCTGTGGTTCTTCCTICCTGCTGGEGTGGCAGCTCCCAGATGGGTGCTGAG
CGGAGAGGTGCAGCTGGETGGAGTCTGGGEGGGAGGCGTGGTCCAGCCTGGGAGGTCCC
TGACACCCTICCIGTTCAGCGTCTGGATTCTCCATCCGTAGCTATGATATACACTGG
GTCCGCCTGGCTCCAGGCAAGGGGCTAGAGTGGGTGGCCACTATATCATATGATGS
AAGTCAGAAGTACTTCGCAGACTCCGTGCGAAGGGCCGATTTACCATCTTCAGAGACG
AATCGGAGAACATGGTGTATCTGCAAATGAGCGGCCTGAGAGTTGAGGACACGGCT
GTTTATCACTGTGCGAGAGGGAGTAGTGGTCATTATGAGGCTTTTGATATCTGGGG
CCAAGGGACAATGGTCACCGTCICTITCAGGTGGAGGCGGEGTTCAGGCGGAGGTGGCA
GCGGECEGETGGECEEERAGTCAGTCTGTGTTGACGCAGCCGCCCTCAGTETCTGECGEECC
CCAGGACAGAAGGTCACCATCTCCTGCTCTGGAAGCAGCTCCAACATTGGGAATAA
TTATGTATCCTGGTACCAGCAGCTCCCAGGAACAGCCCCCAAACTCCTCATTTATG
ACAATAATAAGCGACCCTCAGGGATTCCTGACCGATTCTCTGGCTCCAAGTCTGGC
ACGTCAGCCACCCTGGGCATCACCGGACTCCAGACTGGGGACGAGGCCGATTATTA
CTGCGGAACATGGGATAGCAGCCTGAGTGCCCCTTGGGTGTTCGGCGGAGGGACCA
AGGTCACCGTCCTAGGGGGAGGCGGETTCAGAAGTGCAGCTGGEGTGGAATCCGGGGGE
GGCCTGGTGCAGCCTGGGGEGGAGCCTGAGACTGAGTTGTGCCGCCTCTGGGGTGAC
ATTTAACTACTATGGCATGTCTTGGATCCGCCAGGCACCTGGAAAGGGCCTGGAGT
GGGTGGCCAGCATCACTAGGTCCGGCGGGCGAATCTACTATCCCGACAGCGTCAAG
GGCAGGTTCACAATTTCCCGCGAGAACACACAGAAAACTCTGTACCTGCAGATGAA
TAGCCTGAGAGCCGAAGATACAGCTGTGTACTATTGCACTCITGGACGGCAGGGATG
GETGEETCGCCTATTGGEEGEGCAGGGAACCCTGGETGACAGT CAGCTCCGGCGAGGAGGA
GGATCTGGCGGAGGAGGCAGTGGGGGAGGCGGETCAAACTTTATGCTCACTCAGCC
GTCCTCIGTTTCTIGGCGTACCTGGCCAACGGGTGACCATTAGCTGTACGGGTAATA
CCGGGAATATCGGGTCTAACTACGTGAACTGGTATCAGCAGCTTCCAGGGACAGCT
CCCAAGTTGCTGATCTATCGCGACGACAAAAGACCCTCAGGGGTCCCTGACCGATT
TAGTGGCAGCAAAAGCGGTACTTCCGCTTCCCTGGCGATAACCGGCTTTCAGGCCG
AAGATGAGGCAGACTACTATTGCCAGTCATATTCCAGCGGCTTCATCTTCGGAGGC
GGAACTAAGCTGACAGTGTTGGCAGCCGAGCCCAAATCTTCTGACAAAACTCACAC
ATGCCCACCCTGCCCAGCACCTGAAGCCGCAGGGGGACCCTCAGTCTTCCTCTTCC
CCCCAAAACCCAAGGACACCCTCATGATCTCCCGGACCCCTGAGGTCACATGCETSG
GTGGTGTCAGTGAGCCACGAAGACCCTGAGGTCAAGTTCAACTGGTACGTGGACGSG
CGTGGAGGTGCATAATGCCAAGACAAAGCCCCGGGAGGAGCAGTACAACAGCACGT
ACCGGGTGGTCAGCGTCCTCACCGTCCTGCACCAGGACTGGCTGAATGGCAAGGAG
TACAAGTGCAAGGTCTCCAACAAAGCCCTCCCAGCCCCCATCGAGAAAACCATCTC
CAAAGCCAAAGGCCAGCCCCGGGAACCACAGGTGTACGTGTACCCCCCATCCCGGSG
ACGAGCTGACCAAGAACCAGGTCAGCCTGACCTGCCIGGETCAAAGGCTTCTATCCC
AGCGACATCGCCGTGGAGTGGGAGAGCAATGGCCAGCCCGAGAACAACTACAAGAC
CACCCCTCCCGTGCTGCACTCCGACGGCTCCTTCGCCCTCEGTGAGCAAGCTCACCSG
TGGACAAGAGCAGGTGGCAGCAGGGCAACGTCTTCTCATGCTCCGTGATGCATGAG
GCTCTGCACAACCACTACACCCAGAAGAGCCTCTCCCTIGTCTCCCGGCAAG

(B ES74) 5 FILEH (1-57) .NYA-1163 (61-798),1inker (799-
813),C3E-7085(814-1533),1linker (1534-1539) Hinge (1540-
1584),CH2 (1585-1914), CH3 (1915-2235)
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[E476]

NYF-0023-HC2
ATCGAAACACCTGTGGTTCTTCCTCCTGCTGETGGCAGCTCCCAGATGEETGCTGAG
CGGAGAGGTGCAGCTGGETGGAGTCTGGGGGAGGCGTGGTCCAGCCTGGGAGGETCCC
TGACACCCTICCIGTTCAGCGTCTGGATTCTCCATCCGTAGTTATGATATACACTGG
GTCCGCCAGGCTCCAGGCAAGGGGCTAGAGTGGGTGGCCACTATATCATATGATGG
AACTCAGAAGTACTTCGCAGACTCCGTGAACGGGCCGATTTACCATCTTCAGAGACG
AATCGGAGAACATGGTGTATCTGCAAATGAGCGGCCTGAGAGTTGAGGACACGGCT
GTTTATCACTGTGCGAGAGGGAGTAGTGGTCATTATGAGGCTTTTGATATCTGGGSG
CCAAGGGACAATGGTCACCGTCICTITCAGGTGGAGGCGEGTTCAGGCGGAGGTGGCA
GCGGCGGTGGCGGGAGTCAGTCTGTGTTGACGCAGCCGCCCTCAGTGTCTGCGGECC
CCAGGACAGAAGGTCACCATCTCCTGCTCTGGAAGCAGCTCCAACATTGGGAATTG
GTATGTATCCTGGTACCAGCAGCTCCCAGGAACAGCCCCCAAACTCCTCATTTATG
ACAATAATAAGCGACCCTCAGGGATTCCTGACCGATTCTCTGGCTCCAAGTCTGGC
ACGTCAGCCACCCTGGGCATCACCGGACTCCAGACTGGGGACGAGGCCGATTATTA
CTGCGGAACATGGGATAGCAGCCTGAGTGCCCCTTGGEGETGTTCGGECGEAGGGEACCA
AGGTCACCGTCCTAGGGGGAGGCGGTTCAGAAGTGCAGCTGGTGGAATCCGGGGGE
GGCCTGGTGCAGCCTGGGGEGGAGCCTGAGACTGAGTTGTGCCGCCTCTGGGGTGAC
ATTTAACTACTATGGCATGTCTTGGATCCGCCAGGCACCTGGAAAGGGCCTGGAGT
GGEETGGCCAGCATCACTAGGTCCGGCGEGEGCGAATCTACTATCCCGACAGCGETCAAG
GGCAGGTTCACAATTTCCCGCGAGAACACACAGAAAACTCTGTACCTGCAGATGAA
TAGCCTGAGAGCCGAAGATACAGCTGTGTACTATTGCACTCTIGGACGGCAGGGATG
GETGGGEGTCGCCTATTGGGGGCAGGGAACCCTGGTGACAGTC CAGCTCCGGAGGAGGA
GGATCTGGCGGAGCGAGGCAGTGGGGEGAGGCEGEETCAAACTTTATGCTCACTCAGCC
GTCCTCTGTTTCTGGCGTACCTGGCCAACGGGTGACCATTAGCTGTACGGGTAATA
CCGGGAATATCGGGTCTAACTACGTGAACTGGTATCAGCAGCTTCCAGGGACAGCT
CCCAAGTTGCTGATCTATCGCGACGACAAAAGACCCTCAGGGGTCCCTGACCGATT
TAGTGGCAGCAAAAGCGGTACTTCCGCTTCCCTGGCGATAACCGGCTTTCAGGCCG
AACGATGAGGCAGACTACTATTGCCAGTCATATTCCAGCGGCTTCATCTTCGGAGGC
GGAACTAAGCTGACAGTGTTGGCAGCCGAGCCCAAATCTTCTGACAAAACTCACAC
ATGCCCACCCTGCCCAGCACCTGAAGCCGCAGGGGGACCCTCAGTCTTCCTCTTCC
CCCCAAAACCCAAGGACACCCTCATGATCTCCCGGACCCCTGAGGTCACATGCGTG
GTGCTGTCAGTGAGCCACGAAGACCCTGCGAGGTCAAGTTCAACTGGTACGTGGACGS
CGTGGAGGTGCATAATGCCAAGACAAAGCCCCGGGAGGAGCAGTACAACAGCACGT
ACCGGGTGGTCAGCGTCCTCACCGTCCTGCACCAGGACTGGCTGAATGGCAAGGAG
TACAAGTGCAAGGTCTCCAACAAAGCCCTCCCAGCCCCCATCGAGAAAACCATCTC
CAAAGCCAAAGGCCAGCCCCGGGAACCACAGGTGTACGTGTACCCCCCATCCCGGEG
ACGAGCTGACCAAGAACCAGGTCAGCCTGACCTGCCTGGETCAAAGGCTTCTATCCC
AGCGACATCGCCGTGGAGTGGGAGAGCAATGGCCAGCCCGAGAACAACTACAAGAC
CACCCCTCCCGTGCTGGACTCCGACGGCTCCTTCGCCCTCGTGAGCAAGCTCACCG
TGGACAAGAGCAGGTGGCAGCAGGGCAACGTCTTCTCATGCGCTCCGTGATGECATGCAG
GCTCTGCACAACCACTACACCCAGAAGAGCCTCTCCCTGTCTCCCGGCAAG
(BLHIES75) 0 FILEHI (1-57) .NYA-2023(61-798) .1inker(799-
813).C3E-7085(814-1533),linker (1534-1539) .Hinge (1540-
1584).CH2 (1585-1914),CH3 (1915-2235)
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[E477]

NYF-0027-HC2
ATGAAACACCTGTGGTTCTTCCTCCTGCTEGTGGCAGCTCCCAGATGGETECTGAG
CGGAGAGGTGCAGCTEGETEGAGTCTGGEEEAGGECETGETCCAGCCTEGGGAGGTCCC
TGACACCCTCCTGTTCAGCETCTGGATTCTCCATCCGTAGTTATGATATACACTGG
GTCCGCCAGGCTCCAGGCAAGGGGCTAGAGTGGGTGGCCACTATATCATATGATGG
AAGTCAGAAGTACTTCGCAGACTCCGTGAAGGGCCGATTTACCATCTTCAGAGACG
AATCGGAGAACATGGTGTATCTGCAAATGAGCGGCCTGAGAGTTGAGGACACGGCT
GTTTATCACTGTGCGAGAGGGAGTAGTGGTCATTATGAGGCTTTTGATATCTGGGG
CCAAGGGACAATGGTCACCGTCTCTTCAGETGGAGGCGEGTTCAGGCGGAGGTGGCA
GCGGCEGETGGECEEEAGTCAGTCTEGTGTTGACGCAGCCGCCCTCAGTETCTECGGECC
CCAGGACAGAAGGTCACCATCTCCTGCTCTGGAAGCAGCTCCAACATTGGGAATAA
TTATGTATCCTGGTACCAGCAGCTCCCAGGAACAGCCCCCAAACTCCTCATTTATG
ACAATAATAAGCGACCCTCAGGGATTCCTGACCGATTCTCTGGCTCCAAGTCTGGC
ACGTCAGCCACCCTGGECATCACCGGACTCCAGACTGGGGACGAGGCCGATTATTA
CTGCGGATCATGGGATAGCAGCCTGAGTGCCCCTTGGGTGTTCGGCGGAGGGACCA
AGGTCACCGTCCTAGGGGGAGGCEETTCAGAAGTGCAGCTGETGGAATCCGGGGEGEE
GGCCTEGTGCAGCCTEEEEEGAGCCTGAGACTGAGTTGTGCCECCTCTGGGGTGAC
ATTTAACTACTATGGCATGTCTTGGATCCGCCAGGCACCTGGAAAGGGCCTGGAGT
GGGETGGCCAGCATCACTAGGETCCGGCGGECEGAATCTACTATCCCGACAGCGTCAAG
GGCAGGTTCACAATTTCCCGCGAGAACACACAGAAAACTCTGTACCTGCAGATGAA
TAGCCTGAGAGCCGAAGATACAGCTGTGTACTATTGCACTCTGGACGGCAGGGATG
GGETGGGTCGCCTATTGGEEECAGGGAACCCTGEGTGACAGTCAGCTCCGGAGGAGGA
GGATCTGGCGGAGGAGGCAGTGGGGGAGGCGGETCAAACTTTATGCTCACTCAGCC
GTCCTCTETTTCTGECETACCTGGCCAACGGGTGACCATTAGCTGTACGGGTAATA
CCGGGAATATCGGGETCTAACTACGTGAACTGGTATCAGCAGCTTCCAGGGACAGCT
CCCAAGTTGCTGATCTATCGCGACGACAAAAGACCCTCAGGGGTCCCTGACCGATT
TAGTGGCAGCAAAAGCGETACTTCCGCTTCCCTGGCGATAACCGGCTTTCAGGCCE
AAGATGAGGCAGACTACTATTGCCAGTCATATTCCAGCGGCTTCATCTTCGGAGGC
GGAACTAAGCTGACAGTETTGGCAGCCGAGCCCAAATCTTCTGACAAAACTCACAC
ATGCCCACCCTGCCCAGCACCTGAAGCCGCAGGGGGACCCTCAGTCTTCCTCTTCC
CCCCAAAACCCAAGGACACCCTCATGATCTCCCGGACCCCTGAGGTCACATGCGTG
GTGGTGTCAGTGAGCCACGAAGACCCTGAGGTCAAGTTCAACTGGTACGTGGACGE
CGTGGAGGTGCATAATGCCAAGACAAAGCCCCGGGAGGAGCAGTACAACAGCACGT
ACCGGGTGGTCAGCETCCTCACCGTCCTGCACCAGGACTGGCTGAATGGCAAGGAG
TACAAGTGCAAGGTCTCCAACAAAGCCCTCCCAGCCCCCATCGAGAAAACCATCTC
CAAAGCCAAAGGCCAGCCCCGGGAACCACAGETGTACGTGTACCCCCCATCCCGEE
ACGAGCTGACCAAGAACCAGGTCAGCCTGACCTGCCTGETCAAAGGCTTCTATCCC
AGCGACATCGCCGTGGAGTGGGAGAGCAATGGCCAGCCCGAGAACAACTACAAGAC
CACCCCTCCCGETECTEGACTCCGACGGCTCCTTCGCCCTCGTGAGCAAGCTCACCE
TGGACAAGAGCAGGTGGCAGCAGGGCAACGTCTTCTCATGCTCCGTGATGCATGAG
GCTCTGCACAACCACTACACCCAGAAGAGCCTCTCCCTGTCTCCCGGCAAG
(BRHIEBS76)249 FILEH] (1-57) .NYA-2027 (61-798) ,1inker (799-
813),C3E-7085(814-1533),1inker (1534-1539) ,Hinge (1540-
1584),CH2 (1585-1914),CH3 (1915-2235)
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[E478]

NYF-0035-HC2
ATGAAACACCTGCGTGGTTCTTCCTCCTGCTGGETGGCAGCTCCCAGATGGGEGTGCTGAG
CGGAGAGGTGCAGCTGGTGGAGTCTGGGEGEGGAGGCEGTGGTCCAGCCTGEGGGAGGETCCC
TGACACCCTCCTGTTCAGCGTCTGGATTCTCCATCCGTAGCTATGATATACACTGG
GTCCGCCTGGCTCCAGGCAAGGGGCTAGAGTGGEGTGGCCACTATATCATATGATGG
AAGTCAGAAGTACTTCGCAGACTCCEGTGAAGGGCCGATTTACCATCTTCAGAGACG
AATCGGAGAACATGGEGTGTATCTGCAAATGAGCGGCCTGAGAGTTGAGGACACGGCT
GTTTATCACTGTGCGAGAGGGAGTAGTGGTCATTATGAGGCTTTTGATATCTGGGG
CCAAGGGACAATGGTCACCGTCTCTTCAGGTGGAGGCGGTTCAGGCGGAGGTGGCA
GCGGCGGETGGECGEGAGTCAGTCTGTGTTGACGCAGCCGCCCTCAGTGTCTGCGGECC
CCAGGACAGAAGGTCACCATCTCCTGCTCTGGAAGCAGCTCCAACATTGGGAATTG
GAAGGTATCCTGGTACCAGCAGCTCCCAGGAACAGCCCCCAAACTCCTCATTTATG
ACAATAATAAGCGACCCTCAGGGATTCCTGACCGATTCTICTGGCTCCAAGTCTGGC
ACGTCAGCCACCCTGGGCATCACCGGACTCCAGACTGGGGACGAGGCCGATTATTA
CTGCGGAACATGGGATAGCAGCCTGAGTGCCCCTTGGETGTTCGECGGAGGGACCA
AGGTCACCGTCCTAGGGGGAGGCGEGTTCAGAAGTGCAGCTGETGGAATCCGGGGGE
GGCCTGETGCAGCCTGGGGGGAGCCTGAGACTGAGTTGTGCCGCCTCTGGGGTGAC
ATTTAACTACTATGGCATGTCTTGGATCCGCCAGGCACCTGGAAAGGGCCTGGAGT
GGGTGGCCAGCAT CACTAGGTCCGECGEEGCGAATCTACTATCCCGACAGCGTCAAG
GGCAGGTTCACAATTTCCCGCGAGAACACACAGAAAACTCTGTACCTGCAGATGAA
TAGCCTGAGAGCCGAAGATACAGCTGTGTACTATTGCACTCTGGACGGCAGGGATG
GGTGGGTCGCCTATTGGGGGCAGGGAACCCTGGETGACAGTCAGCTCCGGAGGAGGA
GGATCTGGCGCAGGAGGCAGTGGGEGEGAGGCGEETCAAACTTTATGCTCACTCAGCC
GTCCTCTGTTTCTGGCGTACCTGGCCAACGGGTGACCATTAGCTGTACGGGTAATA
CCGGGAATATCGGGTCTAACTACGTGAACTGGTATCAGCAGCTTCCAGGGACAGCT
CCCAAGTTGCTGATCTATCGCGACGACAAAAGACCCTCAGGGGTCCCTGACCGATT
TAGTGGCAGCAAAAGCGGTACTTCCGCTTCCCTGGCGATAACCGGCTTTCAGGCCG
AAGATGAGGCAGACTACTATTGCCAGTCATATTCCAGCGGCTTCATCTTCGGAGGC
GGAACTAAGCTGACAGTGTTGGCAGCCGAGCCCAAATCTTCTGACAAAACTCACAC
ATGCCCACCCTGCCCAGCACCTGAAGCCGCAGGGGGACCCTCAGTCTTCCTCTTCC
CCCCAAAACCCAAGGACACCCTCATGATCTCCCGGACCCCTGAGGTCACATGCGTG
GTGGTGTCAGTGAGCCACGAAGACCCTCAGGTCAAGTTCAACTGGTACGTGGACGS
CGTGGAGGTGCATAATGCCAAGACAAAGCCCCGGGAGGAGCAGTACAACAGCACGT
ACCGGGTGGETCAGCGTCCTCACCGTCCTGCACCAGGACTGGCTGAATGGCAAGGAG
TACAAGTGCAAGGTCTCCAACAAAGCCCTCCCAGCCCCCATCGAGAAAACCATCTC
CAAAGCCAAAGGCCAGCCCCGEGGEGCAACCACAGGTGTACGTGTACCCCCCATCCCGGEG
ACGAGCTGACCAAGAACCAGGTCAGCCTGACCTGCCTGGTCAAAGGCTTCTATCCC
AGCGACATCGCCGTGGAGTGGCGAGAGCAATGGCCAGCCCGAGAACAACTACAAGAC
CACCCCTCCCGTGCIGGACTCCGACGGCTCCTTCGCCCTCGEGTGAGCAAGCTCACCG
TGGACAAGAGCAGGTGGCAGCAGGGEGCAACGTCTTCTCATGCTCCGTGATGCATGAG
GCTCTGCACAACCACTACACCCAGAAGAGCCTCTCCCTGTCTCCCGGCAAG
(BEHIEE77) 9 LB (1-57) NYA-2035(61-798) ,1inker (799-
813),C3E-7085(814-1533) . linker (1534-1539) . Hinge (1540-
1584),CH2 (1585-1914),CH3 (1915-2235)
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[E479]

NYF-0044-HC2
ATGAAACACCTGTGGTTCTTCCTCCTGCTGGTGGCAGCTCCCAGATGGETECTGAG
CGGTGAGGTACAGCTEGETGGAATCCEGTGGAGGCCTTGTGCAACCGGGAGGCTCCC
TGCGACTCTCTTGCGCCECATCTGGCTTTTCCATACGATCCTACGATATTCATTGG
GTCCGACTCGCCCCTGGCAAAGGTCTTGAATGGETTGCCACTATCTCCTACGACGE
GTCTCAGAAATATTATGCGGATTCAGTGAAGGGGCGGTTCACAATTTCACGAGACG
AGTCAAAGAATACACTGTACCTCCAAATGAATTCACTGAGAGCCGAGGATACTGCA
GTCTATCATTGTGCAAGAGGGTCCTCAGGCCACTACGAGGCCTTTGATATATGGGG
CCAAGGCACCTTGGTAACCGTTAGTAGCGGAGGTGGAGGAAGCGGAGGCGGCGETT
CCGGAGGAGGTGGAAGTCAATCCGTTCTGACTCAGCCACCCTCCGTGAGTGCAGCE
CCTGGACAGAAGGTCACAATATCATGTTCTGGCTCTTCAAGCAACATCGGAAACTG
GTACGTGAGCTGGTACCAGCAGCTCCCCGGCACGGCGCCCAAGCTTCTGATATATG
ACAACAACAAACGGCCCAGTGGAATCCCTGACAGATTCAGTGGGTCTAAAAGTGGT
ACAAGCGCTACCCTGGGTATCACCGGATTGCAGACCGGAGATGAGGCGGACTATTA
TTGCGGAACCTGGGACTCCAGCCTGAGCGCTCCCTGGGTTTTCGGCGGAGGTACTA
AGGTTACCGTCTTGGGAGGCGAGGCGGEGTTCAGAAGTGCAGCTGGTGGAATCCGGGGEGG
GGCCTGGTGCAGCCTGEEEEECAGCCTGAGACTGAGTTGTGCCGCCTCTGGGGTGAC
ATTTAACTACTATGGCATGTCTTGGATCCGCCAGGCACCTGGAAAGGGCCTGGAGT
GGGTGGCCAGCATCACTAGGTCCGGCGGGCGAATCTACTATCCCGACAGCGTCAAG
GGCAGGTTCACAATTTCCCGCGAGAACACACAGAAAACTCTGTACCTGCAGATGAA
TAGCCTGAGAGCCGAAGATACAGCTGTGTACTATTGCACTCTGGACGGCAGGGATE
GGETGGETCGCCTATTGGEGEGCAGGGAACCCTGEGTGACAGTCAGCTCCGGAGGAGGA
GGATCTGGCGGAGGAGGCAGTGGGGGAGGCGGGTCAAACTTTATGCTCACTCAGCC
GTCCTCTIGTTTCTGGCGTACCTGGCCAACGGGTGACCATTAGCTGTACGGGTAATA
CCGGGAATATCGGGTCTAACTACGTGAACTGGTATCAGCAGCTTCCAGGGACAGCT
CCCAAGTTGCTGATCTATCGCGACGACAAAAGACCCTCAGGGGTCCCTGACCGATT
TAGTGGCAGCAAAAGCGGETACTTCCGCTTCCCTGGCGATAACCGGCTTTCAGGCCE
AAGATGAGGCAGACTACTATTGCCAGTCATATTCCAGCGGCTTCATCTTCGGAGGC
GGAACTAAGCTGACAGTGTTGGCAGCCGAGCCCAAATCTTCTGACAAAACTCACAC
ATGCCCACCCTGCCCAGCACCTGAAGCCGCAGGGGGACCCTCAGTCTTCCTCTTCC
CCCCAAAACCCAAGGACACCCTCATGATCTCCCGGACCCCTGAGGTCACATGCETG
GTGETETCAGTGAGCCACGAAGACCCTGAGGTCAAGTTCAACTGGTACGTGGACGE
CGTGGAGGTGCATAATGCCAAGACAAAGCCCCGGGAGGAGCAGTACAACAGCACGT
ACCGGGTGGTCAGCETCCTCACCGTCCTGCACCAGGACTGGCTGAATGGCAAGGAG
TACAAGTGCAAGGTCTCCAACAAAGCCCTCCCAGCCCCCATCGAGAAAACCATCTC
CAAAGCCAAAGGCCAGCCCCGGGAACCACAGGTGTACGTGTACCCCCCATCCCGGEE
ACGAGCTGACCAAGAACCAGGTCAGCCTGACCTGCCTEGETCAAAGGCTTCTATCCC
AGCGACATCGCCGTGGAGTGGGAGAGCAATGGCCAGCCCGAGAACAACTACAAGAC
CACCCCTCCCAETECTEGACTCCGACGGCTCCTTCGCCCTCGTGAGCAAGCTCACCE
TGGACAAGAGCAGGTGGCAGCAGGGCAACGTCTTCTCATGCTCCGTGATGCATGAG
GCTCTGCACAACCACTACACCCAGAAGAGCCTCTCCCTGTCTCCCGGCAAG
(BEHIEBS78) 49 FILERH| (1-57) ,NYA-2044 (61-798).1linker (799-
813),C3E-7085(814-1533),1inker (1534-1539) ,Hinge (1540-
1584),CH2 (1585-1914),CH3 (1915-2235)
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[Eg80]

NYF-0045-HC2
ATGAAACACCTGTGGTTCTITCCTCCTGCTGGTGGCAGCTCCCAGATGGGTGCTGAG
CGGTGAGGTACAGCTGGTGGAATCCGGTGGAGGCCTTGTGCAACCGGGAGGCTCCC
TGCGACTCTCTTGCGCCGCATCTGGCTTTITCCATACGATCCTACGATATTCATTGG
GTCCGACTCGCCCCTGGCAAAGGTCTTGAATGGCTTGCCACTATCTCCTACGACGS
GTCTCAGAAATATTATGCGGATTCAGCGTGAAGGGGCGGTTCACAATTTCACGAGACG
AGTCAAAGAATACACTGTACCTCCAAATGAATTCACTGAGAGCCGAGGATACTGCA
GTCTATCATTGTGCAAGAGGGTCCTCAGGCCACTACGAGGCCTTTGATATATGGGG
CCAAGGCACCTTGGTAACCGTTAGTAGCGGAGGTGGAGGAAGCGGAGGCGGCGGETT
CCGGAGGAGGTGGAAGTCAATCCGTTCTGACTCAGCCACCCTCCGCCTCTGGCACC
CCGGGCCAACGGGTCACAATATCATGTTCTGGCTCTTCAAGCAACATCGGAAACTG
GTACGTGAGCTGGTACCAGCAGCTCCCCGGCACGGEGCGCCCAAGCTTCTGATATATG
ACAACAACAAACGGCCCAGTGGAGTTCCTGACAGATTCAGTGGGTCTAAAAGTGGT
ACAAGCGCTAGCCTGGCCATAAGTGGTCTGCAGAGTGAAGATGCGAGGCGGACTATTA
TTGCGGAACCTGGGACTCCAGCCTGAGCGCTCCCTGGETTTTCGGCGGAGGTACTA
AGCTGACCGTCTTGGGAGGAGGCGGEGTTCAGAAGTGCAGCTGGTGGAATCCGGGGGEG
GGCCTGGETGCAGCCTGGGGGGAGCCTGAGACTGAGTTGEGTGCCGCCTCTGGGGEGTGAC
ATTTAACTACTATGGCATGTCTTGGATCCGCCAGGCACCTGGAAAGGGCCTGGAGT
GGGTGGCCAGCATCACTAGGTCCGGCGGGCGAATCTACTATCCCGACAGCGTCAAG
GGCAGGTTCACAATTTCCCGCGAGAACACACAGAAAACTCTGTACCTGCAGATGAA
TAGCCTGAGAGCCGAAGATACAGCTGTGTACTATTGCACTCTGGACGGCAGGGATG
GGTGGEGTCGCCTATTGGGEGCAGGCAACCCTGETCACAGT CAGCTCCGGAGGAGGA
GGATCTGGCGGAGGAGGCAGTGGEGGGCAGGCGGGTCAAACTTTATGCTCACTCAGCC
GTCCTCTGTTTCTGGCGTACCTGGCCAACGGGTGACCATTAGCTGTACGGGTAATA
CCGGGAATATCGGGTCTAACTACGTGAACTGGTATCAGCAGCTTCCAGGGACAGCT
CCCAAGTTGCTGATCTATCGCGACGACAAAAGACCCTCAGGGGTCCCTGACCGATT
TAGTGGCAGCAAAAGCGGTACTTCCGCTTCCCTGGCGATAACCGGCTTTCAGGCCG
AAGATGAGGCAGACTACTATTGCCAGTCATATTCCAGCGGCTTCATCTTCGGAGGC
GGAACTAAGCTGACAGTGTTGGCAGCCGAGCCCAAATCTTCTGACAAAACTCACAC
ATGCCCACCCTGCCCAGCACCTGAAGCCGCAGGGGGACCCTCAGTCTTCCTICTTCC
CCCCAAAACCCAAGGACACCCTCATGATCTCCCGGACCCCTGAGGTCACATGCGETG
GTGGTGTCAGTGAGCCACGAAGACCCTGAGGTCAAGTTCAACTGGTACGTGGACGG
CGTGGAGGTGCATAATGCCAAGACAAAGCCCCGGGAGGAGCAGTACAACAGCACGT
ACCGGGTGGTCAGCGTCCTCACCGTCCTGCACCAGGACTGGCTGAATGGCAAGGAG
TACAAGTGCAAGGTCTCCAACAAAGCCCTCCCAGCCCCCATCGAGAAAACCATCTC
CAAAGCCAAAGGCCAGCCCCGGGAACCACAGGTGTACGTGEGTACCCCCCATCCCGGG
ACGAGCTGACCAAGAACCAGGTCAGCCTGACCTGCCTGGTCAAAGGCTTCTATCCC
AGCGACATCGCCGTGGAGTGGGAGAGCAATGGCCAGCCCGAGAACAACTACAAGAC
CACCCCTCCCETGEGCTGGACTCCGACGGCTCCTTCGEGCCCTCGTGAGCAAGCTCACCG
TGGACAAGAGCAGGTGGCAGCAGGGCAACGTCTTCTCATGCTCCGTGATGCATGAG
GCTCTGCACAACCACTACACCCAGAAGAGCCTCTCCCTGTCTICCCGGCAAG
(ERHIES79) 49 FILEHI (1-57) NYA-2045(61-798) ,1inker (799-
813),C3E-7085(814-1533),1inker (1534-1539) Hinge (1540-
1584),CH2 (1585-1914) ,CH3 (1915-2235)
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[281]
NYF-0047-HC2
ATGAAACACCTGTGGETTCTTCCICCTIGCTGGTGGCAGCTCCCAGATGGETGCTGAG
CGGTCAAGTACAGCTGGTGGAATCCGGTGGAGGCETGGETCCAGCCGGGACGCAGCT
TGAGACTGTCCTGCGCTGCATCTIGGCTTTTCCATACGATCCTACGATATGCACTGG
GTTCGCCAAGCCCCTGGECAAAGGTCTTGAATGGGTTGCCACTATCTCCTACGACGG
GTCTCAGAAATATTACGCGGATTCAGTGAAGGGGCGGETTCACAATTTCACGGGACA
ATTCAAAGAATACCTTGTATCTCCAGATGTCTTCACTGAGAGCCGAGGATACTGCA
GTCTATCATTGTGCAAGAGGGTCCTCAGGCCACTACGAGGCCTITTGATATATGGEGG
CCAAGGCACCTTIGGTAACCGTTAGTAGCGGAGGTGGAGGAAGCGGAGGCGGCGGETT
CCGGAGGAGCGTGGAAGTCAATCCGEGTTCTGACTCAGCCACCCTCCGEGTGAGTGCAGCG
CCTGGACAGAAGGTCACAATATCATGTTCTGGCTCTTCAAGCAACATCGGAAACTG
GTACGTGAGCTGGTACCAGCAGCTCCCCGGCACGGCGCCCAAGCTTCTGATATATG
ACAACAACAAACGGCCCAGTGGAATCCCTGACAGATTCAGTGGGTCTAAAAGTGGT
ACAAGCGCTACCCTGGGTATCACCGGATTGCAGACCGGAGATGAGGCGGACTATTA
TTGCGGAACCTGGGACTCCAGCCTGAGCGCTCCCTGGETTTTCGGCGEAGGTACTA
AGGTTACCGTCTTGGGAGGAGGCGGTTCAGAAGTGCAGCTGGTGGAATCCGGGGGG
GGCCTGGTGCAGCCTGGGGGGAGCCTGAGACTGAGTTGTGCCGCCTCTGGGEGETGAC
ATTTAACTACTATGGCATGTCTTGGATCCGCCAGGCACCTGGAAAGGGCCTGGAGT
GEETGGCCAGCATCACTAGGTCCGGCEGGCGAATCTACTATCCCGACAGCGTCAAG
GGCAGGTTCACAATTTCCCGCGAGAACACACAGAAAACTCTGTACCTGCAGATGAA
TAGCCTGAGAGCCGAAGATACAGCTGTGTACTATTGCACTCTGGACGGCAGGGATG
GGTGGGTCGCCTATTGGGGGCAGGGAACCCTGGTGACAGTCAGCTCCGGAGGAGGA
GGATCTGGCGGAGGAGCGCAGTGGGEEGAGGCGEETCAAACTTTATGCTCACTCAGCC
GTCCTCIGTTTCTGGCGTACCTGGCCAACGGGTGACCATTAGCTGTACGGGTAATA
CCGGGAATATCGGGTCTAACTACGTGAACTGGTATCAGCAGCTTCCAGGGACAGCT
CCCAAGTTGCTGATCTATCGCGACGACAAAAGACCCTCAGGGGTCCCTGACCGATT
TACGTGGCAGCAAAAGCGGTACTTCCGCTTCCCTEGECGATAACCGGCTTTCAGGECCG
AAGATGAGGCAGACTACTATTGCCAGTCATATTCCAGCGGCTTCATCTTCGGAGGC
GGAACTAAGCTGACAGTGTTGGCAGCCGAGCCCAAATCTTCTGACAAAACTCACAC
ATGCCCACCCTGCCCAGCACCTGAAGCCGCAGGGEGGACCCTCAGTCTTCCTCTTCC
CCCCAARAACCCAAGGACACCCTCATGATCTCCCGGACCCCTGAGGTCACATGCETG
GTGGTGTCAGTGAGCCACGAAGACCCTGAGGTCAAGTTCAACTGGTACGTGGACGG
CETGGAGGTGCATAATGCCAAGACAAAGCCCCGGGAGGAGCAGTACAACAGCACGT
ACCGGGTGGTCAGCGTCCTCACCGTCCTGCACCAGGACTGGCTGAATGGCAAGGAG
TACAAGTGCAAGGTCTCCAACAAAGCCCTCCCAGCCCCCATCGAGAAAACCATCTC
CAAAGCCAAAGGCCAGCCCCGGGAACCACAGGTGTACGTGTACCCCCCATCCCEGG
ACGAGCTGACCAAGAACCAGGTCAGCCTGACCTGCCTGGTCAAAGGCTTCTATCCC
AGCGACATCGCCGTGGAGTGEGGGAGAGCAATGGCCAGCCCGAGAACAACTACAAGAC
CACCCCTCCCGTGCTGEACTCCGACGGECTCCTTCGCCCTCGTGAGCAAGCTCACCG
TGGACAAGAGCAGGTGGCAGCAGGGCAACGTCTTCTCATGCTCCGTGATGCATGAG
GCTCTGCACAACCACTACACCCAGAAGAGCCTICTCCCTGETCTCCCGGCAAG
(BL5I&FS80) Y FILERF| (1-57) NYA-2047 (61-798) . 1inker (799-
813),C3E-7085(814-1533), linker (1534-1539) ,Hinge (1540-
1584),CH2 (1585-1914),CH3 (1915-2235)
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[Eg82]

NYF-0048-HC2
ATGAAACACCTGTGGTTCTTCCTCCTGCTGETGGCAGCTCCCAGATGGGTGCTGAG
CGGACAAGTTCAACTCGTGGAATCTGGTGGAGGGGTGGTACAACCAGGCCGGTCAC
TTAGACTGTCCTGCGCTGCGAGTGGATTTTCCATCAGATCTTACGACATGCACTGG
GTTCGCCAAGCACCCGGAAAGGGTTTGGAATGGGTGGCTACGATCTCCTACGATGG
ATCCCAGAAGTATTACGCCGACAGCGTCAAGGGCCGATTTACAATATCACGGGACA
ATTCAAAGAATACCTTGTATCTCCAGATGTCTTCACTGAGAGCCGAGGATACTGCA
GTCTATCATTGTGCAAGAGGGTCCTCAGGCCACTACGAGGCCTTTGATATATGGGGE
CCAAGGCACCTTGGTAACCGTTAGTAGCGGAGGTGGAGGAAGCGGAGGCGGCGGTT
CCGGAGGAGGTGGAAGTCAATCCGTTCTGACTCAGCCACCCTCCGCCTCTGGCACC
CCGGGCCAACGGGTCACAATATCATGTTCTGGCTCTTCAAGCAACATCGGAAACTG
GTACGTGAGCTGGTACCAGCAGCTCCCCGGCACGGCGCCCAAGCTTCTGATATATG
ACAACAACAAACGGCCCAGTGGAGTTCCTGACAGATTCAGTGGGTCTAAAAGTGGT
ACAAGCGCTAGCCTGGCCATAAGTGGTCTGCAGAGTGAAGATGAGGCGGACTATTA
TTGCGGAACCTGGGACTCCAGCCTGAGCGCTCCCTGGETTTTCGGCGGAGGTACTA
AGCTGACCGTCTTGGGAGGAGGCGGTTCAGAAGTGCAGCTGETGGAATCCGGGGGEE
GGCCTGGETGCAGCCTGGGGGGAGCCTGAGACTGAGTTGTGCCGCCTCTGGGGTGAC
ATTTAACTACTATGGCATGTCTTGGATCCGCCAGGCACCTGGAAAGGGCCTGGAGT
GGGTGGCCAGCATCACTAGGTCCGGCGGGCGAATCTACTATCCCGACAGCGTCAAG
GGCAGGTTCACAATTTCCCGCGAGAACACACAGAAAACTCTGTACCTGCAGATGAA
TAGCCTGAGAGCCGAAGATACAGCTGTGTACTATTGCACTCTGGACGGCAGGGATG
GGTGGETCGCCTATTGGGGGCAGGGAACCCTGGTGACAGTCAGCTCCGGAGGAGGA
GGATCTGGCGGAGGAGGCAGTEGGGGAGGCEEETCAAACTTTATGCTCACTCAGCC
GTCCTCTETTTCTGGCETACCTGGCCAACGGGTGACCATTAGCTEGTACGGGTAATA
CCGGGAATATCGGGTCTAACTACGTGAACTGGTATCAGCAGCTTCCAGGGACAGCT
CCCAAGTTGCTGATCTATCGCGACGACAAAAGACCCTCAGGGGTCCCTGACCGATT
TAGTGGCAGCAAAAGCGGTACTTCCGCTTCCCTGGCGATAACCGGCTTTCAGGCCE
AAGATGAGGCAGACTACTATTGCCAGTCATATTCCAGCGEGCTTCATCTTCGGAGGET
GGAACTAAGCTGACAGTGTTGGCAGCCGAGCCCAAATCTTCTGACAAAACTCACAC
ATGCCCACCCTGCCCAGCACCTGAAGCCGCAGGGGGACCCTCAGTCTTCCTCTTCC
CCCCAAAACCCAAGGACACCCTCATGATCTCCCGGACCCCTGAGGTCACATGCGTG
GTGGTETCAGTGAGCCACGAAGACCCTGAGGTCAAGTTCAACTGGETACGTGGACGE
CGTGGAGGTGCATAATGCCAAGACAAAGCCCCGGGAGGAGCAGTACAACAGCACET
ACCGGGETGGTCAGCGTCCTCACCGTCCTGCACCAGGACTGGCTGAATGGCAAGGAG
TACAAGTGCAAGGTCTCCAACAAAGCCCTCCCAGCCCCCATCGAGAAAACCATCTC
CAAAGCCAAAGGCCAGCCCCGGGAACCACAGGTGTACGTETACCCCCCATCCCGRE
ACGAGCTGACCAAGAACCAGGETCAGCCTGACCTGCCTGGTCAAAGGCTTCTATCCC
AGCGACATCGCCGETGGAGTGGGAGAGCAATGGCCAGCCCGAGAACAACTACAAGAC
CACCCCTCCCETGCTGGACTCCGACGGCTCCTTCGCCCTCGTGAGCAAGCTCACCE
TGGACAAGAGCAGGTGGCAGCAGGGCAACGTCTTCTCATGCTCCGTGATGCATGAG
GCTCTGCACAACCACTACACCCAGAAGAGCCTCTCCCTGTCTCCCGGCAAG
(FeH&FESB8L) o4 FILERHI (1-57) NYA-2048(61-798).1linker (799-
813),C3E-7085(814-1533),linker(1534-1539) ,Hinge (1540-
1584),CH2 (1585-1914),CH3 (1915-2235)
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[483]

NYF-0060-HC2
ATGAAACACCTETGGTTCTTCCTCCTGCTGETEGCAGCTCCCAGATGGGETGCTGAG
CGGTGAGGTACAGCTGGTGGAATCCGGTGGAGGCCTTGTGCAACCGGGAGGCTCCC
TGCGACTCTCTTGCGCCGCATCTGGCTTTTCCATACGATCCTACGATATTCATTGE
GTCCGACAAGCCCCTGGCAAAGETCTTGAATGGGTTGCCACTATCTCCTACGACGE
GTCTCAGAAATATTATGCGGATTCAGTGAAGGGGCEGTTCACAATTTCACGAGACE
AGTCAAAGAATACACTGTACCTCCAAATGAATTCACTGAGAGCCGAGGATACTGCA
GTCTATCATTGTGCAAGAGGGTCCTCAGGCCACTACGAGGCCTTTGATATATGGGE
CCAAGGCACCTTGGTAACCGTTAGTAGCGGAGGTGGAGGAAGCGGAGGCGGCGETT
CCGGAGGAGGETEGAAGTCAATCCETTCTGACTCAGCCACCCTCCATGAGTGCAGCE
CCTGGACAGAAGGTCACAATATCATGTTCTGGCTCTTCAAGCAACATCGGAAACTG
GTACGTGAGCTGGTACCAGCAGCTCCCCGGCACGGCGCCCAAGCTTCTGATATATG
ACAACAACAAACGGCCCAGTGGAATCCCTGACAGATTCAGTGGGTCTAAAAGTGGET
ACAAGCGCTACCCTGGGTATCACCGGATTGCAGACCGGAGATCAGGCGEGACTATTA
TTGCGGAACCTGEGACTCCAGCCTGAGCECTCCCTEGGTTTTCGECGGAGGTACTA
AGGTTACCGTCTTGGGAGGAGGCGGTTCAGAAGTGCAGCTGETGGAATCCGGGGEE
GGCCTEETGCAGCCTGGGGGGAGCCTGAGACTEGAGTTGTGCCGCCTCTGGGGETGAC
ATTTAACTACTATGGCATGTCTTGGATCCGCCAGGCACCTGGAAAGGGCCTGGAGT
GGGTGECCAGCATCACTAGGTCCRGCGGEECEGAATCTACTATCCCGACAGCGETCAAG
GGCAGGTTCACAATTTCCCGCGAGAACACACAGAAAACTCTGTACCTGCAGATGAA
TAGCCTGAGAGCCGAAGATACAGCTGTGTACTATTGCACTCTGGACGGCAGGGATG
GGTGEETCECCTATTGGGGGCAGGGAACCCTGETGACAGTCAGCTCCGGAGGAGGA
GGATCTGGCGGAGGAGGCAGTEEEGGAGECEGETCAAACTTTATGCTCACTCAGCC
GTCCTCTETTTCTGGCGTACCTGGCCAACGGGTGACCATTAGCTGTACGGGTAATA
CCGGGAATATCGGGTCTAACTACGTGAACTGGTATCAGCAGCTTCCAGGGACAGCT
CCCAAGTTGCTGATCTATCGCGACGACAAAAGACCCTCAGGGGTCCCTGACCGATT
TAGTGGECAGCAAAAGCGGTACTTCCGCTTCCCTEGCGATAACCGEECTTTCAGGCCE
AAGATGAGGCAGACTACTATTGCCAGTCATATTCCAGCGGCTTCATCTTCGGAGGEC
GGAACTAAGCTGACAGTGTTGGCAGCCGAGCCCAAATCTTCTGACAAAACTCACAC
ATGCCCACCCTGCCCAGCACCTGAAGCCGCAGEGGGACCCTCAGTCTTCCTCTTCC
CCCCAAAACCCAAGGACACCCTCATGATCTCCCGGACCCCTGAGETCACATGCGTG
GTGGTETCAGTGAGCCACGAAGACCCTGAGGTCAAGTTCAACTGETACGTGGACGE
CGTGGAGGTGCATAATGCCAAGACAAAGCCCCGGGAGGAGCAGTACAACAGCACGET
ACCGGETEGTCAGCGTCCTCACCGTCCTGCACCAGGACTGGCTGAATGGCAAGGAG
TACAAGTGCAAGGTCTCCAACAAAGCCCTCCCAGCCCCCATCGAGAAAACCATCTC
CAAAGCCAAAGGCCAGCCCCGEEAACCACAGGETGTACGTETACCCCCCATCCCGRE
ACGAGCTGACCAAGAACCAGGTCAGCCTGACCTGCCTGGTCAAAGGCTTCTATCCC
AGCGACATCGCCGTGGAGTGGGAGAGCAATGGCCAGCCCGAGAACAACTACAAGAC
CACCCCTCCCETGCTEGACTCCGACGGCTCCTTCGCCCTCGTGAGCAAGCTCACCE
TGGACAAGAGCAGGTGGCAGCAGGGCAACGTCTTCTCATGCTCCETGATGCATGAG
GCTCTGCACAACCACTACACCCAGAAGAGCCTCTCCCTGTCTCCCGGCAAG
(BE5IES82) U FILARHI(1-57) ,NYA-2060(61-798) ,1inker (799-
813),C3E-7085(814-1533),1inker(1534-1539) ,Hinge (1540-
1584),CH2 (1585-1914),CH3 (1915-2235)
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[g84]

NYF-0061-HC2
ATGAAACACCTGTGGTTCTITCCICCTGCTGGTGGCAGCTCCCAGATGGGTGCTGAG
CGGTGAGGTACAGCTGGTGGAATCCGGTGGAGGCCTTGTGCAACCGGEGGAGGCTCCC
TGCGACTCTCTTGCGCCGCATCTGGCTTTTCCATACGATCCTACGATATTCATTGG
GTCCGACAAGCCCCTGGCAAAGGTCTTCGAATGGEGGTTGCCACTATCTCCTACGACGG
GTCTCAGAAATATTATGCGGATTCAGTGAAGGCGGGCGGTTCACAATTTCACGAGACG
AGTCAAAGAATACACTGTACCTCCAAATGAATTCACTGAGAGCCGAGGATACTGCA
GTCTATCATTGTGCAAGAGGGTCCTCAGGCCACTACGAGGCCTTTGATATATGGGG
CCAAGGCACCTTGGTAACCGTTAGTAGCGGAGGTGGAGGAAGCGGAGGCGGCGGTT
CCGGAGGAGGTGGAAGTCAATCCGTTCTGACTCAGCCACCCTCCECCTCTGEGGECACC
CCGGGCCAACGGGTCACAATATCATGTTCTGGCTCTTCAAGCAACATCGGAAACTG
GTACGTGAGCTGGTACCAGCAGCTCCCCGGCACGGCGCCCAAGCTTCTGATATATG
ACAACAACAAACGGCCCAGTGGAGTTCCTGACAGATTCAGTGGGTCTAAAAGTGGT
ACAAGCGCTAGCCTGGCCATAAGTGGTCTGCAGAGTGAAGATGAGGCGGACTATTA
TTGCGGAACCTGGGACTCCAGCCTGAGCGCTCCCTGEGGEGTTTTCGGCGGAGGTACTA
AGCTGACCGTCTTGGGAGGAGGCGGTTCAGAAGTGCAGCTGGETGGAATCCGGGGGEG
GGCCTGGTGCAGCCTGGGGGGAGCCTGAGACTGAGTTGTGCCGCCTCTGGGGTGAC
ATTTAACTACTATGGCATGTCTTGGATCCGCCAGGCACCTGGAAAGGGCCTGGAGT
GGGTGGCCAGCATCACTAGGTCCGGCGGGCGAATCTACTATCCCGACAGCGTCAAG
GGCAGGTTCACAATTTCCCGCGAGAACACACAGAAAACTCTGTACCTGCAGATGAA
TAGCCTGAGAGCCGAAGATACAGCTGTGTACTATTGCACTCTGGACGGCAGGGATG
GGTGGETCGCCTATTGGGGEGECAGGGAACCCTGECTGACAGT CAGCTCCGGAGGAGGA
GGATCTGGCGGAGGAGGCAGTGGGGGAGGCGEGEGTCAAACTTTATGCTCACTCAGCC
GTCCICTGTTTCTGGCGTACCTGGCCAACGGGTGACCATTAGCTGTACGGGTAATA
CCGGGAATATCGGGTCTAACTACGTGAACTGGTATCAGCAGCTTCCAGGGACAGCT
CCCAAGTTGCTGATCTATCGCGACGACAAAAGACCCTCAGGGGTCCCTGACCGATT
TAGTGGCAGCAAAAGCGGTACTTCCGCTTCCCTGGCGATAACCGGCTTTCAGGCCG
AAGATGAGGCAGACTACTATTGCCAGTCATATTCCAGCGGCTTCATCTTCGGAGGC
GGAACTAAGCTGACAGTGTTGGCAGCCGAGCCCAAATCTTCTGACAAAACTCACAC
ATGCCCACCCTGCCCAGCACCTGAAGCCGCAGGGGGACCCTCAGTCTTCCTICTTCC
CCCCAAAACCCAAGGACACCCTCATGATCTCCCGGACCCCTGAGGTCACATGECGTG
GTGGTGTCAGTGAGCCACGAAGACCCTGAGGTCAAGTTCAACTGGTACGTGGACGG
CGTGGAGGTGCATAATGCCAAGACAAAGCCCCGGGAGGAGCAGTACAACAGCACGT
ACCGGGTGGTCAGCGTCCTCACCGTCCTGCACCAGGACTGGCTGAATGGCAAGGAG
TACAAGTGCAAGGTCTCCAACAAAGCCCTCCCAGCCCCCATCGAGAAAACCATCTC
CAAAGCCAAAGGCCAGCCCCGGGAACCACAGGTGTACGTGTACCCCCCATCCCGGG
ACGAGCTGACCAAGAACCAGGTCAGCCTGACCTGCCTGGTCAAAGGCTTCTATCCC
AGCGACATCGCCGTGGAGTGGGAGAGCAATGGCCAGCCCGAGAACAACTACAAGAC
CACCCCTCCCETEGCTGGACTCCGACGGCTCCTTCGCCCTCGEGTGAGCAAGCTCACCG
TGGACAAGAGCAGGTGGCAGCAGGGCAACGTCTTCTCATGCTCCGTGATGCATGAG
GCTCTGCACAACCACTACACCCAGAAGAGCCTCTCCCIGTCTCCCGGCAAG
(BE3&ES83) Y FIILEHI (1-57) NYA-2061(61-798),1inker (799-
813),C3E-7085(814-1533),linker (1534-1539) .Hinge (1540-
1584),CH2 (1585-1914) ., CH3 (1915-2235)
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HC1
MKHLWFFLLLVAAPRWVLSDKTHTCPPCPAPEAAGGPSVFLFPPKPKDTLMISRTP
EVICVVVSVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDW
LNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYVLPPSRDELTKNQVSLLCLV
KGFYPSDIAVEWESNGQPENNYLTWPPVLDSDGSFFLYSKLTVDKSRWQQGNVFESC
SVMHEALHNHYTQKSLSLSPGK

(BeH&EB84) Y FILEEH (1-19) .Hinge (20-29),CH2 (30-139),

CH3 (140-246)
[ 1861

NYF-0016-HC
MKHLWFFLLLVAAPRWVLSGEVQLVESGGGVVQPGRSLTPSCSASGFSIRSYDIHW
VRLAPGKGLEWVATISYDGSQKYFADSVKGRFTIFRDESENMVYLOMSGLRVEDTA
VYHCARGSSGHYEAFDIWGRQGTMVIVSSGGGEESGEEESGEEESQSVLTQPPSVSAA
PGQKVTISCSGSSSNIGNWYVSWYQQLPGTAPKLLIYDNNKRPSGIPDRFSGSKSG
TSATLGITGLQTGDEADYYCGTWDSSLSAPWVFGGGTKVITVLGGGGSEVQLVESGG
GLVQPGGSLRLSCAASGVTIFNYYGMSWIRQAPGKGLEWVASITRSGGRIYYPDSVK
GRFTISRENTQKTLYLOMNSLRAEDTAVYYCTLDGRDGWVAYWGQGTLVTVSSGGG
GSGGGGSGGEGEGESNFMLTQPSSVSGVPGQRVTISCTGNTGNIGSNYVNWYQQLPGTA
PKLLIYRDDKRPSGVPDRFSGSKSGTSASLATITGFQAEDEADYYCQSYSSGFIFGG
GTKLTVLAAEPKSSDKTHTCPPCPAPEAAGGPSVFLFPPKPKDTLMISRTPEVTCV
VVSVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKE
YKCKVSNKALPAPIEKTISKAKGQPREPQVYVYPPSRDELTKNQVSLTCLVKGEFYP
SDIAVEWESNGQPENNYKTTPPVLDSDGSFALVSKLTVDK SRWQQGNVFSCSVMHE
ALHNHYTQKSLSLSPGK

(ERHES85) 7 FILERHI (1-19) NYA-1143(21-266) . 1linker (267-
271),C3E-7085(272-511).1linker (512-513) ,Hinge (514-528),
CH2(529-638),CH3(639-745)

[E487]

NYF-0019-HC2
MKHLWFFLLLVAAPRWVLSGEVQLVESGGGVVQPGRSLTPSCSASGFSIRSYDIHW
VRLAPGKGLEWVATISYDGSQKYFADSVKGRFTIFRDESENMVYLOMSGLRVEDTA
VYHCARGSSGHYEAFDIWGQGTMVIVSSGGGGSGGGGSGGGGSQSVLTQPPSVSAA
PGQKVTISCSGSSSNIGNWYVSWYQRLPGTAPKLLIYDNNKRPSGIPDRFSGSKSG
TSATLGITGLQTGDEADYYCGTWDSSLSAPWVFGGGTKVTVLGGGGSEVQLVESGG
GLVQPGGSLRLSCAASGVTIFNYYGMSWIRQAPGKGLEWVASITRSGGRIYYPDSVK
GRFTISRENTQKTLYLOMNSLRAEDTAVYYCTLDGRDGWVAYWGQGTLVTVSSGGG
GSGGGGSGGEGEESNFMLTQPSSVSGVPGQRVTIISCTGNTGNIGSNYVNWYQQLPGTA
PKLLIYRDDKRPSGVPDRFSGSKSGTSASLAITGFQAEDEADYYCQSYSSGFIFGG
GTKLTVLAAEPKSSDKTHTCPPCPAPEAAGGPSVFLFPPKPKDTLMISRTPEVTCV
VVSVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTIVLHQDWLNGKE
YKCKVSNKALPAPIEXKTISKAKGQPREPQVYVYPPSRDELTKNQVSLTCLVKGFYP
SDIAVEWESNGQPENNYKTTPPVLDSDGSFALVSKLTVDKSRWQQGNVFSCSVMHE
ALHNHYTQKSLSLSPGK

(E23I&ES86) 4 FILERHI(1-19) NYA-2143(21-266) . 1linker (267-
271),C3E-7085(272-511).1linker (512-513) Hinge (514-528),
CH2(529-638),CH3(639-745)
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[q88]

NYF-0022-HC2
MKHLWFFLLLVAAPRWVLSGEVQLVESGGGVVQPGRSLTPSCSASGFSIRSYDIHW
VRLAPGKGLEWVATISYDGSQKYFADSVKGRFTIFRDESENMVYLOMSGLRVEDTA
VYHCARGSSGHYEAFDIWGQGTMVIVSSGGGGSGGGGSGGGGSQSVLTQPPSVSAA
PGQKVTISCSGSSSNIGNNYVSWYQQLPGTAPKLLIYDNNKRPSGIPDRFSGSKSG
TSATLGITGLQTGDEADYYCGTWDSSLSAPWVFGGGTKVTVLGGGGSEVQLVESGG
GLVQPGGSLRLSCAASGVTFNYYGMSWIRQAPGKGLEWVASITRSGGRIYYPDSVK
GRFTISRENTQKTLYLOMNSLRAEDTAVYYCTLDGRDGWVAYWGQGTLVIVSSGGG
GSGGGGSGGGGESNFMLTQPSSVSGVPGQRVTISCTGNTGNIGSNYVNWYQQLPGTA
PKLLIYRDDKRPSGVPDRFSGSKSGTSASLAITGFQAEDEADYYCQSYSSGFIFGG
GTKLTVLAAEPKSSDKTHTCPPCPAPEAAGGPSVFLFPPKPKDTLMISRTPEVTCV
VVSVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKE
YKCKVSNKALPAPIEKTISKAKGQPREPQVYVYPPSRDELTKNQVSLTCLVKGFYP
SDIAVEWESNGQPENNYKTTPPVLDSDGSFALVSKLTVDKSRWQQGNVFSCSVMHE
ALHNHYTQKSLSLSPGK

(BL5IFES87) > FILERSI (1-19) .NYA-1163 (21-266) . 1linker (267-
271),C3E-7085(272-511), linker (512-513) ,Hinge (514-528),

CH2 (529-638),CH3(639-745)

[E489]

NYF-0023-HC2
MKHLWFFLLLVAAPRWVLSGEVQLVESGGGVVQPGRSESLTPSCSASGFSIRSYDIHW
VRQAPGKGLEWVATISYDGSQKYFADSVKGRFTIFRDESENMVYLQMSGLRVEDTA
VYHCARGSSGHYEAFDIWGQGTMVIVSSGGEGGSGGGEGSGGEGEGSQSVLTQPPSVSAA
PGQKVTISCSGSSSNIGNWYVSWYQOQLPGTAPKLLIYDNNKRPSGIPDRFSGSKSG
TSATLGITGLYTGDEADYYCGTWDS SLSAPWVFGGGTKVTVLGGGGSEVQLVESGG
GLVQPGGSLRLSCAASGVTFNYYGMSWIRQAPGKGLEWVASITRSGGRIYYPDSVK
GRFTISRENTQKTLYLOMNSLRAEDTAVYYCTLDGRDGWVAYWGQGTLVIVSSGGG
GSGGGEGSGGGGSNFMLTQPSSVSGVPGQRVTISCTGNTGNIGSNYVNWYQQLPGTA
PKLLIYRDDKRPSGVPDRFSGSKSGTSASLAITGFQAEDEADYYCQSYSSGFIFGG
GTKLTVLAAEPKSSDKTHTCPPCPAPEAAGGPSVFLFPPKPKDTLMISRTPEVTCV
VVSVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKE
YKCKVSNKALPAPIEKTISKAKGQPREPQVYVYPPSRDELTKNQVSLTCLVKGFYP
SDIAVEWESNGQPENNYKTTPPVLDSDGSFALVSKLTVDKSRWQQGNVFSCSVMHE
ALHNHYTQKSLSLSPGK

(5 FES88) LT FIEH (1-19) NYA-2023(21-266),1linker (267-
271),C3E-7085(272-511),1inker (512-513) ,Hinge (514-528),
CH2 (529-638),CH3 (639-745)



45/97

WO 2021/200857 PCT/JP2021/013378

[E90]

NYF-0027-HC2
MKHLWFFLLLVAAPRWVLSGEVQLVESGGGVVQPGRSLTPSCSASGFSIRSYDIHW
VRQAPGKGLEWVATISYDGSQKYFADSVKGRFTIFRDESENMVYLQMSGLRVEDTA
VYHCARGSSGHYEAFDIWGQGTMVTVSSGGGGSGGEGEGESGEEESQSVLTQPPSVSAA
PGQKVTISCSGSSSNIGNNYVSWYQQLPGTAPKLLIYDNNKRPSGIPDRFSGSKSGE
TSATLGITGLQTGDEADYYCGSWDSSLSAPWVFGGGTKVTVLGGGGSEVQLVESGE
GLVQPGGSLRLSCAASGVTFNYYGMSWIRQAPGKGLEWVASITRSGGRIYYPDSVK
GRFTISRENTQKTLYLOMNSLRAEDTAVYYCTLDGRDGWVAYWGQGTLVTVSSGGGE
GSGGGEGESGEEESNFMLTQPS SVSGVPGQRVTISCTGNTGNIGSNYVNWYQQLPGTA
PXLLIYRDDKRPSGVPDRFSGSKSGTSASLAITGFQAEDEADYYCQSYSSGFIFGGE
GTKLTVLAAEPKSSDKTHTCPPCPAPEAAGGPSVFLFPPKPKDTLMISRTPEVICV
VVSVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKE
YKCKVSNKALPAPIEKTISKAKGQPREPQVYVYPPSRDELTKNQVSLTCLVKGFYP
SDIAVEWESNGQPENNYKTTPPVLDSDGSFALVSKLTVDKSRWQQGNVFSCSVMHE
ALHNHYTQKSLSLSPGK

(EeHI&ES89) U FILERHI (1-19) \NYA-2027 (21-266),1linker (267-
271),C3E-7085(272-511),1inker (512-513),Hinge (514-528),
CH2 (529-638),CH3 (639-745)

[E491]

NYF-0035-HC2
MKHLWFFLLLVAAPRWVLSGEVQLVESGGGVVQPGRSLTPSCSASGFSIRSYDIHW
VRLAPGKGLEWVATISYDGSQKYFADSVKGRFTIFRDESENMVYLOMSGLRVEDTA
VYHCARGSSGHYEAFDIWGQGTMVIVSSGGGGSGGEGGEGSGGGEGSQSVLTQPPSVSAA
PGQKVTISCSGSSSNIGNWKVSWYQQLPGTAPKLLIYDNNKRPSGIPDRFSGSKSG
TSATLGITGLQTGDEADYYCGTWDSSLSAPWVFGGGTKVTVLGGGGSEVQLVESGG
GLVQPGGSLRLSCAASGVIFNYYGMSWIRQAPGKGLEWVASITRSGGRIYYPDSVK
GRFTISRENTQKTLYLOMNSLRAEDTAVYYCTLDGRDGWVAYWGQGTLVIVSSGGG
GSGGGGESGEEGESNFMLTQPSSVSGVPGQRVTISCTGNTGNIGSNYVNWYQQLPGTA
PKLLIYRDDKRPSGVPDRFSGSKSGTSASLAITGFQAEDEADYYCQSYSSGFIFGG
GTKLTVLAAEPKSSDKTHTCPPCPAPEAAGGPSVFLFPPKPKDTLMISRTPEVTCV
VVSVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLIVLHQDWLNGKE
YKCKVSNKALPAPIEKTISKAKGQPREPQVYVYPPSRDELTKNQVSLTCLVKGFYP
SDIAVEWESNGQPENNYKTTPPVLDSDGSFALVSKLTVDKSRWQQGNVFSCSVMHE
ALHNHYTQKSLSLSPGK

(BE5IEB90) Y FILERHI (1-19) ,NYA-2035(21-266),1linker (267-
271),C3E-7085(272-511),1linker (512-513),Hinge (514-528),
CH2 (529-638),CH3 (639-745)
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[E92]

NYF-0044-HC2
MKHLWFFLLLVAAPRWVLSGEVQLVESGGGLVQPGGSLRLSCAASGFSIRSYDIHW
VRLAPGKGLEWVATISYDGSQKYYADSVKGRFTISRDESKNTLYLQMNSLRAEDTA
VYHCARGSSGHYEAFDIWGQGTLVIVSSGGGGSGGGGSGGGGEGSQSVLTQPPSVSAA
PGQKVTISCSGSSSNIGNWYVSWYQQLPGTAPKLLIYDNNKRPSGIPDRFSGSKSG
TSATLGITGLQTGDEADYYCGTWDSSLSAPWVFGGGTKVTVLGGGGSEVQLVESGE
GLVQPGGSLRLSCAASGVTFNYYGMSWIRQAPGKGLEWVASITRSGGRIYYPDSVK
GRFTISRENTQKTLYLOMNSLRAEDTAVYYCTLDGRDGWVAYWGQGTLVITVSSGGG
GSGGEEESGEEESNFMLTQPSSVSGVPGQRVTISCTGNTGNIGSNYVNWYQQLPGTA
PKLLIYRDDKRPSGVPDRFSGSKSGTSASLAITGFQAEDEADYYCQSYSSGFIFGGE
GTKLTVLAAEPKSSDKTHTCPPCPAPEAAGGPSVFLFPPKPKDTLMI SRTPEVTCV
VVSVSHEDPEVKFNWYVDGVEVHNAK TKPREEQYNSTYRVVSVLTVLHQDWLNGKE
YKCKVSNKALPAPIEKTISKAKGQPREPQVYVYPPSRDELTKNQVSLTCLVKGFYP
SDIAVEWESNGQPENNYKTTPPVLDSDGSFALVSKLTVDK SRWQQGNVFSCSVMHE
ALHNHYTQKSLSLSPGK

(BRHIEB9L) Y FILERH] (1-19) . NYA-2044 (21-266) ,1linker (267-
271),C3E-7085(272-511),1linker (512-513) Hinge (514-528),
CH2 (529-638),CH3 (639-745)

[5493]

NYF-0045-HC2
MKHLWFFLLLVAAPRWVLSGEVQLVESGGGLVQPGGSLRLSCAASGFSIRSYDIHW
VRLAPGKGLEWVATISYDGSQKYYADSVKGRFTISRDESKNTLYLOMNSLRAEDTA
VYHCARGSSGHYEAFDIWGQGTLVIVSSGGGGSGGGEGSGEGGSQSVLTQPPSASGT
PGQRVTISCSGSSSNIGNWYVSWYQQLPGTAPKLLIYDNNKRPSGVPDRFSGSKSG
TSASLATISGLQSEDEADYYCGTWDSSLSAPWVFGGGTKLTVLGGGGSEVQLVESGG
GLVQPGGSLRLSCAASGVIFNYYGMSWIRQAPGKGLEWVASITRSGGRIYYPDSVK
GRFTISRENTQKTLYLOQMNSLRAEDTAVYYCTLDGRDGWVAYWGQGTLVIVSSGGG
GSGGGGSGGGGSNFMLTQPSSVSGVPGQRVTIISCTGNTGNIGSNYVNWYQQLPGTA
PKLLIYRDDKRPSGVPDRFSGSKSGTSASLATTGFQAEDEADYYCQSYSSGFIFGG
GTKLTVLAAEPKSSDKTHTCPPCPAPEAAGGPSVFLFPPKPKDTLMISRTPEVTCV
VVSVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKE
YKCKVSNKALPAPIEKTISKAKGQPREPQVYVYPPSRDELTKNQVSLTCLVKGFYP
SDIAVEWESNGQPENNYKTTPPVLDSDGSFALVSKLTVDKSRWQQGNVFSCSVMHE
ALHNHYTQKSLSLSPGK

(BEHES92) 5 FILEH (1-19) NYA-2045(21-266),1inker (267-
271) .C3E-7085(272-511), linker (512-513) ,Hinge (514-528),

CH2 (529-638),CH3 (639-745)
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NYF-0047-HC2

MKHLWFFLLLVAAPRWVLSGQVQLVE SGEGVVQPGRSLRLSCAASGFSIRSYDMHW
VRQAPGKGLEWVATISYDGSQKYYADSVKGRFTISRDNSKNTLYLQMSSLRAEDTA
VYHCARGSSGHYEAFDIWGQGTLVTVSSGGGGSGEEGESGGEESQSVLTQPPSVSAA
PGQKVTISCSGSSSNIGNWYVSWYQQLPGTAPKLLIYDNNKRPSGIPDRFSGSKSG
TSATLGITGLQTGDEADYYCGTWDSSLSAPWVFGGETKVTVLGGGGSEVQLVESGG
GLVQPGGSLRLSCAASGVTFNYYGMSWIRQAPGKGLEWVASITRSGGRIYYPDSVK
GRFTISRENTQKTLYLQMNSLRAEDTAVYYCTLDGRDGWVAYWGQGTLVTVSSGGG
GSGCEGGESGEEEESNFMLTQPS SVSGVPGQRVTISCTANTGNIGSNYVNWYQQLPGTA
PKLLIYRDDKRPSGVPDRFSGSKSGTSASLAITGFQAEDEADYYCQSYSSGFIFGG
GTKLTVLAAEPKS SDKTHTCPPCPAPEAAGGPSVFLFPPKPKDTLMISRTPEVTCV
VVSVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKE
YKCKVSNKALPAPIEKTISKAKGQPREPQVYVYPPSRDELTKNQVSLTCLVKGFYP
SDIAVEWESNGQPENNYKTTPPVLDSDGSFALVSKLTVDKSRWQQGNVFSCSVMHE
ALHNHYTQKSLSLSPGK

(BRHIFESB93) Y FILERH] (1-19) ,NYA-2047 (21-266) ,1linker (267-
271),C3E-7085(272-511),linker(512-513),Hinge (514-528),
CH2 (529-638),CH3 (639-745)

[Ea95]

NYF-0048-HC2
MKHILWFFLLLVAAPRWVLSGQVQLVESGGGVVQPGRSLRLSCAASGFSIRSYDMHW
VRQAPGKGLEWVATISYDGSQKYYADSVKGRFTISRDNSKNTLYLOMSSLRAEDTA
VYHCARGSSGHYEAFDIWGQGTLVIVSSGGGGSGGGGSGGGGEGSQSVLTQPPSASGT
PGQRVTISCSGSSSNIGNWYVSWYQQLPGTAPKLLIYDNNKRPSGVPDRFSGSKSG
TSASLAISGLQSEDEADYYCGTWDSSLSAPWVFGGGTKLTVLGGGGSEVQLVESGG
GLVQPGGSLRLSCAASGVIFNYYGMSWIRQAPGKGLEWVASITRSGGRIYYPDSVK
GRFTISRENTQKTLYLOMNSLRAEDTAVYYCTLDGRDGWVAYWGQGTLVIVSSGGG
GSGGGGSGGGGEGSNFMLTQPSSVSGVPGQRVTISCTGNTGNIGSNYVNWYQQLPGTA
PKLLIYRDDKRPSGVPDRFSGSKSGTSASLATTGFQAEDEADYYCQSYSSGFIFGG
GTKLTVLAAEPKSSDKTHTCPPCPAPEAAGGPSVFLFPPKPKDTLMISRTPEVTCV
VVSVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKE
YKCKVSNKALPAPIEKTISKAKGQPREPQVYVYPPSRDELTKNQVSLTCLVKGFYP
SDIAVEWESNGQPENNYKTTPPVLDSDGSFALVSKLTVDKSRWQQGNVFSCSVMHE
ALHNHYTQKSLSLSPGK

(BE5&ES94) Y FILEHI (1-19) NYA-2048(21-266) ,1inker (267-
271),C3E-7085(272-511), linker (512-513) . Hinge (514-528),
CH2(529-638),CH3 (639-745)



48/97

WO 2021/200857 PCT/JP2021/013378

(961

NYF-0060-HC2
MKHLWFFLLLVAAPRWVLSGEVQLVESGGGLVQPGGSLRLSCAASGFSIRSYDIHW
VRQAPGKGLEWVATISYDGSQKYYADSVKGRFTISRDESKNTLYLQMNSLRAEDTA
VYHCARGSSGHYEAFDIWGQGTLVITVSSGGGGSGGGGSGEGGSQSVLTQPPSVSAA
PGQKVTISCSGSSSNIGNWYVSWYQQLPGTAPKLLIYDNNKRPSGIPDRFSGSKSG
TSATLGITGLQTGDEADYYCGTWDSSLSAPWVFGGGTKVTVLGGGGSEVQLVESGE
GLVQPGGSLRLSCAASGVTFNYYGMSWIRQAPGKGLEWVASITRSGGRIYYPDSVK
GRFTISRENTQKTLYLOMNSLRAEDTAVYYCTLDGRDGWVAYWGQGTLVITVSSGGG
GSGGEGEESCEEESNFMLTQPSSVSGVPGQRVTISCTGNTGNIGSNYVNWYQQLPGTA
PKLLIYRDDKRPSGVPDRFSGSKSGTSASLAITGFQAEDEADYYCQSYSSGFIFGGE
GTKLTVLAAEPKS SDKTHTCPPCPAPEAAGGPSVFLFPPKPKDTLMI SRTPEVTCV
VVSVSHEDPEVKFNWYVDGVEVHNAK TKPREEQYNSTYRVVSVLTVLHQDWLNGKE
YKCKVSNKALPAPIEKTISKAKGQPREPQVYVYPPSRDELTKNQVSLTCLVKGFYP
SDIAVEWESNGQPENNYKTTPPVLDSDGSFALVSKLTVDKSRWQQGNVFSCSVMHE
ALHNHYTQKSLSLSPGK

(BRHIEB95) Y FILERH] (1-19) ,NYA-2060(21-266) ,linker (267-
271),C3E-7085(272-511),linker (512-513) ,Hinge (514-528),
CH2 (529-638),CH3 (639-745)

[E497]

NYF-0061-HC2
MKHLWFFLLLVAAPRWVLSGEVQLVESGGGLVQPGGSLRLSCAASGFSIRSYDIHW
VRQAPGKGLEWVATISYDGSQKYYADSVKGRFTISRDESKNTLYLOQMNSLRAEDTA
VYHCARGSSGHYEAFDIWGQGTLVIVSSGGGGSGGEGGSGEGGSQSVLTQPPSASGT
PGQRVTISCSGSSSNIGNWYVSWYQQLPGTAPKLLIYDNNKRPSGVPDRFSGSKSG
TSASLATISGLOSEDEADYYCGTWDSSLSAPWVFGGGTKLTVLGGGGSEVQLVESGG
GLVQPGGSLRLSCAASGVIFNYYGMSWIRQAPGKGLEWVASITRSGGRIYYPDSVK
GRFTISRENTQKTLYLOMNSLRAEDTAVYYCTLDGRDGWVAYWGQGTLVIVSSGGG
GSGGGGSGGGEESNFMLTQPSSVSGVPGQRVTISCTGNTGNIGSNYVNWYQQLPGTA
PKLLIYRDDKRPSGVPDRFSGSKSGTSASLATTGFQAEDEADYYCQSYSSGFIFGG
GTKLTVLAAEPKSSDKTHTCPPCPAPEAAGGPSVFLFPPKPKDTLMISRTPEVTCV
VVSVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKE
YKCKVSNKALPAPIEKTISKAKGQPREPQVYVYPPSRDELTKNQVSLTCLVKGFYP
SDIAVEWESNGQPENNYKTTPPVLDSDGSFALVSKLTVDKSRWQQGNVFSCSVMHE
ALHNHYTQKSLSLSPGK

(ERHES96) Y FILERHI(1-19) NYA-2061(21-266),1linker (267-
271),C3E-7085(272-511),linker (512-513) ,Hinge (514-528),

CH2 (529-638),CH3 (639-745)
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WO 2021/200857 PCT/JP2021/013378

[B498]

NYA-0001l-Fab-HCl-k delete
ATGAAACACCTGTGGTTCTTCCTCCTGCTGGTGGCAGCTCCCAGATGGGTGCTGAG
CGAGGTGCAGCTGGTGGAGTCTGGGGGAGGCETGGTCCAGCCTGGGAGGTCCCTGA
CACCCTCCTIGTTCAGCGTCTGGATTCTCCATCCGTAGTTATGATATACACTGGGTC
CGCCAGGCTCCAGGCAAGGGGCTAGAGTGGGTGGCCACTATATCATATGATGGAAG
TCAGAAGTACTTCGCAGACTCCGTGAAGGGCCGATTTACCATCTTCAGAGACGAAT
CGGAGAACATGGTGTATCTGCAAATGAGCGGCCTGAGAGTTGAGGACACGGCTGTT
TATCACTGTGCGAGAGGGAGTAGTGGTCATTATGAGGCTTTTGATATCTGGGGCCA
AGGGACAATGGTCACCGTCTCTTCAGCCTCCACCAAGGGCCCAAGCGETCTTCCCCC
TGGCACCCTCCTCCAAGAGCACCTCTGGCGGCACAGCCGCCCTGGECTGCCTGGTC
AAGGACTACTTCCCCGAACCCGTGACCGTGAGCTGGAACTCAGGCGCCCTGACCAG
CGECETECACACCTTCCCCGCTETCCTGCAGTCCTCAGGACTCTACTCCCTCAGCA
GCGTEGETGACCGTGCCCTCCAGCAGCTTGGGCACCCAGACCTACATCTGCAACGTG
AATCACAAGCCCAGCAACACCAAGGTGGACAAGAGAGTTGAGCCCAAATCTTGTGA
CAAAACTCACACATGCCCACCCTGCCCAGCACCTGAAGCCGCAGGGGGACCCTCAG
TCTTCCTCTTCCCCCCAAAACCCAAGGACACCCTCATGATCTCCCGGACCCCTGAG
GTCACATGCGTGGTGETGTCAGTGAGCCACGAAGACCCTGAGGTCAAGTTCAACTG
GTACGTGGACGGCGTGGAGGTGCATAATGCCAAGACAAAGCCCCGGGAGGAGCAGT
ACAACAGCACGTACCGEGTEGETCAGCETCCTCACCETCCTGCACCAGGACTGECTE
AATGGCAAGGAGTACAAGTGCAAGGTCTCCAACAAAGCCCTCCCAGCCCCCATCGA
GAAAACCATCTCCAAAGCCAAAGGCCAGCCCCGGGAACCACAGGTGTACGTECTGC
CCCCATCCCGGGACGAGCTGACCAAGAACCAGGTCAGCCTGCTGTGCCTGGTCAAA
GGCTTCTATCCCAGCGACATCGCCETGGAGTGGGAGAGCAATGGCCAGCCCGAGAA
CAACTACCTGACCTGECCTCCCGTGCTGGACTCCGACGECTCCTTCTTCCTCTACA
GCAAGCTCACCGTGGACAAGAGCAGGTGECAGCAGGGCAACGTCTTCTCATECTCC
GTGATGCATGAGGCTCTGCACAACCACTACACCCAGAAGAGCCTCTCCCTGTCTCC
lolelels

(BEHEB97) 7 FILERH] (1-57) ,NYA-0001 VH(58-417),CHL (418-
711).Hinge (712-756),CH2 (757-1086),CH3 (1087-1404)

[£999]

NYA-00O01-LC
ATGETGCTGCAGACCCAGGTGTTCATCTCCCTGCTGCTGTGGATCTCCGGCGEGCETA
CGGCCAGTCTGTIGTTGACGCAGCCGCCCTCAGTGTCTGCGGCCCCAGGACAGAAGG
TCACCATCTICCTGCTCTGGAAGCAGCTCCAACATTGGGAATAATTATGTATCCTGG
TACCAGCAGCTCCCAGGAACAGCCCCCAAACTCCTCATTTATGACAATAATAAGCG
ACCCTCAGGGATTCCTGACCGATTCTCTGGCTCCAAGTCTGGCACGTCAGCCACCC
TGGGCATCACCGGACTCCAGACTGGGGACGAGGCCGATTATTACTGCGGAACATGG
GATAGCAGCCTGAGTGCCCCTTGGGTIGTTCGGCGGAGGGACCAAGGTCACCGEGTCCT
AGGCCAGCCTAAGGCTGCCCCTAGCGTGACCCTGTTCCCTCCTTCCAGCGAGGAGC
TTCAAGCTAACAAGGCCACCCTIGGTGTGTCTTATCTCTGACTTCTACCCTGGCGECT
GTGACCGTGGCCTGGAAGGCTGACAGCTCCCCTGTGAAGGCCGGAGTGGAGACCAC
CACACCTAGCAAGCAGTCTAACAACAAGTACGCTGCCAGCTCCTACCTGAGCCTTA
CCCCTGAGCAGTGGAAGTCTCACAGAAGCTACTCCTGTCAAGTGACCCACGAGGGC
AGCACCGTGGAGAAGACCGETGGCTCCTACCGAGTGTTCC

(Ee5IEE98) L7 FILELHI (1-60) . NYA-0001 VL(61-393),CL(394-
711)
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[EZ100]

NYA-0001l-Fab-HCl-k delete
MKHILWFFLLLVAAPRWVLSEVQLVESGGGVVQPGRSLTPSCSASGFSIRSYDIHWV
RQAPGKGLEWVATISYDGSQKYFADSVKGRFTIFRDESENMVYLQMSGLRVEDTAV
YHCARGSSGHYEAFDIWGQGTMVIVSSASTKGPSVFPLAPSSKSTSGGTAALGCLV
KDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNV
NHKPSNTKVDKRVEPKSCDKTHTCPPCPAPEAAGGPSVFLFPPKPKDTLMISRTPE
VTCVVVSVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWL
NGKEYKCKVSNKALPAPTEKTISKAKGQPREPQVYVLPPSRDELTKNQVSLLCLVK
GFYPSDIAVEWESNGQPENNYLTWPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCS
VMHEALHNHYTQKSLSLSPG

(BRHFEE99) L FFILEF] (1-19) .NYA-0001 VH(20-139),CH1(140-
237).Hinge (238-252),CH2 (253-362),CH3 (363-468)

[Eg101]

NYA-0001-LC
MVLQTQVFISLLLWISGAYGQSVLTQPPSVSAAPGQKVTISCSGSSSNIGNNYVSW
YQQLPGTAPKLLIYDNNKRPSGIPDRFSGSKSGTSATLGITGLQTGDEADYYCGTW
DSSLSAPWVFGGGTKVIVLGQPKAAPSVTLFPPSSEELQANKATLVCLISDFYPGA
VIVAWKADSSPVKAGVETTTPSKQSNNKYAASSYLSLTPEQWKSHRSYSCQVTHEG
STVEKTVAPTECS

(E25I&FES100) >4 FILERF| (1-20) \NYA-0001 VL(21-131),CL(132-
237)
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WO 2021/200857 PCT/JP2021/013378

[Eg102]

NYA-1143-Fab-HCl-k delete
ATGAAACACCTGTGETTCTTCCTCCTGCTGETGGCAGCTCCCAGATGGGTGCTGAG
CGAGGTGCAGCTGETGGAGTCTGGEGGGAGGCGTEETCCAGCCTEGGAGETCCCTGA
CACCCTCCTGTTCAGCGTCTGGATTCTCCATCCGTAGCTATGATATACACTGGGTC
CGCCTGGCTCCAGGCAAGGGGCTAGAGTGGGTGGCCACTATATCATATGATGGAAG
TCAGAAGTACTTCGCAGACTCCGTGAAGGGCCGATTTACCATCTTCAGAGACGAAT
CGGAGAACATGGTGTATCTGCAAATGAGCGGCCTGAGAGTTGAGGACACGGCTETT
TATCACTGTGCGAGAGGGAGTAGTGGTCATTATGAGGCTTTTGATATCTGGGGECCA
AGGGACAATGGTCACCGTCTCTTCAGCCTCCACCAAGGGCCCAAGCGTCTTCCCCC
TGGCACCCTCCTCCAAGAGCACCTCTGGCGGCACAGCCGCCCTGEGCTGCCTGETC
AAGGACTACTTCCCCGAACCCGTGACCGTGAGCTGGAACTCAGGCGCCCTGACCAG
CGGCGTGCACACCTTCCCCGCTGTCCTGCAGTCCTCAGGACTCTACTCCCTCAGCA
GCGTGGTGACCGTGCCCTCCAGCAGCTTGGGCACCCAGACCTACATCTGCAACGTG
AATCACAAGCCCAGCAACACCAAGGTGGACAAGAGAGTTGAGCCCAAATCTTGTGA
CAAAACTCACACATGCCCACCCTGCCCAGCACCTGAAGCCGCAGGGGGACCCTCAG
TCTTCCTCTTCCCCCCAAAACCCAAGGACACCCTCATGATCTCCCGGACCCCTGAG
GTCACATGCGETGGTGGETGTCAGTGAGCCACGAAGACCCTGAGGTCAAGTTCAACTG
GTACGTGGACGGCGETGGAGGTGCATAATGCCAAGACAAAGCCCCGGGAGGAGCAGT
ACAACAGCACGTACCGGETGGTCAGCGTCCTCACCGTCCTGCACCAGGACTGGCTG
AATGGCAAGGAGTACAAGTGCAAGETCTCCAACAAAGCCCTCCCAGCCCCCATCGA
GAAAACCATCTCCAAAGCCAAAGGCCAGCCCCGGGAACCACAGGTGTACGTGCTGC
CCCCATCCCGGGACGAGCTGACCAAGAACCAGGTCAGCCTGCTGTGCCTGGTCAAA
GGCTTCTATCCCAGCGACATCGCCGTGGAGTGGGAGAGCAATGGCCAGCCCGAGAA
CAACTACCTGACCTGGCCTCCCETGCTGGACTCCGACGGECTCCTTCTTCCTCTACA
GCAAGCTCACCGTGGACAAGAGCAGGTGGCAGCAGGGCAACGTCTTCTCATGCTCC
GTGATGCATGAGGCTCTGCACAACCACTACACCCAGAAGAGCCTCTCCCTGETCTCC
CGGC

(BeHFES101) > FIILEH| (1-57) ,NYA-1143 VH(58-417),CH1(418-
711).Hinge(712-756),CH2 (757-1086),CH3 (1087-1404)

[E103]

NYA-1143-LC
ATGGTGCTGCAGACCCAGGTGTTCATCTCCCTGCTGCTGTGGATCTCCGGCGCGTA
CGGCCAGTICIGTGTTGACGCAGCCGCCCTCAGTGTCTGCGGCCCCAGGACAGAAGSG
TCACCATCTCCTGCTCTGGAAGCAGCTCCAACATTGGGAATTGGTATGTATCCTGG
TACCAGCAGCTCCCAGGAACAGCCCCCAAACTCCTCATTTATGACAATAATAAGCG
ACCCTCAGGGATTCCTGACCGATTCTCTGGCTCCAAGTCTGGCACGTCAGCCACCC
TGGGCATCACCGGACTCCAGACTGGGGACGAGGCCGATTATTACTGCGGAACATGG
GATAGCAGCCTGAGTGCCCCTTGGGTGTTCGGCGGAGGGACCAAGGTCACCGTCCT
AGGCCAGCCTAAGGCTGCCCCTAGCGTGACCCTGTTCCCTCCTTCCAGCGAGGAGC
TTCAAGCTAACAAGGCCACCCIGGTGTGTCTTATCTCTGACTTCTACCCTGGCGCT
GTGACCGTIGGCCTGGAAGGCTGACAGCTCCCCTGTGAAGGCCGGAGTGGAGACCAC
CACACCTAGCAAGCAGTCTAACAACAAGTACGCTGCCAGCTCCTACCTGAGCCTTA
CCCCTGAGCAGTGGAAGTCTCACAGAAGCTACTCCTGTCAAGTGACCCACGAGGGC
AGCACCGTGGAGAAGACCGTGGCTCCTACCGAGTGTTCC

(BEHES102) 5 FILELH] (1-60) \NYA-1143 VL(61-393),CL(394-
711)
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WO 2021/200857 PCT/JP2021/013378

[EZ104]

C3E-7085-HC2-k delete
ATGAAACACCTGTGETTCTTCCTCCTGCTEGETGGCAGCTCCCAGATGGGETGCTGAG
CGGAGAAGTGCAGCTGGTGGAATCCGGGGEEEEECCTGETECAGCCTEGEGGGAGCT
TGAGACTGAGTTGTGCCECCTCTGGGETGACATTTAACTACTATGGCATGTCTTGE
ATCCGCCAGGCACCTGGAAAGGGCCTGGAGTGGGTERCCAGCATCACTAGGETCCGE
CGGGCGAATCTACTATCCCGACAGCGTCAAGGGCAGGTTCACAATTTCCCGCGAGA
ACACACAGAAAACTCTGTACCTGCAGATGAATAGCCTGAGAGCCGAAGATACAGCT
GTGTACTATTGCACTCTGGACGGCAGGGATGEETGGETCEGCCTATTGGGGGCAGGE
AACCCTGGTGACAGTCAGCTCCGGAGGAGGAGGATCTGGCGGAGGAGGCAGTGGGE
GAGGCGGGTCAAACTTTATGCTCACTCAGCCGTCCTCTGTTTCTGGCGTACCTGGC
CAACGGGTGACCATTAGCTGTACGGGTAATACCGGGAATATCGGGTCTAACTACGT
GAACTGGTATCAGCAGCTTCCAGGGACAGCTCCCAAGTTGCTGATCTATCGCGACG
ACAAAAGACCCTCAGGGGTCCCTGACCGATTTAGTGGCAGCAAAAGCGGTACTTCC
GCTTCCCTGGCGATAACCGGCTTTCAGGCCGAAGATGAGGCAGACTACTATTGCCA
GTCATATTCCAGCGEGCTTCATCTTCGGAGGCGGAACTAAGCTGACAGTETTGGRCAG
CCGAGCCCAAATCTTCTGACAAAACTCACACATGCCCACCCTGCCCAGCACCTGAA
GCCGCAGGGGGACCCTCAGTCTTCCTCTTCCCCCCAAAACCCAAGGACACCCTCAT
GATCTCCCGGACCCCTGAGGTCACATGCETEETGETETCAGTGAGCCACGAAGACC
CTGAGGTCAAGTTCAACTGGETACGTGGACGGCETGGAGGTGCATAATGCCAAGACA
AAGCCCCGGGAGGAGCAGTACAACAGCACGTACCGGETGGTCAGCGTCCTCACCGT
CCTGCACCAGGACTGGCTGAATGGCAAGGAGTACAAGTGCAAGGTCTCCAACAAAG
CCCTCCCAGCCCCCATCGAGAAAACCATCTCCAAAGCCAAAGGCCAGCCCCGGGAA
CCACAGGTGTACGTGTACCCCCCATCCCGGGACGAGCTGACCAAGAACCAGGTCAG
CCTGACCTGCCTGGTCAAAGGCTTCTATCCCAGCGACATCGCCGTGGAGTGGGAGA
GCAATGGCCAGCCCGAGAACAACTACAAGACCACCCCTCCCGTGCTGGACTCCGAC
GGCTCCTTCGCCCTCGTGAGCAAGCTCACCGTGGACAAGAGCAGGTGGCAGCAGGE
CAACGTCTTCTCATGCTCCGTGATGCATGAGGCTCTGCACAACCACTACACCCAGA
AGAGCCTCTCCCTGTCTCCC

(EeH&ES103) U FILELHI (1-57) .C3E-7085 (61-780),linker (781-
786) ,Hinge (787-831),CH2(832-1161),CH3 (1162-1479)

[E4105]

NYA-1143-Fab-HCl-k delete
MKHIWFFLLLVAAPRWVLSEVQLVESGGGVVQPGRSLTPSCSASGFSIRSYDIHWV
RLAPGKGLEWVATISYDGSQKYFADSVKGRFTIFRDESENMVYLOMSGLRVEDTAV
YHCARGSSGHYEAFDIWGQGTMVTVSSASTKGPSVFPLAPSSKSTSGGTAALGCLY
KDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVIVPSSSLETQTYICNV
NHKPSNTKVDKRVEPKSCDKTHTCPPCPAPEAAGGPSVFLFPPKPKDTLMISRTPE
VICVVVSVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWL
NGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYVLPPSRDELTKNQVSLLCLVK
GFYPSDIAVEWESNGQPENNYLTWPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCS
VMHEALHNHYTQK SLSLSPG

(BRHFEE104) 27 FILEH| (1-19) .NYA-1143 VH(20-139),CH1(140-
237).Hinge (238-252),CH2 (253-362),CH3 (363-468)
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WO 2021/200857 PCT/JP2021/013378

[EZ106]

NYA-1143-LC
MVLOQTQVFISLLLWISGAYGQSVLTQPPSVSAAPGQKVTISCSGSSSNIGNWYVSW
YQQLPGTAPKLLIYDNNKRP SGIPDRFSGSKSGTSATLGITGLQTGDEADYYCGTW
DSSLSAPWVFGGGTKVTVLGQPKAAP SVTLFPPSSEELQANKATLVCLISDFYPGA
VTVAWKADSSPVKAGVETTTPSKQSNNKYAASSYLSLTPEQWKSHRSYSCQVTHEG
STVEKTVAPTECS
(B25IFES105) >V FILERFI (1-20) .NYA-1143_VL(21-131),CL(132-
237)

[E4107]

C3E-7085-HC2-k delete
MKHLWFFLLLVAAPRWVLSGEVQLVESGGGLVQPGGSLRLSCAASGVTFNYYGMSW
IRQAPGKGLEWVASITRSGGRIYYPDSVKGRFTISRENTQKTLYLOQMNSLRAEDTA
VYYCTLDGRDGWVAYWGQGTLVIVSSGGGGSGGGEESGEGESNFMLTQPSSVSGVPG
QRVTISCIGNTGNIGSNYVNWYQQLPGTAPKLLIYRDDKRPSGVPDRFSGSKSGTS
ASLATITGFQAEDEADYYCQSYSSGFIFGGGTKLTVLAAEPKSSDKTHTCPPCPAPE
AAGGPSVFLFPPKPKDTLMISRTPEVICVVVSVSHEDPEVKFNWYVDGVEVHNAKT
KPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPRE
PQVYVYPPSRDELTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSD
GSFALVSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPG
(BEHES106) 7 FILEHI (1-19) .C3E-7085(21-260) . linker (261-
262) . Hinge(263-277),CH2(278-387).CH3(388-493)
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WO 2021/200857 PCT/JP2021/013378

[EZ108]

NYA-1143-HCl-k delete
ATGAAACACCTGTGETTCTTCCTCCTGCTEETEGCAGCTCCCAGATGGGTGCTGAG
CGGAGAGGTGCAGCTEETEGGAGTCTGEGEGAGGCGTEGTCCAGCCTEEGAGETCCC
TGACACCCTCCTETTCAGCGTCTGGATTCTCCATCCGTAGCTATGATATACACTGE
GTCCGCCTGGCTCCAGGCAAGGGGCTAGAGTEGGTGGCCACTATATCATATGATGEE
AAGTCAGAAGTACTTCGCAGACTCCGTGAAGGGCCGATTTACCATCTTCAGAGACG
AATCGGAGAACATGGTGTATCTGCAAATGAGCGGCCTGAGAGTTGAGGACACGGCT
GTTTATCACTGTGCGAGAGGGAGTAGTGGTCATTATGAGGCTTTTGATATCTGGGG
CCAAGGGACAATGGTCACCGTCTCTTCAGGTGGAGGCGGTTCAGGCGGAGGTGGCA
GCGGCEGTGECGGEGAGTCAGTCTGTEGTTGACGCAGCCGCCCTCAGTGTCTGCGGCC
CCAGGACAGAAGGTCACCATCTCCTGCTCTGGAAGCAGCTCCAACATTGGGAATTG
GTATGTATCCTGGTACCAGCAGCTCCCAGGAACAGCCCCCAAACTCCTCATTTATE
ACAATAATAAGCGACCCTCAGGGATTCCTGACCGATTCTCTGGCTCCAAGTCTGGC
ACGTCAGCCACCOTEGECATCACCGGACTCCAGACTGGGGACCAGGCCGATTATTA
CTGCGGAACATGGGATAGCAGCCTGAGTGCCCCTTGGGTETTCERCEGAGGGACCA
AGGTCACCGTCCTAGCAGCCGAGCCCAAATCTTCTGACAAAACTCACACATGCCCA
CCCTGCCCAGCACCTGAAGCCGCAGGGEGACCCTCAGTCTTCCTCTTCCCCCCAAA
ACCCAAGGACACCCTCATGATCTCCCGGACCCCTGAGGTCACATGCGTGGTGGTET
CAGTGAGCCACGAAGACCCTGAGGTCAAGTTCAACTGGTACGTEGACGGCGTGGAS
GTGCATAATGCCAAGACAAAGCCCCGGGAGGAGCAGTACAACAGCACGTACCGGGET
GETCAGCGETCCTCACCETCCTGCACCAGGACTGGCTGAATGGCAAGGAGTACAAGT
GCAAGGTCTCCAACAAAGCCCOTCCCAGCCCCCATCGAGAAAACCATCTCCAAAGCC
AAAGGCCAGCCCCGEGAACCACAGGTETACGTGCTGCCCCCATCCCGGGACGAGCT
GACCAAGAACCAGGTCAGCCTGCTETECCTEETCAAAGGCTTCTATCCCAGCGACA
TCGCCETGGAGTGGGAGAGCAATGGCCAGCCCGAGAACAACTACCTGACCTGGCCT
CCCGTGCTGGACTCCGACGGCTCCTTCTTCCTCTACAGCAAGCTCACCGTGGACAA
GAGCAGGTGGCAGCAGGGCAACGTCTTCTCATGCTCCGTGATGCATGAGGCTCTGC
ACAACCACTACACCCAGAAGAGCCTCTCCCTGTCTCCCGGC

(BEHIFES107) > FIVERH] (1-57) .NYA-1143 (61-798),linker799-
800),.Hinge (801-849),CH2 (850-1179),CH3 (1180-1497)

[E109]
NYA-1143-HCl-k delete
MKHLWFFLLLVAAPRWVLSGEVQLVESGGGVVQPGRSLTPSCSASGFSIRSYDIHW
VRLAPGKGLEWVATISYDGSQKYFADSVKGRFTIFRDESENMVYLOMSGLRVEDTA
VYHCARGSSGHYEAFDIWGQGTMVIVSSGGGGSGGEGGSGGEGGESQSVLTQPPSVSAA
PGQRKVTISCSGSSSNIGNWYVSWYQQLPGTAPKLLIYDNNKRPSGIPDRFSGSKSG
TSATLGITGLQYTGDEADYYCGTWDSSLSAPWVFGGGTKVITVLAAEPKSSDKTHTCP
PCPAPEAAGGPSVFLFPPKPKDTLMISRTPEVTCVVVSVSHEDPEVKFNWYVDGVE
VHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKA
KGQPREPQVYVLPPSRDELTKNQVSLLCLVKGFYPSDIAVEWESNGQPENNYLTWP
PVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPG
(BEHEE108) 245 FILEH] (1-19)  NYA-1143(21-266),1inker (267-
268).Hinge (269-283),CH2 (284-393),CH3 (394-499)
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WO 2021/200857 PCT/JP2021/013378

[Eg110]

C3E-7085-NYA-1154-Fab-HC2-k delete
ATGAAACACCTGTGGTTCTTCCTCCTGCTGGTGGCAGCTCCCAGATGGGTGCTGAG
CGGAGAAGTGCAGCTGGTEGAATCCGGGEEEEGECCTEETEGCAGCCTEGGEEGAGCT
TGAGACTGAGTTGTGCCECCTCTGGGETGACATTTAACTACTATGGCATATCTTGG
ATCCGCCAGGCACCTGGAAAGGGCCTGGAGTGEETEGCCAGCATCACTAGETCCGE
CGGGCGAATCTACTATCCCGACAGCGTCAAGGGCAGGTTCACAATTTCCCGCGAGA
ACACACAGAAAACTCTGTACCTGCAGATGAATAGCCTGAGAGCCGAAGATACAGCT
GTGTACTATTGCACTCTGGACGGECAGGGATGGETEEETCECCTATTGGGEECAGGE
AACCCTGGTGACAGTCAGCTCCGGAGGAGGAGGATCTGGCGGAGGAGGCAGTGGGE
GAGGCGGGTCAAACTTTATGCTCACTCAGCCGTCCTCTGTTTCTGGCGTACCTGGC
CAACGGGTGACCATTAGCTGTACGGGTAATACCGGGAATATCGGGTCTAACTACGT
GAACTGGTATCAGCAGCTTCCAGGGACAGCTCCCAAGTTGCTGATCTATCGCGACG
ACAAAAGACCCTCAGGGGTCCCTGACCGATTTAGTGGCAGCAAAAGCGGTACTTCC
GCTTCCCTGGCGATAACCGGCTTTCAGGCCGAAGATGAGGCAGACTACTATTGCCA
GTCATATTCCAGCGGCTTCATCTTCGGAGGCGGAACTAAGCTGACAGTGTTGGGGG
GAGGCGGTTCAGAGGTGCAGCTGGTGGAGTCTGGGGGAGGCGTGETCCAGCCTGGE
AGGTCCCTGACACCCTCCTGTTCAGCGTCTGGATTCTCCATCCGTAGTTATGATAT
GCACTGGGTCCGCCAGGCTCCAGGCAAGGGGCTAGAGTGGGTGGCCACTATATCAT
ATGATGGAAGTCAGAAGTACTTCGCAGACTCCGTGAAGGGCCGATTTACCATCTTC
AGAGACGAATCGGAGAACATGGTGTATCTGCAAATGAGCGGCCTGAGAGTTGAGGA
CACGGCCGTTTATCACTGTGCGAGAGGGAGTAGTAATCATTATGAGGCTTTTGATA
TCTGGGGCCAAGGGACAATGGTCACCGTCTCTTCAGCCTCCACCAAGGGCCCAAGC
GTCTTCCCCCTGGCACCCTCCTCCAAGAGCACCTCTGGCGGCACAGCCGCCCTGEGG
CTGCCTGGTCAAGGACTACTTCCCCGAACCCGTGACCGTGAGCTGGAACTCAGGCE
CCCTGACCAGCGGCGTGCACACCTTCCCCGCTGTCCTGCAGTCCTCAGGACTCTAC
TCCCTCAGCAGCGTGGETGACCGETGCCCTCCAGCAGCTTGGGCACCCAGACCTACAT
CTGCAACGTGAATCACAAGCCCAGCAACACCAAGGTGGACAAGAGAGTTGAGCCCA
AATCTTGTGACAAAACTCACACATGCCCACCCTGCCCAGCACCTGAAGCCGCAGGSG
GGACCCTCAGTCTTCCTCTTCCCCCCAAAACCCAAGGACACCCTCATGATCTCCCG
GACCCCTGAGGTCACATGCGTGGTGEGTGTCAGTGAGCCACGAAGACCCTGAGGTCA
AGTTCAACTGGTACGTGGACGGCGTGGAGGTGCATAATGCCAAGACAAAGCCCCGE
GAGGAGCAGTACAACAGCACGTACCGGGTGGTCAGCGTCCTCACCGTCCTGCACCA
GGACTGGCTGAATGGCAAGGAGTACAAGTGCAAGGTCTCCAACAAAGCCCTCCCAG
CCCCCATCGAGAAAACCATCTCCAAAGCCAAAGGCCAGCCCCGGGAACCACAGETG
TACGTGTACCCCCCATCCCGGGACGAGCTGACCAAGAACCAGGTCAGCCTGACCTG
CCTGGTCAAAGGCTTCTATCCCAGCGACATCGCCGTGGAGTGGGAGAGCAATGGCC
AGCCCGAGAACAACTACAAGACCACCCCTCCCETGCTGGACTCCGACGRCTCCTTC
GCCCTCGETGAGCAAGCTCACCGTGGACAAGAGCAGGTGECAGCAGGGCAACGTCTT
CTCATGCTCCGTGATGCATGAGGCTCTGCACAACCACTACACCCAGAAGAGCCTCT
CCCTGTCTCCCGGC

(BRI FES109) 9 FILERH| (1-57)C3E-7085 (61-780),1linker (781-
795) NYA-1154-VH(796-1155),CH1(1156-1470) ,Hinge (1471-
1500),CH2 (1501-1830),CH3 (1831-2142)
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WO 2021/200857 PCT/JP2021/013378

[E4111]

NYA-1154-LC
ATGGTGCTGCAGACCCAGETGTTCATCTCCCTGCTGCTGTGGATCTCCGGCGCGTA
CGGCCAGTCTETETTGACGCAGCCGCCCTCAGTETCTGCGGCCCCAGGACAGAAGE
TCACCATCTCCTGCTCTGGAAGCAGCTCCAACATTGGGAATAATTATGTATCCTGE
TACCAGCGGCTCCCAGGAACAGCCCCCAAACTCCTCATTTATGACAATAATAAGCE
ACCCTCAGGGATTCCTGACCGATTCTCTEGCTCCAAGTCTGGCACGTCAGCCACCC
TGGGCATCACCGGACTCCAGACTGGGGACCAGGCCGATTACTACTGCGGAGCATGE
GATAGCAGCCTGAGTGCCCCTTGGGTGTTCGGCGGAGGGACCAAGGTCACCGTCCT
AGGCCAGCCTAAGGCTGCCCCTAGCGTGACCCTGTTCCCTCCTTCCAGCGAGGAGC
TTCAAGCTAACAAGGCCACCCTGGTGTGTCTTATCTCTGACTTCTACCCTGGCGCT
GTGACCGTGECCTGGAAGGCTCACAGCTCCCCTGTGAAGGCCGCAGTGGAGACCAC
CACACCTAGCAAGCAGTCTAACAACAAGTACGCTGCCAGCTCCTACCTGAGCCTTA
CCCCTGAGCAGTGGAAGTCTCACAGAAGCTACTCCTGTCAAGTGACCCACGAGGGC
AGCACCGTGGAGAAGACCGTGGCTCCTACCGAGTGTTCC

(BE5IFES110) U FILELSI (1-60) NYA-1154 VL(61-393),CL(394-
711)

[Eg112]

QAA-HCl-k delete
ATGAAACACCTGTGGTTCTTCCTCCTGCTGGTGGCAGCTCCCAGATGGETGCTGAG
CGACAAAACTCACACATGCCCACCCTGCCCAGCACCTGAAGCCGCAGGGGGACCCT
CAGTCTTCCTCTTCCCCCCAAAACCCAAGGACACCCTCATGATCTCCCGGACCCCT
GAGGTCACATGCETGETCETATCAGTGAGCCACGAAGACCCTGAGGTCAAGTTCAA
CTGGTACGTGGACGGCGTGGAGGTGCATAATGCCAAGACAAAGCCCCGGGAGGAGC
AGTACAACAGCACGTACCGGGTGGTCAGCGTCCTCACCGTCCTGCACCAGGACTGE
CTGAATGGCAAGGAGTACAAGTGCAAGGTCTCCAACAAAGCCCTCCCAGCCCCCAT
CGAGAAAACCATCTCCAAAGCCAAAGGCCAGCCCCGGGAACCACAGEGTGTACGTGC
TGCCCCCATCCCGGGACGAGCTGACCAAGAACCAGGTCAGCCTGCTGTGCCTGETC
AAAGGCTTCTATCCCAGCGACATCGCCGTGGAGTGGGAGAGCAATGGCCAGCCCGA
GAACAACTACCTGACCTGGCCTCCCETGCTGGACTCCGACGECTCCTTCTTCCTCT
ACAGCAAGCTCACCGTGGACAAGAGCAGGTGGCAGCAGGGCAACGTCTTCTCATGC
TCCGTGATGCATGAGGCTCTGCACAACCACTACACCCAGAAGAGCCTCTCCCTETC
TCCCGGC

(BR5I&ES111) 249 +)ILBEEHI(1-57) ,Hinge (58-87) ,CH2 (88-417),

CH3 (418-735)
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[B4113]

C3E-7085-NYA-1154-Fab-HC2-k delete
MKHLWFFLLLVAAPRWVLSGEVQLVESGGGLVQPGGSLRLSCAASGVTIFNYYGMSW
IRQAPGKGLEWVASITRSGGRIYYPDSVKGRFTISRENTQKTLYLOMNSLRAEDTA
VYYCTLDGRDGWVAYWGQGTLVIVSSGGGESGGEGESGEEESNFMLTQRQPSSVSGVPG
QRVTISCTGNTGNIGSNYVNWYQQILPGTAPKLLIYRDDKRPSGVPDRFSGSKSGTS
ASLATITGFQAEDEADYYCQSYSSGFIFGGGTKLTVLGGGGSEVQLVESGGGVVQPG
RSLTPSCSASGFSIRSYDMHWVRQAPGKGLEWVATISYDGSQKYFADSVKGRFTIF
RDESENMVYLOMSGLRVEDTAVYHCARGSSNHYEAFDIWGQGTMVIVSSASTKGPS
VFPLAPSSKSTSGGTAALGCLVKDYFPEPVTIVSWNSGALTSGVHTFPAVLQSSGLY
SLSSVVTIVPSSSLGTQTYICNVNHKPSNTKVDKRVEPKSCDKTHTCPPCPAPEAAG
GPSVFLFPPKPKDTLMISRTPEVTCVVVSVSHEDPEVKFNWYVDGVEVHNAKTKPR
EEQYNSTYRVVSVLIVLHQDWLNGKEYKCKVSNKALPAPIEXTISKAKGQPREPQV
YVYPPSRDELTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSF
ALVSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPG
(BEHIEE112) 7 FBEH (1-19) .C3E-7085 (21-260),

linker (261-265) NYA-1154-VH(266-385),CH1(386-490),
Hinge(491-500),CH2(501-610),.CH3(611-714)

[Eg114]

NYA-1154-LC
MVLOTQVFISLLLWISGAYGQSVLTQPPSVSAAPGQKVTISCSGSSSNIGNNYVSW
YORLPGTAPKLLIYDNNKRPSGIPDRFSGSKSGTSATLGITGLQTGDEADYYCGAW
DSSLSAPWVFGGGTKVITVLGQPKAAPSVTLFPPSSEELQANKATLVCLISDFYPGA
VIVAWKADSSPVKAGVETTTPSKQSNNKYAASSYLSLTPEQWKSHRSYSCQVTHEG
STVEKTVAPTECS

(BE5FEB113) U FILERFI (1-20) .NYA-1154_ VL(21-131),CL(132-
237)

[E115]

OAA-HCl-k delete
MKHLWFFLLLVAAPRWVLSDKTHTCPPCPAPEAAGGPSVFLFPPKPKDTLMISRTP
EVICVVVSVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDW
LNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYVLPPSRDELTKNQVSLLCLV
KGFYPSDIAVEWESNGQPENNYLTWPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSC
SVMHEALHNHYTQKSLSLSPG

(BRHBEE114) 5 FILEH (1-19) .Hinge (20-29) , CH2 (30-139),

CH3 (140-245)
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[B116]

NYF-0010-HC2-k delete
ATGAAACACCTGTGGTTCTTCCTCCTGCTGETGGCAGCTCCCAGATGGGTGCTGAG
CGGAGAGGTGCAGCTGGTGGAGTCTGGGEGGAGGCGTGGTCCAGCCTEGGGAGGTCCC
TGACACCCTCCTIGTTCAGCGTCTGGATTCTCCATCCGTAGTTATGATATGCACTGG
GTCCGCCAGGCTCCAGGCAAGGGGCTAGAGTGGGTGGCCACTATATCATATGATGG
AAGTCAGAAGTACTTCGCAGACTCCGTGAAGGGCCGATTTACCATCTTCAGAGACG
AATCGGAGAACATGGTGTATCTGCAAATGAGCGGCCTGAGAGTTGAGGACACGGCC
GTTTATCACTGTGCGAGAGGGAGTAGTAATCATTATGAGGCTTTTGATATCTGGGG
CCAAGGGACAATGGTCACCGTCTCTTCAGGTGGAGGCGGTTCAGGCGGAGGTGGCA
GCGGCGGEGTGGCGEGGGAGTCAGTCTGTGTTGACGCAGCCGCCCTCAGTGTCTGCGGCC
CCAGGACAGAAGGTCACCATCTCCTGCTCTGGAAGCAGCTCCAACATTGGGAATARA
TTATGTATCCTGGTACCAGCGGCTCCCAGGAACAGCCCCCAAACTCCTCATTTATG
ACAATAATAAGCGACCCTCAGGGATTCCTGACCGATTCICTGGCTCCAAGTCTGGC
ACGTCAGCCACCCTGGGCATCACCGGACTCCAGACTGGGGACGAGGCCGATTACTA
CTGCGGAGCATGGEGGATAGCAGCCTGAGTGCCCCTTGGEGETGTTCGECEGGAGGGACCA
AGGTCACCGTCCTAGGGGGAGGCGEGTTCAGAAGTGCAGCTGGEGTGGAATCCGGGGGEE
GGCCTIGETGCAGCCTGGGGGCGAGCCTGAGACTGAGTTGTGCCGEGCCTCTGGGGTGAC
ATTTAACTACTATGGCATGTCTTGGATCCGCCAGGCACCTGGAAAGGGCCTGGAGT
GGGTGGCCAGCAT CACTAGGTCCGGCGEECGAATCTACTATCCCGACAGCGTCAAG
GGCAGGTTCACAATTTCCCGCGAGAACACACAGAAAACTCTGTACCTGCAGATGAA
TAGCCTGAGAGCCGAAGATACAGCTGTGTACTATTGCACTCTGGACGGCAGGGATG
GGTGGGTCGCCTATTGGGGGCAGGGAACCCTGGTGACAGTCAGCTCCGGAGGAGGA
GGATCTGGCGGAGGCGAGGCAGTEGGGCAGCCEGETCAAACTTTATGCTCACTCAGCC
GTCCTCTGTTTCTGGCGTACCTGGCCAACGGGTGACCATTAGCTGTACGGGTAATA
CCGGGAATATCGGGTCTAACTACGTGAACTGGTATCAGCAGCTTCCAGGGACAGCT
CCCAAGTTGCTGATCTATCGCGACGACAAAAGACCCTCAGGGGTCCCTGACCGATT
TAGTGGCAGCAAAAGCGGTACTTCCGCTTCCCTGGCGATAACCGGCTTTCAGGCCG
AAGATGAGGCAGACTACTATTGCCAGTCATATTCCAGCGGCTTCATCTTCGGAGGC
GGAACTAAGCTGACAGTGTTGGCAGCCGAGCCCAAATCTTCTGACAAAACTCACAC
ATGCCCACCCTGCCCAGCACCTGAAGCCGCAGGGGGACCCTCAGTCTTICCTICTTCC
CCCCAAAACCCAAGGACACCCTCATGATCTCCCGGACCCCTGAGGTCACATGCGTG
GTGGTGTCAGTGAGCCACGAAGACCCTGAGGTCAAGTTCAACTGGTACGTGGACGG
CGTGGAGGTGCATAATGCCAAGACAAAGCCCCGGGAGGAGCAGTACAACAGCACGT
ACCGGGTGGTCAGCGTCCTCACCGEGTCCTGCACCAGGACTGGCTGAATGGCAAGGAG
TACAAGTGCAAGGTCTCCAACAAAGCCCTCCCAGCCCCCATCGAGAAAACCATCTC
CAAAGCCAAAGGCCAGCCCCGGECAACCACAGGTGTACGTGTACCCCCCATCCCGGEG
ACGAGCTGACCAAGAACCAGGTCAGCCTGACCTGCCTGGTCAAAGGCTTCTATCCC
AGCGACATCGCCGTGGAGTGGGAGAGCAATGGCCAGCCCGAGAACAACTACAAGAC
CACCCCTCCCGTGCTGGACTCCGACGGCTCCTTCGCCCTCGEGTGAGCAAGCTCACCG
TGGACAAGAGCAGGTGGCAGCAGGGCAACGTCTTCTCATGCTCCGTGATGCATGAG
GCTCTGCACAACCACTACACCCAGAAGAGCCTCTCCCTGEGTCTCCCGGEC
(BE5I&FES115) 7 FILEHI (1-57) NYA-1154 (61-798) . 1inker (799-
813),C3E-7085(814-1533), linker (1534-1539) Hinge (1540-
1584),CH2 (1585-1914) ,CH3 (1915-2232)
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[E4117]

NYF-0004-HC2-k delete
ATGAAACACCTGTGGTTCTTCCTICCTGCTGGTGGCAGCTCCCAGATGGGTGCTGAG
CGGAGAAGTGCAGCTGGETGGAATCCGEGGGGGEGGCCTEGGETGCAGCCTGGGEGGGGAGCC
TGAGACTGAGTTGTGCCGCCTCTGGGGTGACATTTAACTACTATGGCATGTCTTGG
ATCCGCCAGGCACCTGCCAAAGGGCCTGGAGTGGETGGCCAGCATCACTAGGETCCGSG
CGGGCGAATCTACTATCCCGACAGCGTCAAGGGCAGGTTCACAATTTCCCGCGAGA
ACACACAGAAAACTCTGTACCTGCAGATGAATAGCCTGAGAGCCGAAGATACAGCT
GTGTACTATTGCACTCTGGACGGCAGGGATGGGEGTGGEGTCGCCTATTGGGGGCAGGG
AACCCTGGTGACAGTCAGCTCCGGAGGAGGAGGATCTGGCGGAGGAGGCAGTGGGSG
GAGGCGGGTCAAACTTTATGCTCACTCAGCCGTCCTCTGTTTCTGGCGETACCTGEGC
CAACGGGTGACCATTAGCTGTACGGGTAATACCGGGAATATCGGGTCTAACTACGT
GAACTGGTATCAGCAGCTTCCAGGGACAGCTCCCAAGTTGCTITGATCTATCGCGACG
ACAAAAGACCCTCAGGGGTCCCTGACCGATTTAGTGGCAGCAAAAGCGGTACTTCC
GCTTCCCTGGCGATAACCGGCTTTCAGGCCGAAGATGAGG CAGACTACTATTGCCA
GTCATATTCCAGCGGCTTCATCTITCGGAGGCGGAACTAAGCTGACAGTGTTGGGGS
GAGGCGGTTCAGAGGTGCAGCTIGGTGGAGTCIGGGEGGEGGAGGCGTGGTCCAGCCTGGG
AGGTCCCTGACACCCTCCTGTTCAGCGTCTIGGATTCTCCATCCGTAGTTATGATAT
GCACTGGGTCCGCCAGGCTC CAGGCAAGGGGCTAGAGTGGGTGGCCACTATATCAT
ATGATGGAAGTCAGAAGTACTTCGCAGACTCCGTGAAGGGCCGATTTACCATCTTC
AGAGACGAATCGGAGAACATGGTGTATCTGCAAATGAGCGGCCTIGAGAGTTGAGGA
CACGGCCGTTTATCACTGTGCGAGAGGGAGTAGTAATCATTATGAGGCTTTTGATA
TCTGGGGCCAAGGGCACAATGGTCACCGTCTCTTCAGGTGCGAGGCGGTTCAGGCGEGGA
GETGGCAGCGGCGETGGCGEGGAGTCAGTCTIGTGTTGACGCAGCCGCCCTCAGTGTC
TGCGGCCCCAGGACAGAAGGTCACCATCTCCTGCTCTGGAAGCAGCTCCAACATTG
GGAATAATTATGTATCCTGGTACCAGCGGCTCCCAGGAACAGCCCCCAAACTCCTC
ATTTATGACAATAATAAGCGACCCTCAGGGATTCCTGACCGATTCTCTGGCTCCAA
GTCTGGCACGTCAGCCACCCTGGGCATCACCGGACTCCAGACTGGGGACGAGGCCG
ATTACTACTGCGGAGCATGGGATAGCAGCCTGAGTGCCCCTTIGGGTGTTCGGCGGA
GGGACCAAGGTCACCGTCCTAGCAGCCGAGCCCAAATCTTCTGACAAAACTCACAC
ATGCCCACCCTGCCCAGCACCTGAAGCCGCAGGGGGACCCTCAGTCTTCCTCTTCC
CCCCAAAACCCAAGGACACCCTCATGATCTCCCGGACCCCTGAGGTCACATGCGETSG
GTGGTGTCAGTGAGCCACGAAGACCCTGAGGTCAAGTTCAACTGGTACGTGGACGSG
CGTGGAGGTGCATAATGCCAAGACAAAGCCCCGGGAGGAGCAGTACAACAGCACGT
ACCGGGTGGTCAGCGTCCTCACCGTCCTGCACCAGGACTGGCTGAATGGCAAGGAG
TACAAGTGCAAGGTCTCCAACAAAGCCCTCCCAGCCCCCATCGAGAAAACCATCTC
CAAAGCCAAAGGCCAGCCCCGGGAACCACAGGTGTACGTGTACCCCCCATCCCGGSG
ACGAGCTGACCAAGAACCAGGTCAGCCTGACCTGCCTGGTCAAAGGCTTCTATCCC
AGCGACATCGCCGTGGAGTGGGAGAGCAATGGCCAGCCCGAGAACAACTACAAGAC
CACCCCTCCCEGTGCTGCACTCCGACGGCTCCTTCGCCCTCEGTGAGCAAGCTCACCSG
TGGACAAGAGCAGGTGGCAGCAGGGCAACGTCTTCTCATGCTCCGTGATGCATGAG
GCTCTGCACAACCACTACACCCAGAAGAGCCTCTCCCTGTCTICCCGGC

(B ES116) 5 FILEH (1-57) . C3E-7085(61-780) ,1inker (781-
795) NYA-1154 (796-1533),linker (1534-1539) Hinge (1540-
1584),CH2 (1585-1914),CH3 (1915-2232)
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[Bg118]
NYF-0011-HC2-k delete
ATGAAACACCTGTGGTTCTTCCICCTGCTGGETGGCAGCTCCCAGATGGGETGCTGAG
CGGAGAGGTGCAGCTGGETGGAGTCTGGGGEGAGGCGETGGETCCAGCCTGGGAGGETCCC
TGACACCCTCCTGTTCAGCETCTGGATTCTCCATCCGTAGCTATGATATACACTGG
GTCCGCCTGGCTCCAGGCAAGGGGCTAGAGTGGETGGCCACTATATCATATGATGG
AAGTCAGAAGTACTTCGCAGACTCCGEGTGAAGGGCCGATTTACCATCTTCAGAGACG
AATCGGAGAACATGGTGTATCTGCAAATGAGCGGCCTGAGAGTTGAGGACACGGCT
GTTTATCACTGTGCGAGAGGGAGTAGTGGTCATTATGAGGCTTTTGATATCTGGGEGE
CCAAGGGACAATGGETCACCGETCTCTTCAGGTGGAGGCGGTTCAGGCGGAGGTEGCA
GCGGCGEGETGECGEGAGTCAGTCTGTGTTGACGCAGCCGCCCTCAGTGETCTGECGGECC
CCAGGACAGAAGGTCACCATCTCCTGCTCTGGAAGCAGCTCCAACATTGGGAATTG
GTATGTATCCTGGTACCAGCAGCTCCCAGGAACAGCCCCCAAACTCCTCATTTATG
ACAATAATAAGCGACCCTCAGGGATTCCTGACCGATTCTCTGGCTCCAAGTCTGGC
ACGTCAGCCACCCTGGECATCACCGGACTCCAGACTGEGGACGAGGCCGATTATTA
CTGCGGAACATGGGATAGCAGCCTGAGTGCCCCTTGGEETGETTCGGCGEGGAGGGACCA
AGGTCACCGTCCTAGGGGGAGGCEGTTCAGAAGTGCAGCTGGTGGAATCCGGGGGE
GGCCTGGTGCAGCCTGGEEEGAGCCTGAGACTGAGTTETGCCGCCTCTEGEGGTGAC
ATTTAACTACTATGGCATGTCTTGGATCCGCCAGGCACCTGGAAAGGGCCTGGAGT
GGEGTGGCCAGCATCACTAGGTCCGGCGGGCGAATCTACTATCCCGACAGCGTCAAG
GGCAGGTTCACAATTTCCCGCGAGAACACACAGAAAACTCTGTACCTGCAGATGAA
TAGCCTGAGAGCCGAAGATACAGCTGTGTACTATTGCACTCTGGACGGCAGGGATG
GETGGGETCECCTATTGGEEECAGGGAACCCTGGTGACAGTCAGCTCCGGAGGAGGA
GGATCTGGCGGAGGAGGCAGTGGGEGAGGCGEGGETCAAACTTTATGCTCACTCAGCC
GTCCTCTGITTCTGGCGTACCTGGCCAACGGGTGACCATTAGCTGTACGGGTAATA
CCGGGAATATCGGGETCTAACTACGTGAACTGGTATCAGCAGCTTCCAGGGACAGCT
CCCAAGTTGCTGATCTATCGCGACGACAAAAGACCCTCAGGGGTCCCTGACCGATT
TAGTGGCAGCAAAAGCGEGTACTTCCGCTTCCCTGGCGATAACCGGCTTTCAGGCCG
AAGATGAGGCAGACTACTATTGCCAGTCATATTCCAGCGGCTTCATCTTCGGAGGC
GGAACTAAGCTGACAGTETTGGCAGCCGAGCCCAAATCTTCTGACAAAACTCACAC
ATGCCCACCCTGCCCAGCACCTGAAGCCGCAGGGGGACCCTCAGTCTTCCTCTTCC
CCCCAAAACCCAAGGACACCCTCATGATCTCCCGGACCCCTGAGGTCACATGCETG
GTGGTGTCAGTGAGCCACGAAGACCCTGAGGTCAAGTTCAACTGGTACGTGGACGG
CGTGGAGGTGCATAATGCCAAGACAAAGCCCCGGGAGGAGCAGTACAACAGCACGT
ACCGGETGETCAGCGTCCTCACCGTCCTGCACCAGGACTGGCTGAATGGCAAGGAG
TACAAGTGCAAGGTCTCCAACAAAGCCCTCCCAGCCCCCATCGAGAAAACCATCTC
CAAAGCCAAAGGCCAGCCCCGGGAACCACAGGTGTACGTGTACCCCCCATCCCGGG
ACGAGCTGACCAAGAACCAGGTCAGCCTGACCTGCCTGGETCAAAGGCTTCTATCCC
AGCGACATCGCCGTGGAGTGGGAGAGCAATGGCCAGCCCGAGAACAACTACAAGAC
CACCCCTCCCETECTEGACTCCGACGGCTCCTTCGCCCTCGTGAGCAAGCTCACCE
TGGACAAGAGCAGGTGGCAGCAGGGCAACGTCTTCTCATGCTCCGTGATGCATGAG
GCTCTGCACAACCACTACACCCAGAAGAGCCTCTCCCTGETCTCCCGGC
(BEHIFEB117) >0 FILERH] (1-57) ,NYA-1143(61-798) . 1linker (799-
813),C3E-7085(814-1533), linker (1534-1539) . Hinge (1540-
1584),CH2 (1585-1914) ,CH3 (1915-2232)
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[B119]

NYF-0010-HC2-k delete
MKHLWFFLLLVAAPRWVLSGEVQLVESGGGVVQPGRSLTPSCSASGFSIRSYDMHW
VRQAPGKGLEWVATISYDGSQKYFADSVKGRFTIFRDESENMVYLQMSGLRVEDTA
VYHCARGSSNHYEAFDIWGQGTMVTVSSGGGGSGEGGESGGGEGESQSVLTQPPSVSAA
PGQKVTISCSGSSSNIGNNYVSWYQRLPGTAPKLLIYDNNKRPSGIPDRFSGSKSG
TSATLGITGLQTGDEADYYCGAWDSSLSAPWVFGGGTKVTVLGGGGSEVQLVESGG
GLVQPGGSLRLSCAASGVTFNYYGMSWIRQAPGKGLEWVASITRSGGRIYYPDSVK
GRFTISRENTQKTLYLQMNS LRAEDTAVYYCTLDGRDGWVAYWGQGTLVTVSSGGG
GSGGGGSGGEEESNFMLTQPS SVSGVPGQRVTISCTGNTGNIGSNYVNWYQQLPGTA
PKLLIYRDDKRPSGVPDRFSGSKSGTSASLAITGFQAEDEADYYCQSYSSGFIFGE
GTKLTVLAAEPKSSDKTHTCPPCPAPEAAGGPSVFLFPPKPKDTLMISRTPEVTCV
VVSVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKE
YKCKVSNKALPAPIEKTISKAKGQPREPQVYVYPPSRDELTKNQVSLTCLVKGFYP
SDIAVEWESNGQPENNYKTTPPVLDSDGSFALVSKLTVDKSRWQQGNVFSCSVMHE
ALHNHYTQKSLSLSPG

(FEHES118) U FILERHI (1-19) ,NYA-1154 (21-266),1inker (267-
271),C3E-7085(272-511),1linker (512-513) . Hinge (514-528),
CH2(529-638),CH3 (639-744)

[E4120]

NYF-0004-HC2-k delete
MKHLWFFLLLVAAPRWVLSGEVQLVE SGGGLVQPGESLRLSCAASGVTFNYYGMSW
IRQAPGKGLEWVASITRSGGRIYYPDSVKGRFTISRENTQKTLYLQMNSLRAEDTA
VYYCTLDGRDGWVAYWGQGTLVTVSSGGGEGSGGGEGESGEEEGSNFMLTQPSSVSGVRG
QRVTISCTGNTGNIGSNYVNWYQQLPGTAPKLLIYRDDKRPSGVPDRFSGSKSGTS
ASLAITGFQAEDEADYYCQSYSSGFIFGGEETKLTVLEGGGSEVQLVESGGGVVQPGE
RSLTPSCSASGFS IRSYDMHWVRQAPGKGLEWVATISYDGSQKYFADSVKGRFTIF
RDESENMVYLQMSGLRVEDTAVYHCARGSSNHYEAFDIWGQGTMVIVSSGGGGSGG
GGSGGEGGESQSVLTQPPSVSAAPGQKVTISCSGS SSNIGNNYVSWYQRLPGTAPKLL
IYDNNKRPSGIPDRFSGSKSGTSATLGITGLOTGDEADYYCGAWDSSLSAPWVEFGE
GTKVTVLAAEPKS SDKTHTCPPCPAPEAAGGPSVFLFPPKPKDTLMI SRTPEVTCV
VVSVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKE
YKCKVSNKALPAPIEKTISKAKGQPREPQVYVYPPSRDELTKNQVSLTCLVKGEFYP
SDIAVEWESNGQPENNYKTTPPVLDSDGSFALVSKLTVDKSRWQQGNVFSCSVMHE
ALHNHYTQKSLSLSPG

(BRHIES119) > FIILERH] (1-19) .C3E-7085(21-260) . linker (261-
265) NYA-1154 (272-511),linker(512-513),Hinge (514-528),
CH2 (529-638),CH3 (639-744)
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[Bd121]

NYF-001l1-HC2-k delete
MKHLWFFLLLVAAPRWVLSGEVQLVESGGGVVQPGRSLTPSCSASGFSIRSYDIHW
VRLAPGKGLEWVATISYDGSQKYFADSVKGRFTIFRDESENMVYLOMSGLRVEDTA
VYHCARGSSGHYEAFDIWGQGTMVIVSSGGEGGSGGGGSGEGGESQSVLTQPPSVSAA
PGQKVTISCSGSSSNIGNWYVSWYQQLPGTAPKLLIYDNNKRPSGIPDRFSGSKSG
TSATLGITGLQTGDEADYYCGTWDSSLSAPWVFGGETKVTVLGGGGSEVQLVESGGE
GLVQPGGSLRLSCAASGVIFNYYGMSWIRQAPGKGLEWVASITRSGGRIYYPDSVK
GRFTISRENTQKTLYLOMNSLRAEDTAVYYCTLDGRDGWVAYWGQRGTLVIVSSGGG
GSGGEGESEGEGESNFMLTQPS SVSGVPEQRVTISCTENTENIGSNYVNWYQQLPGTA
PKLLIYRDDKRPSGVPDRFSGSKSGTSASLAITGFQAEDEADYYCQSYSSGFIFGE
GTKLTVLAAEPKSSDKTHTCPPCPAPEAAGGPSVFLFPPKPKDTLMISRTPEVTCV
VVSVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKE
YKCKVSNKALPAPIEKTISKAKGQPREPQVYVYPPSRDELTKNQVSLTCLVKGFYP
SDIAVEWESNGQPENNYKTTPPVLDSDGSFALVSKLTVDK SRWQQGNVFSCSVMHE
ALHNHYTQKSLSLSPG

(BEHEE120) 5 FILERH] (1-19) .NYA-1143(21-266) . 1inker (267-
271),C3E-7085(272-511),linker(512-513) ,Hinge (514-528),
CH2 (529-638),CH3 (639-744)

[E4122]

BEENY-ESORTFRLIF
FLLMWITQC
(E25I&EE121)

[E0123]
BEENY-EsORT FR2M

SMLMWITQC
(ER5IEHEE122)

[E124]
HEENY-ESORTFKR3a
SLAMWITQC

(BEoH&FEH123)

[E9125]

RERNY-ESONT FF4a
SLLAWITQC
(BL5I&E=124)
[E4126]
RERNY-ESORT FF5a
SLLMATTQC
(B2 &= 125)
[E9127]
REENY-EsORTFH6L
SLLMWLTQC
(B2FIFE=126)
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[B4128]

EEENY-ESORTFKIF
SLLMWIFQC
(BLFIFE=127)

[E129]
BEENY-EsoRTFKea
SLLMWITAC

(B25I&E=128)

[E130]
BEENY-ESORTFFoa
SLLMWITQA

(Be5l&ES129)

[Eg131]

gplOORTFK
IMDQVPFSV
(BEHIEFE=130)
[Eg132]
MR R7FKpoLrrl
SQFMWFFSV
(BEFIFS131)
[4133]
HEMEARTFRIL20RE
SLFMWFFYA
(ER5|EF132)
[E4134]

HETE AT FEPRKD2
SLDMWSVGV
(Bd5&EF=133)
[E4135]
HREEAR7FEcp163
SIPMWVDNV
(BE5&FE=134)

[4136]

HEME T FKP2RrYS
SVAMWAVFL

(B2 =135)
[Eg137]

C3E-7034
GEVQLVESGGGLVQPGESLRLSCAASGVTFNYYGMSWIRQAPGKGLEWVASITNSG
GRIYYPDSVKGRFTISRENTQKTLYLQMNSLRAEDTAVYYCTLDGRDGWVAYWGQG
TLVTVS SGGGESGEGEESGEEGESNFMLTQPHSVSESPGKTVTISCKRNTGNIGSNYV
NWYQQHEGSSPTTIIYRDDKRPDGVSDRFSGSIDRSSKSASLTISNLKTEDEADYF
CQSYSSGFIFGGGTKLTVLGAAAGAGGDYKDDDDKGAAAHHHHHY
(BE5&FE=136)C3E-7034(1-269),C3E-70348cFv(2-243), FLAG-His”
' (244-269)
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[52138]

C3E-7036
GEVQLVESGGGLVQPGGSLRLSCAASGVTFNYYGMSWIRQAPGKGLEWVASITNSG
GRIYYPDSVKGRFTISRENTQKTLYLOQMNSLRAEDTAVYYCTLDGRDGWVAYWGQRG
TLVIVSSGGGESGEEESGEGEESNFMLTQPSSVSGVPGRRVTISCTGNTGNIGSNYV
NWYQQLPGTAPKLLIYRDDKRPSGVPDRFSGSKSGTSASLAITGFQAEDEADYYCQ
SYSSGFIFGGGTKLTVLGAAAGAGGDYKDDDDKGAAAHHHHHH

(B2 5B 137)C3E-7036 (1-267).C3E-7036 scFv(2-241) .FLAG-
His®/% (242-267)
[E0139]

C3E-7085
GEVQLVESGGGLVQPGGSLRLSCAASGVTFNYYGMSWIRQAPGKGLEWVASITRSG
GRIYYPDSVKGRFTISRENTQKTLYLQMNSLRAEDTAVYYCTLDGRDGWVAYWGQG
TLVIVSSGGEGEESGEEESGGGEESNFMLTQPSSVSGVPGRRVTISCTGNTGNIGSNYV
NWYQQLPGTAPKLLIYRDDKRPSGVPDRFSGSKSGTSASLAITGFQAEDEADYYCQ
SYSSGFIFGGGTKLTVLGAAAGAGGDYKDDDDKGAAAHHHHHH

(BL 5 &ES138)C3E-7085(1-267).C3E-7085scFv(2-241) FLAG-His#
4 (242-267)
[140]

C3E-7088
GEVQLVESGGGLVQPGGSLRLSCAASGVTFNYYGMSWIRQAPGKGLEWVASITRSG
GRIYYPDSVKGRFTISRENTQKTLYLOQMNSLRAEDTAVYYCTLDGRDGWVAYWGQG
TLVIVSSGGGGSGGGEESGGEGGSNFMLTQPHSVSESPGKTVTISCKRNTGNIGSNYV
NWYQQHEGSSPTTIIYRNDKRPDGVSDRFSGSIDRSSKSASLTISNLKTEDEADYF
CQSYSSGFIFGGGTKLTVLGAAAGAGGDYKDDDDKGAAAHHHHHH
(EE5|&FES139)C3E-7088(1-269),C3E-7088scFv(2-243) . FLAG-His
847 (244-269)

[Eg141]

C3E-7093
GEVQLVESGGGLVQPGGSLRLSCAASGVIFNYYGMSWIRQAPGKGLEWVASITSSG
GRIYYPDSVKGRFTISRENTQKTLYLOMNSLRAEDTAVYYCTLDGRDGWVAYWGQG
TLVIVSSGGGGSGEEGSGGEGEGSNFMLTQPHSVSESPGKTVTISCKRNTGNIGSNYV
NWYQQHEGSSPTTIIYRNDKRPDGVSDRFSGSIDRSSKSASLTISNLKTEDEADYF
CQSYSSGFIFGGGTKLTVLGAAAGAGGDYKDDDDKGAAAHHHHHH
(BL5|&FEE140)C3E-7093(1-269),C3E-7093scFv(2-243), FLAG-His
277 (244-269)

[E4142]

C3E-7085F $CDRHL GVTFNYYG
C3E-7085E $4CDRH2 ITRSGGRI
C3E-7085%E $ACDRH3 TLDGRDGWVAY
C3E-7085F 8CDRL1 TGNIGSNY
C3E-7085%F $4CDRL2 RDD
C3E-7085F $4CDRL3 QSYSSGFI
(BEHEE141~146)
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[B4143]

C3E-7078
GEVQLVESGGGLVQPGGSLRLSCAASGVTFNYYGMSWIRQAPGKGLEWVASITRSG
GRIYYPDSVKGRFTISRENTQKTLYLQMNSLRAEDTAVYYCTLDGRDGWVAYWGQG
TLVIVSSGGGGSGGEGGSGGGESNFMLTQPHSVSESPGKTVTISCKRNTGNIGSNYV
NWYQQHEGSSPTTIIYRDDKRPDGVSDRFSGSIDRSSKSASLTISNLKTEDEADYF
CQSYSSGFIFGGGTKLTVLGAAAGAGGDYKDDDDKGAAAHHHHHH
(BE5ES147)C3E-7078(1-269).C3E-7078scFv(2-243) . FLAG-His
24 (244-269)
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[E4144]

NYF-0014-HC2
ATGAAACACCTGTIGGTTCTTCCICCTGCTGGTGGCAGCTCCCAGATGGGETGCTGAG
CGGAGAGGTGCAGCTGGTGGAGTCTGGGEGAGGCETGEGGETCCAGCCTGGGAGGETCCC
TGACACCCTCCTGTTCAGCGTCTGGATTCTCCATCCGTAGTTATGATATACACTGG
GTCCGCCAGGCTCCAGGCAAGGGGCTAGAGTGGGETGGCCACTATATCATATGATGG
AAGTCAGAAGTACTTCGCAGACTCCGTGAAGGGCCGATTTACCATCTTCAGAGACG
AATCGGAGAACATGGTGTATCTGCAAATGAGCGGCCTGAGAGTTGAGGACACGGCT
GTTTATCACTGTGCGAGAGGGAGTAGTGGTCATTATGAGGCTTITGATATCTGGGG
CCAAGGGACAATGGTCACCEGTCTCTTCAGGTGGAGGCGGTTCAGGCGGAGGETGGECA
GCGECEETGGCEGGEAGTCAGTCTIGTGTTGACGCAGCCGCCCTCAGTETCTECGEECC
CCAGGACAGAAGGTCACCATCTCCTGCTCTGGAAGCAGCTCCAACATTGGGAATAA
TTATGTATCCTGGTACCAGCAGCTCCCAGGAACAGCCCCCAAACTCCTCATTTATG
ACAATAATAAGCGACCCTCAGGGATTCCTGACCGATTCTCTGGCTCCAAGTCTGGC
ACGTCAGCCACCCTGGGCATCACCGGACTCCAGACTGEGGACGAGGCCGATTATTA
CTGCGGAACATGGGATAGCAGCCTGAGTGCCCCTTGCGGECTGTTCGGCGGAGGGACCA
AGGTCACCGTCCTAGGGGGAGGCGGEGTTCAGAAGTGCAGCTGGTGGAATCCGGGGGS
GGCCTGGTGCAGCCTGGGEEGGAGCCTGAGACTGAGTTGEGTGCCGCCTCTGGGEGGETGAC
ATTTAACTACTATGGCATGTCTTGGATCCGCCAGGCACCTGGAAAGGGCCTGGAGT
GGETGGCCAGCATCACTAGGTCCGGCGEGCEAATCTACTATCCCGACAGCGETCAAG
GGCAGGTTCACAATTTCCCGCGAGAACACACAGAAAACTCTGTACCTGCAGATGAA
TAGCCTGAGAGCCGAAGATACAGCTGTGTACTATTGCACTCIGGACGGCAGGGATG
GGTGGGTCGCCTATTGGGGGCAGGGAACCCTGGTGACAGTCAGCTCCGGAGGAGGA
GGATCTGGCGGAGGAGGCAGTGGGEGAGGCEEETCAAACTTTATGCTCACTCAGCC
GTCCTCTIGITTCTGGCGTACCTGGCCAACGGGTGACCATTAGCTGTACGGGTAATA
CCGGGAATATCGGGTCTAACTACGTGAACTGGTATCAGCAGCTTCCAGGGACAGCT
CCCAAGTTGCTGATCTATCGCGACGACAAAAGACCCTCAGGGGTCCCTGACCGATT
TAGTGGCAGCAAAAGCGGEGTACTTCCGCTTCCCTGGCGATAACCGGCTTTCAGGCCG
AAGATGAGGCAGACTACTATTGCCAGTCATATTCCAGCGGCTTCATCTTCGGAGGC
GGAACTAAGCTGACAGTGTTGGCAGCCGAGCCCAAATCTTCTGACAAAACTCACAC
ATGCCCACCCTGCCCAGCACCTGAAGCCGEGCAGGGGGACCCTCAGTCTTCCTCTTCCC
CCCCAAAACCCAAGGACACCCTCATGATCTCCCGGACCCCTGAGGTCACATGCGETG
GTGGTGTCAGTGAGCCACGAAGACCCTGAGGTCAAGTTCAACTGGTACGTGGACGG
CGTGGAGGTGCATAATGCCAAGACAAAGCCCCGGGAGGAGCAGTACAACAGCACGT
ACCGGGTGGTCAGCGTCCTCACCGTCCTGCACCAGGACTGGCTGAATGGCAAGGAG
TACAAGTGCAAGGTCTCCAACAAAGCCCTCCCAGCCCCCATCGAGAAAACCATCTC
CAAAGCCAAAGGCCAGCCCCGGGAACCACAGGTGTACGTGTACCCCCCATCCCGGG
ACGAGCTGACCAAGAACCAGGTCAGCCTGACCTGCCTGGETCAAAGGCTTCTATCCC
AGCGACATCGCCGTGGAGTGGGAGAGCAATGGCCAGCCCGAGAACAACTACAAGAC
CACCCCTCCCGTGCTGGACTCCGACGGCTCCTTCGCCCTCGTGAGCAAGCTCACCG
TGCACAAGAGCAGGTGGCGCAGCAGGGCAACGTCTTCTCATGCGCTCCGTGATGCATGAG
GCTCTGCACAACCACTACACCCAGAAGAGCCTCTCCCTGTCTCCCGEGGCAAG

(AR 5&EB148) 2 J FIILEEHI (1-57) .NYA-0001(61-798),linker (799-
813),C3E-7085(814-1533),linker (1534-1539) Hinge (1540-
1584),CH2 (1585-1914),CH3 (1915-2235)



67/97

WO 2021/200857 PCT/JP2021/013378

[B4145]

NYF-0014-HC2
MKHLWFFLLLVAAPRWVLSGEVQLVESGGGVVQPGRSLTPSCSASGFSIRSYDIHW
VRQAPGKGLEWVATISYDGSQKYFADSVKGRFTIFRDESENMVYLOMSGLRVEDTA
VYHCARGSSGHYEAFDIWGQGTMVIVSSGGGGSGGEESGGEGESQSVLTQPPSVSAA
PGOKVTISCSGSSSNIGNNYVSWYQOQLPGTAPKLLIYDNNKRPSGIPDRFSGSKSG
TSATLGITGLQTGDEADYYCGTWDSSLSAPWVFGGGTKVTVLGGGGSEVQLVESGG
GLVQPGGSLRLSCAASGVTIFNYYGMSWIRQAPGKGLEWVASITRSGGRIYYPDSVK
GRFTISRENTQKTLYLOQMNSLRAEDTAVYYCTLDGRDGWVAYWGQGTLVITVSSGGG
GSGGGGSGGGGSNFMLTQPSSVSGVPGQRVTISCTGNTGNIGSNYVNWYQQLPGTA
PKLLIYRDDKRPSGVPDRFSGSKSGTSASLATITGFQAEDEADYYCQSYSSGFIFGG
GTKLTVLAAEPKSSDKTHTCPPCPAPEAAGGPSVFLFPPKPKDTLMISRTPEVTCV
VVSVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKE
YKCKVSNKALPAPIEKTISKAKGQPREPQVYVYPPSRDELTKNQVSLTCLVKGFYP
SDIAVEWESNGQPENNYKTTPPVLDSDGSFALVSKLTVDKSRWQQGNVFSCSVMHE
ALHNHYTQKSLSLSPGK

(AR5 &EB149) 5 FILEH (1-19) .NYA-0001(21-266) . linker (267-
271).C3E-7085(272-511), linker (512-513) ,Hinge (514-528),
CH2 (529-638),CH3 (639-745)

[4146]

NYF-0082-HC2
MKHLWFFLLLVAAPRWVLSGEVQLVESGGGVVQPGRSLTPSCSASGFSIRSYDIHW
VRQAPGKGLEWVATISYDGSQKYFADSVKGRFTIFRDESENMVYLOMSGLRVEDTA
VYHCARGSSGHYEAFDIWGQGTMVIVSSGGGGSGEGEGSGGGGSQSVLTQPPSVSAA
PGQKVTISCSGSSSNIGNNYVSWYQRLPGTAPKLLIYDNNKRPSGIPDRFSGSKSG
TSATLGITGLYTGDEADYYCGSWDSSLSAPWVFGGGTKVTVLGGGGSEVQLVESGG
GLVQPGGSLRLSCAASGVTIFNYYGMSWIRQAPGKGLEWVASITRSGGRIYYPDSVK
GRFTISRENTQKTLYLOMNSLRAEDTAVYYCTLDGRDGWVAYWGQGTLVIVSSGGG
GSGGGGSGGGGSNFMLTQPSSVSGVPGQRVTIISCTGNTGNIGSNYVNWYQQLPGTA
PKLLIYRDDKRPSGVPDRFSGSKSGTSASLAITGFQAEDEADYYCQSYSSGFIFGG
GTKLTVLAAEPKSSDKTHTCPPCPAPEAAGGPSVFLFPPKPKDTLMISRTPEVICV
VVSVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKE
YKCKVSNKALPAPIEKTISKAKGQPREPQVYVYPPSRDELTKNQVSLTCLVKGFYP
SDIAVEWESNGQPENNYKTTPPVLDSDGSFALVSKLTVDKSRWQQGNVFSCSVMHE
ALHNHYTQKSLSLSPGK

(BRI EFES150) 7 FILERHI (1-19) ,NYA-0082 (21-266).1linker (267-
271),C3E-7085(272-511), linker (512-513),Hinge (514-528),
CH2 (529-638),CH3 (639-745)

[E4147]

kEhcD3e DTS /EEECS]
MOSGTHWRVLGLCLLSVGVWGQDGNEEMGGITQTPYKVSISGTTVILTCPQYPGSE
ILWQHNDKNIGGDEDDKNIGSDEDHLSLKEFSELEQSGYYVCYPRGSKPEDANFYL
YLRARVCENCMEMDVMSVATIVIVDICITGGLLLLVYYWSKNRKAKAKPVTRGAGA
GGRQRGONKERPPPVPNPDYEPIRKGQRDLYSGLNQRRI

(B25I&FE B 151:NCBI Reference Sequence: NP 000724.1)
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[B4148]

NYZ-0038-HC2
ATGAAACACCTGTGETTCTTCCTCCTGCTGETGGCAGCTCCCAGATGGGTGCTGAG
CGGTGAGGTACAGCTGGTEGAATCCGETEGAGGCCTTETGCAACCEGGAGGCTCCC
TGCGACTCTCTTECGCCGCATCTGGCTTTTCCATACGATCCTACGATATTCATTGG
GTCCGACAAGCCCCTGGCAAAGGTCTTGAATGGGTTGCCACTATCTCCTACGACGE
GTCTCAGAAATATTATGCGGATTCAGTGAAGGGGCGGTTCACAATTTCACGAGACE
AGTCAAAGAATACACTGTACCTCCAAATGAATTCACTGAGAGCCGAGGATACTGCA
GTCTATCATTGTGCAAGAGGGTCCTCAGGCCACTACGAGGCCTTTGATATATGGGE
CCAAGGCACCTTGGTAACCGTTAGTAGCGGAGGTGGAGGAAGCGGAGGCGGCGETT
CCGGAGGAGGTGGAAGTCAATCCGTTCTGACTCAGCCACCCTCCGCCTCTGGCACT
CCGGGCCAACGGGTCACAATATCATGTTCTGGCTCTTCAAGCAACATCGGAAACTG
GTACGTGAGCTGGTACCAGCAGCTCCCCGGCACGGCGCCCAAGCTTCTGATATATG
ACAACAACAAACGGCCCAGTGGAGTTCCTGACAGATTCAGTGGGTCTAAAAGTGGT
ACAAGCGCTAGCCTGGCCATAAGTGGTCTGCAGAGTGAAGATGAGGCGGACTATTA
TTGCGGAACCTGGGACTCCAGCCTGAGCGCTCCCTGGETTTTCGGCGGAGGTACTA
AGCTGACCGTCTTGGGAGGAGGCGGTTCAGAAGTGCAGCTGGTGGAATCCGGGGGEE
GGCCTGGTGCAGCCTGGGGGEGAGCCTGAGACTGAGTTGTGCCGCCTCTGGGGEGTGAC
ATTTAACTACTATGGCATGTCTTGGATCCGCCAGGCACCTGGAAAGGGCCTGGAGT
GGGTGGCCAGCATCACTAGGTCCGGCGGGCGAATCTACTATCCCGACAGCGTCAAG
GGCAGGTTCACAATTTCCCGCGAGAACACACAGAAAACTCTGTACCTGCAGATGAA
TAGCCTGAGAGCCGAAGATACAGCTGTGTACTATTGCACTCTGGACGGCAGGGATG
GGTGGGTCGCCTATTGGGGGEGTGTGGAACCCTGGTGACAGTCAGCTCCGGAGGAGGA
GGATCTGGCGGAGGAGGCAGTGGGGGAGGCGGETCAAACTTTATGCTCACTCAGCC
GTCCTCTETTTCTGGCGTACCTGGCCAACGEETGACCATTAGCTGTACGGGTAATA
CCGGGAATATCGGETCTAACTACGTGAACTGGTATCAGCAGCTTCCAGGGACATGET
CCCAAGTTGCTGATCTATCGCGACGACAAAAGACCCTCAGGGGTCCCTGACCGATT
TAGTGGCAGCAAAAGCGGTACTTCCGCTTCCCTGGCGATAACCGGCTTTCAGGCCE
AAGATGAGGCAGACTACTATTGCCAGTCATATTCCAGCGGCTTCATCTTCGGAGGC
GGAACTAAGCTGACAGTGTTGGCAGCCGAGCCCAAATCTTCTGACAAAACTCACAC
ATGCCCACCCTGCCCAGCACCTGAAGCCGCAGGGGGACCCTCAGTCTTCCTCTTCC
CCCCAAAACCCAAGGACACCCTCATGATCTCCCGGACCCCTGAGGTCACATGCGTG
GTGGTGTCAGTGAGCCACGAAGACCCTGAGGTCAAGTTCAACTGGTACGTGGACGE
CGTGGAGGETGCATAATGCCAAGACAAAGCCCCGEGGAGGAGCAGTACAACAGCACGET
ACCGGEETEETCAGCETCCTCACCGTCCTEGCACCAGGACTGGCTGAATGGCAAGGAG
TACAAGTGCAAGGTCTCCAACAAAGCCCTCCCAGCCCCCATCGAGAAAACCATCTC
CAAAGCCAAAGGCCAGCCCCGGGAACCACAGETGTACGTGTACCCCCCATCCCGEE
ACGAGCTGACCAAGAACCAGGTCAGCCTGACCTGECCTGGTCAAAGGCTTCTATCCC
AGCGACATCGCCGTGGAGTGGGAGAGCAATGGCCAGCCCGAGAACAACTACAAGAC
CACCCCTCCCETECTEGACTCCGACGECTCCTTCGCCCTCETGAGCAAGCTCACCE
TGGACAAGAGCAGGTGGCAGCAGGGCAACGTCTTCTCATGCTCCGTGATGCATGAG
GCTCTGCACAACCACTACACCCAGAAGAGCCTCTCCCTGTCTCCCGGCAAG
(FEHIES152) 0 FILEH] (1-57)  NYA-2061(61-798),1inker (799-
813),C3E-7096(814-1533), linker (1534-1539) ,Hinge (1540-
1584),CH2 (1585-1914),CH3 (1915-2235)
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[E0149]

NYZ-0082-HC2
ATGAAACACCTGTIGGTTCTTCCICCTGCTGGTGGCAGCTCCCAGATGGGTGCTGAG
CGETGAGGTACAGCTGGETGGAATCCGETGGAGGCCTTGTGCAACCGEGGAGGEGCTCCC
TGCGACTCTCTTGCGCCGCATCTGGCTTTTCCATACGATCCTACGATATTCATTGG
GTCCGACAAGCCCCTGGCAAAGGTCTTGAATGGGTTGCCACTATCTCCTACGACGG
GTCTCAGAAATATTATGCGGATTCAGTGAAGGGGCGGTTCACAATTTCACGAGACG
AGTCAAAGAATACACTGTACCTCCAAATGAATTCACTGAGAGCCGAGGATACTGCA
GTCTATCATTGTGCAAGAGGGTCCTCAGGCCACTACGAGGCCTTTGATATATGGEGG
CCAAGGCACCTTGGTAACCGTTAGTAGCGGAGGTGGAGGAAGCGGAGGCGGCGGEGTT
CCGGAGGAGGTGGAAGTGGAGGAGGTGGATCTCAATCCGTTCTGACTCAGCCACCC
TCCGCCTCTGGCACCCCEGGGCCAACGGGTCACAATATCATGTTCTGGCTCTTCAAG
CAACATCGGAAACTGGTACGTGAGCTGGTACCAGCAGCTCCCCGEGGCACGGCGCCCA
AGCTTCTGATATATGACAACAACAAACGGCCCAGTGGAGTTCCTGACAGATTCAGT
GGGTCTAAAAGTGGTACAAGCGCTAGCCTGGCCATAAGTGGTCTGCAGAGTGAAGA
TGAGGCGGACTATTATTGCGGAACCTGGGACTCCAGCCTGAGCGCTCCCTGGEETTIT
TCGGCGGAGGTACTAAGCTGACCGTCTTGGGAGGAGGCGGTTCAGAAGTGCAGCTG
GTGGAATCCGGGGEGEEEECCTGETGCAGCCTGGGGGGAGCCTGAGACTGAGTTGETGC
CGCCTCTGGGGTGACATTTAACTACTATGGCATGTCTTGGATCCGCCAGGCACCTG
GAAAGGGCCTGGAGTGGETGGCCAGCATCACTAGGTCCGGCGEGGECGAATCTACTAT
CCCGACAGCGTCAAGGGCAGGTTCACAATTTCCCGCGAGAACACACAGAAAACTCT
GTACCTGCAGATGAATAGCCTGAGAGCCGAAGATACAGCTGTGTACTATTGCACTC
TGGACGGCAGGGATGGEETGGEETCGCCTATTGGGGGTGTGGAACCCTGGTGACAGTC
AGCTCCGGAGGAGGAGGATCTGGCGGAGGAGGCAGTGGGGGAGGCEGEGETCAAACTT
TATGCTCACTCAGCCGTCCTCIGTTTCTGGCGTACCTGGCCAACGGGTGACCATTA
GCTGTACGGGTAATACCGGGAATATCGGGTCTAACTACGTGAACTGGTATCAGCAG
CTTCCAGGGACATGTCCCAAGTTGCTGATCTATCGCGACGACAAAAGACCCTCAGG
GGTCCCTGACCGATTTAGTGGCAGCAAAAGCGGTACTTCCGCTTCCCTGGCGATAA
CCGGCTTTCAGGCCGAAGATGAGGCAGACTACTATTGCCAGTCATATTCCAGCGGC
TTCATCTTCGGAGGCGGCGAACTAAGCTGCGACAGTGTTGGCAGCCGAGCCCAAATCTTC
TGACAAAACTCACACATGCCCACCCTGCCCAGCACCTGAAGCCGCAGGGGGACCCT
CAGTCTTCCTCTTCCCCCCAAAACCCAAGGACACCCTCATGATCTCCCGGACCCCT
GAGGTCACATGCGTGGTGGTGTCAGTGAGCCACGAAGACCCTGAGGTCAAGTTCAA
CTGGTACGTGGACGGCETGGAGGTGCATAATGCCAAGACAAAGCCCCGGGAGGAGC
AGTACAACAGCACGTACCGGGTGGTCAGCGTCCTCACCGTCCTGCACCAGGACTGG
CTGAATGGCAAGGAGTACAAGTGCAAGGTCTCCAACAAAGCCCTCCCAGCCCCCAT
CGAGAAAACCATCTCCAAAGCCAAAGGCCAGCCCCGGGAACCACAGGTGTACGTGT
ACCCCCCATCCCGGEGACGAGCTGCGACCAAGAACCAGGTCAGCCTGACCTGECCTGGETC
AAAGGCTTCTATCCCAGCGACATCGCCETGGAGTGGGAGAGCAATGGCCAGCCCGA
GAACAACTACAAGACCACCCCTICCCGTGCTGGACTCCGACGGCTCCTTCGCCCTCG
TGAGCAAGCTCACCGTGGACAAGAGCAGGTGGCAGCAGGGCAACGTCTTCTCATGC
TCCGTGATGCATGAGGCTCTGCACAACCACTACACCCAGAAGAGCCTCTCCCTGETC
TCCCGGCAAG

(AR5 &S 153) T FILEESH| (1-57) . NYA-3061(61-813),linker (814-
828).C3E-7096 (829-1548),linker (1549-1554) Hinge (1555-
1599),CH2 (1600-1929),CH3 (1930-2250)
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[Eg150]
NYZ-0083-HC2
ATGAAACACCTGTGGTTCTTCCICCTIGCTGGTGGCAGCTCCCAGATGGGTGCTGAG
CGGTGAGGTACAGCTGGTGGAATCCGETGGAGGCCTTGEGTGCAACCGGGAGGCTCCC
TGCGACTCTCTTGCGCCGCATCTGGCTTTTCCATACGATCCTACGATATTCATTGG
GTCCGACAAGCCCCTIGGCAAAGGTCTTGAATGGGTTGCCACTATCTCCTACGACGG
GTCTCAGAAATATTATGCGGATTCAGTGAAGGGGCGGTTCACAATTTCACGAGACG
AGTCAAAGAATACACTGTACCTCCAAATGCAATTCACTGAGAGCCGAGGATACTGCA
GTCTATCATTGTGCAAGAGGGTCCTCAGGCCACTACGAGGCCTTTGATATATGGGG
CCAAGGCACCTTGGTAACCGTTAGTAGCGGAGGTGGAGGAAGCGGAGGCGGCGETT
CCGGAGGAGGTGGAAGTGGAGGAGGTGGATCTCAATCCGTTCTGACTCAGCCACCC
TCCGCCTCTGGCACCCCGGECCAACGGGTCACAATATCATGTTCTGGCTCTTCAAG
CAACATCGGAAACTGGTACGTGAGCTGGEGTACCAGCAGCTCCCCGEGGCACGGCGCCCA
AGCTTCTGATATATGACAACAACAAACGGCCCAGTGGAGTTCCTGACAGATTCAGT
GGGETCTAAAAGTGGTACAAGCGCTAGCCTGEGCCATAAGTGGETCTGCAGAGTGAAGA
TGAGGCGGACTATTATTGCGGAACCTGGGACTCCAGCCTGAGCGCTCCCTGGGETTT
TCGGCGGAGGTACTAAGCTGACCGTCTTGGGAGGAGGCGGTTCAGAAGTGCAGCTG
GTGGAATCCGGEGEGEGGGEGCCTGETGCAGCCTGEEGEGAGCCTGAGACTGAGTTIGTGC
CECCTCTGGGGETGACATTTAACTACTATGGCATGTCTTGGATCCGCCAGGCACCTG
GAAAGTGTCTGGAGTGGGETGGCCAGCATCACTAGGTCCGGCGEGCGAATCTACTAT
CCCGACAGCGTCAAGGGCAGGTTCACAATTTCCCGCGAGAACACACAGAAAACTCT
GTACCTGCAGATGAATAGCCTGAGAGCCGAAGATACAGCTGTGTACTATTGCACTC
TGGACGGCAGGGATGGGTGEGTCGCCTATTGEGGEGGCAGGGAACCCTGGTGACAGTC
AGCTCCGGAGGAGGAGGATCTGGCGGAGGAGGCAGTGGGGEAGGCGGGETCAAACTT
TATGCTCACTCAGCCGTCCTCIGTITTCTGGCGTACCTGGCCAACGGGTGACCATTA
GCTGTACGGGTAATACCGGGAATATCGGEGTCTAACTACGTGAACTGGTATCAGCAG
CTTCCAGGGACAGCTCCCAAGTTGCTGATCTATCGCGACGACAAAAGACCCTCAGG
GGTCCCTGACCGATTTAGTGGCAGCAAAAGCGGTACTTCCGCTTCCCTGGCGATAA
CCGGCTTTCAGGCCGAAGATGAGGCAGACTACTATTGCCAGTCATATTCCAGCGGC
TTCATCTTCGGATGTGGAACTAAGCTGCGACAGTSTTGGCAGCCGAGCCCAAATCTTC
TGACAAAACTCACACATGCCCACCCTGCCCAGCACCTGAAGCCGCAGGGGGACCCT
CAGTCTTCCTCTTCCCCCCAAAACCCAAGGACACCCTCATGATCTCCCGGACCCCT
GAGGTCACATGCGTGGTGGTGTCAGTGAGCCACGAAGACCCTGAGGTCAAGTTCAA
CTGGTACGTGGACGGCGTGGAGGTGCATAATGCCAAGACAAAGCCCCGGGAGGAGC
AGTACAACAGCACGTACCGGGTGGTCAGCGTCCTCACCGTCCTGCACCAGGACTGG
CTGAATGGCAAGGAGTACAAGTGCAAGGTCTCCAACAAAGCCCTCCCAGCCCCCAT
CGAGAAAACCATCTCCAAAGCCAAAGGCCAGCCCCGGGAACCACAGGEGTGTACGTGET
ACCCCCCATCCCGGGACGAGCTGACCAAGAACCAGGTCAGCCTGACCTGCCTIGGETC
AAAGGCTTCTATCCCAGCGACATCGCCGTGGAGTGGGAGAGCAATGGCCAGCCCGA
GAACAACTACAAGACCACCCCTCCCGTGCTGGACTCCGACGGECTCCTTCGCCCTCG
TGAGCAAGCTCACCGTGGACAAGAGCAGGTGGEGCAGCAGGGCAACGTCTTCTCATGC
TCCGTGATGCATGAGGCTCTGCACAACCACTACACCCAGAAGAGCCTCTICCCTGETC
TCCCGGCAAG
(BR5&ES154) 7 FILERH| (1-57) . NYA-3061(61-813),.1linker (814-
828),C3E-7097(829-1548),linker (1549-1554) . Hinge (1555-
1599),CH2 (1600-1929) ,CH3 (1930-2250)
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[E2151]

NYZ-0038-HC2
MKHLWFFLLLVAAPRWVLSGEVQLVE SGGGLVQPGGSLRLSCAASGFSIRSYDIHW
VRQAPGKGLEWVATISYDGSQKYYADSVKGRFTISRDESKNTLYLOMNSLRAEDTA
VYHCARGSSGHYEAFDIWGRQGTLVIVSSGGEGESGEEGESGGEESQSVLTQPPSASGT
PGQRVTISCSGSSSNIGNWYVSWYQQLPGTAPKLLIYDNNKRPSGVPDRFSGSKSG
TSASLAISGLQSEDEADYYCGTWDSSLSAPWVFGGGTKLTVLGGGGSEVQLVESGE
GLVQPGGSLRLSCAASGVTFNYYGMSWIRQAPGKGLEWVASITRSGGRIYYPDSVK
GRFTISRENTQKTLYLOMNSLRAEDTAVYYCTLDGRDGWVAYWGCGTLVIVSSGGG
GSGGGGSGEGGSNFMLTQPSSVSGVPGQRVTISCTGNTGNIGSNYVNWYQQLPGTC
PKLLIYRDDKRPSGVPDRFSGSKSGTSASLAITGFQAEDEADYYCQSYSSGFIFGG
GTKLTVLAAEPKSSDKTHTCPPCPAPEAAGGPSVFLFPPKPKDTLMISRTPEVTCV
VVSVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKE
YKCKVSNKALPAPIEKTISKAKGQPREPQVYVYPPSRDELTKNQVSLTCLVKGFYP
SDIAVEWESNGQPENNYKTTPPVLDSDGSFALVSKLTVDK SRWQQGNVFSCSVMHE
ALHNHYTQKSLSLSPGK

(BRI &ES155) 7 FILERHI (1-19) NYA-2061(21-266),1inker (267-
271).C3E-7096 (272-511).1inker(512-513) Hinge (514-528),
CH2 (529-638).CH3 (639-745)

[Eg152]

NYZ-0082-HC2
MKHLWFFLLLVAAPRWVLSGEVQLVESGGGLVQPGGSLRLSCAASGFSIRSYDIHW
VRQAPGKGLEWVATISYDGSQKYYADSVKGRFTISRDESKNTLYLQMNSLRAEDTA
VYHCARGSSGHYEAFDIWGQGTLVTVSSGGGGSGGGEGESGEGEGESGGEEESQSVLTQPP
SASGTPGQRVTISCSGSSSNIGNWYVSWYQQLPGTAPKLLIYDNNKRPSGVPDRFS
GSKSGTSASLAISGLQSEDEADYYCGTWDSSLSAPWVFGGGTKLTVLGGGGSEVQL
VESGGGLVQPGGSLRLSCAASGVTFNYYGMSWIRQAPGKGLEWVASITRSGGRIYY
PDSVKGRFTISRENTQKTLYLQMNSLRAEDTAVYYCTLDGRDGWVAYWGCGTLVTV
SSGGGGSGEEESEEEESNFMLTQPSSVSGVPGQRVTISCTGNTGNIGSNYVNWYQQ
LPGTCPKLLIYRDDKRPSGVPDRFSGSKSGTSASLAITGFQAEDEADYYCQSYSSGE
FIFGGGTKLTVLAAEPKSSDKTHTCPPCPAPEAAGGPSVFLFPPKPKDTLMISRTP
EVTCVVVSVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDW
LNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYVYPPSRDELTKNQVSLTCLV
KGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFALVSKLTVDKSRWQQGNVFSC
SVMHEALHNHYTQKSLSLSPGK

(FEHIES156) 7 FILERHI (1-19) . NYA-3061(21-271),1linker (272-
276),C3E-7096 (277-516),1linker (517-518) Hinge (519-533),
CH2(534-643),CH3 (644-750)
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[Bg153]

NYZ-0083-HC2
MKHLWFFLLLVAAPRWVLSGEVQLVESGGGLVQPGGSLRLSCAASGFSIRSYDIHW
VRQAPGKGLEWVATISYDGSQKYYADSVKGRFTISRDESKNTLYLOMNSLRAEDTA
VYHCARGSSGHYEAFDIWGQGTLVIVSSGGGGSGGGGESGGEGGESGEGGSQSVLTQPP
SASGTPGQRVTISCSGSSSNIGNWYVSWYQQLPGTAPKLLIYDNNKRPSGVPDRFS
GSKSGTSASLATSGLOSEDEADYYCGTWDSSLSAPWVFGGGTKLTVLGGGGSEVQL
VESGGGLVQPGGSLRLSCAASGVTFNYYGMSWIRQAPGKCLEWVASITRSGGRIYY
PDSVKGRFTISRENTQKTLYLOMNSLRAEDTAVYYCTLDGRDGWVAYWGQGTLVTV
SSGGGGSGGGGSGGEGEGSNFMLTQPSSVSGVPGQRVTISCTGNTGNIGSNYVNWYQQ
LPGTAPKLLIYRDDKRPSGVPDRFSGSKSGTSASLATITGFQAEDEADYYCQSYSSG
FIFGCGTKLTVLAAEPKSSDKTHTCPPCPAPEAAGGPSVFLFPPKPKDTLMISRTP
EVTCVVVSVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDW
LNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYVYPPSRDELTKNQVSLTCLV
KGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFALVSKLTVDKSRWQQGNVFSC
SVMHEALHNHYTQKSLSLSPGK

(BH&EFB157) T FILEFHI(1-19) NYA-3061(21-271),1linker (272-
276).C3E-7097 (277-516),linker (517-518) ,Hinge (519-533),

CH2 (534-643),CH3 (644-750)
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[E154]

NYZ-1010-HC2
ATGAAACACCTGTGGTTCITTCCTCCTGCTGGTGGCAGCTCCCAGATGGGTGCTGAG
CGGTGAGGTACAGCTGGTGGAAT CCGETGGAGGCCTTGTGCAACCGGEGAGGCTCCC
TGCGACTCTCTTGCGCCGCATCTGGCTTTTCCATACGATCCTACGATATTCATTGG
GTCCGACAAGCCCCTGGCAAAGGTCTTGAATGGGTTGCCACTATCTCCTACGACGG
GTCTCAGAAATATTATGCGGATTCAGTGAAGGGGCGGTTCACAATTTCACGAGACG
AGTCAAAGAATACACTGTACCTCCAAATGAATTCACTGAGAGCCGAGGATACTGCA
GTCTATCATTGTGCAAGAGGGTCCTCAGGCCACTACGAGGCCTTTGATATATGGGG
CCAAGGCACCTTGGTAACCGTTAGTAGCGGAGGTGGAGGAAGCGGAGGCGGCGEGETT
CCGGAGGAGGTGGAAGTGGAGGAGGTGGATCTCAATCCGTTCTGACTCAGCCACCC
TCCGCCTCTGGCACCCCGGGCCAACGGGTCACAATATCATGTTCTGGCTCTTCAAG
CAACATCGGAAACTGGTACGTGAGCTGGETACCAGCAGCTCCCCGGCACGGCGECCCA
AGCTTCTGATATATGACAACAACAAACGGCCCAGTGGAGTTCCTGACAGATTCAGT
GGGTCTAAAAGTGGTACAAGCGCTAGCCTGGCCATAAGTGGTCTGCAGAGTGAAGA
TGAGGCGGACTATTATTGCGGAACCTGGGACTCCAGCCTGAGCGCTCCCTGGGTTT
TCGGECGGAGGTACTAAGCTGACCGTCTTGGGAGGAGGCGGTTCAGAAGTGCAGCTG
GTGGAATCCGGEGEEGEEEECCTEGETGCAGCCTGEEGGGAGCCTGAGACTGAGTTIGTGC
CGCCTCTGGGETGACATTTAACTACTATGGCATGTCTTGGATCCGCCAGGCACCTG
GAAAGGGCCTGGAGTGGGETGGCCAGCATCACTAGGTCCGGCEGGGCGAATCTACTAT
CCCGACAGCGTCAAGGGCAGGTTCACAATTTCCCGCGAGAACACACAGAAAACTCT
GTACCTGCAGATGAATAGCCTGAGAGCCGAAGATACAGCTGTGTACTATTGCACTC
TGGACGGCAGGGATGGETGEGETCGCCTATTGGGETCAGGGAACCCTGGTGACAGTC
AGCTCCGCCTCCACCAAGGGCCCAAGCGTCTTCCCCCTGGCACCCTCCTCCAAGAG
CACCTCTGGCGGCACAGCCGCCCTGGGCTGCCTGGTCAAGGACTACTTCCCCGAAC
CCGTGACCGTGAGCTGGAACTCAGGCGCCCTGACCAGCGGCGETGCACACCTTCCCC
GCTGTCCTGCAGTCCTCAGGACTCTACTCCCTCAGCAGCGTGGEGTGACCGTGCCCTC
CAGCAGCTTGGGCACCCAGACCTACATCTGCAACGTGAATCACAAGCCCAGCAACA
CCAAGGTGGACAAGAGAGTTGAGCCCAAGTCTTGCGACAAAACTCACACATGCCCA
CCCTGCCCAGCACCTGAAGCCGCAGGGGGACCCTCAGTCTTCCTCTTCCCCCCAAA
ACCCAAGGACACCCTICATGATCTCCCGGACCCCTGAGGTCACATGCGTGGTGGTGT
CAGTGAGCCACGAAGACCCTGAGGTCAAGTTCAACTGGTACGTGGACGGCGTGGAG
GTGCATAATGCCAAGACAAAGCCCCGGGCAGGAGCAGTACAACAGCACGTACCGEGGEGET
GGTCAGCGTCCTCACTGTCCTGCACCAGGACTGGCTGAATGGCAAGGAGTACAAGT
GCAAGGTCTCCAACAAAGCCCTCCCAGCCCCCATCGAGAAAACCATCTCCAAAGCC
AAAGGCCAGCCCCGGGAACCACAGGTGTACGTGTACCCCCCATCCCGGGACGAGCT
GACCAAGAACCAGGTCAGCCTGACCTGCCTGGTCAAAGGCTTCTATCCCAGCGACA
TCGCCGTGGAGTGGGAGAGCAATGGCCAGCCCGAGAACAACTACAAGACCACCCCT
CCCGTGCTGGACTCCGACGGCTCCTTCGEGCCCTCGTGAGCAAGCTCACCGTGGACAA
GAGCAGGTGGCAGCAGGGCAACGTCTTCTCATGCTCCGTGATGCATGAGGCTCTGC
ACAACCACTACACCCAGAAGAGCCTCTCCCTGETCTCCCGGCAAG

(BE5&ES158) 7 FIILEH| (1-57) NYA-3061(61-813) . 1inker (814-
828),C3E-7085-VH(829-1182) ., CH1(1183-1476) . Hinge (1477 -
1521),CH2 (1522-1851).,CH3(1831-2172)
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[E2155]

C3E-7085-LC
ATGGTGCTGCAGACCCAGETETTCATCTCCCTGCTGCTETGGATCTCCEGCGCGTA
CGGCAACTTTATGCTCACTCAGCCEGTCCTCTGTTTCTGGCGTACCTGGCCAACGGG
TGACCATTAGCTGTACGGGTAATACCGGGAATATCGGGTCTAACTACGTGAACTGG
TATCAGCAGCTTCCAGGGACAGCTCCCAAGTTGCTGATCTATCGCGACGACAAAAG
ACCCTCAGGGETCCCTGACCEATTTAGTGGCAGCAAAAGCEGTACTTCCGCTTCCC
TGGCGATAACCGGCTTTCAGGCCGAAGATGAGGCAGACTACTATTGCCAGTCATAT
TCCAGCGGCTTCATCTTCGGAGGCGGAACTAAGCTGACAGTGCTGGGCCAGCCTAA
GECTGCCCCTAGCETGACCCTETTCCCTCCTTCCAGCGAGGAGCTTCAAGCTAACA
AGGCCACCCTGGTGTGTCTTATCTCTGACTTCTACCCTEGCGCTETGACCETEGCC
TGGAAGGCTGACAGCTCCCCTGETGAAGGCCGGAGTGGAGACCACCACACCTAGCAA
GCAGTCTAACAACAAGTACGCTGCCAGCTCCTACCTGAGCCTTACCCCTGAGCAGT
GGAAGTCTCACAGAAGCTACTCCTGTCAAGTGACCCACGAGGGCAGCACCGTGGAG
AAGACCGTGGCTCCTACCGAGTETTCC

(B3| &EE159) 27 FILERH) (1-60) ,C3E-7085 VL(61-381),CL(382-
699)

[E4156]

NYZ-1010-HC2
MKHLWFFLLLVAAPRWVLSGEVQLVESGGGLVQPGGSLRLSCAASGFSIRSYDIHW
VRQAPGKGLEWVATISYDGSQKYYADSVKGRFTISRDESKNTLYLOMNSLRAEDTA
VYHCARGSSGHYEAFDIWGQGTLVIVSSGGGGSGGGGSGGEGGSGEGGSQSVLTQPP
SASGTPGQRVTISCSGSSSNIGNWYVSWYQQLPGTAPKLLIYDNNKRPSGVPDRFS
GSKSGTSASLAISGLQSEDEADYYCGTWDSSLSAPWVFGGGTKLTVLGGGGSEVQL
VESGGGLVQPGGSLRLSCAASGVTFNYYGMSWIRQAPGKGLEWVASITRSGGRIYY
PDSVKGRFTISRENTQKTLYLOMNSLRAEDTAVYYCTLDGRDGWVAYWGQGTLVTV
SSASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFP
AVLQSSGLYSLSSVVTVPSSSLETQTYICNVNHKPSNTKVDKRVEPKSCDKTHTCP
PCPAPEAAGGPSVFLFPPKPKDTLMISRTPEVTCVVVSVSHEDPEVK FNWYVDGVE
VHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKA
KGQPREPQVYVYPPSRDELTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTP
PVLDSDGSFALVSKLTVDKS RWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK
(BRHIEB160) Y FILEHI(1-19) ,NYA-3061(21-271),1linker (272-
276),C3E-7085-VH(277-394) ,CH1(395-492) , Hinge (493-507),
CH2 (508-617),CH3 (618-724)

[E4157]

C3E-7085-LC
MVLOTQVFISLLLWISGAYGNFMLTQPSSVSGVPGQRVTISCTGNTGNIGSNYVNW
YQQLPGTAPKLLIYRDDKRPSGVPDRFSGSKSGTSASLAITGFQAEDEADYYCQSY
SSGFIFGGGTKLTVLGQPKAAPSVILFPPSSEELQANKATLVCLISDFYPGAVTVA
WKADSSPVKAGVETTTPSKQSNNKYAASSYLSLTPEQWKSHRSYSCQVTHEGSTVE
KTVAPTECS

(FR 5 ES161) 9 FILERF] (1-20),C3E-7085 VL(21-127),CL(128-
233)
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[E2158A]
EARZS 21zt 4 A

BIE | RTUFE

DMSO [NY-ESO 1F  2M 3A 4A 5A 6L 7F  BA  GA qpl00
NYZ0038 | 1.02 | 5713 0.66 4571 2672 1.39 1.3 4700 556 19.15 5837 0.37
NYZ-0082 | 1.02 | 5449 079 4113 2709 226 1.74 4535 10.08 1993 5810 0.36
NYZ-0083 | 1.01 | 5360 086 4134 2804 3.05 245 4585 1276 2046 5672 0.34
NYZA010 | 145 | 4332 086 3952 2130 1.05 1.02 3759 3.86 17.38 5190 0.53

[E01588]

b |T2ASH T B

B | <TFE

DMSO [ NY-ESO _DOLPP1 IL20RB PRKD2 CD163 P2RY8 gp100
NYZ-0038 [ 107 | 5165 0.71 070 041 066 089 044
NYZ-0082 | 111 | 4754 069 069 040 062 087 042
NYZ-0083 [ 1.01 | 4717 0.63 062 037 05 076 038
NYZ-1010 | 119 | 4435 0.70 088 054 067 09 054
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[54159D]
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NYD-2047 NYD-2061 NYD-3061 NYC-0011 NYC-0013 NYC-0015

[E164]
NYA-3061
ATGAAACACCTGTGGEGTTCTTCCTCCTGCTGETGGCAGCTCCCAGATGGEETGECTGAG
CGGTGAGGTACAGCTGGTGGAATCCEGTGGAGGCCTTETGCAACCGGGAGGCTCCC
TGCGACTCTCTTGCGCCGCATCTGGCTTTTCCATACGATCCTACGATATTCATTGE
GTCCGAcaaGCCCCTGGCAAAGGTCTTGAATGGGTTGCCACTATCTCCTACGACGE
GTCTCAGAAATATTATGCGGATTCAGTGCGAAGGGGCCGETTCACAATTTCACGAGACG
AGTCAAAGAATACACTGTACCTCCAAATGAATTCACTGAGAGCCGAGGATACTGCA
GTCTATCATTGTGCAAGAGGGETCCTCAGGCCACTACGAGGCCTTTGATATATGGEE
CCAAGGCACCTTGGTAACCGTTAGTAGCGGAGGTGGAGGAAGCGGAGGCGEECEETT
CCGGAGGAGGTGGAAGTGGAGGAGETGGATCTCAATCCETTCTGACTCAGCCACCC
TCCGCCTCTEECACCCCGEECCAACGGGTCACAATATCATGTTCTGGCTCTTCAAG
CAACATCGGAAACTGGTACGTGAGCTGGTACCAGCAGCTCCCCEGCACGGCECCCA
AGCTTCTGATATATGACAACAACAAACGGCCCAGTGGAGTTCCTGACAGATTCAGT
GGGTCTAAAAGTGGTACAAGCGECTAGCCTGGCCATAAGTGGTCTGCAGAGTGAAGA
TGAGGCGGACTATTATTGCGGAACCTGGGACTCCAGCCTGAGCGCTCCCTGEGETTT
TCGGCEGAGGETACTAAGCTGACCETCTTGEGCECEGCCECAGGTECAGGTGGTGAT
TACAAAGATGATGACGATAAAGGTGCAGCGGCGCATCACCATCATCACCAC
(BRI ES163) 7 FIILEHI (1-57) ,NYA-3061(61-813) ,FLAG-His®%
(814-891)

[£4165]

NYA-3061
MKHLWFFLLLVAAPRWVLSGEVQLVESGGGLVQPGGSLRLSCAASGFSIRSYDIHW
VRQAPGKGLEWVATISYDGSQKYYADSVKGRFTISRDESKNTLYLOMNSLRAEDTA
VYHCARGSSGHYEAFDIWGQGTLVTIVSSGGGGSGGGEESGGEEGSGGGGEGSQSVLTQPP
SASGTPGQRVTISCSGSSSNIGNWYVSWYQQLPGTAPKLLIYDNNKRPSGVPDRFS
GSKSGTSASLAISGLQSEDEADYYCGTWDSSLSAPWVFGGGTKLTVLGAAAGAGGD
YKDDDDKGAAAHHHHHH

(B25IEB164) > FILERFI (1-19) ,NYA-3061(21-271) . FLAG-His%%
(272-297)



83/97

WO 2021/200857 PCT/JP2021/013378

[Eg166]
NYC-0005
ATGAAGCACCTGTGETTCTTTCTGCTGCTGETEGCCECTCCTAGATGGETETTETC
TGGCGAAGTGCAGCTGETGGAATCTGGTGGCGGAGTTGTTCAGCCTGGCGGCTCTC
TGAGACTGAGCTGTETGGCCAGCEGECTTCACCTTCGACGACTACGCCATGTACTGE
GTCCGACAGGTGCCAGGCAAGGACCTGGAATGGGTGTCCCTGATTTCTGGCGACGE
CGACATCACCTACTACGTGGACTCTGTGAAGGGCAGATTCACCGTGTCCAGAGACA
ACAACAAGAACAGCCTGTACCTGCAGATGAAGTCCCTGCGCGTGGAAGATACAGCC
CTGTACTACTGCGCCAAGGACATGATCTACTACGCCTCTTGGAGCGGCTACGGCAG
CAGCGATTACTACTACTATGTGATGGACGTGTGGGGCCAGGGCACCACCGTTACAG
TTTCTAGCGGAGGCGGAGGAAGTGGCGGCGGAGGATCTGGCGGETGGTGGTTCTGAT
ATCCAGATGACACAGAGCCCCAGCAGCCTGTCTGCCTCTGTGGGAGACAGAGTGAC
CATCACCTGTAGAGCCAGCCAGAGCATCAGCAGCTACCTGAACTGGTATCAGCAGA
AGCCCGGCAAGGCCCCTAAACTGCTGATCTATGCCGCCTCCAGTCTGCAGAGCGGA
GTGCCTAGCAGAT TTTCTGGCAGCGEGCTCCGGCACCGATTTCACCCTGACCATATC
TAGCCTGCAGCCTGAGGACTTCGCCACCTACTATTGCCAGCAGAGCTACAGCACCC
CTCCTATCACCTTTGGCCAGGGAACCAGACTGGAAATCAAAGGCGCTGCTGCAGGC
GCTGGCGGCGACTACAAAGACGATGATGATAAGGGCGCTGCCGCTCACCACCACCA
TCACCAT
(B ES165) 7 FILEHI (1-57) ,NYC-0005(61-825) ,FLAG-His%®%
(826-903)

[E2167]

NYC-0005
MKHIWFFLLLVAAPRWVLSGEVQLVESGGGVVQPGGSLRLSCVASGFTFDDYAMYW
VRQVPGKDLEWVSLISGDGDITYYVDSVKGRFTVSRDNNKNSLYLOMKSLRVEDTA
LYYCAKDMIYYASWSGYGSSDYYYYVMDVWGQGTTVIVSSGGGGSGGGEGGSGGEGGESD
IQMTQSPSSLSASVGDRVTITCRASQSISSYLNWYQQKPGKAPKLLIYAASSI.QSG
VPSRFSGSGSGIDFTLTISSLOPEDFATYYCQOSYSTPPITFGQGTRLEIKGAAAG
AGGDYKDDDDKGAAAHHHHHH

(BeH&EB166) 0 FILEFHI (1-19) .NYC-0005(21-275) ,FLAG-His®%'
(276-301)
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[E2168]

NYC-0006
ATGAAGCACCTGTGGTTCTTTICTGCTGCTGGTGGCCGCTCCTAGATGGGTGTTGTC
TGGCGAAGTGCAGCTGGETGGAATCTIGETGGCGGAGTTGTTCAGCCTGGCGGCTCTC
TGAGACTGTCTTGTGCCGCCAGCGGCTTCACCTTCGACGACTACGCCATGTACTGG
GTCCGACAGGCCCCTGGEGCAAAGGCCTTGAATGGGETGTCCCTGATCAGCGGAGATGG
CGGCAGCATGTACTACGCCGATAGCGTGAAGGGCAGATTCACCATCAGCCGGGACA
ACAGCAAGAACAGCCTGTACCTGCAGATGAACTCCCTGCGGACCGAGGACACAGCC
CTGTACTACTGCGCCAAGGATATGATCTTCTACGCCTTTTGGAGCGGEGCTACGGCAG
CAGCGATTACTACTACTACGTGATGGACGTGEGTGGGGCCAGGGCACCACAGTGACAG
TTTATTCTGGCGGCGGAGGATCTGGCGGAGGTGGAAGCGGAGGCGGETGGATCTGAT
ATCCAGATGACACAGAGCCCCAGCAGCCTGTCTGCCTCTGTGGGAGACAGAGTGAC
CATCACCTGTCGGEGCCAGCCAGAGAATCAGCACCTACCTGAACTGGTATCAGCAGA
AGCCCGGCAAGGCCCCTAAGCTGCTGATCTATGCTGCCTCCAGTCTGCAGAGCGEGC
GTGCCAAGCAGATTTTCTGGCAGCGGCTCTGGCACCGACTTCACCCTGACCATATC
TAGCCTGCAGCCTGAGGACTTCGCCACCTACTACTGCCAGCAGAGCTACAGCACCC
CTCCTATCACCTTTGGCCAGGGAACCAGACTGGAAATCAAAGGCGCTGCTGCAGGC
GCAGGCGGCGACTACAAAGACGATGATGATAAGGGCGCTGCCGCTCACCACCACCA
TCACCAT
(BE5IEB167) 7 FILERH (1-57) . NYC-0006 (61-825) . FLAG-His%®%
(826-903)
[E2169]

NYC-0006
MKHLWFFLLLVAAPRWVLSGEVQLVESGGGVVQPGGSLRLSCAASGFTFDDYAMYW
VRQAPGKGLEWVSLISGDGGSMYYADSVKGRFTISRDNSKNSLYLQMNSLRTEDTA
LYYCAKDMIFYAFWSGYGSSDYYYYVMDVWGQRGTTIVIVYSGGGEGESGGEGESGGGGSD
IQMTQSPSSLSASVGDRVTITCRASQRISTYLNWYQQKPGKAPKLLIYAASSLRSG
VPSRFSGSGSGTDFILTISSLQPEDFATYYCQQSYSTPPITFGQGTRLEIKGAAAG
AGGDYKDDDDKGAAAHHHHHH

(BRI &EB168) 4 FILERS] (1-19) ,NYC-0006 (21-275) ,FLAG-His®%Y
(276-301)
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[BE170]

NYC-0007
ATGAAGCACCTGTGETTCTTTCTGCTGCTGETGECCECTCCTAGATGEGETETTETC
TGGCGAAGTGCAGCTGETEGAATCTGGTGGCGGAGTTGTTCAGCCTGGCGECTCTC
TGAGACTGTCTTGTGCCGCCAGCGGCTTCACCTTCGACGATTATGCCATGCACTGE
GTCCGACAGGCCCCTGGCAAAGGACTTGAATGGGTGTCCCTGATCAGCGGCGACGG
CGACAATACCTACTACGCCGATAGCGTGAAGGGCAGATTCACCATCAGCCGGGACA
ACAACAAGAACAGCCTGTACCTGCAGATGAACTCCCTGCGGACCGAGGACACCECC
TTCTACTACTGTGCCAAAGAGCTGATCTTCGGCAAGGTGCTGCACGACTTTTACTA
CTACGTGATGGACGTGETGGEGEGCCAGGGCACCACAGTGACAGTTTCTAGCGGAGGCE
GAGGAAGTGGCGGCEEAGGATCTGGCGGTGGTGGTTCTGATATCCAGATGACACAG
AGCCCCAGCAGCCTETCTGCCTCTGTGGGAGACAGAGTGACCATCACCTGTAGAGC
CAGCCAGAGCATCAGCAGCTACCTGAACTGGTATCAGCAGAAGCCCGGCAAGGCCC
CTAAACTGCTGATCTATGCCGCCTCCAGTCTGCAGAGCEGAGTGCCTAGCAGATTT
TCTGGCAGCGGCTCCEGCACCGATTTCACCCTGACCATATCTAGCCTGCAGCCTGA
GGACTTCGCCACCTACTACTGCCAGCAGAGCTACAGCACCCCTCCTATCACCTTTG
GCCAGGGAACCAGACTGGAAATCAAAGGCGCTGCTGCAGGCGCAGGCGGCGACTAC
AAAGACGATGATGATAAGGGCGCTGCCGCTCACCACCACCATCACCAT

(B ES169) 7 FILEH] (1-57) ,NYC-0007 (61-810) ,FLAG-His%®%
(811-888)

[E4171]

NYC-0007
MKHLWFFLLLVAAPRWVLSGEVQLVESGGGVVQPGGSLRLSCAASGFTFDDYAMHW
VRQAPGKGLEWVSLISGDGDNTYYADSVKGRFTISRDNNKNSLYLOMNSLRTEDTA
FYYCAKELIFGKVLHDFYYYVMDVWGQGTTVIVSSGGGGSGEEGSGGGESDIQMTQ
SPSSLSASVGDRVTITCRASQSISSYLNWYQQKPGKAPKLLIYAASSLQSGVPSRF
SGSGSGTIDFTILTISSLQPEDFATYYCQOSYSTPPITFGQGTRLEIKGAAAGAGGDY
KDDDDKGAAAHHHHHH

(BE5I&ES170) >4 FILERFI (1-19) .NYC-0007(21-270) ,FLAG-Hig#%%
(271-296)

[E4172]

NYC-0008
ATGAAGCACCTGTGGTICTITTCTGCTGCTGGTGGCCGCTCCTAGATGGGEGTGTTIGTC
TGECGAAGTGCAGCTGGEGTGGAATCTGGTGGCGGAGTTGTTCAGCCTGGCEECTCTC
TGAGACTGAGCTGTGAAGCCTCCGGCTTCATCTTCGACGACTACGCCATGCACTGG
GTCCGACAGGCACCTGGCAAAGGCCTTGAATGGGTGTCCCTGATCTCTGGCGACGG
CGACATCATCTACTACGCCGACTCTGTGAAGGGCAGATTCACCATCAGCCGGGACA
ACAGCAAGAACAGCCTGTACCTGCAGATGAACTCCCTGCGATCATCGCGAGGACACAGCC
CTGTACTACTGCGCCAAGGATTGGGEGTGTTCGGCEGTCGTGATGACCCACTACTGGTA
CTTCGGCCTGGATGTGTGGGGCCAGGGAACCACAGTGACAGTTTCTAGCGGAGGCG
GAGGAAGTGGCGGCGGAGGATCTGGCGGETGGTGGETTCTGATATCCAGATGACACAG
AGCCCCAGCAGCCTGTCTIGCCTCTGAAGGCGACAGAGTGACCATCACCTGTAGAGC
CAGCCAGAGCATCAGCACCTACCTGAACTGGTATCAGCAGAAGCCCGGCAAGGCCC
CTAAGCTGCTGATCTATGGTGCCTCCAGTCTGCAGAGCGGCGTGCCAAGCAGATTT
TCTGGCAGCGGCTCTGGCACCGACTT CACCCTGACCATATCTAGCCTGCAGCCTGA
GGACTTCGCCACCTACTACTGCCAGCAGTCCTACAGCACCCCTCCTATCACATTTG
GCCAGGGCACCAAGGTGGAAATCAAAGGCGCTGCTGCAGGCGCTGGCGGCGACTAC
AAAGACGATGATGATAAGGGCGCTGCCGCTCACCACCACCATCACCAT

(BB S171) 7 FILEH (1-57) NYC-0008 (61-810) ,FLAG-His®4Y
(811-888)
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[B173]

NYC-0008
MKHIWFFLLLVAAPRWVLSGEVQLVESGGGVVQPGGSLRLSCEASGFIFDDYAMHW
VRQAPGKGLEWVSLISGDGDIIYYADSVKGRFTISRDNSKNSLYLOMNSLITIEDTA
LYYCAKDWVFGVVMTHYWYFGLDVWGQGTTVIVSSGGGEGGESGGGGSGGGEGGSDIQMTQ
SPSSLSASEGDRVTITCRASQSISTYLNWYQQKPGKAPKLLIYGASSLQSGVPSREF
SGSGSGTIDFILTISSLQPEDFATYYCQQOSYSTPPITFGQGTKVEIKGAAAGAGGDY
KDDDDKGAAAHHHHHH

(BeHEBL172) 0 F L EH (1-19) ,NYC-0008(21-270) ,FLAG-His®%'
(271-296)

[E4174]

NYC-0009
ATGAAGCACCTGTIGGETTCTTTICTGCTGCTGETGGCCGCTCCTAGATGGGETGTTGTIC
TGGCGAAGTGCAGCTGETGGAATCTGETGGCGGAGTTIGTTCAGCCTGGCGGECTCTC
TGAGACTGTCTTGTGCCGCCAGCGGCTTCACCTTCGACGATTATGCCATGCACTGG
GTCCGACAGGCCCCTGGCAAAGGACTTGAATGGGTGTCCCTGATCTCTGGCGGAGG
CGGCGGAACCTACTACAGCGATTCTGTGAAGGGCAGATTCACCATCAGCCGGGACA
CCAGCAAGGACAGCCTGTACCTGCAGATGAACAGCCTGCGGACCGAGGACACAGCC
CTGTACTACTGCGCCAAGGACATGGTGTTCGGCGTGGTCACCCCTTACTACTACTT
CGCCCTGGATGTGTGGGGCCAGGGCACAACAGTGACAGTCTCITCTGGCGGEGCGGAG
GAAGCGGAGGCGGAGGATCCGGTGGTGGETGCGATCTGACATCCAGATGACACAGAGC
CCCAGCAGCCTGTCTGCCTCTGTGGGAGACAGAGTGACCATCACCTGTAGAGCCAG
CCAGAGCATCAACAGCTACCTGAACTGGTATCAGCAGAAGCCCGGCAAGGCCCCTA
AGCTGCTGATCTATGCTGCCTCCAGTCTGCAGAGCGGCGTGCCAAGCAGATTTTCT
GGCAGCGGCTCTGGCACCGACTTCACCCTGACCATATCTAGCCTGCAGCCTGAGGA
CTTCGCCACCTACTACTGCCAGCAGAGCTACAGCGCCCCTCCTATCACATTTGGCC
AGGGAACCAGACTGGAAATCAAAGGCGCTEGCTGCAGGCGCAGGCGGCGACTACAAL
GACGATGATGATAAGGGCGCTGCCGCTCACCACCATCACCATCAT
(BRHIES173) 7 FILERH| (1-57) . NYC-0009(61-807) . FLAG-His%®Y
(808-885)

[E4175]

NYC-0009
MKHLWFFLLLVAAPRWVLSGEVQLVESGGGVVQPGGSLRLSCAASGFTFDDYAMHW
VRQAPGKGLEWVSLISGGGGGTYYSDSVKGRFTISRDTSKDSLYLOMNSLRTEDTA
LYYCAKDMVFGVVIPYYYFALDVWGQRGTIVIVSSGGEGEGSGGGESGGGGSDIQMTQRS
PSSLSASVGDRVTITCRASQSINSYLNWYQQKPGKAPKLLIYAASSLQSGVPSRFS
GSGSGTDFTLTISSLOPEDFATYYCQQSYSAPPITFGQGTRLEIKGAAAGAGGDYK
DDDDXKGAAAHHHHHH

(BE5IEB174) 27 FILEH] (1-19)  NYC-0009(21-269) .FLAG-His%%Y
(270-295)
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[B176]

NYC-0010
ATGAAGCACCTIGTIGGETTCTTTICIGCTGCTGETGGCCGCTCCTAGATGGGTGTTGTC
TGGCGAAGTGCAGCTGETGGAATCTGETGGCGGAGTTGTT CAGCCTGGCGGECTCTC
TGAGACTGAGCTGTGCTETGTCCGGCTTCACCTTCGACGACTACGCCATGCACTGG
GTCCGACAGGCACCTGGCAAAGGCCTTGAATGGGTGTCCCTGATCAGCGGAGATGG
CGGCAGCACACACTACGCCGATTCTGTGAAGGGCAGATTCACCATCAGCCGGGACA
ACAGCAAGAACAGCCTGTACCTGCAGATGAACTCCCTGCGGACAGGCGACACAGCC
CTGTACTACTGCGCCAAGGACATGATCTTCGCCGTGGTCATCACCGACTACCACTA
CTACGGCATGGACGTGTGGGGCCAGGGAACCACAGTGACAGTTTCTAGCGGAGGCG
GAGGAAGTGGCGGCGGAGGATCTGGCGETGGEGTGGTTCTGATATCCAGATGACACAG
AGCCCCAGCAGCCTGTCTGCCTICTGTGGGAGACAGAGTGACCATCACCTGTAGAGC
CAGCCAGAGCATCAGCAGCTACCTGAACTGGTATCAGCAGAAGCCCGGCAAGGCCC
CTAAACTGCTGATCTATGCCGCCTCCAGTCTGCAGAGCGGAGTGCCTAGCAGATTT
TCTGGCAGCGGCTCCGGCACCGATTTCACCCTGACCATATCTAGCCTGCAGCCTGA
GGACTTCGCCACCTACTACTGCCAGCAGAGCTACAGCACCCCTCCTATCACCTITTG
GCCAGGGCACCAGACTGGAAATCAAAGGCGCTGCTGCAGGCGCTGGCGGCGACTAC
AAAGACGATGATGATAAGGGCGCTGCCGCTCACCACCACCATCACCAT
(BLHIFES175) >4 FI)LEEH] (1-57) .NYC-0010(61-810) ,FLAG-His&%
(811-888)

[E4177]

NYC-0010
MKHLWFFLLLVAAPRWVLSGEVQLVESGGGVVQPGGSLRLSCAVSGFTFDDYAMHW
VRQAPGKGLEWVSLISGDGGSTHYADSVKGRFTISRDNSKNSLYLOMNSLRTGDTA
LYYCAKDMIFAVVITDYHYYGMDVWGQGTTVIVSSGGGGSGGGEGSGGEGEGGESDIQMTQ
SPSSLSASVGDRVTITCRASQSISSYLNWYQQKPGKAPKLLIYAASSLQSGVPSRF
SGSGSGTDFTLTISSLQPEDFATYYCQQSYSTPPITFGQGTRLEIKGAAAGAGGDY
KDDDDXKGAAAHHHHHH

(EeHI&ES176) 9 FILERHI (1-19) .NYC-0010(21-270) ,FLAG-His%®5
(271-296)

[E0178]

HC-h
ATGAAACACCTIGTGGTTCTTCCTICCTGCTGGETGGCAGCTCCCAGATGGGTGCTGAG
CGACAAAACTCACACATGCCCACCCTGCCCAGCACCTGAAGCCGCCEGCGGACCCT
CAGTCTTCCTCTTCCCCCCAAAACCCAAGGACACCCTCATGATCTCCCGGACCCCT
GAGGTCACATGCGTGEGTGGTGGACGTGAGCCACGAAGACCCTGAGGTCAAGTTCAA
CTGGTACGTGGACGGCETGGAGGTGCATAATGCCAAGACCAAGCCTAGAGAGGAAC
AGTACAACAGCACCTACCGGEGTGETGTCCETGCTGACAGTGCTGCACCAGGACTGG
CTGAACGGCAAAGAGTACAAGTGCAAGGTGCGTCCAACAAGGCCCTECCTGCCCCCAT
CGAGAAAACCATCAGCAAGGCCAAGGGCCAGCCCCGEGCGAACCTCAAGTGTGCACCC
TGCCACCCTCCCGGGATGCGAGCTGACCAAGAACCAGGTGTCCCTGCGAGCTGTGCCGETG
AAGGGCTTCTACCCCTCCGATATCGCCGTGCGGAATGGGAGAGCAACGGCCAGCCCGA
GAACAACTACAAGACCACCCCCCCTIGTGCTGGACAGCGACGGCTCATTCTTCCTGG
TGTCCAAGCTGACCGTGGACAAGTCCAGATGGCAGCAGGGCAACGTCTTCTCATGEC
TCCCTGATGCATGAGGCTCTGCACAACCACTACACCCAGAAGAGCCTCTCCCTIGTC
TCCCGGCAAA

(BHFEEL77) T FIEF| (1-57) . EFEHHEEL (58-738)
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[B179]

HC-h
MKHLWFFLLLVAAPRWVLSDKTHTCPPCPAPEAAGGPSVFLFPPKPKDTLMISRTP
EVICVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDW
LNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVCTLPPSRDELTKNQVSLSCAV
KGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLVSKLTVDKSRWQQGNVFESC
SVMHEALHNHYTQKSLSLSPGK

(BEFIFES1L78) T FIVEFI (1-19) . EHEEE (20-2456)

[Eg180]

NYD-2047-HC-k
ATGAAGCACCTGTGETTCTTTCTECTGCTGGTGEGCCEGCTCCTAGATGGGETGCTGTC
TGGTCAAGTACAGCTGGTGGAATCCGGTGEAGGCATGETCCAGCCGGGACGCAGCT
TGAGACTGTCCTGCGCTGCATCTGEGCTTTTCCATACGATCCTACGATATGCACTGGE
GTTCGCCAAGCCCCTGGCAAAGCGTCTTGAATGGGTTGCCACTATCTCCTACGACGG
GTCTCAGAAATATTACGCGGATTCAGTGAAGGGGCGGTTCACAATTTCACGGGACA
ATTCAAAGAATACCTTGTATCTCCAGATGTCTTCACTGAGAGCCGAGGATACTGCA
GTCTATCATTGTGCAAGAGGGTCCTCAGGCCACTACGAGGCCTTTGATATATGGGE
CCAAGGCACCTTGGTAACCGTTAGTAGCGGAGGTGGAGGAAGCGGAGGCGGEGCGEETT
CCGGAGGAGGTGGAAGTCAATCCGTTCTGACTCAGCCACCCTCCGTGAGTGCAGCE
CCTGGACAGAAGGTCACAATATCATGTTCTGGCTCTTCAAGCAACATCGGAAACTG
GTACGTGAGCTGGTACCAGCAGCTCCCCGGCACGECGCCCAAGCTTCTGATATATG
ACAACAACAAACGGCCCAGTGGAATCCCTGACAGATTCAGTGGGTCTAAAAGTGGET
ACAAGCGCTACCCTGGGTATCACCGGATTGCAGACCGGAGATGAGGCGGACTATTA
TTGCGGAACCTGGGACTCCAGCCTGAGCGCTCCCTEGEGTTTTCEGCGGAGGTACTA
AGGTTACCGTCTTGGGCGGAGAACCCAAGAGCgCcaGACAAGACCCACACCTGTCCT
CCATETCCTGCTCCAGAAGCTECAGGCEECCCTTCCATEGTTTCTGTTCCCTCCAAA
GCCTAAGGACACCCTGATGATCAGCCGGACACCTGAAGTGACCTECGTGGTGGTEE
ATGTGTCCCACGAGGATCCCGAAGTGAAGTTCAATTGGTACGTGGACGGECGTGGAA
GTGCACAACGCCAAGACCAAGCCTAGAGAGGAACAGTACAACAGCACCTACAGAGT
GETGTCTETECTGACAGTGCTGCACCAGGACTGGCTGAACGECAAAGAGTACAAGT
GCAAGGTGTCCAACAAGGCCCTECCTGCTCCTATCGAGAAAACCATCAGCAAGGCC
AAGGGCCAGCCTAGGGAACCCCAGGTTTACACCCTGCCTCCATGCAGGGATGAGCT
GACCAAGAACCAGGTGTCCCTETEGTGCCTGETTAAGGGCTTCTACCCCTCCGATA
TCGCCETGGAATGGGAGAGCAATGGCCAGCCAGAGAACAACTACAAGACAACCCCT
COTETECTGGACTCCGACGECTCATTCTTCCTGTACAGCAAGCTGACCGTGGACAA
GAGCAGATGGCAGCAGGGCAACGTGTTCAGCTGCAGCGTGATGCACGAGGCCCTEC
ACAACCACTACACACAGAAGTCCCTGTCTCTGAGCCCCGGCAAA

(BEHIES179) T FILEHI (1-57) ,NYA-2047 (61-798),)>FH—(799-
804) ., EFfAHE (805-1500)
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[E2181]

NYD-2047-HC-k
MKHLWFFLLLVAAPRWVLSGQVQLVESGGGVVQPGRSLRLSCAASGFSIRSYDMHW
VRQAPGKGLEWVATISYDGSQKYYADSVKGRFTISRDNSKNTLYLOQMSSLRAEDTA
VYHCARGSSGHYEAFDIWGQGTLVIVSSGGEGEESGEEGESGGEESQSVLTQPPSVSAA
PGRKVTISCSGSSSNIGNWYVSWYQQLPGTAPKLLIYDNNKRPSGIPDRFSGSKSG
TSATLGITGLRTGDEADYYCGTWDSSLSAPWVFGGGTKVIVLGGEPKSADKTHTCP
PCPAPEAAGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVE
VHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKA
KGQPREPQVYTLPPCRDELTEKNQVSLWCLVKGFYPSDIAVEWESNGQPENNYKTTP
PVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK

(BE 5 &E5180) 24 FILERS] (1-19) \NYA-2047 (21-266),)H—(267-
268), EEfEE (269-500)

[E4182]

NYD-2061-HC-k
ATGAAGCACCTGTGGTTCTTTCTGCTGCTGGTGGCCGCTCCTAGATGGETGCTGETC
TGGTGAGGTACAGCTGGTGGAATCCGGTGGAGGCCTTGEGTGCAACCGGGAGGCTCCC
TGCGACTCTCTTGCGCCGCATCTGGCTTTTCCATACGATCCTACGATATTCATTGG
GTCCGAcaaGCCCCTGGCAAAGGTCTTGAATGGGTTGCCACTATCTCCTACGACGG
GTCTCAGAAATATTATGCGGATTCAGTGAAGGGGCGGTTCACAATTTCACGAGACG
AGTCAAAGAATACACTGTACCTCCAAATGAATTCACTGAGAGCCGAGGATACTGCA
GTCTATCATTGTGCAAGAGGGTCCTCAGGCCACTACGAGGCCTTTGATATATGGGG
CCAAGGCACCTTGGTAACCGTTAGTAGCGGAGGTGGAGGAAGCGGAGGCGGECGGETT
CCGGAGGAGGTGGAAGTCAATCCGTTCTGACTCAGCCACCCTCCGEGCCTCTGGCACC
CCGGGCCAACGGGTCACAATATCATGTTCTGGCTCTTCAAGCAACATCGGAAACTG
GTACGTGAGCTGGTACCAGCAGCTCCCCGGCACGGCGCCCAAGCTTCTGATATATG
ACAACAACAAACGGCCCAGTGGAGTTCCTGACAGATTCAGTGGGTCTAAAAGTGGT
ACAAGCGCTAGCCTGGCCATAAGTGGTCTGCAGAGTGAAGATGAGGCGGACTATTA
TTGCGGAACCTGGGACTCCAGCCTGAGCGCTCCCTGGETTTTCGGCGGAGGTACTA
AGCTGACCGTCTITGGGCGGAGAACCCAAGAGCgcaGACAAGACCCACACCTGETCCT
CCATGTCCTGCTCCAGAAGCTGCAGGCGGCCCTTCCGTGTTTICTGTTCCCTCCAAA
GCCTAAGGACACCCTGATGATCAGCCGGACACCTGAAGTGACCTGCGTGGETGGETGG
ATGTGTCCCACGAGGATCCCGAAGTGAAGTTCAATTGGTACGTGGACGGCGTGGAA
GTGCACAACGCCAAGACCAAGCCTAGAGAGGAACAGTACAACAGCACCTACAGAGT
GGTGTCTGTGCTGACAGTGCTGCACCAGGACTGGCTGAACGGCAAAGAGTACAAGT
GCAAGGTGTCCAACAAGGCCCTGCCTGCTCCTATCGAGAAAACCATCAGCAAGGCC
AAGGGCCAGCCTAGGGAACCCCAGETTTACACCCTGCCTCCATGCAGGGATGAGCT
GACCAAGAACCAGGETETCCCTETEETECCTGETTAAGGGCTTCTACCCCTCCGATA
TCGCCGTGGAATGGEGAGAGCAATGGCCAGCCAGAGAACAACTACAAGACAACCCCT
CCTGTGCTGGACTCCGACGGCTCATTCTTCCTGTACAGCAAGCTGACCGTGGACAA
GAGCAGATGGCAGCAGGGCAACGTGTTCAGCTGCAGCGTGATGCACGAGGCCCTGC
ACAACCACTACACACAGAAGTCCCTGTCTCTGAGCCCCGGCAAA

(BEHFES181) 9 FILAEHI (1-57) NYA-2061(61-798) . JH—(799-
804). EF A (805-1500)
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[52183]

NYD-2061-HC-k
MKHLWFFLLLVAAPRWVLSGEVQLVESGGGLVQPGGSLRLSCAASGFSIRSYDIHW
VRQAPGKGLEWVATISYDGSQKYYADSVKGRFTISRDESKNTLYLOMNSLRAEDTA
VYHCARGSSGHYEAFDIWGRQGTLVIVSSGGGEESGEEESGEEESQSVLTQPPSASGT
PGQRVTISCSGSSSNIGNWYVSWYQQLPGTAPKLLIYDNNKRPSGVPDRFSGSKSG
TSASLATISGLQSEDEADYYCGTWDSSLSAPWVFGGGTKLTVLGGEPKSADKTHTCP
PCPAPEAAGGPSVFLFPPKPKDTLMISRTPEVTICVVVDVSHEDPEVKFNWYVDGVE
VHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPTEXTISKA
KGQPREPQVYTLPPCRDELTKNQVSLWCLVKGFYPSDIAVEWESNGQPENNYKTTP
PVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK
(FE5&ES182) 4 FILERFI (1-19)  NYA-2061(21-266).')h— (267 -
268), EEfEE (269-500)

[Eg184]

NYD-3061-HC-k
ATGAAGCACCTGTIGGETTCTTTICTIGCTGCTGETGGCCGCTCCTAGATGGGTGCTGETC
TGETGAGGTACAGCTGGTGGAATCCGETGGAGGCCTTGEGTGCAACCGGGAGGCTCCC
TGCGACTCTCTTGCGCCGCATCTGGCTTTTCCATACGATCCTACGATATTCATTGG
GTCCGACcaaGCCCCTGECAAAGGTCTTGAATGGGTTGCCACTATCTCCTACGACGG
GTCTCAGAAATATTATGCGGATTCAGTGAAGGGGCGETTCACAATTTCACGAGACG
AGTCAAAGAATACACTGTACCTCCAAATGAATTCACTGAGAGCCGAGGATACTGCA
GTCTATCATTGTGCAAGAGGGTCCTCAGGCCACTACGAGGCCTTTGATATATGGGG
CCAAGGCACCTIGGTAACCGTTAGTAGCGGAGGTGGAGGAAGCGGAGGCGGCGETT
CCGGAGGAGGTGGAAGTGGAGGAGGTGGATCTCAATCCGTTCTGACTCAGCCACCC
TCCGCCTCTGGCACCCCEGGEGCCAACGGGEGTCACAATATCATGTTCIGGCTCTTCAAG
CAACATCGGAAACTGGTACGTGAGCTGGTACCAGCAGCTCCCCGGCACGGCGECCCA
AGCTTCTGATATATGACAACAACAAACGGCCCAGTGGAGTTCCTGACAGATTCAGT
GGGTCTAAAAGTGGTACAAGCGCTAGCCTGGCCATAAGTGGTCTGCAGAGTGAAGA
TGAGGCGGACTATTATTGCGGAACCTGGGACTCCAGCCTGAGCGCTCCCTGGEETTIT
TCGGCGGAGGTACTAAGCTGACCGTCTTGGGCGGAGAACCCAAGAGCGCAGACAAG
ACCCACACCTGTCCTCCATGTCCTGCTCCAGAAGCTGCAGGCGGCCCTTCCGTGTT
TCTGTTCCCTCCAAAGCCTAAGGACACCCTGATGATCAGCCGGACACCTGAAGTGA
CCTGCGTGGTGETGGATGTGTCCCACGAGGATCCCGAAGTGAAGTTCAATTGGTAC
GTGGACGGCGTGGAAGTGCACAACGCCAAGACCAAGCCTAGAGAGGAACAGTACAA
CAGCACCTACAGAGTGGTGTCIGTGCTGACAGTGCTGCACCAGGACTGGCTGAACG
GCAAAGAGTACAAGTGCAAGGTGTCCAACAAGGCCCTGCCTGCTCCTATCGAGAAA
ACCATCAGCAAGGCCAAGGGCCAGCCTAGGGAACCCCAGGTTTACACCCTGCCTCC
ATGCAGGGATGAGCTGACCAAGAACCAGGEGTGTCCCTGTGGTGCCTGGEGTTAAGGGCT
TCTACCCCTCCGATATCGCCGTGGAATGGGAGAGCAATGGCCAGCCAGAGAACAAC
TACAAGACAACCCCTCCTGTGCTGGACTCCGACGGCTCATTCTTCCTGTACAGCAA
GCTGACCGTGGACAAGAGCAGATGGCAGCAGGGCAACGTGTTCAGCTGCAGCGTGA
TGCACGAGGCCCTGCACAACCACTACACACAGAAGTCCCTGTICTCTGAGCCCCGGC
AAA

(BL5IFES183) >4 FILEZHI (1-57) .NYA-3061(61-813),')h~—(814-
819), EFfRIH (820-1515)
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[E4185]

NYD-3061-HC-k
MKHIWFFLLLVAAPRWVLSGEVQLVESGGGLVQPGGSLRLSCAASGFSIRSYDIHW
VRQAPGKGLEWVATISYDGSQKYYADSVKGRFTISRDESKNTLYLOMNSLRAEDTA
VYHCARGSSGHYEAFDIWGQGTLVIVSSGGGGSGGGGSGGEGEGESGGEEGSQSVLTQPP
SASGTPGQRVITISCSGSSSNIGNWYVSWYQQLPGTAPKLLIYDNNKRPSGVPDRFS
GSKSGTSASLAISGLQSEDEADYYCGTWDSSLSAPWVFGGGTKLTVLGGEPKSADK
THTCPPCPAPEAAGGPSVFLFPPKPKDTLMISRTPEVICVVVDVSHEDPEVKFNWY
VDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEK
TISKAKGQPREPQVYTLPPCRDELTKNQVSLWCLVKGFYPSDIAVEWESNGQPENN
YKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPG
K

(BR5EFEE184) T FIILEH (1-19) NYA-3061(21-271), Jrh—(272-
273), BHE R (274-505)

[Eg186]

NYC-001l1-HC-k
ATGAAGCACCTGTGGEGTTCTTTICTIGCTGCTGETGGCCGCTCCTAGATGGGTGCTGTC
TGGCGAAGTGCAGCTGGETGGAATCTGGETGGCEGGAGTTGTTCAGCCTGGCGGCTCTC
TGAGACTGAGCTGTGTGGCCAGCGGCTTCACCTTCGACGACTACGCCATGTACTGG
GTCCGACAGGTGCCAGGCAAGGACCTGGAATGGEGGTGTICCCTGATTTCTGGCGACGSG
CGACATCACCTACTACGTGGACTCTGTGAAGGGCAGATTCACCGTGTCCAGAGACA
ACAACAAGAACAGCCTGTACCTGCAGATGAAGTCCCTGCGCGEGTGGAAGATACAGCC
CTGTACTACTGCGCCAAGGACATGATCTACTACGCCTCTITGGAGCGGEGCTACGGCAG
CAGCGATTACTACTACTATGTGATGGACGTGCTGGGGCCAGGGCACCACCGTTACAG
TTTCTAGCGGAGGCGGAGGAAGTGGCGEGEGCECGAGGATCTGGCGETGETGGTTCTGAT
ATCCAGATGACACAGAGCCCCAGCAGCCTGTCTGCCTICTIGTGGGAGACAGAGTGAC
CATCACCTGTAGAGCCAGCCAGAGCATCAGCAGCTACCTGAACTGGTATCAGCAGA
AGCCCGGECAAGGCCCCTAAACTGCTGATCTATGCCGCCTCCAGTCTGCAGAGCGGA
GTGCCTAGCAGATTTTCTGGCAGCGGCTCCGGCACCGATTTCACCCTGACCATATC
TAGCCTGCAGCCTGAGGACTTCGCCACCTACTATTGCCAGCAGAGCTACAGCACCC
CTCCTATCACCTTTGGCCAGGGAACCAGACTGGAAATCAAAGGCGGAGAACCCAAG
AGCgcaGACAAGACCCACACCTGTCCTCCATGTCCTGCTCCAGAAGCTGCAGGCGG
CCCTTCCGTGTTTCTGTTCCCTCCAAAGCCTAAGGACACCCTGATGATCAGCCGGA
CACCTGAAGTGACCTGCGTGGTGGTGGATGTGTCCCACGAGGATCCCGAAGTGAAG
TTCAATTGGTACGTGGACGGCGTGGAAGTGCACAACGCCAAGACCAAGCCTAGAGA
GGAACAGTACAACAGCACCTACAGAGTGGTGTCTGTGCTGACAGTGCTGCACCAGG
ACTGGCTGCAACGGCAAAGAGTACAAGTGCAAGGTGTCCAACAAGGCCCTGCCTGCT
CCTATCGAGAAAACCATCAGCAAGGCCAAGGGCCAGCCTAGGGAACCCCAGGTTTA
CACCCTGCCTCCATGCAGGGATGAGCTGACCAAGAACCAGGTGTCCCTGTGEGGETGCC
TGGTTAAGGGCTTCTACCCCTCCGATATCGCCGTGGAATGGGAGAGCAATGGCCAG
CCAGAGAACAACTACAAGACAACCCCTCCTGTGCTGGACTCCGACGGCTCATTCTT
CCTGTACAGCAAGCTGACCGTGGACAAGAGCAGATGGCAGCAGGGCAACGTGTTCA
GCTGCAGCGTGATGCACGAGGCCCTGCACAACCACTACACACAGAAGTCCCTGTCT
CTGAGCCCCGGCAAA

(E23&ES185) 4 FILEH| (1-57) . NYC-0005(61-825) ., ') H—(826-
831), EFEfEE (832-1527)
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[E2187]

NYC-0011-HC-k

MKHLWFFLLLVAAPRWVLSGEVQLVE SGGGVVQPGGSLRLSCVASGFTFDDYAMYW
VRQVPGKDLEWVSLISGDGDITYYVDSVKGRFTVSRDNNKNSLYLQMKSLRVEDTA
LYYCAKDMIYYASWSGYGSSDYYYYVMDVWGQGTTVTVSSGGGGSGEEGSGGGGSD
IQMTQSPSSLSASVGDRVTITCRASQSISSYLNWYQQKPGKAPKLLIYAASSLQSG
VPSRFSGSGSGTDFTLTISSLQPEDFATYYCQQSYSTPPITFGQGTRLEIKGGEPK
SADKTHTCPPCPAPEAAGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVK
FNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPA
PIEKTISKAKGQPREPQVYTLPPCRDELTKNQVSLWCLVKGFYPSDIAVEWESNGQ
PENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLS
LSPGK

(FEHES186) 7 FILEHI (1-19) . NYC-0005(21-275) ., J>h—(276-
277), EE B (278-509)

[Eg188]

NYC-0012-HC-k
ATGAAGCACCTGTGGTTCTTTCTGCTGCTGATEGCCECTCCTAGATEGGTGCTGTC
TGGCGAAGTGCAGCTGGTGGAATCTGGTGGCEGAGTTGTTCAGCCTEGCEGCTCTC
TGAGACTGTCTTETGCCGCCAGCEECTTCACCTTCGACGACTACGCCATGTACTGG
GTCCGACAGGCCCCTGGCAAAGGCCTTGAATGEETETCCCTGATCAGCGGAGATEE
CGGCAGCATGTACTACGCCGATAGCGTGAAGGGCAGATTCACCATCAGCCGGGACA
ACAGCAAGAACAGCCTGTACCTGCAGATGAACTCCCTGCGGACCGAGGACACAGCC
CTGTACTACTGCGCCAAGGATATGATCTTCTACGCCTTTTGGAGCGEGCTACGGCAG
CAGCGATTACTACTACTACGTGATGGACGTGEGTGGGGCCAGGGCACCACAGTGACAG
TTTATTCTGGCGGCGGAGGATCTGGCGGAGCTCGAAGCGGAGGCGGTGGATCTGAT
ATCCAGATGACACAGAGCCCCAGCAGCCTGTCTGCCTCTGTGGGAGACAGAGTGAC
CATCACCTGTCGGGCCAGCCAGAGAATCAGCACCTACCTGAACTGGTATCAGCAGA
AGCCCGGECAAGGCCCCTAAGCTGCTGATCTATGCTGCCTCCAGTCTGCAGAGCGGC
GTGCCAAGCAGATTTTCTGGCAGCGGCTCTEGGCACCGACTTCACCCTGACCATATC
TAGCCTGCAGCCTGAGGACTTCGCCACCTACTACTGCCAGCAGAGCTACAGCACCC
CTCCTATCACCTTTGGCCAGGGAACCAGACTGGAAATCAAAGGCGGAGAACCCAAG
AGCgcaGACAAGACCCACACCTGTCCTCCATGTCCTGCTCCAGAAGCTGCAGGCGG
CCCTTCCETGTTTCTGTTCCCTCCAAAGCCTAAGGACACCCTGATGATCAGCCGGA
CACCTGAAGTGACCTGCGTGGETGETCGATCGTGTCCCACGAGGATCCCGAAGTGAAG
TTCAATTGGTACGTGGACGGCGTGGAAGTGCACAACGCCAAGACCAAGCCTAGAGA
GGAACAGTACAACAGCACCTACAGAGTGGTGTCTGTGCTGACAGTGCTGCACCAGE
ACTGGCTGAACGG CAAAGAGTACAAGTGCAAGGTGTCCAACAAGGCCCTGCCTGCT
CCTATCGAGAAAACCATCAGCAAGGCCAAGGGCCAGCCTAGGGAACCCCAGGTTTA
CACCCTGCCTCCATGCAGGGATGAGCTGACCAAGAACCAGGTETCCCTETEGTGCC
TGETTAAGGGCTTCTACCCCTCCGATATCGCCGTGGAATGGGAGAGCAATGGCCAG
CCAGAGAACAACTACAAGACAACCCCTCCTETGCTGGACTCCGACGGCTCATTCTT
CCTGTACAGCAAGCTGACCGTGGACAAGAGCAGATGGCAGCAGGGCAACGTGTTCA
GCTGCAGCETGATGCACGAGGCCCTGCACAACCACTACACACAGAAGTCCCTGTCT
CTGAGCCCCGGCAAA

(BE5IES187) 0 FIILEHI (1-57) . NYC-0006 (61-825),1)H—(826-
831), EF fHlg (832-1527)
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[E2189]

NYC-0012-HC-k
MKHLWFFLLLVAAPRWVLSGEVQLVESGGEVVQPGGSLRLSCAASGFTFDDYAMYW
VRQAPGKGLEWVSLISGDGGSMYYADSVKGRFTISRDNSKNSLYLOQMNSLRTEDTA
LYYCAKDMIFYAFWSGYGSSDYYYYVMDVWGQGTTVIVYSGGGGSGGGGSGGGGSD
IQMTQSPSSLSASVGDRVTITCRASQRISTYLNWYQQOKPGKAPKLLIYAASSLQSG
VPSRFSGSGSGIDFTLTISSLQPEDFATYYCQQSYSTPPITFGQGTRLEIKGGEPK
SADKTHTCPPCPAPEAAGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVK
FNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPA
PIEKTISKAKGQPREPQVYTLPPCRDELTKNQVSLWCLVKGFYPSDIAVEWESNGQ
PENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLS
LSPGK

(BL5I&ES188) 4 FILEZHI (1-19) .NYC-0006 (21-275), Y2 Fi—(276-
277), EH R (278-509)

[Eg190]

NYC-0013-HC-k
ATGAAGCACCTGTGETTCTTTCTGCTECTEETEGCCGCTCCTAGATGEGETECTETC
TGGCGAAGTGCAGCTEETGGAATCTGETEGCEGAGTTGTTCAGCCTGGCEECTCTC
TGAGACTGTCTTGTGCCGCCAGCGGCTTCACCTTCGACGATTATGCCATGCACTGE
GTCCGACAGGCCCCTGGCAAAGGACTTGAATGGGTETCCCTGATCAGCGGECGACGE
CGACAATACCTACTACGCCGATAGCGTGAAGGGCAGATTCACCATCAGCCGGEGACA
ACAACAAGAACAGCCTGTACCTGCAGATGAACTCCCTGCGGACCGAGGACACCGCC
TTCTACTACTGTGCCAAAGAGCTGATCTTCGGCAAGGTGCTGCACGACTTTTACTA
CTACGTGATGGACGTGETEGGGCCAGGGCACCACAGTGACAGTTTCTAGCGGAGGCE
GAGGAAGTGGCGECECAGGATCTGECEETEETGETTCTGATATCCAGATGACACAG
AGCCCCAGCAGCCTETCTECCTCTGTGEGAGACAGAGTGACCATCACCTETAGAGT
CAGCCAGAGCATCAGCAGCTACCTGAACTGGTATCAGCAGAAGCCCGGCAAGGCCC
CTAAACTGCTGATCTATGCCGCCTCCAGTCTGCAGAGCGGAGTGCCTAGCAGATTT
TCTGGCAGCGECTCCGECACCEATTTCACCCTGACCATATCTAGCCTGCAGCCTGA
GGACTTCECCACCTACTACTGCCAGCAGAGCTACAGCACCCCTCCTATCACCTTTG
GCCAGGGAACCAGACTGGAAATCAAAGGCGGAGAACCCAAGAGCgCaGACAAGACC
CACACCTGTCCTCCATGTCCTGCTCCAGAAGCTGCAGGCGGCCCTTCCGTETTTCT
GTTCCCTCCAAAGCCTAAGGACACCCTGATGATCAGCCGGACACCTGAAGTGACCT
GCGTGETEETGEGATETETCCCACGAGGATCCCGAAGTGAAGTTCAATTGGTACGTG
GACGGCGTGGAAGTGCACAACGCCAAGACCAAGCCTAGAGAGGAACAGTACAACAG
CACCTACAGAGTGGTGTCTGTGCTGACAGTGCTGCACCAGGACTGGCTGAACGGCA
AAGAGTACAAGTGCAAGGTGETCCAACAAGGCCCTGCCTGCTCCTATCGAGAAAACC
ATCAGCAAGGCCAAGGGCCAGCCTAGGGAACCCCAGGTTTACACCCTGCCTCCATE
CAGGGATGAGCTGACCAAGAACCAGGTGTCCCTGTEGTGCCTEGTTAAGGGCTTCT
ACCCCTCCGATATCGCCGTGGAATGGGAGAGCAATGGCCAGCCAGAGAACAACTAC
AAGACAACCCCTCCTETGCTGGACTCCGACGECTCATTCTTCCTGTACAGCAAGCT
GACCGTGGACAAGAGCAGATGGCAGCAGGGCAACGTGTTCAGCTGCAGCGTGATGC
ACGAGGCCCTGCACAACCACTACACACAGAAGTCCCTGTCTCTGAGCCCCGGCAAA
(FR5IEFEB189) Y F I EH] (1-57) . NYC-0007 (61-810) . 1)>h—(811-
816), EF fHIE (817-1512)



94/97

WO 2021/200857 PCT/JP2021/013378

[E2191]

NYC-0013-HC-k
MKHLWFFLLLVAAPRWVLSGEVQLVESGGGVVQPGGSLRLSCAASGFTFDDYAMHW
VRQAPGKGLEWVSLISGDGDNTYYADSVKGRFTISRDNNKNSLYLOMNSLRTEDTA
FYYCAKELIFGKVLHDFYYYVMDVWGQGTTVIVSSGGGGSGGGGSGEGGSDIQMTQ
SPSSLSASVGDRVTITCRASQSISSYLNWYQQKPGKAPKLLIYAASSLOSGVPSRF
SGSGSGTDFTILTISSLQPEDFATYYCQOSYSTPPITFGQGTRLEIKGGEPKSADKT
HTCPPCPAPEAAGGPSVFLFPPKPKDTLMISRTPEVICVVVDVSHEDPEVKFNWYV
DGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEXT
ISKAKGQPREPQVYTLPPCRDELTKNQVSLWCLVKGFYPSDIAVEWE SNGQPENNY
KTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK
(FEHIEE190) >4 FILERFI (1-19) .NYC-0007 (21-270) ,YH—(271-
272) ., EEEE (273-504)

[E4192]

NYC-0014-HC-k
ATGAAGCACCTGTGGTTICTTTICTGCTGCTGGETGGCCGCTCCTAGATGGGETGCTGETC
TGGCGAAGTGCAGCTGETGGAATCTGGEGTGGCGGAGTTGTIT CAGCCTGGCGGCTCTC
TGAGACTGAGCTGTGAAGCCTCCGGCTTCATCTTICGACGACTACGCCATGCACTGG
GTCCGACAGGCACCTGGCAAAGGCCTTGAATGGEGTGTCCCTGATCTCTGGCGACGG
CGACATCATCTACTACGCCGACTCTGTGAAGGGCAGATTCACCATCAGCCGGGACA
ACAGCAAGAACAGCCTGTACCTGCAGATGAACTCCCTGATCATCGAGGACACAGCC
CTGTACTACTGCGCCAAGGATTGGGTGTTCGGCGTCGTGATGACCCACTACTGGTA
CTTCGGCCTGGATGTGTGGGEGGCCAGGGAACCACAGTGACAGTTTCTAGCGGAGGCG
GAGGAAGTGGCGGECGGAGGATCTGGCEGETGETEGGTTCTIGATATCCAGATGACACAG
AGCCCCAGCAGCCTGTICTGCCTCTGAAGGCGACAGAGTGACCATCACCTGTAGAGC
CAGCCAGAGCATCAGCACCTACCTGAACTGGTATCAGCAGAAGCCCGEGGCAAGGCCC
CTAAGCTGCTGATCTATGGTGCCTCCAGTCTGCAGAGCGGCGTGCCAAGCAGATTT
TCTGGCAGCGGCTCTGGCACCGACTTCACCCTGACCATATCTAGCCTGCAGCCTGA
GGACTTCGCCACCTACTACTGCCAGCAGTCCTACAGCACCCCTCCTATCACATTTG
GCCAGGGCACCAAGGTGGAAATCAAAGGCGGAGAACCCAAGAGCgcaGACAAGACC
CACACCTGTCCTCCATGTCCTGCTCCAGAAGCTGCAGGCGGCCCTTCCGTGTTTICT
GTTCCCTCCAAAGCCTAAGGACACCCTGATGATCAGCCGGACACCTGAAGTGACCT
GCGTGGTGETGCGATGTGTCCCACGAGGCGATCCCGAAGTGAAGTTCAATTGGTACGTS
GACGGCGTGGAAGTGCACAACGCCAAGACCAAGCCTAGAGAGGAACAGTACAACAG
CACCTACAGAGTGGTIGTCTIGTGCTGACAGTGCTGCACCAGGACTGGCTGAACGGCA
AAGAGTACAAGTGCAAGGTGTCCAACAAGGCCCTGCCTGCTCCTATCGAGAAAACC
ATCAGCAAGGCCAAGGGCCAGCCTAGGGAACCCCAGGTTTACACCCTGCCTCCATG
CAGGGATGAGCTGACCAAGAACCAGGTGTCCCTGTGGTGCCTGETTAAGGGCTTCT
ACCCCTCCGATATCGCCGTGGAATGGGAGAGCAATGGCCAGCCAGAGAACAACTAC
AAGACAACCCCTCCIGTGCTGGACTCCGACGGCTCATTCTTCCTGTACAGCAAGCT
GACCGTGGACAAGAGCAGATGGCAGCAGGGCAACGTGTTCAGCTGCAGCGTGATGC
ACGAGGCCCTGCACAACCACTACACACAGAAGTCCCTIGTICTCTGAGCCCCGGCAAA
(BE 51T B191) 7 FILEHI (1-57) . NYC-0008(61-810).')rH—(811-
816), EFE fEE (817-1512)
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[E2193]

NYC-0014-HC-k
MKHLWFFLLLVAAPRWVLSGEVQLVESGGGVVQPGGSLRLSCEASGFIFDDYAMHW
VRQAPGKGLEWVSLISGDGDIIYYADSVKGRFTISRDNSKNSLYLOQMNSLIIEDTA
LYYCAKDWVFGVVMTHYWYFGLDVWGQGTTVIVSSGGGEGSGGGESGGEGGSDIQMTY
SPSSLSASEGDRVTITCRASQSISTYLNWYQQKPGKAPKLLIYGASSLQSGVPSRF
SGSGSGTIDFTILTISSLOPEDFATYYCQOSYSTPPITFGQGTKVEIKGGEPKSADKT
HTCPPCPAPEAAGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYV
DGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKT
ISKAKGQPREPQVYTLPPCRDELTKNQVSLWCLVKGFYPSDIAVEWE SNGQPENNY
KTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK
(BRHES192) 9 FILEHI(1-19) NYC-0008(21-270) . )H—(271-
272), BEEE (273-504)

[54194]

NYC-0015-HC-k
ATGAAGCACCTIGTGGTTCTTTICTIGCTGCTGETGGCCGCTCCTAGATGGGTGCTGETC
TGGCGAAGTGCAGCTGETGGAATCTGETGGCGGAGTTGTT CAGCCTGEGGCGEGECTCTC
TCAGACTGTICTTGTGCCGEGCCAGCGGCTTCACCTTCGACGATTATGCCATGCACTGG
GTCCGACAGGCCCCTGGCAAAGGACTTGAATGGEGTGTCCCTGATCTCTGGEGCGGAGG
CGGCGGAACCTACTACAGCGATTCTGTGAAGGGCAGATTCACCATCAGCCGGGACA
CCAGCAAGGACAGCCTGTACCTGCAGATGAACAGCCTGCGGACCGAGGACACAGCC
CTGTACTACTGCGCCAAGGACATGGTGTTCGGCGTGGTCACCCCTTACTACTACTT
CGCCCTGGATGTGTGGGGCCAGGGCACAACAGTGACAGTCTCTTCTGGCGGEGCGGAG
GAAGCGGAGGCGGAGGATCCGGTGGTGGTGGCGATCTGACATCCAGATGACACAGAGC
CCCAGCAGCCTIGTICTGCCTCTIGTGGGAGACAGAGTGACCATCACCTGTAGAGCCAG
CCAGAGCATCAACAGCTACCTGAACTGGTATCAGCAGAAGCCCGEGGECAAGGCCCCTA
AGCTGCTGATCTATGCTGCCTCCAGTCTGCAGAGCGGCGTGCCAAGCAGATTTTCT
GGCAGCGGCTCTGGCACCGACTTCACCCTGACCATATCTAGCCTGCAGCCTGAGGA
CTTCGCCACCTACTACTGCCAGCAGAGCTACAGCGCCCCTCCTATCACATTTGGCC
AGGGAACCAGACTGGAAATCAAAGGCGGAGAACCCAAGAGCgcaGACAAGACCCAC
ACCTGTCCTCCATGTCCTGCTCCAGAAGCTGEGCAGGCGEGGCCCTTCCGTGTTTCTGTT
CCCTCCAAAGCCTAAGGACACCCTGATGATCAGCCGGACACCTGAAGTGACCTGCG
TCGETGEGTGGATGTGTCCCACGAGGAT CCCGAAGTGAAGTTCAATTGGTACGTGGAC
GGCGTGGAAGTGCACAACGCCAAGACCAAGCCTAGAGAGGAACAGTACAACAGCAC
CTACAGAGTGGTGTCTGTGCTGACAGTGCTGCACCAGGACTGGCTGAACGGCAAAG
AGTACAAGTGCAAGGTGTCCAACAAGGCCCTGCCTGCTCCTATCGAGAAAACCATC
AGCAAGGCCAAGGGCCAGCCTAGGGAACCCCAGGTTTACACCCTGCCTCCATGCAG
GGATGAGCTGACCAAGAACCAGGTGTCCCTGTGGTGCCTGETTAAGGGCTTCTACC
CCTCCGATATCGCCGETGGAATGGGAGAGCAATGGCCAGCCAGAGAACAACTACAAG
ACAACCCCTCCIGTGCTGCGACTCCGACGGCTCATTCTITCCTGTACAGCAAGCTGAC
CETGGACAAGAGCAGATGGCAGCAGGGCAACGTGTTCAGCTGCAGCGTGATGCACG
AGGCCCTGCACAACCACTACACACAGAAGTCCCTIGTCTCTGAGCCCCGGCAAA
(BEHI&EE193) >4+ ILESH) (1-57) .NYC-0009 (61-807).')F—(808-
813), EH A (814-1509)
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[E4195]

NYC-0015-HC-k
MKHIWFFLLLVAAPRWVLSGEVQLVESGGGVVQPGGSLRLSCAASGFTFDDYAMHW
VRQAPGKGLEWVSLISGGGGGTYYSDSVKGRFTISRDTSKDSLYLOMNSLRTEDTA
LYYCAKDMVFGVVTPYYYFALDVWGQGTTVIVSSGGGGESGGGEGSGGGGSDIQMTOS
PSSLSASVGDRVTITCRASQSINSYLNWYQQKPGKAPKLLIYAASSLQSGVPSRFEFS
GSGESGTDFILTISSLOPEDFATYYCQQSYSAPPITFGQGTRLEIKGGEPKSADKTH
TCPPCPAPEAAGGPSVFLFPPKPKDTLMISRTPEVICVVVDVSHEDPEVKFNWYVD
GVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTI
SKAKGQPREPQVYTLPPCRDELTKNQVSLWCLVKGFYPSDIAVEWESNGQPENNYK
TTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK
(BLHIFE S 194) >4 FILEEH] (1-19) .NYC-0009 (21-269) ,'JH—(270-
271), EHFE R (272-503)
[E4196]
NYC-001l6-HC-k
ATGAAGCACCTGTIGGTTCTTTCIGCTGCTGGETGGCCGCTCCTAGATGGETGCTGETC
TGGCGAAGTGCAGCTGGTGGAAT CTGGTGGCGGAGTTIGTT CAGCCTGGCGGCTICTC
TGAGACTGAGCTGTGCTGTGTCCGGCTTCACCTTCGACGACTACGCCATGCACTGG
GTCCGACAGGCACCTGGEGCAAAGGCCTTGAATGGGTGTCCCTGATCAGCGGAGATGG
CGGCAGCACACACTACGCCGATTCTGTGAAGGG CAGATTCACCATCAGCCGGGACA
ACAGCAAGAACAGCCTGTACCTGCAGATGAACTCCCTGCGGACAGGCGACACAGCC
CTGTACTACTGCGCCAAGGACATGATCTTCGCCGTGGTCATCACCGACTACCACTA
CTACGGCATGGACGTGTGGEGEGGCCAGGGAACCACAGTGACAGTTTCTAGCGGAGGCG
GAGGAAGTGGCGGCEGAGGATCTGGCGETGETGGTTCTIGATATCCAGATGACACAG
AGCCCCAGCAGCCTGTCTGCCTCTGTGGGAGACAGAGTGACCATCACCTGTAGAGC
CAGCCAGAGCATCAGCAGCTACCTGAACTGGTATCAGCAGAAGCCCGGCAAGGCCC
CTAAACTGCTGATCTATGCCGCCTCCAGTCTGCAGAGCGGAGTGCCTAGCAGATTT
TCTGGCAGCGGCTCCGGCACCGATTTCACCCTGACCATATCTAGCCTGCAGCCTGA
GGACTTCGCCACCTACTACTGCCAGCAGAGCTACAGCACCCCTCCTATCACCTITTG
GCCAGGGCACCAGACTGGAAATCAAAGGCGGAGAACCCAAGAGCgcaGACAAGACC
CACACCTGTCCTICCATGTCCTGCTCCAGAAGCTGCAGGCGGCCCTTCCGTGTTTICT
GTTCCCTCCAAAGCCTAAGGACACCCTGATGATCAGCCGGACACCTGAAGTGACCT
GCGTGGETGGTGGATGTGTCCCACGAGGATCCCGAAGTGAAGTTCAATTGGTACGTG
GACGGCGTGGAAGTGCACAACGCCAAGACCAAGCCTAGAGAGGAACAGTACAACAG
CACCTACAGAGTGGTGTCTGTGCTGACAGTGCTGCACCAGGACTGGCTGAACGGCA
AAGAGTACAAGTGCAAGGTGTCCAACAAGGCCCTGCCTGCTCCTATCGAGAAAACC
ATCAGCAAGGCCAAGGGCCAGCCTAGGGAACCCCAGGTTTACACCCTGCCTCCATG
CAGGGATGAGCTGACCAAGAACCAGGTGTCCCTGTGGETGCCTGGETTAAGGGCTTCT
ACCCCTCCGATATCGCCGTGGAATGGGAGAGCAATGGCCAGCCAGAGAACAACTAC
AAGACAACCCCTCCTGTGCTGGACTCCGACGGCTCATTCTTCCTGTACAGCAAGCT
GACCGTGGACAAGAGCAGATGGCAGCAGGGCAACGTGTTCAGCTGCAGCGTGATGC
ACGAGGCCCTGCACAACCACTACACACAGAAGTCCCTGTICTCTGAGCCCCGGCAAA
(BLHES195) >4 FILESHI (1-57) .NYC-0010(61-810) . ') H—(811-
816), EHEHEE (817-1512)
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[Bg197]

NYC-001l6-HC-k
MKHLWFFLLLVAAPRWVLSGEVQLVESGGGVVQPGGSLRLSCAVSGFTFDDYAMHW
VRQAPGKGLEWVSLISGDGGSTHYADSVKGRFTISRDNSKNSLYLOMNSLRTGDTA
LYYCAKDMIFAVVITDYHYYGMDVWGQGTTVIVSSGGGGSGGGEGSGGEGSDIQMTQ
SPSSLSASVGDRVTITCRASQSISSYLNWYQQKPGKAPKLLIYAASSLQSGVPSRF
SGSGSGTDFTILTISSLOPEDFATYYCQQSYSTPPITFGQGTRLEIKGGEPKSADKT
HTCPPCPAPEAAGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYV
DGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKT
ISKAKGQPREPQVYTLPPCRDELTKNQVSLWCLVKGFYPSDIAVEWESNGQPENNY
KTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK
(B2 &EB196) 4 FILERSI (1-19) \NYC-0010(21-270) ., )>h—(271-
272), EE RS (273-504)

[E4198]

NYZ-1007-HC2
MKHLWFFLLLVAAPRWVLSGEVQLVESGGGLVQPGGSLRLSCAASGFSIRSYDIHW
VRQAPGKGLEWVATISYDGSQKYYADSVKGRFTISRDESKNTLYLOMNSLRAEDTA
VYHCARGSSGHYEAFDIWGQGTLVIVSSGGGGSGGEGEGESGEGGESQSVLTQPPSASGT
PGQRVIISCSGSSSNIGNWYVEWYQQLPGTAPKLLIYDNNKRPSGVPDRFSGSKSG
TSASLAISGLQSEDEADYYCGTWDSSLSAPWVFGGGTKLTVLGGGGSEVQLVESGE
GLVQPGGSLRLSCAASGVTFNYYGMSWIRQAPGKGLEWVASITRSGGRIYYPDSVK
GRFTISRENTQKTLYLOMNSLRAEDTAVYYCTLDGRDGWVAYWGQGTLVIVSSAST
KGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVIVSWNSGALTSGVHTFPAVLOS
SGLYSLSSVVTVPSSSLETQTYICNVNHKPSNTKVDKRVEPKSCDKTHTCPPCPAP
EAAGGPSVFLFPPKPKDTLMISRTPEVTCVVVSVSHEDPEVKFNWYVDGVEVHNAK
TKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPR
EPQVYVYPPSRDELTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDS
DGSFALVSKLTVDXKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK
(FE5IES107) 0 FILERHI (1-19) ,NYA-2061(21-266) . 1linker (267-
271),C3E-7085-VH(272-389) ,CH1(390-487) . Hinge (488-502),
CH2 (503-612).CH3(613-719)

[E2199]

NYZ-1017-HC2
MKHLWFFLLLVAAPRWVLSGQVQLVESGGGVVQPGRSLRLSCAASGFSIRSYDMHW
VRQAPGKGLEWVATISYDGSQKYYADSVKGRFTISRDNSKNTLYLQMSSLRAEDTA
VYHCARGSSGHYEAFDIWGQRQGTLVIVSSGGGGSGGEGEGSGGEGGESQSVLTQPPSVSAA
PGROKVTISCSGSSSNIGNWYVSWYQQLPGTAPKLLIYDNNKRPSGIPDRFSGSKSG
TSATLGITGLOTGDEADYYCGTWDSSLESAPWVFGGGETKVIVLGGGGSEVQLVESGG
GLVQPGGSLRLSCAASGVIFNYYGMSWIRQAPGKGLEWVASITRSGGRIYYPDSVK
GRFTISRENTQKTLYLOQMNSLRAEDTAVYYCTLDGRDGWVAYWGQGTLVIVSSAST
KGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVIVSWNSGALTSGVHTFPAVLQS
SGLYSLSSVVIVPSSSLGTRTYICNVNHKPSNTKVDKRVEPKSCDKTHTCPPCPAP
EAAGGPSVFLFPPKPKDTLMISRTPEVICVVVSVSHEDPEVKFNWYVDGVEVHNAK
TKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPTEKTISKAKGQPR
EPQVYVYPPSRDELTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDS
DGSFALVSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK

(B2 &EE198) 4 FILERSI (1-19) \NYA-2047(21-266),1inker (267-
271).C3E-7085-VH(272-389) ,CH1(390-487).Hinge(488-502),
CH2 (503-612).CH3 (613-719)



