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FIG. 1A: The cDNA (SEQ 1D N0:1) and amino acid sequence {SEQ 1D N0:2) of 181P4D12.
The slart methisnine is undeddined. The apan reading frame sxtends from nuclsie
acid 264-1796 including the siop codon.

I
o)

yocogtegttgttgogecacagegtgggaageagetetgggggageteggageteccgate

[t

i acggettettygggogtagetacyggetggytatgtagaacyyggecgggactyyggoctagy
121 tccectagtggagaccoaagtgogagaggcaagaactctgeagettectgoottctgggt
181 cagttecttatteaagtotgeagocggetoccagggagatoteggtggaactteagaaac

i M P L §8 L G A E M W G P E
241 getgggeagtotgectttcaaccATGCCCCTCTCCCTGEGAGCCGAGATGTGRGGGCCTE
14 A W L L. L L L L. L A S F T G R C P A G E
301 AGGCCTGGCTGCTECTGCTGCTACTGCTGGCATCATTTACAGGLCGETGCCCCGUGEETG
34 L E T 8§ bV VTV V L QD AEK L P CF
361 AGCTGGAGACCTCAGACGIGGETAACTGTGETGCTGGECCAGGACGCARARCTGCICTECT
54 ¥y R & b s§ G E ¢ VvV G Q vV A& W A RV D A G
421 TCTACCGAGGGGACTCCGGUGAGCAAGTGEGEGCAAGTGGCATGGCCTCEGGGETGGACGIGE
74 E ¢ A g E L A L L BE 8 K Y ¢ L B V & P A
481 GCGAAGECGCCCAGGAACTAGCGCTACTGCACTCCARATACGEGCTTCATGTGAGCCCGE
94 ¥y E ¢ R V E Q P P P P RN P L DG S V L
541 CTTACGAGGGCCGCGTGGAGCAGCCGCCGLCCCCACGCARCCCCCTGRACGGCTCAGTGE
1i4 L R N AV § A D E &G E Y E C R V § T ¥ P
801 TCCTGCGCAACGCAGTGCAGGCGGATGAGHECGAGTACGAGTGCCGGETCAGCRLCTTCC
134 A G 5 F ¢ AR L R L RV L vV P P L P 5 L
661 CCGCCEECAGCTTCCAGEUGCEECTGCEECTCCGAGTGCTGETGCCTCCCCTGCCCTCAL
154 N P G P A L E E G Q G L T L A A S5 C T A
721 TGAATCCTGGTCCAGCACTAGRAGAGGGCCAGGGCCTGACCCTGGCAGCCTCCTECACAS
174 E & 8§ P A P S V T W DT EV K G T T 5 8
781 CTGAGGGCAGCCCAGCCLCCAGCGTGACCTEGCGACACGGAGETCAAAGGCACAACGTCCA
194 R 8§ P K H 8 R 8§ A2 AV T § E F H L V P &S
841 GCCGTTCCTTCRAGCACTCCCGCTCTGCTGOCGTCACCTCAGAGTTCCACTTGETGCCTA
214 R 8§ M N & Q P L T C V V §8 B P G L L g D
901 GUCGCAGCATGAATGGGCAGCCACTGACT TOTETGETIGTCCCATCCTGECCTGCTCCAGE
234 g R I ™ H I L. HR V & F L A E A 8 V R G L
961 ACCARAGGATCACCCACATCCICCACGTGTCCTTCCTTGCTGAGGCCTCTGTGAGGGECT
254 E D Q N L W H I & RE G A M L K C L § E

1021 TTGAAGACCAAAATCTGTGECACATTGGCAGAGAAGGAGCTATGCTCAAGTGCCTGAGTG
274 ¢ g P P P 8 ¥ N W T RUIL D G P L P S GV

1081 AARGGGCAGCCCCCTCCCTCATACAACTGGACACGGCTGEATGGECCTCTECCCAGTEGEE
254 RV B 6 B Y L ¢ F P P L T T E B S5 G I Y

1141 TACGAGTGGATGGGCACACTTTIGGGCTTTCCCCCACTCGACCACTSAGCACAGCGGLATCT
314 v ¢ H V 8§ N E 8§ & R D s Q V T V DV L

1201 ACGTCIGCCATGETCAGCAATGAGTTCTCCTCAAGSEATTCTCAGGTCACTGTGEATGTTC
334 P Qg ® DS G XK Q V D L Vv &8 A & VYV VYV
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1261 TTGACCCCCAGGAAGACTCTEGGRAGCAGSTGEACCTAGTGTCAGCCTCGETGETGETEG
354 G v I A A L L F C L L VV V V V L M & R
1321 TEGETETCGATCGCCGCACTCTTETTCTGCCTICTGERIGETGETGETHETGCTCATETCCC
374 Y # R R K A Q O M T Qg K Y E E E L T L T
1381 GATACCATCGGECGCAAGGCCCAGCAGATGACCCAGARATATGAGGAGGAGCTGACCCTGA
3%4 R E N 8 T R R L H S EHT DD P R S Q P E
1441 CCAGGGAGAACTCCATCCGGAGGCTGCATTCCCATCACACGEACCCCAGGAGCCAGCCGEE
414 E S VvV ¢ L R A E G H P D S L KD NS & C
1501 AGGAGAGTGTAGGGCTGAGAGCCGAGGGCCACCCTGATAGTCTCARGEACAACAGTAGCT
434 s vV M™vM S E E P E G R S Y S T L T T V RE

1561 GUTCTGTGATGAGTEAAGAGCCCGAGGECCGCAGT TACTCCACGCTGACCACEGTGAGGSE
454 I & 7T ¢ T E L L § P G & G R A EE E E D

1621 AGATAGABRACACAGACTGAACTGCIGTCTCCAGECTCIGEGCGGECUGAGEAGGAGGARG
474 Q LD E 6 I K g A MNH F V Q E N G T L R
1681 ATCAGGATGAAGGCATCARACAGGCCATGAACCATTTTGTTCAGGAGRATGGGACCLTAC
494 A XK P T G NG I Y I NG RGHIL V *

1741 GGGCCAAGCCCACGGGCAATCGCATCTACATCAATGGECEGECACACCTGETCTEACCCa
1801 ggoctgeote

wttocctaggectggetecttotgttgacatgggagattttageteate
1861 ttgggggcctcocttaaacacceocatttcttycggaagatgectcoccateccactgacty
1821 citgacctttacctecaaccctictygticategggagggetocaceaattgaghteteton
1981 ceatgeatgeagotcactgtgtgtatgeatgtgtgectgtgtgagtgttgactgacty
2041 taotgtototaogagaoggtgactgtoogtggaggogtgactagtgtecgtagtgtgtattaty
2101 ctgtcatatcagagtoaagtgaactgtggtgtatgtgccacgggatitgagtggttgogt
2161 gggeaacactgtcagggtttggegtgtgtgteatgtgectgtgtgtgacetectgectgaa
2221 asagoaggtattttctcagacoccagagcagtattaatgatgoagagottggaggagaga
2281 gotggagactgtgocteagacocagotgtygogagratagetggagetogaatotgacten
2341 gotgtoagggaacotgtotectaccacttoggagocatgogggeaagtgtyaageageca
2401 gtecctgggtcagecagaggettgaactgttacagaageectetgoectetggtggecte

2461 tgggectogctgoatgtacatatttitctgtaaatatacatgogeegogay
2521 aatactgctcegaatcacttitaatttttitetittttttttettgecctitoecattagh
2581 tgtattitttatttatttttatttttatttttttttagagatgoagtoteactatgttge

-ctitgeagy

2641 teaggotggocttgaactoectgggeteaagoaatoctoctgecteagocteoctagtagn
2701 tgggacttiaagtgtacaccactgtgectgettigaatectttacgaagaganaaanaasa
2761 attsaageaagoctttagatttatocaatgtttactactgggattgettaaagtgaggee
2821 cctecaacaccagggggttaattoctgtoattotgaaagggactacittocaaggeatott
2881 catgcaggcagcccctigggagggeacotgagagetgotagagtotgsaattagagatat
2841 gageotegtaogttactgagtaaggtasaatitgeatecaccattagtttogtgatacctiagy
3001 gaattocttogacotagtgacaagggotectgticaatagtggtgttogegagagagaga
3061 geagtgattatsgaccgagagagtaggagttgaggtygasggtgaaggaggtgetygaagty
3121 agaatgtogectitteocectgggttitgoatcactaatteaaggetettotggatgttic
3181 tctaggttgggogctyggagttecaatgaggtitatitttagetggeocacocagatacacte
3241 agocagaatacchagatttagtacccaaactoticttagtotgaaatctagctggatttet
3301 ggectaagggagaggctoccateottogttocecagecagectaggacttegaatgtagga
3361 geetgaagatctaagatoctaacatgtacatittatgtaaatatgtgeatatitgtacat §1(§= ﬁﬁ&
3421 aaaatgatattctotttitaasatasacagacaaaacttgaaaaa {{:{}!ﬁﬁi?}iﬂ%%iﬁ}
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FIG. 1B: The cDNA (SEQ 1D N(:3) and amino acid sequence (SEQ 1D NO:4) of
Ha22-2(2,4)8.1 heavy chain. Double-underiined is the leader sequence, underlined is the heavy
ghain variable reglon, and onderlined with 2 dashed ling is the human igG1 conslant region.

M E L G L C WV F L

TG ‘QA1‘\A?>\u(A(,’1bAACAf1A(.AL{;ACI(AC(,A CGECTETG TOCT
G G LV QP GG
TTGETACAGCCTGGEGEGTCCCTGRGACT

A'é‘-\aG TFSQY\JMI\WVRQAPGKGLE
151 CTQTGCAGCCICIGEATTCACCT TCAGTACC T AT AACATGAACTCG G CCGrCAGECTCCAGCGARCEEGCTGRA
"WV 8 Y I 8§ S8 8 S S5 TICYYADGSVETGRTPEFTTIS

226  GIGEGTITCATACATTAGTAG T AGTAGTAGTACCATATACTACGCAGACT CTCIGRAGGGOCEATTCACCATCTS
"R D N A E N 8§ 5 L 0 M N S L RBEDTAUVTY Y C

301 CAGAGACAATGCCRAGARCTCAC T TCTCTGCAAR T CARCAGCCTCAGAGACEAGGACACGECT GICTATTACTS

i

A R A Y ¥ Y GMDV®EGO GG T TV TV E S A S T K

376 IGCGAGAGCATACTACTACGEIATOGACEICTAGGUCAAGEGACCACERTCACCRTCTCCTCAGOCTCCACCAR
G vV F P L AP S § K § % > G T A A L G C 7

451 _-_; CATCEOTCTTCCONCTGECACCCTCCTCCRAGRGCACCT: '_g—_’r __’“_’I SCCCTGRECTS

526

601

676

KT'TCPP&,DAPELM(JGPSVFLFPPK
751 %%&QZ@E&%I@QQQ?&?;@@&%%&:@’ﬁﬁ&&;gﬁz»h»:&ﬁ_c&gv;gﬂvn-;&&&i_&&&&m%

: L S R T PEKE VT CVVYVDY S HETDFP
826 AT T GG CCTGAGET CAC AT I GT GOTGEANGT GRCCCACGARGACCT

"FE VK F NWY VD GVEVHNAMEKTEREPRIETEQY
201 TL:AGGTI‘}«AGTTCAP CTGGTACGTGLA“GGCG’""” A.GGTG&RTAATCC}CAA&KLAMGCCS{‘ (JGGASC AGCAGTA

1351 3 e TCTCCCIGTOCOCEGEE

FIG. 1C: The cDNA (SEQ 1D NO:5) and amine acid sequence (SEQ 1D NO:6) of
Ha22-2{2,4)6.1 light chain. Double-underlinad is the leader sequence, underlined is the light
¢hain variabis region, and underlined with a dashed ling iz the human kappa constant ragion.

M DM RV
1 AGTCAGACCCAGTCAGGACACAGCA
P G 8§ R C D I ¢
76 COACGE '"TC,CA(JATGLGA\,ATCCAGATGACCCAGTCTCCATLTTCCGTGTCTG&ATL, Gf_:AGAkAl&G GTCACC
I T CR A S QG I & GWIL AWYQ G EKDP?PGKXKAUPK
i51 ATA”TTPTCGG&”XE A GG A T A G T GE T T AG TG TATCAGCAGARACCACEEAMAGCOCCTAAG
;YAA%TU\)bf‘VPSR,SCSLSL)TD
228 TTCK,LQAMCTAW(‘TF&ATCC AT T T GCAA AGT CEEGETCCCAT CAA GG T TCAGCGCCACTGEATCTGEGACAGA
TTSSE’WPMD‘FATYYCQOA‘\IQFP
A A A A T RGO T ARG AT T T T GCARC T T ACTAT TG TCAACAGCCTARCAGTTTCCCT
E G ¢ & T KV E I X R TV AAUP SV F I P PP
376 A T G G EA GG A A AT GCAGA T AR A GAAC TG GO TGCACCATCT GTCTTCATOT TCOGECCA
S b EQLEKSGTASVV CIL L NNUPFPFYPREAIK
TCTGATGAGCAGTTGARAATCT GEARCTGCCT ST TIGTGTGCCTOCT GRATARCTTCTATCCCAGAGAGGCCARA
v g W K VvV DN AL QS GNSCE S VT
526 CTACAGTGGAAGGTGEATAACGCCCTCCAATCCCGTAACTCCCAGCGAGAGTGTCACA

L W F

301

B
(8]
=

601

676  GICACCCATCAGEGCCTGAGCTCECCCETCACARAGAGETTCAACAGEGEAGRGTCTTAG



WO 2022/076767 PCT/US2021/054084

4117

FiG. 1D: The amino acid seguence (SEQ 10 NO:7) of Ha22-2{2,4)5.1 heavy chain.
Double-underlined iz the lsader sequencs, underlinad is the heavy chain variable region,
{SEQ D NO:22, which is the sequence ranging from the 20th {o the 138th amino acid
of SEGQ ID NO:7) and underiined with a dashed line is the human Ig81 constant region.

1 MELGLCWVFLVAILEGVOORVOLVESGEGELVYOPGESLRLSCAASGETESS

51 YNMNWYRQAPGKGLEWVSYISSSSSTIYYADSVKGRETISRONAKNSLSL

101 QMNSLRDEDTAVYYCARAYYYGMDVWGOGTTVTVSSASTKGPSVEFPLAPRS
151

SESTSGETAALGCLVEDYFPEPVIVSWNSGALTSGVHTFPAVLOSSGLY S

401 ESNGOPENNYRTTPEVLDSDGSFFLYSRLTVDKSRWQQGNVFSCSVMHEER

FIG. 1E: The amino acid sequonce {SEQ 1D NO:8) of Ha22-2(2,418.1 light chain. Doubls-

underlined is the leader sequencs, underlined is the light chain variahle region (SEQID

MG:23, which is the sequence ranging from the 23rd to the 130th amino acid of SEQ
I3 NG:8), and underlined with 2 dashed line is the homan kappa constant region.

1 MDMRVPAQLLOLLLILHFPGSREUDIQMTQSPSSVSASVGURVTITCRASQG

51 ISGHWLAWYQOKPERAPKFLIYAASTLOSGVPSRFSGSGSGTDFTLIISSL

101 QPEDFATYYCCOQANSFPPTFGCCTRVEIKRTIVAAPSVFIFPPSDEQLKSG

151 IASVVCLLNNFYPREAKVOWKVDNALQSG!

VIEQDSKDSTYSLEST

201 LTLSEADYERKEKVYACEVTHQGLSSPVIKSFNRGEC
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