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FIG. 1A: The cDNA (SEQ ID NO:1) and amino acid sequence (SEQ ID NO:2) of 191P4D12.
The start methionine is undetlined. The open reading frame extends from nucleic
acid 264-1796 including the stop codon.

1 ggccgtegttgttggceccacagecgtgggaagcagetctgggggagcteggageteccgate

61 acggcttettgggggtagctacggetgggtgtgtagaacggggecggggetggggetggy
121 tcccctagtggagacccaagtgcgagaggcaagaactcectgcagettcectgecttetgggt
181 cagttccttattcaagtctgcagecggctceccagggagateteggtggaacttcagaaac
1 M P L S L G A E M W G P E
241 gctgggcagtctgectttcaaccATGCCCCTGTCCCTGGGAGCCGAGATGTGGGGGCCTG
14 A W L L L L L L L A S F T G R C P A G E
301 AGGCCTGGCTGCTGCTGCTGCTACTGCTGGCATCATTTACAGGCCGGTGCCCCGCGGETG
34 L E T s DV VTV VL G DA KL P C F
361 AGCTGGAGACCTCAGACGTGGTAACTGTGGTGCTGGGCCAGGACGCAAAACTGCCCTGCT
54 Yy R 6 D S G E Q V G QQ V A WA IR V D A G
421 TCTACCGAGGGGACTCCGGCGAGCAAGTGGGGCAAGTGGCATGGGCTCGGGTGGACGCGG
74 E G A Q FE L A L L H S K Y G L H V 5 P A
481 GCGAAGGCGCCCAGGAACTAGCGCTACTGCACTCCAAATACGGGCTTCATGTGAGCCCGG
94 y E 6 R V E o P P P P R N P L D G S V L
541 CTTACGAGGGCCGCGTGGAGCAGCCGCCGCCCCCACGCAACCCCCTGGACGGCTCAGTGC
114 L R N AV Q A DE G E Y E CU RV S5 T F P
601 TCCTGCGCAACGCAGTGCAGGCGGATGAGGGCGAGTACGAGTGCCGGGTCAGCACCTTCC
134 A G 5 F 9 AR L R L RV L V P P L P S L
661 CCGCCGGCAGCTTCCAGGCGCGGCTGCGGCTCCGAGTGCTGGTGCCTCCCCTGCCCTCAC
154 N P G P A L EE GG O GG L T L A A 5 C T A
721 TGAATCCTGGTCCAGCACTAGAAGAGGGCCAGGGCCTGACCCTGGCAGCCTCCTGCACAG
174 E G s P A P S5 V T WD T E V K G T T S S
781 CTGAGGGCAGCCCAGCCCCCAGCGTGACCTGGGACACGGAGGTCAAAGGCACAACGTCCA
194 R &8 F K H 8§ R S A A VYV T $ E F H L V P S
841 GCCGTTCCTTCAAGCACTCCCGCTCTGCTGCCGTCACCTCAGAGTTCCACTTGGTGCCTA
214 R s M NG OQ P L TCV V S H P G L L O D
901 GCCGCAGCATGAATGGGCAGCCACTGACTTGTGTGGTGTCCCATCCTGGCCTGCTCCAGG
234 R I T H I L H V S F L. AE A S V R G L
961 ACCAAAGGATCACCCACATCCTCCACGTGTCCTTCCTTGCTGAGGCCTCTGTGAGGGGCC
254 E D QN L W H I G R E GG A M L K C L S E
1021 TTGAAGACCAAAATCTGTGGCACATTGGCAGAGAAGGAGCTATGCTCAAGTGCCTGAGTG
274 G ¢ P P P S ¥YNWTRULDGP L P S G V
1081 AAGGGCAGCCCCCTCCCTCATACAACTGGACACGGCTGGATGGGCCTCTGCCCAGTGGGG
294 R v DGDTUL G F P P L T TEH S G I Y
1141 TACGAGTGGATGGGGACACTTTGGGCTTTCCCCCACTGACCACTGAGCACAGCGGCATCT
314 v ¢ H Vs NEF s s R D S ¢ Vv T V D V L
1201 ACGTCTGCCATGTCAGCAATGAGTTCTCCTCAAGGGATTCTCAGGTCACTGTGGATGTTC
b P Q E DS G K VDL V S A S V V V V
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1261 TTGACCCCCAGGAAGACTCTGGGAAGCAGGTGGACCTAGTGTCAGCCTCGGTGGTGGTGG
354 G v I A AL L F C L L VYV V V V L M S R
1321 TGGGTGTGATCGCCGCACTCTTGTTCTGCCTTCTGGTGCTGGTGCGTGGTGCTCATGTCCC
374 Yy H R R KAQ (OQMTQ K Y EEETL T L T
1381 GATACCATCGGCGCAAGGCCCAGCAGATGACCCAGAAATATGAGGAGGAGCTGACCCTGA
394 R EN S I RRL H S HHT D P R S Q P E
1441 CCAGGGAGAACTCCATCCGGAGGCTGCATTCCCATCACACGGACCCCAGGAGCCAGCCGG
414 E s Vv L RAE G HPD S L K DN S S5 C
1501 AGGAGAGTGTAGGGCTGAGAGCCGAGGGCCACCCTGATAGTCTCAAGGACAACAGTAGCT
434 s vM™M S E E P E G R S Y s T L T T V R E
1561 GCTCTGTGATGAGTGAAGAGCCCGAGGGCCGCAGTTACTCCACGCTGACCACGGTGAGGG
454 I T T ELL S P G S G R A E E E E D
1621 AGATAGAAACACAGACTGAACTGCTGTCTCCAGGCTCTGGGCGGGCCGAGGAGGAGGAAG
474 b E GI K QA AMNUHUPFV QENGT L R
1681 ATCAGGATGAAGGCATCAAACAGGCCATGAACCATTTTGTTCAGGAGAATGGGACCCTAC
494 A K P T GNG I Y I NG R G H L Vv *
1741 GGGCCAAGCCCACGGGCAATGGCATCTACATCAATGGGCGGGGACACCTGGTCTGACCCa
1801 ggcctgcectceecttecctaggectggetecttetgttgacatgggagattttagetecate
1861 ttgggggcctccttaaacacccccatttcecttgecggaagatgctecoccatececactgactyg
1921 cttgacctttacctccaacccttetgttecatecgggagggctecaccaattgagtetetee
1981 caccatgcatgcaggtcactgtgtgtgtgcatgtgtgectgtgtgagtgttgactgactyg
2041 tgtgtgtgtggaggggtgactgtccgtggaggggtgactgtgtcecegtggtgtgtattaty
2101 ctgtcatatcagagtcaagtgaactgtggtgtatgtgccacgggatttgagtggttgegt
2161 gggcaacactgtcagggtttggcgtgtgtgtcatgtggctgtgtgtgacctetgectgaa
2221 aaagcaggtattttctcagaccccagagcagtattaatgatgcagaggttggaggagaga
2281 ggtggagactgtggctcagacccaggtgtgcgggecatagctggagetggaatctgectee
2341 ggtgtgagggaacctgtctcctaccactteggageccatgggggcaagtgtgaagcageca
2401 gtccctgggtcagecagaggcttgaactgttacagaagecctetgecctetggtggecte
2461 tgggcctgctgcatgtacatattttctgtaaatatacatgcgecgggagettettgcagy
2521 aatactgctccgaatcacttttaatttttttecttttttttttcttgeccttteccattagt
2581 tgtattttttatttatttttatttttatttttttttagagatggagtctcactatgttge
2641 tcaggctggccttgaactectgggetcaagcaatectectgectcagecteectagtage
2701 tgggactttaagtgtacaccactgtgcctgctttgaatectttacgaagagaaaaaaaaa
2761 attaaagaaagcctttagatttatccaatgtttactactgggattgcttaaagtgaggee
2821 cctccaacaccagggggttaattectgtgattgtgaaaggggetacttccaaggeatett
2881 catgcaggcagcccecttgggagggcacctgagagetggtagagtctgaaattagggatgt
2941 gagcctegtggttactgagtaaggtaaaattgcatccaccattgtttgtgataccttagg
3001 gaattgcttggacctggtgacaagggctectgttcaatagtggtgttggggagagagaga
3061 gcagtgattatagaccgagagagtaggagttgaggtgaggtgaaggaggtgctgggggtyg
3121 agaatgtcgcctttccceoctgggttttggatcactaattcaaggetettetggatgttte
3181 tctgggttggggctggagttcaatgaggtttatttttagetggeccacccagatacacte
3241 agccagaatacctagatttagtacccaaactcttcttagtctgaaatctgctggatttet
3301 ggcctaagggagaggctcccatcecttegttecccagecagectaggacttegaatgtgga
cctgaagatctaagatcctaacatgtacattttatgtaaatatgtgecatatttgtacat FIG 1A
s4s1 aaaatgatattctgtttttaaataaacagacaaaacttgaaaaa (Continued)
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FIG. 1B: The ¢cDNA (SEQ ID NO:3) and amino acid sequence (SEQ ID NO:4) of
Ha22-2(2,4)6.1 heavy chain. Double-underlined is the leader sequence, underlined is the heavy
chain variable region, and underlined with a dashed line is the human IgG1 constant region.

M ELGILCWV F LV ATITLE

1  GGTGATCAGCACTGAACACAGAGGACTCACCATGGAGTTGCGGCTGTCCTCCCTTTTCCTTGTTGCTATTTTAGA
G Vo9 CEVQLVESGGGILVQPGGS L RUL S

76 AGGTGTCCAGTGTGAGGTGCAGCTGGTGGAGTCTGGGGGAGGCTTGGTACAGCCTGGGEGGCTCCCTGAGACTCTC
cC A A S GPFTUFSSYNMDNWVROQAPGI KGTLE

151 CTGTGCAGCCTCTGGATTCACCTTCAGTAGCTATAACATGAACTGGGTCCGCCAGGCTCCAGGGAAGGGGCTGGA
‘w Vv sy I s s s s s TIYYADSV KGR RFEFTI S

226  GTGGGCTTTCATACATTAGTAGTAGTAGTAGTACCATATACTACCCAGACTCTGTGAAGGGCCCATTCACCATCTC
‘R DNAKNSILSLQMNSILURDEU DTAVYYC

301 CAGAGACAATGCCAAGAACTCACTGTCTCTGCAAATGAACAGCCTGAGAGACGAGGACACGGCTGTGTATTACTG
‘A RAYYY GMDVWGOQGTT TV TV S S A S TK

376  TGCGAGAGCATACTACTACGGTATGGACGTCTGCEGGCCAAGGGACCACGGTCACCGTCTCCTCAGCCTCCACCAA
G P S VFPLAPSSKSTSGGTAATLGTCTLYV

451  GGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGAGCACCTCTGGGGECACAGCGGCCCTGGGCTGCCTGGET

K DY F PEPVTVS WNSGALTS GV HTFP
526  CAAGGACTACTTCCCCGAACCGGTGACGGTGTCGTGGAACTCAGGCGCCCTGACCAGCGGCGTGCACACCTTCCC

‘A VL QS S G6LYSsSLSsSsVVTV PSS S L GTOQ
601  GGCTGTICCTACAGTCCTCAGGACTCTACTCCCTCAGCAGCCTGGTGACCGTGCCCTCCAGCAGCTTGGGCACCCA

T ¥y I ¢C NV NUHIZEKU?PSNTI KV DI KIZ RVEPIZ K S CD
676  GACCTACATCTGCAACGTGAATCACAAGCCCAGCAACACCAAGGTGGACAAGAGAGTTGAGCCCAAATCTTGTGA

K T H T C?PPCPAPETILILGS G?®PSVFLUF?PPIK
751  CAAAACTCACACATGCCCACCGTGCCCAGCACCTGAACTCCTGGGEGGGACCCTCAGTCTTCCTCTTCCCCCCARA

P K DTLMTISRTU®PEVTOCVV VDV S HEDP
826  ACCCAAGGACACCCTCATGATCTCCCGGACCCCTGAGGTCACATGCGTGGTGCTCGACGTCAGCCACGAAGACCC

*EVKFNWY VDGV EVHNAIZ KTI KU?PIREE QY
901 TGAGGTCAAGTTCAACTGGTACGCTGGACGGCGTCGAGGTGCATAATGCCAAGACAAAGCCCCEEGAGGAGCAGTA

‘N S T YRV V SV LTVILHOQDWILNGIE KEYKC
976  CAACAGCACGTACCGTGIGGTCAGCGTCCTCACCGTCCTGCACCAGGACTGGCTGAATGGCAAGGAGTACAAGTG

K Vs NKALUPAPTIEI KTTISKAZKTGZOQZPIREP
1051  CAAGGTCTCCAACAAAGCCCTCCCAGCCCCCATCGAGAAAACCATCTCCAAAGCCAAAGGCCAGCCCCGAGAACC

vy T LUPUPSREEMTI KNOQV VS LTTZ CTULV KG
1126 ACAGGTGTACACCCTGCCCCCATCCCGGGAGGAGATGACCAAGAACCAGGTCAGCCTGACCTGCCTGGTCAAAGG

cF Y P SDIAVEWESNGOQZPENNYZ KTTTPP
1201  CTTCTATCCCAGCGACATCGCCGTGGAGTCGGAGAGCAATGCGCAGCCGGAGAACAACTACAAGACCACGCCTCC

vV L Db S DGS FFLY S KILTUVDIZ KSIRWOQO QG N
1276 COIGCTGRACTCCGACGGCTCCTTCTTCCTCTATAGCARGCTCACCGTCOACAAGAGCACCTGECAGCAGCCGAA

VvV F s C S VMHEALHNHYTOQQZ K S L S L S P G
1351 CGICTICTCATGCTCCGIGATGCATGAGGCTCTGCACAACCACTACACGCAGAAGAGCCTCTCCCTGTCCCCEGG

FIG. 1C: The cDNA (SEQ ID NO:5) and amino acid sequence (SEQ ID NO:6) of
Ha22-2(2,4)6.1 light chain. Double-underlined is the leader sequence, underlined is the light
chain variable region, and underlined with a dashed line is the human kappa constant region.

M DM®RVYV PAOQTZLTLTGTILTZLTULTULTWTFE

1 AGTCAGACCCAGTCAGGACACAGCATGGACATCAGGGTCCCCGCTCAGCTCCTGEEECTCCTGCTGCTCTGETTC
P GESRCDTIOMTOSTPSSTVSAT STV GDTZ RUGVT

76  CCAGGTTCCAGATGCGACATCCAGATGACCCAGTCTCCATCTTCCGTGTCTGCATCTGTTGGAGACAGAGTCACC
I T CRAS OGTIGSGWTZLAT®WTZTYOOTZ KTPGTZ KRATPK

151  ATCACTTGTCGGGCGAGTCAGGGTATTAGCGGCTGGTTAGCCTGETATCAGCAGAAACCAGGGAAAGCCCCTAAG
F L I ¥ A A S T L O S GV PSR RTPFSGS OGS GS GTD

226  TTCCTGATCTATGCTGCATCCACTTTGCAAAGTGGGETCCCATCAAGGTTCAGCGGCAGTCCATCTGGGACAGAT
F T LTTISSILOTPETDTFA ATTVYJYT CO OO OA ATNTSF P

301  TTCACTCTCACCATCAGCAGCCTGCAGCCTGAAGATTTTGCAACTTACTATTGTCAACAGGCTAACAGTTTCCCT
P TF GGG GTUE KTVTETITZ KT RTVAATPTSV VTEFTITFTPP

376  CCCACTTTCGGCGGAGGGACCAAGGTGGAGATCAAACCAACTGTGGCTGCACCATCTGTCTTCATCTTCCCGCCA
S DE Q LK S GTUA AS STV VT CTLTLNNTEVYTPT RE A K

451  TCIGATGAGCAGTTIGAAATCTGGAACTGCCTCTGTIGTGTGCCTGCTGAATAACTICTATCCCAGAGAGGCCAAR
V O WKVDNA ATLTG OGS GNSI OQQTETGSVTVTTETGOQOTDSTZKD

526  GTACAGTGGAAGGTGGATAACGCCCTCCAATCEGGTAACTCCCAGGAGACTGTCACAGAGCAGGACAGCAAGGAC
SST Y S LTS S TTLTTL SEKATDJGYTETKTHTZEKUVUYATCE

01 AR CTACAGCCTCAGCAGCACCCTGACGCTGAGCAAAGCAGACTACGAGARACACAAAGTCTACGCCTGCGAA

HOQOGIL S S PV TIEKSFNIRGE C *
CCATCAGGGCCTGAGCTCGCCCGTCACAAAGAGCTTCAACAGGGGAGAGTGTTAG
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FIG. 1D: The amino acid sequence (SEQ ID NO:7) of Ha22-2(2,4)6.1 heavy chain.
Double-underlined is the leader sequence, underlined is the heavy chain variable region,
(SEQ ID NO:22, which is the sequence ranging from the 20th to the 136th amino acid
of SEQ ID NO:7) and underlined with a dashed line is the human IgG1 constant region.

1 MELGLCWVFLVAITEGVQCEVQLVESGGGLVQOPGGSLRLSCAASGFTESS
51 YNMNWVRQAPGKGLEWVSYISSSSSTIYYADSVKGRFTISRDNAKNSLSL

101 QMNSLRDEDTAVYYCARAYYYGMDVWGQGTTVTVSSASTKGPSVEPLAPS

151 SKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYS

201 LSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKRVEPKSCDKTHTCPPCPA

251 PELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKENWYVDG

301 VEVHNAKTKPREEQYNSTYRVVSVLTVLHQODWLNGKEYKCKVSNKALPAP

351 IEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGEYPSDIAVEW

401 ESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVEFSCSVMHEA

451 LHNHYTQKSLSLSPGK

FIG. 1E: The amino acid sequence (SEQ ID NO:8) of Ha22-2(2,4)6.1 light chain. Double-

underlined is the leader sequence, underlined is the light chain variable region (SEQ ID

NO:23, which is the sequence ranging from the 23rd to the 130th amino acid of SEQ
ID NO:8), and underlined with a dashed line is the human kappa constant region.

1 MDMRVPAQLLGLLLIWEPGSRCDIQMTQSPSSVSASVGDRVTITCRASQG

51 ISGWLAWYQOKPGKAPKFLIYAASTLOSGVPSRESGSGSGTDFTLTISSL

101 QPEDFATYYCQQOANSFPPTFGGGTKVEIKRTVAAPSVFIFPPSDEQLKSG

151 TASVVCLLNNEYPREAKVOWKVDNALQSGNSQESVTEQDSKDSTYSLSST

201 LTLSKADYEKHKVYACEVTHQGLSSPVTKSENRGEC
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Breast cancer specimen Breast cancer specimen

FIG. 4A FIG. 4B

Lung cancer specimen Lung cancer specimen

FIG. 4C FIG. 4D
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Esophageal cancer specimens Esophageal cancer specimens

FIG. 4E FIG. 4F

Head and neck cancer specimens Head and neck cancer specimens

FIG. 4G FIG. 4H



