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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 underlined. The open reading frame extends from nucleic
acid 264-1796 including the stop codon.

1 ggccgtegttgttggeccacagegtgggaagcagetetgggggagectecggageteccgate

61 acggcttettgggggtagctacggctgggtgtgtagaacggggecggggetggggetggy
121 tcccectagtggagacccaagtgcgagaggcaagaactetgcagettectgecttetgggt
181 cagttccttattcaagtctgcagceccggeteccagggagatcteggtggaacttcagaaac
1 M P L S L G A E M W G P E
241 gctgggcagtctgcctttcaaccATGCCCCTGTCCCTGGGAGCCGAGATGTGGGGGCCTG
14 A W L L L L L L L A S F T G R C P A G E
301 AGGCCTGGCTGCTGCTGCTGCTACTGCTGGCATCATTTACAGGCCGGTGCCCCGCGGGETG
34 rL T s D Vv Vv T vv L G @Q D A K L P C F
361 AGCTGGAGACCTCAGACGTGGTAACTGTGGTGCTGGGCCAGGACGCAAAACTGCCCTGCT
54 Yy R G D s G E @ V G @ V A W A R V D A G
421 TCTACCGAGGGGACTCCGGCGAGCAAGTGGGGCAAGTGGCATGGGCTCGGGTGGACGCGG
74 E G A Q9 E L A L L H S K Y G L H V S P A
481 GCGAAGGCGCCCAGGAACTAGCGCTACTGCACTCCARATACGGGCTTCATGTGAGCCCGG
94 Yy E G R VvV E 9 p P P P R N P L D G S V L
541 CTTACGAGGGCCGCGTGGAGCAGCCGCCGCCCCCACGCAACCCCCTGGACGGCTCAGTGL
114 L R N AV 0 A D E G E Y E C R V $ T F P
601 TCCTGCGCAACGCAGTGCAGGCGGATGAGGGCGAGTACGAGTGCCGGGTCAGCACCTTCC
134 A G S F 0O A R L R L RV L VvV P P L P S L
661 CCGCCGGCAGCTTCCAGGCGCGGCTGCGGCTCCGAGTGCTGGTGCCTCCCCTGCCCTCAC
154 N P G P A L E E G OQ G L T L A A S5 C T A
721 TGAATCCTGGTCCAGCACTAGAAGAGGGCCAGGGCCTGACCCTGGCAGCCTCCTGCACAG
174 E G S P A P S V T W D TUE V K GG T T S5 S
781 CTGAGGGCAGCCCAGCCCCCAGCGTGACCTGGGACACGGAGGTCAAAGGCACAACGTCCA
194 R S F KH S R S A A YV T 5 E F H L V P S
841 GCCGTTCCTTCAAGCACTCCCGCTCTGCTGCCGTCACCTCAGAGTTCCACTTGGTGCCTA
214 R S M N G ©Q P L T C V V 5 H P G L L Q D
901 GCCGCAGCATGAATGGGCAGCCACTGACTTGTGTGGTGTCCCATCCTGGCCTGCTCCAGG
234 R I T H I L H V S F L A E A S V R G L
961 ACCAAAGGATCACCCACATCCTCCACGTGTCCTTCCTTGCTGAGGCCTCTGTGAGGGGCC
254 E D OQNTL W H I G R E GG A ML K C L S5 E
1021 TTGAAGACCAAAATCTGTGGCACATTGGCAGAGAAGGAGCTATGCTCAAGTGCCTGAGTG
274 G ¢ p P P S Y N W TR L D G P L P S G V
1081 AAGGGCAGCCCCCTCCCTCATACAACTGGACACGGCTGGATGGGCCTCTGCCCAGTGGGGE
294 R Vv D D T L G F P P L T T E H S G I Y
1141 TACGAGTGGATGGGGACACTTTGGGCTTTCCCCCACTGACCACTGAGCACAGCGGCATCT
314 v ¢ H v s NEF S S R D S @ V T V D V L
1201 ACGTCTGCCATGTCAGCAATGAGTTCTCCTCAAGGGATTCTCAGGTCACTGTGGATGTTC
334 b p @ E DS GG K Q V DL V s A S5 V V V V
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1261 TTGACCCCCAGGAAGACTCTGGGAAGCAGGTGGACCTAGTGTCAGCCTCGGTGGTGGTGG
354 G v I A A L L ¥ CL L VV VYV V L M S R
1321 TGGGTGTGATCGCCGCACTCTTGTTCTGCCTTCTGGTGGTGGTGGTGGTGCTCATGTCCC
374 Yy H R R K A QQ O M T QO K Y E E E L T L T
1381 GATACCATCGGCGCAAGGCCCAGCAGATGACCCAGARAATATGAGGAGGAGCTGACCCTGA
394 R EN S I R R L H S HHT D P R S Q P E
1441 CCAGGGAGAACTCCATCCGGAGGCTGCATTCCCATCACACGGACCCCAGGAGCCAGCCGG
414 E s v 6 L R AE GGH P D Ss L K DN S s C
1501 AGGAGAGTGTAGGGCTGAGAGCCGAGGGCCACCCTGATAGTCTCAAGGACAACAGTAGCT
434 s v™M s E E P E GG R S Y S T L T T V R E
1561 GCTCTGTGATGAGTGAAGAGCCCGAGGGCCGCAGTTACTCCACGCTGACCACGGTGAGGG
454 I £ T @ T E L L S P G S G R A E E E E D
1621 AGATAGAAACACAGACTGAACTGCTGTCTCCAGGCTCTGGGCGGGCCGAGGAGGAGGAAG
4774 b E GG I K 9 A MNHUF V Q E N G T L R
1681 ATCAGGATGAAGGCATCAAACAGGCCATGAACCATTTTGTTCAGGAGAATGGGACCCTAC
494 A K P T GN G I ¥ I NG R G H L Vv *
1741 GGGCCAAGCCCACGGGCAATGGCATCTACATCAATGGGCGGGGACACCTGGTCTGACCCa
1801 ggcctgecteccttecectaggectggetecttetgttgacatgggagattttagetcate
1861 ttgggggcctcecttaaacacccccatttcecttgeggaagatgetcecccateccactgactyg
1921 cttgacctttacctccaacccttetgttcategggagggctecaccaattgagtetetee
1981 caccatgcatgcaggtcactgtgtgtgtgcatgtgtgectgtgtgagtgttgactgactyg
2041 tgtgtgtgtggaggggtgactgtccgtggaggggtgactgtgtecgtggtgtgtattatyg
2101 ctgtcatatcagagtcaagtgaactgtggtgtatgtgccacgggatttgagtggttgegt
2161 gggcaacactgtcagggtttggegtgtgtgtcatgtggctgtgtgtgacctctgectgaa
2221 aaagcaggtattttctcagaccccagagcagtattaatgatgcagaggttggaggagaga
2281 ggtggagactgtggctcagacccaggtgtgcgggcatagetggagectggaatectgectee
2341 ggtgtgagggaacctgtctcecctaccactteggagecatgggggcaagtgtgaagcageca
2401 gtccctgggtcagccagaggcttgaactgttacagaageectetgeecctetggtggecte
2461 tgggcctgctgcatgtacatattttctgtaaatatacatgcgeccecgggagettettgecagg
2521 aatactgctccgaatcacttttaatttttttettttttttttettgecctttecattagt
2581 tgtattttttatttatttttatttttatttttttttagagatggagtctcactatgttge
2641 tcaggctggccttgaactecctgggctcaagcaatectectgectcagectecctagtage
2701 tgggactttaagtgtacaccactgtgcctgctttgaatectttacgaagagaaaaaaaaa
2761 attaaagaaagcctttagatttatccaatgtttactactgggattgcttaaagtgaggcc
2821 cctccaacaccagggggttaattcctgtgattgtgaaaggggctacttccaaggcatett
2881 catgcaggcagccccttgggagggcacctgagagetggtagagtctgaaattagggatgt
2941 gagcctegtggttactgagtaaggtaaaattgcatccaccattgtttgtgataccttagg
3001 gaattgcttggacctggtgacaagggctectgttcaatagtggtgttggggagagagaga
3061 gcagtgattatagaccgagagagtaggagttgaggtgaggtgaaggaggtgctgggggtyg
3121 agaatgtcgcctttceccectgggttttggatcactaattcaaggctettectggatgttte
3181 tctgggttggggctggagttcaatgaggtttatttttagetggcccacccagatacacte
3241 agccagaatacctagatttagtacccaaactcttcecttagtctgaaatctgctggatttet
3301 ggcctaagggagaggctcecccatcecttegttecccagecagectaggacttcgaatgtgga
3361 gcctgaagatctaagatcctaacatgtacattttatgtaaatatgtgcatatttgtacat FIG 1A
3421 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, undetlined is the heavy
chain variable region, and underlined with a dashed line is the human IgG1 constant region.

M EL GLCWV F LV ATITULE

1  GGTGATCAGCACTGAACACAGAGGACTCACCATGCAGTTGGECCTCTCCTCCCTTTTCCTTCTTGCTATTTTAGA
6 Vo CEV QL VESGGGLV QPGGS L RTUL S

76 AGGTGTCCAGTGTGAGGTGCAGCTGGCTGGAGTCTGGGEGAGGCTTGGTACAGCCTGGEEGGTCCCTGAGACTCTC
-C A A S GFTFSSYNMDNWVYVUROQAUPGI K G L E

151  CTGTGCAGCCTCTGGATTCACCTTCAGTAGCTATAACATGAACTGGGTCCGCCAGGCTCCAGGGARGGGGCTGGA
‘W Vv s Yy I s s s s s TI Y Y ADSVKGRETTI S

226  GTIGGGTTTCATACATTAGTAGTAGTAGTAGTACCATATACTACGCAGACTCTCTGAAGGCCCGATTCACCATCTC
‘R DNAKDNSL SLQMNSILURDETDTAVWVY Y C

301  CAGAGACAATGCCAAGAACTCACTGTCTCTGCAAATGAACAGCCTGAGAGACGAGGACACGGCTGTGCTATTACTG
A RAY Y Y GGMDVWGOQOQGTTTV TV S S A S T K

376  IGCGAGAGCATACTACTACGGTATGGACGTCTGGGGCCAAGGEACCACGGTCACCGTCTCCTCAGCCTCCACCAA
6 P S VF PLAPS S KSTS GGTAATLTGTECTLV

451  GGGCCCATCGGTICTTCCCCCTGGCACCCTCCTCCAAGAGCACCTCTGGGGECACAGCGGCCCTGGGCTGCCTGGET

K DY F P EPV TV SWNS GATLTS GV HTTFEP
526  CAAGGACTACTTCCCCGAACCGGTGACGGTCTCGTGGAACTCAGGCGCCCTGACCAGCGGCGTGCACACCTTCCE

A VL QS s L Y SL S s VVT VPSS S L GG TOQ
601  GGCTGTCCTACAGTCCTCAGGACTCTACTCCCTCAGCAGCGTGGTGACCGTGCCCTCCAGCAGCTTGGGCACCCA

-T Yy I ¢ NV NUHI KUPSNTIEKVDI KIZ RVEPIZ KS CD
676  GACCTACATCTGCAACGTGAATCACAAGCCCAGCAACACCAAGGTGGACAAGAGAGTTGAGCCCAAATCTTGTIGA

K T H T C?PPCPAPETZLTLG GG GZPS SV FLUFUPPK
751 CAAAACTCACACATGCCCACCGTGCCCAGCACCTGAACTCCTGGGGGGACCGTCAGTCTTCCTCTTCCCCCCARA

P K DT LMTISURTPEVTCVV VDV S HETDP
826  ACCCAAGGACACCCTCATGATCTCCCGGACCCCTGAGGTCACATCGCGTGGTCCTCGACGTCAGCCACGAAGACCC

E VK FNWY VDGV EVYVHNAIKTI KPR REEOQY
901 TGAGGTICAACTTCAACTGGTACGTGGACGGCGTGCAGGTGCATAATGCCAAGACAAAGCCCCEEGAGGAGCAGTA

N S T ¥YRVV S VL TVUILHOQDWT LNGIE KEYKTC
976  CARCAGCACGTACCGTGTGGTCAGCGTCCTCACCGTCCTGCACCAGGACTGGCTGAATGGCAAGGAGTACAAGTG

K vV s NKALPAUPTIZEI KTTIS SI KA AI KT GO QU?PIZRETP
1051  CAAGGTCTCCAACAAAGCCCTCCCAGCCCCCATCGAGAAAACCATCTCCARAAGCCAAAGGGCAGCCCCGAGAACT

Q9 VY TLPPSREEMTI KNOQV S LTOCULVEKG
1126  ACAGGTGTACACCCTGCCCCCATCCCGGGAGGAGATGACCAAGAACCAGGTCAGCCTGACCTGCCTGGTCAARAGG

-FP Yy P S DI AV EWESDNGOQPENNYZ KTTPP
1201  CTTCTATCCCAGCGACATCGCCETGGAGTGGCEAGAGCAATGGGCAGCCGGAGAACAACTACAAGACCACGCCTCC

VL DSDGSFFLYSKILTV VDIEKS ST RWOQOQGN
1276 CGIGCTGGACTCCGACGGCTCCTICTICCTCTATAGCARGCTCACCGTGEACARGAGCAGCTCGCAGCAGCEEAA

VvV F S C S VMHEALHDNHYTOQOZXKS L S L S P G
1351 COICTTCTCATGCTCCGTGATGCATGAGGCTCTGCACAACCACTACACGCAGAAGAGCCTCTCCCTGT.CCCCEEG

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, undetlined is the light
chain variable region, and underlined with a dashed line is the human kappa constant region.

M DMRVYV PAQOQT LT LGT LT LTLULWF

1 AGTCAGACCCAGTCAGGACACAGCATGGACATGAGGGTCCCCCCTCAGCTCCTOEEECTCCTGCTCCTCTGETTC
p S RCDIOMTOQS PSS VS ASV GDIRVT

76 CCAGGTTCCAGATGCGACATCCAGATGACCCAGTCTCCATCTTCCGTGTCTGCATCTGTTGGAGACAGAGTCACC
I TCRAS QGI S GWILAWYOOQOIKUPGZ KA PK

151 ATCACTTGTCGGGCGAGTCAGGGTATTAGCGGCTGCTTAGCCTGGTATCAGCAGAAACCAGGGAAAGCCCCTAAG
F L I YAASTULOS GV PSRFSGS G S G T D

226  TTCCTGATCTATGCTGCATCCACTTTGCAAAGTGGGCTCCCATCAAGCTTCAGCGCCAGTGGATCTGGGACAGAT
rF T LTI S SLOQPEDT FATYVYCOQOQANSTETP

301 ITCACTCTCACCATCAGCAGCCTGCAGCCTGAAGATTTTCCAACTTACTATTCTCAACAGCCTAACAGTTTCCCT
P TF GGGTI KV ETII KI RTVAAPS SV FTITZ FUZPTP

376  CCCACTTTCGCGCGGAGGGACCAAGGTGGAGATCAAACGAACTCTGCGCTGCACCATCTGTCTTCATCTTCCCGCCA
S DEQ LK S GTASVVCLILNDNNUZEFYPRZEAIK

451 TCTGATGAGCAGTTGAAATCTGGAACTGCCTCTGTTGTGTGCCTGCTGAATAACTTCTATCCCAGAGAGGCCARA

vV 9 W KVDDNALOQSGNS QE SV TEOQQDS KD
526 GTACAGTGGAAGGTGGATAACGCCCTCCAATCGGGTAACTCCCAGGAGAGTGTCACAGAGCAGGACAGCAAGGAC

s T Yy s L s S TULTU LS KADYEI KHI KV VY AT CE
601 AGCACCTACAGCCTCAGCAGCACCCTGACGCTGAGCAAAGCAGACTACGAGAAACACAAAGTCTACGCCTGCGAA

v T HOQ L S S PV TI K S FDNIRGE C *
676 GTCACCCATCAGGGCCTGAGCTCGCCCGTCACAAAGAGCTTCAACAGGGEAGAGTGTTAG
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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 MELGLCWVFLVATIIEGVQCEVOLVESGGGLVQOPGGSIRLSCAASGFTESS

51 YNMNWVRQAPGKGLEWVSYISSSSSTIYYADSVKGRFTISRDNAKNSLSL

101 OQOMNSLRDEDTAVYYCARAYYYGMDVWGQGTTVTVSSASTKGPSVEPLAPS

151 SKSTSGGTAALGCLVKDYFPEPVIVSWNSGALTSGVHTFPAVLQSSGLYS

201 LSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKRVEPKSCDKTHTCPPCPA

251 PELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDG

301 VEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAP

351 IEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGEFYPSDIAVEW

401 ESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEA

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, undetlined 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 MDMRVPAQLLGLLLIWEPGSRCDIQOMTQOSPSSVSASVGDRVTITCRASQG

51 ISGWLAWYQQOKPGKAPKFLIYAASTLOSGVPSRESGSGSGTDEFTLTISSL

101 QPEDFATYYCQQOANSFPPTFGGGTKVEIKRTVAAPSVFIFPPSDEQLKSG

151 TASVVCLLNNEYPREAKVOWKVDNALQSGNSQESVTEQDSKDSTYSLSST

201 LTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC
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Breast cancer specimen Breast cancer specimen

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
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