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<150>
<151>
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<151>

<160>
<170>
210> 1
211>
212>
213>

<400> 1
aaggggaggt

206

DNA

cggggecctt
gcccteccag
- ctggeggecet
acccaagtgt
ctggacatgc
acctacctgc
tacgtgetcea
cgaggcacce
ctgaacaata
cgaagcctca
taccaggaca
ctgatagaca
cgotgotgeg
ggctgtgcece
ggctgoacgg
atctgtgagce

4473

9001W0

Homo sapiens

aaccctggcec
tactgegeeg
ccgggtecag
tgtgccgetg
gcaccggceac
tccgecaccet
ccaccaatgc
tcgetcacaa
agctctttga
ccacccctgt
cagagatctt
cgattttgtg
ccaaccgete
gagagagttc
gotgcaaggg
gecccaagea

tgcactgecce
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cctttggteg
cgcgeccgec
ccggagccat
ggggetecte
agacatgaag
ctaccagggce
cagectgtce
ccaagtgagg
ggacaactat
cacagggece
gaaaggageg
gaaggacatc
tcgggectge
tgaggattgt
gccactgcece
ctctgactge
agccctggte
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gggeeoeoggsg
ccccaccccet
ggegegecggag

ctecgeectet

ctgeggetec

tgccagegteg
ttcctgeagg
caggtcccac
gcoctggeeg
tccccaggag
gtcttgatce
ttccacaaga
cacccctgtt
cagagcctga
actgactget
ctggectgec

acctacaaca

cagccgegeg
cgcageoacce
ccgcagtgag
tgccccoegg
ctgccagtec
tgcagggaaa
atatccagga
tgcagagget
tgctagacaa
goctgeggga
agcggaaccce
acaaccagct
ctccgatgtg
cgegeactgt
gccatgagcea
tccacttcaa

cagacacgtt

ccccttecca
CECLCCCCLC
caccatggag
ageccgegage
cgagacccac
cctggaactce
ggtgoaggec
goggattgte
tggagaccceg
gctgeagett
ccagetectge
ggctctcaca
taagggctcc
ctgtgccggt
gtgtgetgee
ccacagtggce

tgagtccatg

60
120
180
240
300
360
420
480
940
600
660
120
180
840
900
960

1020



cccaatcccg
tacctttcta
acagcagagg
tatggtctgg
gagtttgetg
ggggacccag
ctggaagaga
agcgtcttce
ctgaccctge
agtggacteg
gaccagctct
gagtgteteg
ccagggccca
gaatgccgag
tgccaccetg
cagtgtgtge
ggtgtgaaac
tgeccagectt
cccgecgage
ctggtcgtge
cggaagtaca
agcggagcega
gtgaaggtgc
ggggagaatg
gccaacaaag
tccegectte
tatggctgee
ctgaactggt

cacagggact

agggccggta
cggacgtgeg
atggaacaca
gcatggagca
gctgcaagaa
cctccaacac
tcacaggtta
agaacctgca
aagggctgeg
ccctcatcca
ttcggaacce
gogagggcct
cccagtgtgt
tactgcaggg
agtgtcagcec
cctgtgecca
ctgacctctc
gccccatcaa
agagagccag
tettgegget
cgatgcggag
tgcccaacca
ttggatctgg
tgaaaattcc
aaatcttaga
tgggcatctg
tcttagacca
gtatgcagat

tggeegeteg

tacattcgge
atcctgcacc
goggtgtgag
cttgcgagag
gatctttggg
tgcccegete
cctatacatc
agtaatccgg
catcagctgg
ccataacacc
gcaccaagct
ggcctgecac
caactgcagc
gcetccccagg
ccagaatggc
ctataaggac
ctacatgccce
ctgcacccac
ccctetgacg
ggtctttege
actgctgcag
ggecgoagatg
cgettttgge
agtggccatce
cgaagcatac
cctgacatcc
tgtcecgggaa
tgccaagegg

gaacgtgetg

2
gccagetgtg
ctegtetgcce
aagtgcagca
gtgaggecag
agcctggecat
cagecagage
tcagcatgge
ggacgaattc
ctggggctge
cacctctgct
ctgctccaca
cagctgtgeg
cagttcctte
gagtatgtga
tcagtgacct
ccteccttet
atctggaagt
toctgtgteg
tccatcatct
atcctcatca
gaaacggage
cggatcctga
acagtctaca
aaagtgttga
gtgatggcetg
acggtgcage
aaccgcggac
atgagctacc

gtcaagagtc

tgactgeotg
ccctgcacaa
agccctgtge
ttaccagtge
ttctgecgga
agctccaagt
cggacagcect
tgcacaatgg
gctcactgag
tcgtgcacac
ctgccaaccg
cccgagggea
ggggccagga
atgccaggca
gttttggacc
gegtggcceg
ttccagatga
acctggatga
ctgoggtest
agcgacggea
tggtggagee
aagagacgga
agggcatctg
gggaaaacac
gtgtegggcte
tggtgacaca
gcotgggete
tggaggatgt

ccaaccatgt

tccctacaac
ccaagaggtg
ccgagtgtec
caatatccag
gagetttgat
gtttgagact
gcctgacctce
cgecctactcg
ggaactgggc
getgecoteg
gccagaggac
ctgetggeggt
gtgcgteggag
ctgtttgcog
ggaggetgac
ctgeccccage
ggagggegea
caagggctgc
tggcattetg
gcagaagatc
gctgacacct
getgaggaag
gatccctgat
atcccccaaa
cccatatgtc
gettatgece
ccaggacctg
geggctegta

caaaattaca

1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1860
1920
1980
2040
2100
2160
2220
2280
2340
2400
2460
2520
2580
2640
2700
2760



gacttcggge
aaggtgccca
agtgatgtgt
tacgatggga
cageccecca
tctgaatgte
ccccagegcet
accttctacc
tatctggtac
gtccaccaca
ctggageect
tccgatgtat
acacatgacc
gagactgatg
ccagatgttc
getggtgeca
gacgtttttg
getgecccte
tgggaccagg
gcagagaacce
cagaagccct
gtgggaggec
aaccttectt
gaacagcact
agtggatgcc
gggaagetegg
attcagagac
tcagtatcca

ttttttaaag

tggctegget
tcaagtggat
geagttatgg
tcccageceg
tctgeaccat
ggccaagatt
ttgtggtcat
gctcactget
cccagcaggg
ggecaccgeag
ctgaagagga
ttgatggtga
ccagccctct
gctacgttge
gEgCCccagec
ctctggaaag
ccttteegee
agccccacce
acccaccaga
cagagtacct
gatgtgtect
cctccgacca
cctgettgag
ggggagtctt
acagcccage
cctgagagge
tgteccctgaa
ggctttgtac

atgaaataaa

gctggacatt
ggogetggag
tgtgactgteg
ggagatccct
tgatgtctac
ccgggagtte
ccagaatgag
ggaggacgat
cttettetgt
ctcatctacc
g8CCCccage
cctgggaatg
acagoeggtac
ccccctgace
cccttegece
gcccaagact
tgeegtggag
tectectgee
gegeggeect
gegtctggac
cagggageag
cttccaggesg
ttcccagatg
tgtggattct
ttggeccttt
gaagegeece

acctagtact

3
gacgagacag
tccattctce
tgggagetga
gacctgectgg
atgatcatgg
gtgtotgaat
gacttgggcc
gacatgggesg
ccagaccctg
aggagtggcg
tctccactgg
ggegeageca
agtgaggacc
tgcagcccce
cgagagggcc
ctctccccag
aaccccgagt
ttcagcccag
ccacccagea
gtgccagtgt
ggaaggectg
aacctgccat
gotggaageg
gaggccctge
ccttccagat
taagggagte

gecocccccatg

agtaccatgc
geocggeggtt
tgacttttgg
aaaaggggega
tcaaatgttg
tcteecgeat
cagccagtcc
acctggtgga
CCCCEEECEC
gtggeggacot
caccctecga
aggggetgea
ccacagtacc
agcctgaata
ctctgectge
ggaagaatgg
acttgacacc
ccttcgacaa
ccttcaaagg
gaaccagaag
acttctgetg
gccaggaace
gtccagectce
ccaatgagac
cctgggtact
tctaagaaca

aggaaggaac

agagtgettt tetgtttagt ttttactttt

gacccaggeg

gag

agatgggggc
cacccaccag
ggccaaacct
geggetgece
gatgattgac
ggccagggac
cttggacagc
tgctgaggag
tgggggoatg
gacactaggg
aggggoetgge
aagcctccce
cctgeoctet
tgtgaaccag
tgceccgaccet
ggtcgtcaaa
ccagggagga
cctctattac
gacacctacg
gccaagteeg
gcatcaagag
tgtcctaagg
gttggaagag
tcotagggtce
gaaagcctta
aaagcgacce
agcaatggtg
tttgttttet

2820
2880
2940
3000
3060
3120
3180
3240
3300
3360
3420
3480
3540
3600
3660
3720
3780
3840
3900
3960
4020
4080
4140
4200
4260
4320
4380
4440
4473



10> 2

211> 1255

<212> PRT

<213> Homo sapiens

<400> 2
¥et Glu Leu Ala éla Leu Cys Arg Trp ?éy Leu Leu Leu Ala %gu Leu

Pro Pro Gly Ala Ala Ser Thr GIn Val Cys Thr Gly Thr Asp Met Lys
20 25 30
Leu Arg Leu Pro Ala Ser Pro Glu Thr His Leu Asp Met Leu Arg His
35 40 45
Leu Tyr GIn Gly Cys GIn Val Val Gln Gly Asn Leu Glu Leu Thr Tyr
50 55 60

Leu Pro Thr Asn Ala Ser Leu Ser Phe Leu GIn Asp Ile GIn Glu Val
65 70 15 80

GIn Gly Tyr Val Leu Ile Ala His Asn GIn Val Arg Gln Val Pro Leu
85 90 95

GIn Arg Leu Arg Ile Val Arg Gly Thr GIn Leu Phe Glu Asp Asn Tyr
100 105 110

Ala Leu Ala Val Leu Asp Asn Gly Asp Pro Leu Asn Asn Thr Thr Pro
115 120 125

Val Thr Gly Ala Ser Pro Gly Gly Leu Arg Glu Leu Gln Leu Arg Ser
130 135 140

Leu Thr Glu Ile Leu Lys Gly Gly Val Leu Ile Gln Arg Asn Pro Gin
145 150 155 ‘ 160

Leu Cys Tyr GIn Asp Thr Ile Leu Trp Lys Asp Ile Phe His Lys Asn
165 170 175

Asn GIn Leu Ala Leu Thr Leu Ile Asp Thr Asn Arg Ser Arg Ala Cys
180 85 190

His Pro Cys Ser Pro Met Cys Lys Gly Ser Arg Cys Trp Gly Glu Ser



195 200 205

Ser Glu Asp Cys GIn Ser Leu Thr Arg Thr Val Cys Ala Gly Gly Cys
210 215 220

Ala Arg Cys Lys Gly Pro Leu Pro Thr Asp Cys Cys His Glu GIn Cys
225 230 235 240

Ala Ala Gly Cys Thr Gly Pro Lys His Ser Asp Cys Leu Ala Cys Leu
245 250 255

His Phe Asn His Ser Gly Ile Cys Glu Leu His Cys Pro Ala Leu Val
260 265 270

Thr Tyr Asn Thr Asp Thr Phe Glu Ser Met Pro Asn Pro Glu Gly Arg
275 280 285
Tyr Thr Phe Gly Ala Ser Cys Val Thr Ala Cys Pro Tyr Asn Tyr Leu
290 295 300

Ser Thr Asp Val Gly Ser Cys Thr Leu Val Cys Pro Leu His Asn GIn
305 310 315 320

Glu Val Thr Ala Glu Asp Gly Thr GIn Arg Cys Glu Lys Cys Ser Lys
325 330 335

Pro Cys Ala Arg Val Cys Tyr Gly Leu Gly Met Glu His Leu Arg Glu
340 345 350

Val Arg Ala Val Thr Ser Ala Asn Ile GIn Glu Phe Ala Gly Cys Lys
355 360 365

Lys Ile Phe Gly Ser Leu Ala Phe Leu Pro Glu Ser Phe Asp Gly Asp
370 375 380

Pro Ala Ser Asn Thr Ala Pro Leu GIn Pro Glu Gln Leu GIn Val Phe
385 390 395 400

Glu Thr Leu Glu Glu Ile Thr Gly Tyr Leu Tyr Ile Ser Ala Trp Pro
405 410 415

Asp Ser Leu Pro Asp Leu Ser Val Phe GIn Asn Leu GIn Val Ile Arg
420 425 430



6
Gly Arg Ile Leu His Asn Gly Ala Tyr Ser Leu Thr Leu GIn Gly Leu
435 440 445

Gly Ile Ser Trp Leu Gly Leu Arg Ser Leu Arg Glu Leu Gly Ser Gly
450 455 460

Leu Ala Leu Ile His His Asn Thr His Leu Cys Phe Val His Thr Val
465 470 475 480

Pro Trp Asp GIn Leu Phe Arg Asn Pro His GIn Ala Leu Leu His Thr
485 490 495

Ala Asn Arg Pro Glu Asp Glu Cys Val Gly Glu Gly Leu Ala Cys His
500 505 510
GIn Leu Cys Ala Arg Gly His Cys Trp Gly Pro Gly Pro Thr Gln Cys
515 520 525

Val Asn Cys Ser GIn Phe Leu Arg Gly GIn Glu Cys Val Glu Glu Cys
530 535 540

Arg Val Leu GIn Gly Leu Pro Arg Glu Tyr Val Asn Ala Arg His Cys
545 550 555 560

Leu Pro Cys His Pro Glu Cys GIn Pro GIn Asn Gly Ser Val Thr Cys
565 570 575

Phe Gly Pro Glu Ala Asp GIn Cys Val Ala Cys Ala His Tyr Lys Asp
580 585 590

Pro Pro Phe Cys Val Ala Arg Cys Pro Ser Gly Val Lys Pro Asp Leu
595 600 605

Ser Tyr Met Pro Ile Trp Lys Phe Pro Asp Glu Glu Gly Ala Cys GlIn
610 615 620

Pro Cys Pro Ile Asn Cys Thr His Ser Cys Val Asp Leu Asp Asp Lys
625 630 635 640

Gly Cys Pro Ala Glu Gln Arg Ala Ser Pro Leu Thr Ser Ile Ile Ser
645 650 655

Ala Val Val Gly Ile Leu Leu Val Val Val Leu Gly Val Val Phe Gly



660 665 670

Ile Leu [le Lys Arg Arg Gin Gin Lys Ile Arg Lys Tyr Thr Met Arg
675 680 685

Arg Leu Leu GIn Glu Thr Glu Leu Val Glu Pro Leu Thr Pro Ser Gly
690 695 700

Ala Met Pro Asn GIn Ala GIn Met Arg Ile Leu Lys Glu Thr Glu Leu
705 710 715 720

Arg Lys Val Lys Val Leu Gly Ser Gly Ala Phe Gly Thr Val Tyr Lys
125 730 735

Gly Ile Trp Ile Pro Asp Gly Glu Asn Val Lys Ile Pro Val Ala Ile
740 745 750

Lys Val Leu Arg Glu Asn Thr Ser Pro Lys Ala Asn Lys Glu Ile Leu
755 760 765

Asp Glu Ala Tyr Val Met Ala Gly Val Gly Ser Pro Tyr Val Ser Arg
770 175 780

Leu Leu Gly Ile Cys Leu Thr Ser Thr Val GIn Leu Val Thr GIn Leu
785 790 795 800

Met Pro Tyr Gly Cys Leu Leu Asp His Val Arg Glu Asn Arg Gly Arg
805 810 815
Leu Gly Ser Gln Asp Leu Leu Asn Trp Cys Met GIn Ile Ala Lys Gly
820 825 830
Met Ser Tyr Leu Glu Asp Val Arg Leu Val His Arg Asp Leu Ala Ala
835 840 845

Arg Asn Val Leu Val Lys Ser Pro Asn His Val Lys Ile Thr Asp Phe
850 855 860

Gly Leu Ala Arg Leu Leu Asp Ile Asp Glu Thr Glu Tyr His Ala Asp
865 870 875 880

Gly Gly Lys Val Pro Ile Lys Trp Met Ala Leu Glu Ser Ile Leu Arg
885 890 895



8
Arg Arg Phe Thr His GIn Ser Asp Val Trp Ser Tyr Gly Val Thr Val
900 905 910

Trp Glu Leu Met Thr Phe Gly Ala Lys Pro Tyr Asp Gly Ile Pro Ala
915 920 925

Arg Glu Ile Pro Asp Leu Leu Glu Lys Gly Glu Arg Leu Pro GIn Pro
930 935 940

Pro Ile Cys Thr Ile Asp Val Tyr Met Ile Met Val Lys Cys Trp Met

945 950 955 960

Ile Asp Ser Glu Cys Arg Pro Arg Phe Arg Glu Leu Val Ser Glu Phe
965 970 975

Ser Arg Met Ala Arg Asp Pro GIn Arg Phe Val Val Ile Gln Asn Glu
980 985 990

Asp Leu Gly Pro Ala Ser Pro Leu Asp Ser Thr Phe Tyr Arg Ser Leu
995 1000 1005

Leu Glu Asp Asp Asp Met Gly Asp Leu Val Asp Ala Glu Glu Tyr
1010 1015 1020

Leu Val Pro GIn GIn Gly Phe Phe Cys Pro Asp Pro Ala Pro Gly
1025 1030 1035

Ala Gly Gly Met Val His His Arg His Arg Ser Ser Ser Thr Arg
1040 1045 1050

Ser Gly Gly Gly Asp Leu Thr Leu Gly Leu Glu Pro Ser Glu Glu
1055 1060 1065

Glu Ala Pro Arg Ser Pro Leu Ala Pro Ser Glu Gly Ala Gly Ser
1070 1075 1080

Asp Val Phe Asp Gly Asp Leu Gly Met Gly Ala Ala Lys Gly Leu
1085 1090 1095

Gln Ser Leu Pro Thr His Asp Pro Ser Pro Leu GIn Arg Tyr Ser
1100 1105 1110

Glu Asp Pro Thr Val Pro Leu Pro Ser Glu Thr Asp Gly Tyr Val



1115 1120 1125

Ala Pro Leu Thr Cys Ser Pro Gln Pro Glu Tyr Val Asn Gln Pro
1130 1135 1140

Arg Pro GIn Pro Pro Ser Pro Arg Glu Gly Pro Leu Pro

Asp Val
1145 1150 1155

Ala Ala Arg Pro Ala Gly Ala Thr Leu Glu Arg Pro Lys Thr Leu

1160 1165 1170

Ser Pro Gly Lys Asn Gly Val Val Lys Asp Val Phe Ala Phe Gly
1175 1180 1185

Gly Ala Val Glu Asn Pro Glu Tyr Leu Thr Pro GIn Gly Gly Ala
1190 1195 1200

Ala Pro Gin Pro His Pro Pro Pro Ala Phe Ser Pro Ala Phe Asp
1205 1210 1215

Asn Leu Tyr Tyr Trp Asp Gln Asp Pro Pro Glu Arg Gly Ala Pro
1220 1225 1230

Pro Ser Thr Phe Lys Gly Thr Pro Thr Ala Glu Asn Pro Glu Tyr
1235 1240 1245

Leu Gly Leu Asp Val Pro Val
1250 1255

210> 3

<211> 630

<212> PRT

<213> Artificial Sequence

<220
<223> HER2ec

<400> 3
¥hr GIn Val Cys ghr Gly Thr Asp Met %gs Leu Arg Leu Pro ?éa Ser

Pro Glu Thr His Leu Asp Met Leu Arg His Leu Tyr GIn Gly Cys GIn
20 25 30

Val Val GIn Gly Asn Leu Glu Leu Thr Tyr Leu Pro Thr Asn Ala Ser



10
35 40 45

Leu Ser Phe Leu Gin Asp Ile GIn Glu Val GIn Gly Tyr Val Leu Ile
50 55 60

Ala His Asn GIn Val Arg GIn Val Pro Leu GIn Arg Leu Arg Ile Val
65 70 15 80

Arg Gly Thr Gin Leu Phe Glu Asp Asn Tyr Ala Leu Ala Val Leu Asp
85 90 95

Asn Gly Asp Pro Leu Asn Asn Thr Thr Pro Val Thr Gly ? Ser Pro

la
100 105 10

Gly Gly Leu Arg Glu Leu GIn Leu Arg Ser Leu Thr Glu Ile Leu Lys
115 120 125

Gly Gly Val Leu Ile GIn Arg Asn Pro Gln Leu Cys Tyr Gin Asp Thr
130 135 140

Ile Leu Trp Lys Asp Ile Phe His Lys Asn Asn Gin Leu Ala Leu Thr
145 150 155 160

Leu [le Asp Thr Asn Arg Ser Arg Ala Cys His Pro Cys Ser Pro Met
165 170 175

Cys Lys Gly Ser Arg Cys Trp Gly Glu Ser Ser Glu Asp Cys GIn Ser
180 185 190

Leu Thr Arg Thr Val Cys Ala Gly Gly Cys Ala Arg Cys Lys Gly Pro
195 200 205

Leu Pro Thr Asp Cys Cys His Glu Gln Cys Ala Ala Gly Cys Thr Gly
210 215 220

Pro Lys His Ser Asp Cys Leu Ala Cys Leu His Phe Asn His Ser Gly
225 230 235 240

Ile Cys Glu Leu His Cys Pro Ala Leu Val Thr Tyr Asn Thr Asp Thr
245 250 255

Phe Glu Ser Met Pro Asn Pro Glu Gly Arg Tyr Thr Phe Gly Ala Ser
260 265 270



11
Cys Val Thr Ala Cys Pro Tyr Asn Tyr Leu Ser Thr Asp Val Gly Ser
275 280 285

Cys Thr Leu Val Cys Pro Leu His Asn Gln Glu Val Thr Ala Glu Asp
290 295 300

Gly Thr GIn Arg Cys Glu Lys Cys Ser Lys Pro Cys Ala Arg Val Cys
305 310 315 320

Tyr Gly Leu Gly Met Glu His Leu Arg Glu Val Arg Ala Val Thr Ser
325 330 335

Ala Asn Ile GIn Glu Phe Ala Gly Cys Lys Lys Ile Phe Gly Ser Leu
340 345 350

Ala Phe Leu Pro Glu Ser Phe Asp Gly Asp Pro Ala Ser Asn Thr Ala
355 360 365

Pro Leu GIn Pro Glu Gin Leu GIn Val Phe Glu Thr Leu Glu Glu Ile
370 375 380

Thr Gly Tyr Leu Tyr Ile Ser Ala Trp Pro Asp Ser Leu Pro Asp Leu
385 390 395 400

Ser Val Phe GIn Asn Leu Gin Val Ile Arg Gly Arg Ile Leu His Asn
405 410 415

Gly Ala Tyr Ser Leu Thr Leu GIn Gly Leu Gly Ile Ser Trp Leu Gly
420 425 430
Leu Arg Ser Leu Arg Glu Leu Gly Ser Gly Leu Ala Leu Ile His His
435 440 445

Asn Thr His Leu Cys Phe Val His Thr Val Pro Trp Asp GIn Leu Phe
450 455 460

Arg Asn Pro His GIn Ala Leu Leu His Thr Ala Asn Arg Pro Glu Asp
465 470 475 480

Glu Cys Val Gly Glu Gly Leu Ala Cys His GIn Leu Cys Ala Arg Gly
485 490 495

His Cys Trp Gly Pro Gly Pro Thr Gln Cys Val Asn Cys Ser GIn Phe



12
500 905 510

Leu Arg Gly Gin Glu Cys Val Glu Glu Cys Arg Val Leu GIn Gly Leu
515 520 525

Pro Arg Glu Tyr Val Asn Ala Arg His Cys Leu Pro Cys His Pro Glu
530 535 540

Cys GIn Pro GIn Asn Gly Ser Val Thr Cys Phe Gly Pro Glu Ala Asp
545 550 555 560

Gln Cys Val Ala Cys Ala His Tyr Lys Asp Pro Pro Phe Cys Val Ala
565 570 575

Arg Cys Pro Ser Gly Val Lys Pro Asp Leu Ser Tyr Met Pro Ile Trp
580 585 590

Lys Phe Pro Asp Glu Glu Gly Ala Cys Gln Pro Cys Pro Ile Asn Cys
595 600 605

Thr His Ser Cys Val Asp Leu Asp Asp Lys Gly Cys Pro Ala Glu GIn
610 615 620

Arg Ala Ser Pro Leu Thr
625 630

10> 4

211> 35

<212> DNA

<213> Artificial Sequence

<220>
<223> InF.HindI1I-H2-214H

<400> 4
cggtatcgat aagcttgata tggacagget tactt

210> 5

211> 35

<212> DNA

<213> Artificial Sequence

<220>
<223> InF.HindI1I-H2-250H

<400> 5
cggtatcgat aagcttaaca tgaacttagg gctca

35

35



<210>
Q211>
212>
213>

<220>
<223>

<400>

6

34

DNA

Artificial Sequence

InFr. [gG1terNotI
6

tctagagtcg cggccgetca tttaccagga gagt

<210>
211>
212>
<213>

<220>
<223>

<400>

1

34

DNA

Artificial Sequence

InF. Hind[ TT-H2-214L
7

cggtatcgat aagcttgaga tggagtcaga caca

<210>
211>
<212>
213>

<220>
<223>

<400>

8

35

DNA

Artificial Sequence

InF. HindI T1-H2-250L
8

cggtatcgat aagcttaaaa tgatgagtcc tgcce

<210>
211>
<212>
213>

<220>
<223>

<400>

9

34

DNA

Artificial Sequence

InF. mIgCKterNotI
9

tctagagtcg cggecgecta acactcatte ctgt

<210>
Q211>
<212>
213>

<220>
<223>

<400>

10

1395

DNA

Artificial Sequence

H2Mab—214 Heavy chain DNA
10

13

34

34

35

34



atggacaggc
gttactctga
tgttetttet
ccttcaggaa
aacccatccc
ctcaagatca
gtagctacag
gccaaaacga
tccatggtga
tggaactctg
ctctacactc
acctgcaacg
gattgtggtt
cCCcccaaage
gtagacatca
gtgcacacag
agtgaacttc
aacagtgcag
aaggctccac
agtctgacct
aatgggcagce
tacttcgtet
acctgetetg
tetcctggta
gi5 117
Gi% At

<220>
<223>

<400> 11

ttacttcctce
aagagtctgg
ctgggttttc
agggtotgea
tgaagagccg
ccagtgtgga
actggtactt
cacccccatce
ccctgggatg
gatccctgtce
tgagcagctc
ttgcccacce
gtaagccttg
ccaaggatgt
gcaaggatga
ctcagacgca
ccatcatgca
ctttccctge
aggtgtacac
gcatgataac
cagcggagaa
acagcaagct
tgttacatga

aatga

attcctgetg
ccctgggata
actgagcact
gtggctggea
gctcacaatc
cactgcagat
cgatgtctgg
tgtctatcca
cctggtcaag
cagoggtgtg
agtgactgtce
ggccageage
catatgtaca
gctcaccatt
tcecegaggtce
accccgggag
ccaggactgg
ccccatcgag
cattccacct
agacttcttc
ctacaagaac
caatgtgcag
gggectgeac

Artificial Sequence

H2Mab-214 Light chain DNA

14
ctgattgtcc

ttgcagecct
tctggtatgg
cacattttct
tccaaggata
actgccacat
ggcgeagegga
ctggeecctg
ggctatttce
cacaccttcc
ccctccagea
accaaggtgg
gtcccagaag
actctgactc
cagttcagct
gagcagttca
ctcaatggca
aaaaccatct
cccaaggage
cctgaagaca
actcagccca
aagagcaact

aaccaccata

ctgcatatgt
cccagaccct
gtgtgagetg
gggatgatga
cctccagaaa
actactgtgce
ccacggtcac
gatctgetge
ctgagccagt
cagctgtect
cctggeccag
acaagaaaat
tatcatctgt
ctaaggtcac
ggtttgtaga
acagcacttt
aggagttcaa
ccaaaaccaa
agatggccaa
ttactgtgga
tcatggacac
gggaggeoagg
ctgagaagag

ccttteccag
cagtctgact
gattcgtcag
caagcgctat
taaggtattc
tcgaagggta
cgtctectcea
ccaaactaac
gacagtgacc
gcagtctgac
cgagaccgtc
tgtgcccagg
cttcatcttc
gtgtgttgtg
tgatgtggag
ccgotcagte
atgcagggtc
aggcagaccg
ggataaagtc
gtggoagtgg
agatggctct
aaatactttc

ccteteecac

60
120
180
240
300
360
420
480
540
600
660
120
780
840
900
960

1020
1080
1140
1200
1260
1320
1380
1395



atggagtcag
gacattgtgc
atctcctgea
caacagaaac
gegeteoctg
cctgtegage
acgttcggtg
atcttcccac
aacaacttct
aatggcgtcc
agcaccctca
actcacaaga
<210> 12
<211>
a5

<220>
<223>

<400> 12
atgaacttag

DNA

gtgoagetgg
| tgtgcagecet
gacaggaggce
gacagtgtga
caaatgagca
ctatgggatg
ccatctgtcet
ggatgoctgg
ctgtccageg
agctcagtga

cacccggeca

1380

acacactcct
tcacccaatc
gagccagtga
caggacagcc
ccaggtttag
aggatgatgt
ctgggaccaa
catccagtga
accccaaaga
tgaacagttg
cgttgaccaa

catcaacttc

ggctcagett
tggagtetgg
ctggattcac
tggagttegt
agggoeggtt
gtctgaagtc
cctggggeec
atccactgge
tcaagggcta
gtgtgcacac
ctgtccecte

gcagcaccaa

getatgggte
tccagettet
aagtgttgaa
acccaaactc
tggcagteeg
tgcaatgtat
gotggagets
gcagttaaca
catcaatgtc
gactgatcag
ggacgagtat

acccattgte

Artificial Sequence

H2Mab-250 Heavy chain DNA

cattttcctt
gggaggctta
tttcagtaac
cgcaaccatt
caccatctcc
tgaggacaca
agggaccacg
ccctggatcet
tttccctgag
cttcccaget
cagcacctgg

ggtggacaag

15
ctgetgetet

ttggetgtgt
tattatggca
ctcatctatg
tctgggactg
ttctgtcage
aaacgggetg
totggagete
aagtggaaga
gacagcaaag
gaacgacata

aagagcttca

gcoctttttt
gtgcagecag
tatggcatgt
aataataatg
agagacaatg
gccatgtact
gtcaccgtect
gctgeccaaa
ccagtgacag
gtcctgeagt
cccagcgaga

aaaattgtgc

gggttccagg
ctctaggtca
caactttaat
ctgcatccaa
acttcagcct
aaagtaggaa
atgctgcacc
cctcagtegt
ttgatggcag
acagcaccta
acagctatac

acaggaatga

taaaaggtgt
gagggtccct
cttgggttcg
gtggtggtac
ccaagaacac
actgcacaag
cctcagccaa
ctaactccat
tgacctggaa
ctgacctcta
ccgtcacctg

ccagggattg

ctccactggt
gagagccace
gcagtggtac
agtagaatct
caacatccat
ggttecgete
aactgtatcc
gtgcttettg
tgaacgacaa
cagcatgagce
ctgtgaggcc
gtgttag

ccggtgtgag
gaaactctcce
ccagactcca
ctattatcca
cctgtacctg
ccccggecta
aacgacaccc
ggtgaccctg
ctctggatce
cactctgagce
caacgttgcc

tggttgtaag

60
120
180
240
300
360
420
480
940
600
660
7

60
120
180
240
300
360
420
480
940
600
660
120



ccttgcatat
gatgtgctcea
gatgatcccg
acgeaaccce
atgcaccagg
cctgecccca
tacaccattc
ataacagact
gagaactaca
aagctcaatg
catgagggcc
15
3%

<220>
<223>

<400> 13
atgatgagtc

13
120
DNA

gatgttgtga
atctcttgcea
ttgttacaga
tctggagece
agcagagtgg
cagacgttcg
tccatcttce
ttgaacaact
caaaatggcg
agcagcaccce

gccactcaca

<210> 14

gtacagtccc
ccattactct
aggtccagtt
gggaggagea
actggctcaa
tcgagaaaac
cacctcccaa
tcttecctga
agaacactca
tgcagaagag

tgcacaacca

ctgcccagtt
tgacccagac
agtcaagtca
ggccaggecea
ctgacaggtt
aggctgagga
gtggaggcac
caccatccag
tctaccccaa
tcctgaacag
tcacgttgac

agacatcaac

agaagtatca
gactcctaag
cagectggttt
gttcaacagc
tggcaaggag
catctccaaa
ggagcagatg
agacattact
gcccatcatg
caactgggag

ccatactgag

Artificial Sequence

H2Mab-250 Light chain DNA

cctgtttetg
tccactcact
gagcctctta
gtctccaaag
cactggcagt
tttgggagtt
caagctggaa
tgagcagtta
agacatcaat
ttggactgat

caaggacgag

16
tctgtettca

gtcacgtgtg
gtagatgatg
actttccget
ttcaaatgca
accaaaggca
gccaaggata
gtggagtgec
gacacagatg
gcaggaaata

aagagcctct

ttagtgetot

ttgteggtet
gatagtgatg
cgectaatct
ggatcaggga
tattattgct
atcaaacggg
acatctggag
gtcaagtgga
caggacagca

tatgaacgac

tcttecccee
ttgtggtaga
tggaggtgcea
cagtcagtga
gggtcaacag
gaccgaaggc
aagtcagtct
agtggaatgg
gctcttactt
ctttcacctg

cccactctce

ggattoggga
ccattggaca
gaaggacata
atctggtgte
cagattttac
ggcaaggtac
ctgatgetgce
gtgectcagt
agattgatgg
aagacagcac

ataacagcta

aaagcccaag
catcagcaag
cacagctcag
acttcccatc
tgcagecttte
tccacaggtg
gacctgcatg
gcagccageg
cgtctacage
ctetgtgtta

tggtaaatga

aaccaacggt
accagcctcc
tttgaattgg
taaactggac
actgaaaatc
acattttcct
accaactgta
cgtgtgette
cagtgaacga
ctacagcatg

tacctgtgag

ttcacccatt gtcaagaget tcaacaggaa tgagtgttag

180
840
900
960
1020
1080
1140
1200
1260
1320
1380

60
120
180
240
300
360
420
480
940
600
660
120



17
211> 464
<212> PRT
<213> Artificial Sequence

<220>
<223> H2Mab-214 Heavy chain protein

<400> 14
?et Asp Arg Leu Ehr Ser Ser Phe Leu %gu Leu Ile Val Pro ?éa Tyr

Val Leu Ser GIn Val Thr Leu Lys Glu Ser Gly Pro Gly Ile Leu GIn
20 25 30
Pro Ser GIn Thr Leu Ser Leu Thr Cys Ser Phe Ser Gly Phe Ser Leu
35 40 45

Ser Thr Ser Gly Met Gly Val Ser Trp Ile Arg GIn Pro Ser Gly Lys
50 55 60

Gly Leu Glu Trp Leu Ala His Ile Phe Trp Asp Asp Asp Lys Arg Tyr

65 70 15 80

Asn Pro Ser Leu Lys Ser Arg Leu Thr Ile Ser Lys Asp Thr Ser Arg
85 90 95

Asn Lys Val Phe Leu Lys Ile Thr Ser Val Asp Thr Ala Asp Thr Ala
100 105 110

Thr Tyr Tyr Cys Ala Arg Arg Val Val Ala Thr Asp Trp Tyr Phe Asp
115 120 125

Val Trp Gly Ala Gly Thr Thr Val Thr Val Ser Ser Ala Lys Thr Thr
130 135 140

Pro Pro Ser Val Tyr Pro Leu Ala Pro Gly Ser Ala Ala GIn Thr Asn
145 150 155 160

Ser Met Val Thr Leu Gly Cys Leu Val Lys Gly Tyr Phe Pro Glu Pro
165 170 175

Val Thr Val Thr Trp Asn Ser Gly Ser Leu Ser Ser Gly Val His Thr
180 185 190

Phe Pro Ala Val Leu GIn Ser Asp Leu Tyr Thr Leu Ser Ser Ser Val
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195 200 205

Thr Val Pro Ser Ser Thr Trp Pro Ser Glu Thr Val Thr Cys Asn Val
210 215 220

Ala His Pro Ala Ser‘Ser Thr Lys Val Asp Lys Lys Ile Val Pro Arg
225 230 235 240

Asp Cys Gly Cys Lys Pro Cys Ile Cys Thr Val Pro Glu Val Ser Ser
245 250 255

Val Phe Ile Phe Pro Pro Lys Pro Lys Asp Val Leu Thr Ile Thr Leu
260 265 270

Thr Pro Lys Val Thr Cys Val Val Val Asp Ile Ser Lys Asp Asp Pro
275 280 285

Glu Val GIn Phe Ser Trp Phe Val Asp Asp Val Glu Val His Thr Ala
290 295 300

Gln Thr GIn Pro Arg Glu Glu GIn Phe Asn Ser Thr Phe Arg Ser Val
305 310 315 320

Ser Glu Leu Pro Ile Met His GIn Asp Trp Leu Asn Gly Lys Glu Phe
325 330 335

Lys Cys Arg Val Asn Ser Ala Ala Phe Pro Ala Pro Ile Glu Lys Thr
340 345 350

Ile Ser Lys Thr Lys Gly Arg Pro Lys Ala Pro Gin Val Tyr Thr Ile
355 360 365

Pro Pro Pro Lys Glu GIn Met Ala Lys Asp Lys Val Ser Leu Thr Cys
370 375 380

Met [le Thr Asp Phe Phe Pro Glu Asp Ile Thr Val Giu Trp GIn Trp
385 390 ' 395 400

Asn Gly GIn Pro Ala Glu Asn Tyr Lys Asn Thr GIn Pro Ile Met Asp
405 410 415

~ Thr Asp Gly Ser Tyr Phe Val Tyr Ser Lys Leu Asn Val Gln Lys Ser
420 425 430
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Asn Trp Glu Ala Gly Asn Thr Phe Thr Cys Ser Val Leu His Glu Gly
435 440 445

Leu His Asn His His Thr Glu Lys Ser Leu Ser His Ser Pro Gly Lys
450 455 460

<210> 15

211> 238

<212> PRT

<213> Artificial Sequence

<220>
<223> H2Mab-214 Light chain protein

<400> 15
¥et Glu Ser Asp ghr Leu Leu Leu Trp ¥8I Leu Leu Leu Trp ¥g| Pro

Gly Ser Thr Gly Asp Ile Val Leu Thr GIn Ser Pro Ala Ser Leu Ala
20 25 30

Val Ser Leu Gly GIn Arg Ala Thr Ile Ser Cys Arg Ala Ser Glu Ser
35 40 45

Val Glu Tyr Tyr Gly Thr Thr Leu Met GIn Trp Tyr Gln GIn Lys Pro
50 55 60

Gly Gin Pro Pro Lys Leu Leu Ile Tyr Ala Ala Ser Lys Val Glu Ser
65 70 75 80

Gly Val Pro Ala Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Ser
85 90 95

Leu Asn Ile His Pro Val Glu Glu Asp Asp Val Ala Met Tyr Phe Cys
100 105 110

GIn GIn Ser Arg Lys Val Pro Leu Thr Phe Gly Ala Gly Thr Lys Leu
115 120 125

Glu Leu Lys Arg Ala Asp Ala Ala Pro Thr Val Ser Ile Phe Pro Pro
130 135 140

Ser Ser Glu GIn Leu Thr Ser Gly Gly Ala Ser Val Val Cys Phe Leu
145 150 155 160
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Asn Asn Phe Tyr Pro Lys Asp [le Asn Val Lys Trp Lys Ile Asp Gly
165 170 175

Ser Glu Arg GIn Asn Gly Val Leu Asn Ser Trp Thr Asp Gln Asp Ser
180 185 190
Lys Asp Ser Thr Tyr Ser Met Ser Ser Thr Leu Thr Leu Thr Lys Asp
195 200 205

Glu Tyr Glu Arg His Asn Ser Tyr Thr Cys Glu Ala Thr His Lys Thr
210 215 220

Ser Thr Ser Pro Ile Val Lys Ser Phe Asn Arg Asn Glu Cys
225 230 235

<210> 16

<211> 459

<212> PRT

<213> Artificial Sequence

<220>
<223> H2Mab-250 Heavy chain protein

<400> 16
¥et Asn Leu Gly %eu Ser Phe Ile Phe %gu Ala Leu Phe Leu %gs Gly

Val Arg Cys Glu Val GIn Leu Val Glu Ser Gly Gly Gly Leu Val Gln
20 25 30
Pro Gly Gly Ser Leu Lys Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe
35 40 45
Ser Asn Tyr Gly Met Ser Trp Val Arg Gln Thr Pro Asp Arg Arg Leu
50 b5 60
Glu Leu Val Ala Thr Ile Asn Asn Asn Gly Gly Gly Thr Tyr Tyr Pro
65 70 75 80

Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ala Lys Asn
85 90 95

Thr Leu Tyr Leu GIn Met Ser Ser Leu Lys Ser Glu Asp Thr Ala Met
100 105 110
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Tyr Tyr Cys Thr Ser Pro Gly Leu Leu Trp Asp Ala Trp Gly Ala Gly
115 120 125

Thr Thr Val Thr Val Ser Ser Ala Lys Thr Thr Pro Pro Ser Val Tyr
130 135 140

Pro Leu Ala Pro Gly Ser Ala Ala Gin Thr Asn Ser Met Val Thr Leu
145 150 155 160

Gly Cys Leu Val Lys Gly Tyr Phe Pro Glu Pro Val Thr Val Thr Trp
165 170 175

Asn Ser Gly Ser Leu Ser Ser Gly Val His Thr Phe Pro Ala Val Leu
180 185 190

Gln Ser Asp Leu Tyr Thr Leu Ser Ser Ser Val Thr Val Pro Ser Ser
195 200 205

Thr Trp Pro Ser Glu Thr Val Thr Cys Asn Val Ala His Pro Ala Ser
210 215 220

Ser Thr Lys Val Asp Lys Lys Ile Val Pro Arg Asp Cys Gly Cys Lys
225 230 235 240

Pro Cys Ile Cys Thr Val Pro Glu Val Ser Ser Val Phe Ile Phe Pro
245 250 255

Pro Lys Pro Lys Asp Val Leu Thr Ile Thr Leu Thr Pro Lys Val Thr
260 265 270

Cys Val Val Val Asp Ile Ser Lys Asp Asp Pro Glu Val Gin Phe Ser
275 280 285
Trp Phe Val Asp Asp Val Glu Val His Thr Ala GIn Thr Gln Pro Arg
290 295 300

Glu Glu GIn Phe Asn Ser Thr Phe Arg Ser Val Ser Glu Leu Pro Ile
305 310 315 320

Met His GIn Asp Trp Leu Asn Gly Lys Glu Phe Lys Cys Arg Val Asn
325 330 335

Ser Ala Ala Phe Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys Thr Lys
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340 345 350

Gly Arg Pro Lys Ala Pro GIn Val Tyr Thr Ile Pro Pro Pro Lys Glu
355 360 365

GIn Met Ala Lys Asp Lys Val Ser Leu Thr Cys Met Ile Thr Asp Phe
370 375 380

Phe Pro Glu Asp Ile Thr Val Glu Trp Gln Trp Asn Gly GIn Pro Ala
385 390 395 400

Glu Asn Tyr Lys Asn Thr Gln Pro Ile Met Asp Thr Asp Gly Ser Tyr
405 410 415

Phe Val Tyr Ser Lys Leu Asn Val GIn Lys Ser Asn Trp Glu Ala Gly
420 425 430
Asn Thr Phe Thr Cys Ser Val Leu His Glu Gly Leu His Asn His His
435 440 445
Thr Glu Lys Ser Leu Ser His Ser Pro Gly Lys
450 455

210> 17

Q11> 239

<212> PRT

<213> Artificial Sequence

<220>
<223> H2Mab-250 Light chain protein

<400> 17
¥et Met Ser Pro éla GIn Phe Leu Phe %gu Leu Val Leu Trp %ée Arg

Glu Thr Asn Gly Asp Val Val Met Thr GIn Thr Pro Leu Thr Leu Ser
20 25 30
Val Ser Ile Gly GIn Pro Ala Ser Ile Ser Cys Lys Ser Ser GIn Ser
35 40 45

Leu Leu Asp Ser Asp Gly Arg Thr Tyr Leu Asn Trp Leu Leu GIn Arg
50 55 60

Pro Gly Gln Ser Pro Lys Arg Leu Ile Tyr Leu Val Ser Lys Leu Asp
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65 10 15 80

Ser Gly Ala Pro Asp Arg Phe Thr Gly Ser Gly Ser Gly Thr Asp Phe
: 85 90 95

Thr Leu Lys Ile Ser Arg Val Glu Ala Glu Asp Leu Gly Val Tyr Tyr
100 105 110

Cys Trp ? Gly Thr His Phe Pro GIn Thr Phe Gly ?ég Gly Thr Lys

In
15 120

Leu Glu Ile Lys Arg Ala Asp Ala Ala Pro Thr Val Ser Ile Phe Pro
130 135 140

Pro Ser Ser Glu GIn Leu Thr Ser Gly Gly Ala Ser Val Val Cys Phe
145 150 155 160

Leu Asn Asn Phe Tyr Pro Lys Asp Ile Asn Val Lys Trp Lys lle Asp
165 170 175

Gly Ser Glu Arg GIn Asn Gly Val Leu Asn Ser Trp Thr Asp GIn Asp
180 185 190

Ser Lys Asp Ser Thr Tyr Ser Met Ser Ser Thr Leu Thr Leu Thr Lys
195 200 205

Asp Glu Tyr Glu Arg His Asn Ser Tyr Thr Cys Glu Ala Thr His Lys
210 215 220

Thr Ser Thr Ser Pro Ile Val Lys Ser Phe Asn Arg Asn Glu Cys
225 230 235

<210> 18

Q211> 1

<212> PRT

<213> Artificial Sequence

<220>
<223> H2Mab-214 HCDR1

<400> 18
{hr Ser Gly Met gly Val Ser

<210> 19
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Q211> 16
<212> PRT
<213> Artificial Sequence

<220>
<223> H2Mab-214 HCDR2

<400> 19
?is [le Phe Trp esp Asp Asp Lys Arg 15r Asn Pro Ser Leu %gs Ser

<210> 20

Q211> 11

<212> PRT

<213> Artificial Sequence

220>
<2235 HoMab-214 HCDR3

<400> 20
?rg Val Val Ala ghr Asp Trp Tyr Phe ?gp Val

210> 21

Q211> 15

<212> PRT

<213> Artificial Sequence

<220>
<223> H2Mab-214 LCDR1

<400> 21

?rg Ala Ser Glu ger Val Glu Tyr Tyr $6y Thr Thr Leu Met ?én

210> 22

Q211> 17

<212> PRT

<213> Artificial Sequence

<220>
<223> H2Mab-214 LCDR2

<400> 22
?Ia Ala Ser Lys gal Glu Ser

<210> 23
211> 9
<212> PRT
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<213> Artificial Sequence

<220>
<223> H2Mab-214 LCDR3

<400> 23
?In GIn Ser Arg %ys Val Pro Leu Thr

210> 24

211> 5

<212> PRT

<213> Artificial Sequence

<220>
<223> H2Mab-250 HCDRT

<400> 24
?sn Tyr Gly Met ger

<210> 25

Q11> 17

<212> PRT

<213> Artificial Sequence

<220>
<223> H2Mab-250 HCDR2

<400> 25
{hr [le Asn Asn ésn Gly Gly Gly Thr {5r Tyr Pro Asp Ser ¥g| Lys

Gly

<210> 26

211> 7

<212> PRT

<213> Artificial Sequence

<220>
<223> H2Mab-250 HCDR3

<400> 26
Ero Gly Leu Leu grp Asp Ala

<210> 27
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211> 16
<212> PRT
<213> Artificial Sequence

<220>
<223> H2Mab-250 LGDR1

<400> 27
%ys Ser Ser GIn ger Leu Leu Asp Ser ?gp Gly Arg Thr Tyr %gu Asn

<210> 28

Q211> 1

<212> PRT

<213> Artificial Sequence

<220>
<223> H2Mab-250 LCDR2

<400> 28
%eu Val Ser Lys %eu Asp Ser

210> 29

211> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> H2Mab-250 LCDR3

<400> 29
{rp Gln Gly Thr Eis Phe Pro GIn Thr

210> 30

<211> 53

<212> PRT

<213> Artificial Sequence

<220>
<223> human HER2 600-652

<400> 30

?ys Pro Ser Gly gal Lys Pro Asp Leu ?gr Tyr Met Pro Ile ¥gp Lys

Phe Pro Asp Glu Glu Gly Ala Cys GIn Pro Cys Pro Ile Asn Cys Thr
20 25 30



2]

His Ser Cys Val Asp Leu Asp Asp Lys Gly Cys Pro Ala Glu GIn Arg
35 40 45

Ala Ser Pro Leu Thr
50

<210>
Q211>
212>
213>

<220>
<223>

<400>

31

20

PRT

Artificial Sequence

Human HER2 603-622
31

?Iy Val Lys Pro ésp Leu Ser Tyr Met Tao [le Trp Lys Phe Pro Asp

15

Glu Glu Gly Ala

<210>
211>
212>
<213

<220>
<223>

<400>

20

32
20
PRT
Artificial Sequence

Human HER2 613-632
32

{Ie Trp Lys Phe gro Asp Glu Glu Gly ?6a Cys GIn Pro Cys Pro Ile

15

Asn Cys Thr His

<210>
211>
<212>
213>

<220>
<223>

<400>

{Ie Trp Lys Phe gro Asp Glu Glu Gly Ala

20

33

10

PRT

Artificial Sequence
human HER2 613-622

33

10
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210> 34
Q211> 8
<212> PRT
<213> Artificial Sequence

<220> .
<223> human HER2 611-618

<400> 34
¥et Pro Ile Trp %ys Phe Pro Asp

210> 35

Q11> 1

<212> PRT ,

<213> Artificial Sequence

<220>
<223> human HER2 612-618

<400> 35
?ro [le Trp Lys Ehe Pro Asp

<210> 36

Q211> 1

<212> PRT

<213> Artificial Sequence

<220>
<223> human HER2 613-619

<400> 36
{Ie Trp Lys Phe gro Asp Glu

<210> 37

211> 20

<212> PRT

<213> Artificial Sequence

<220>
<223> human HER2 p604-622C

<400> 37
¥a| Lys Pro Asp %eu Ser Tyr Met Pro %ée Trp Lys Phe Pro ?gp Glu

Glu Gly Ala Cys



29
20

<210> 38
211> 20
<212> PRT
<213> Artificial Sequence

<220>
<223> Linker

<400> 38
?Iy Gly Gly Gly ger Gly Gly Gly Gly ?gr Gly Gly Gly Gly ?gr Gly

Gly Gly Gly Ser
20

<210> 39

<211> 463

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M279 Heavy Chain Protein

<400> 39
¥et Asn Leu Gly %eu Ser Phe Ile Phe %gu Ala Leu Ile Leu %%s Gly

Val Gln Cys Glu Val GIn Leu Val Glu Ser Gly Gly Gly Leu Val GIn
20 25 30
Pro Gly Gly Ser Leu Lys Leu Ser Gys Ala Ala Ser Gly Phe Ser Phe
35 40 45
Ser Ser Tyr Gly Ile Phe Trp Val Arg Gln Thr Pro Asp Lys Arg Leu
50 55 60
Glu Leu Val Ala Thr Ile Lys Ser Asn Gly Gly Arg Thr Tyr Tyr Pro
65 70 75 80

Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ala Lys Asn
85 90 95

Thr Leu His Leu GIn Met Ser Ser Leu Lys Ser Glu Asp Thr Ala Met
100 105 110
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Tyr Tyr Cys Ala Arg Glu Gly Gly Asp Tyr Trp Gly GIn Gly
115 120 125

Val Thr Val Ser Ser Ala Thr Thr Thr Ala Pro Ser Val Tyr
130 135 140

Val Pro Gly Cys Ser Asp Thr Ser Gly Ser Ser Val Thr Leu
145 150 155

Leu Val Lys Gly Tyr Phe Pro Glu Pro Val Thr Val Lys Trp
165 170

Gly Ala Leu Ser Ser Gly Val Arg Thr Val Ser Ser Val Leu
180 185 190

Gly Phe Tyr Ser Leu Ser Ser Leu Val Thr Val Pro Ser Ser
195 200 205

Pro Ser Gin Thr Val Ile Cys Asn Val Ala His Pro Ala Ser
210 215 220

Glu Leu Ile Lys Arg Ile Glu Pro Arg Ile Pro Lys Pro Ser
225 230 235

Pro Gly Ser Ser Cys Pro Pro Gly Asn Ile Leu Gly Gly Pro
245 250

Phe Ile Phe Pro Pro Lys Pro Lys Asp Ala Leu Met Ile Ser
260 265 270

Pro Lys Val Thr Cys Val Val Val Asp Val Ser Glu Asp Asp
275 280 285

Val His Val Ser Trp Phe Val Asp Asn Lys Glu Val His Thr
290 295 300

Thr GIn Pro Arg Glu Ala GIn Tyr Asn Ser Thr Phe Arg Val
305 310 315

Ala Leu Pro Ile GIn His GIn Asp Trp Met Arg Gly Lys Glu
325 330

Cys Lys Val Asn Asn Lys Ala Leu Pro Ala Pro Ile Glu Arg

Thr Ser

Pro Leu

Gly Cys
160

Asn Tyr
175

GIn Ser

Thr Trp

Lys Thr

Thr Pro
240

Ser Val
255

Leu Thr

Pro Asp

Ala Trp

Val Ser

320

Phe Lys
335

Thr Ile
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340 345 350

Ser Lys Pro Lys Gly Arg Ala GIn Thr Pro Gin Val Tyr Thr Ile Pro
355 360 365

Pro Pro Arg Glu GIn Met Ser Lys Lys Lys Val Ser Leu Thr Cys Leu
370 375 380

Val Thr Asn Phe Phe Ser Glu Ala Ile Ser Val Glu Trp Glu Arg Asn
385 390 395 400

Gly Glu Leu Glu GIn Asp Tyr Lys Asn Thr Pro Pro Ile Leu Asp Ser
405 410 ~ 415

Asp Gly Thr Tyr Phe Leu Tyr Ser Lys Leu Thr Val Asp Thr Asp Ser
420 425 430

Trp Leu GIn Gly Glu Ile Phe Thr Cys Ser Val Val His Glu Ala Leu
435 440 445

His Asn His His Thr GIn Lys Asn Leu Ser Arg Ser Pro Gly Lys
450 455 460

<210> 40
211> 238
<212> PRT
<213> Artificial Sequence

<220>
<223> H2M279 Light Chain Protein

<400> 40
Met Gly Ile Lys Met Glu Thr His Ser GIn Val Phe Val Tyr Met Leu
1 5 10 15
Leu Trp Leu Ser Gly Ile Glu Gly Asp [le Val Met Thr GIn Ser His
20 25 30
Lys Ile Met Ser Thr Ser Val Gly Asp Arg Val Ser Ile Ser Cys Lys
35 40 45

Ala Ser GIn Asp Val Gly Thr Ala Val Ala Trp Tyr GIn GIn Lys Pro
50 55 60

Gly GIn Ser Pro Ile Leu Leu Ile Tyr Trp Ala Ser Thr Arg His Thr



32
65 10 75 80

Gly Val Pro Asp Arg Phe Thr Gly Ser Gly Ser Gly Thr Asp Phe Thr
85 90 95

Leu Thr Ile Ser Asn Val GIn Ser Glu Asp Leu Ala Asp Tyr Phe Cys
100 105 110

Gin GIn Tyr Lys Ser Asn Pro Leu Thr Phe Gly Ala Gly Thr Lys Leu
115 120 125

Glu Leu Lys Arg Ala Asp Ala Ala Pro Thr Val Ser Ile Phe Pro Pro
130 135 140

Ser Ser Glu GIn Leu Thr Ser Gly Gly Ala Ser Val Val Cys Phe Leu
145 150 155 160

Asn Asn Phe Tyr Pro Lys Asp Ile Asn Val Lys Trp Lys Ile Asp Gly
165 170 175
Ser Glu Arg Gln Asn Gly Val Leu Asn Ser Trp Thr Asp Gln Asp Ser
180 185 190

Lys Asp Ser Thr Tyr Ser Met Ser Ser Thr Leu Thr Leu Thr Lys Asp
195 200 205

Glu Tyr Glu Arg His Asn Ser Tyr Thr Cys Glu Ala Thr His Lys Thr
210 215 220

Ser Thr Ser Pro Ile Val Lys Ser Phe Asn Arg Asn Glu Cys
225 230 235

210> 41

211> 457

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M280 Heavy Chain Protein

<400> 41
?et Asn Phe Gly %eu Arg Leu Ile Phe %gu Val Leu Thr Leu %gs Gly

Val GIn Cys Asp Val Lys Leu Val Glu Ser Gly Gly Gly Leu Val Lys
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20 25 30

Pro Gly Gly Ser Leu Lys Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe
35 40 45

Ser Ser Tyr Ser Met Ser Trp Val Arg GIn Thr Pro Glu Lys Arg Leu
50 55 60

Glu Trp Val Ala Ile Ile Ser Ser Gly Gly Ser Tyr Thr Phe Tyr Pro
65 70 75 80

Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ala Lys Asn
85 90 95

Thr Leu Tyr Leu GIn Met Ser Ser Leu Lys Ser Glu Asp Thr Ala Met
100 105 110

Tyr His Cys Thr Arg Glu Ala Gly Asp Tyr Trp Gly GIn Gly Thr Thr
115 120 125

Leu Thr Val Ser Ser Ala Lys Thr Thr Pro Pro Ser Val Tyr Pro Leu
130 135 140

la Pro Gly Ser Ala Ala GIn Thr Asn Ser Met Val Thr Leu Gly Cys
45 150 155 160

Leu Val Lys Gly Tyr Phe Pro Glu Pro Val Thr Val Thr Trp Asn Ser
165 170 175

Gly Ser Leu Ser Ser Gly Val His Thr Phe Pro Ala Val Leu Gin Ser
180 185 190

Asp Leu Tyr Thr Leu Ser Ser Ser Val Thr Val Pro Ser Ser Thr Trp
195 200 205

Pro Ser Glu Thr Val Thr Cys Asn Val Ala His Pro Ala Ser Ser Thr
210 215 220

Lys Val Asp Lys Lys Ile Val Pro Arg Asp Cys Gly Cys Lys Pro Cys
225 230 235 240

[le Cys Thr Val Pro Glu Val Ser Ser Val Phe Ile Phe Pro Pro Lys
245 250 255
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Pro Lys Asp Val Leu Thr Ile Thr Leu Thr Pro Lys Val Thr Cys Val
260 265 270

Val Val Asp Ile Ser Lys Asp Asp Pro Glu Val Gln Phe Ser Trp Phe
275 280 285

Val Asp Asp Val Glu Val His Thr Ala GIn Thr GIn Pro Arg Glu Glu
290 295 300

GIn Phe Asn Ser Thr Phe Arg Ser Val Ser Glu Leu Pro Ile Met His
305 310 315 320

Gin Asp Trp Leu Asn Gly Lys Glu Phe Lys Cys Arg Val Asn Ser Ala
325 330 335

Ala Phe Pro Ala Pro Ile Glu Lys Thr [le Ser Lys Thr Lys Gly Arg
340 345 350

Pro Lys Ala Pro GIn Val Tyr Thr Ile Pro Pro Pro Lys Glu GIn Met
355 360 365

Ala Lys Asp Lys Val Ser Leu Thr Cys Met Ile Thr Asp Phe Phe Pro
370 375 380

Glu Asp Ile Thr Val Glu Trp Gin Trp Asn Gly GIn Pro Ala Glu Asn
385 © 390 395 400

Tyr Lys Asn Thr GIn Pro Ile Met Asp Thr Asp Gly Ser Tyr Phe Val
405 410 415

Tyr Ser Lys Leu Asn Val GIn Lys Ser Asn Trp Glu Ala Gly Asn Thr
420 425 430

Phe Thr Cys Ser Val Leu His Glu Gly Leu His Asn His His Thr Glu
435 440 445

Lys Ser Leu Ser His Ser Pro Gly Lys
450 455

<210> 42

211> 238

<212> PRT

<213> Artificial Sequence
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<220>
<223> H2M280 Light Chain Protein

<400> 42
¥et Met Ser Pro éla GIn Phe Leu Phe %gu Leu Val Leu Trp %ée Arg

Glu Thr Asn Gly Asp Ile Val Met Thr GIn Thr Pro Leu Thr Leu Ser
20 25 30

Val Thr Ile Gly GIn Pro Ala Ser Ile Ser Cys Lys Ser Ser GIn Ser
35 40 45
Leu Leu His Ser Asp Gly Lys Thr Tyr Leu Asn Trp Leu Leu GIn Arg
50 55 60

Pro Gly GIn Ser Pro Lys Arg Leu Ile Tyr Leu Val Ser Lys Leu Asp
65 70 15 80

Ser Gly Val Pro Asp Arg Phe Thr Gly Ser Gly Ser Gly Thr Asp Phe
85 90 95

Thr Leu Lys Ile Ser Arg Val Glu Ala Asp Asp Leu Gly Ile Tyr Tyr
100 105 110

Cys Trp ? n Gly Thr His Phe ?58 Thr Phe Gly Gly ? Thr Lys Leu

| ly
15 25

Glu Ile Lys Arg Ala Asp Ala Ala Pro Thr Val Ser Ile Phe Pro Pro
130 135 140

Ser Ser Glu GIn Leu Thr Ser Gly Gly Ala Ser Val Val Cys Phe Leu
145 150 155 160

Asn Asn Phe Tyr Pro Lys Asp Ile Asn Val Lys Trp Lys Ile Asp Gly
165 170 175

Ser Glu Arg GIn Asn Gly Val Leu Asn Ser Trp Thr Asp Gln Asp Ser
180 185 190

Lys Asp Ser Thr Tyr Ser Met Ser Ser Thr Leu Thr Leu Thr Lys Asp
195 200 205

Glu Tyr Glu Arg His Asn Ser Tyr Thr Cys Glu Ala Thr His Lys Thr
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210 215 220
Ser Thr Ser Pro Ile Val Lys Ser Phe Asn Arg Asn Glu Cys
225 230 235
210> 43
211> 457
<212> PRT
<213> Artificial Sequence
<220>
<223> H2M281 Heavy Chain Protein
<400> 43
¥et Asn Phe Gly %eu Arg Leu Ile Phe %Su Val Leu Thr Leu %gs Gly

Val GIn Cys Asp Val Lys Leu Val Glu Ser Gly Gly Gly Leu Val Lys
20 25 30

Pro Gly Gly Ser Leu Lys Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe
35 40 45

Ser Ser Tyr Ser Met Ser Trp Val Arg GIn Thr Pro Glu Lys Arg Leu
50 55 60

Glu Trp Val Ala Ile Ile Ser Ser Gly Gly Thr Tyr Thr Tyr Tyr Thr
65 70 15 80

Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Asp Ala Lys Asn
85 90 95

Thr Leu Asn Leu GIn Met Ser Ser Leu Lys Ser Glu Asp Thr Ala Met
100 105 110

Phe Tyr Cys Thr Arg Glu Ala Gly Asp Tyr Trp Gly GIn Gly Thr Thr
115 120 125

Leu Thr Val Ser Ser Ala Lys Thr Thr Pro Pro Ser Val Tyr Pro Leu
130 135 140

Ala Pro Gly Ser Ala Ala GIn Thr Asn Ser Met Val Thr Leu Gly Cys
145 150 155 160

Leu Val Lys Gly Tyr Phe Pro Glu Pro Val Thr Val Thr Trp Asn Ser
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165 170 175

Gly Ser Leu Ser Ser Gly Val His Thr Phe Pro Ala Val Leu GIn Ser
180 185 190

Asp Leu Tyr Thr Leu Ser Ser Ser Val Thr Val Pro Ser Ser Thr Trp
195 200 205

Pro Ser Glu Thr Val Thr Cys Asn Val Ala His Pro Ala Ser Ser Thr
210 215 220

Lys Val Asp Lys Lys Ile Val Pro Arg Asp Cys Gly Cys Lys Pro Cys
225 230 235 240

Ile Cys Thr Val Pro Glu Val Ser Ser Val Phe Ile Phe Pro Pro Lys
245 250 255

Pro Lys Asp Val Leu Thr Ile Thr Leu Thr Pro Lys Val Thr Cys Val
260 265 270

Val Val Asp [le Ser Lys Asp Asp Pro Glu Val GIn Phe Ser Trp Phe
275 280 285

Val Asp Asp Val Glu Val His Thr Ala Gin Thr GIn Pro Arg Glu Glu
290 295 300

GIn Phe Asn Ser Thr Phe Arg Ser Val Ser Glu Leu Pro Ile Met His
305 310 315 320

GIn Asp Trp Leu Asn Gly Lys Glu Phe Lys Cys Arg Val Asn Ser Ala
325 330 335

Ala Phe Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys Thr Lys Gly Arg
340 345 350

Pro Lys Ala Pro GIn Val Tyr Thr Ile Pro Pro Pro Lys Glu GIn Met
355 360 365

Ala Lys Asp Lys Val Ser Leu Thr Cys Met Ile Thr Asp Phe Phe Pro
370 375 380

Glu Asp Ile Thr Val Glu Trp GIn Trp Asn Gly GIn Pro Ala Glu Asn
385 390 395 400
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Tyr Lys Asn Thr GIn Pro Ile Met Asp Thr Asp Gly Ser Tyr Phe Val
405 410 415

Tyr Ser Lys Leu Asn Val GIn Lys Ser Asn Trp Glu Ala Gly Asn Thr
420 425 430

Phe Thr Cys Ser Val Leu His Glu Gly Leu His Asn His His Thr Glu
435 440 445

Lys Ser Leu Ser His Ser Pro Gly Lys
450 455

210> 44
211> 238
<212> PRT
<213> Artificial Sequence

<220>
<223> H2M281 Light Chain Protein

<400> 44
?et Met Ser Pro éla GIn Phe Leu Phe %gu Leu Val Leu Trp {ée Arg

Glu Thr Asn Gly Asn Val Val Met Thr GIn Thr Pro Leu Thr Leu Ser
20 25 30

Val Thr Ile Gly GIn Pro Ala Ser Ile Ser Cys Lys Ser Ser Gln Ser
35 40 45

Leu Leu Tyr Ser Asp Gly Lys Thr Tyr Leu Asn Trp Leu Leu GlIn Arg
50 55 60
Pro Gly GIn Ser Pro Lys Arg Leu Ile Tyr Leu Val Ser Lys Leu Asp
65 70 75 80
Ser Gly Val Pro Asp Arg Phe Thr Gly Ser Gly Ser Gly Thr Asp Phe
85 90 95

Thr Leu Lys [le Ser Arg Val Glu Ala Glu Asp Leu Gly Val Tyr Tyr
100 105 110

Cys Trp ? Gly Thr His Phe Pro Thr Phe Gly Gly ?ég Thr Lys Leu

In
15 120
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Glu I'le Lys Arg Ala Asp Ala Ala Pro Thr Val Ser Ile Phe Pro Pro
130 135 140

Ser Ser Glu GIn Leu Thr Ser Gly Gly Ala Ser Val Val Cys Phe Leu
145 150 155 160

Asn Asn Phe Tyr Pro Lys Asp Ile Asn Val Lys Trp Lys Ile Asp Gly
165 170 175

Ser Glu Arg GIn Asn Gly Val Leu Asn Ser Trp Thr Asp Gln Asp Ser
180 185 190

Lys Asp Ser Thr Tyr Ser Met Ser Ser Thr Leu Thr Leu Thr Lys Asp
195 200 205

Glu Tyr Glu Arg His Asn Ser Tyr Thr Cys Glu Ala Thr His Lys Thr
210 215 220

Ser Thr Ser Pro [le Val Lys Ser Phe Asn Arg Asn Glu Cys
225 230 235

<210> 45

211> 464

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M282 Heavy Chain Protein

<400> 45
?et Glu Arg His grp Ile Phe Leu Leu %gu Leu Ser Val Thr ?éa Gly

Val His Ser GIn Val GIn Leu GIn GIn Ser Gly Ala Glu Leu Ser Arg
20 25 30

Pro Gly Ala Ser Val Lys Met Ser Cys Lys Ala Ala Gly Tyr Thr Phe
35 40 45

Ser Ser Tyr Met Ile His Trp Val Lys GIn Arg Pro Gly GIn Gly Leu
50 55 60

Glu Trp Ile Gly Tyr Ile Asn Pro Ser Ser Gly Tyr Ser Asn Tyr Asn
65 70 15 80
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GIn Lys Phe Lys Asp Lys Ala Thr Leu Thr Ala Asp Lys Ser Ser Ser
85 90 95

Thr Ala Tyr Met GIn Leu Ser Ser Leu Thr Ser Glu Asp Ser Ala Val
100 105 110

Tyr Tyr $¥g Ala Phe Tyr Asp I%B Asp Gly Asp Trp ? GIn Gly Thr

ly
25

Leu Val Thr Val Ser Ala Ala Lys Thr Thr Ala Pro Ser Val Tyr Pro
130 135 140

Leu Ala Pro Val Cys Gly Asp Thr Thr Gly Ser Ser Val Thr Leu G
150 155 1

ly
145 60

Cys Leu Val Lys Gly Tyr Phe Pro Glu Pro Val Thr Leu Thr Trp Asn
165 170 175

Ser Gly Ser Leu Ser Ser Gly Val His Thr Phe Pro Ala Val Leu GIn
180 185 190

Ser Asp Leu Tyr Thr Leu Ser Ser Ser Val Thr Val Thr Ser Ser Thr
195 200 205

Trp Pro Ser Gln Ser Ile Thr Cys Asn Val Ala His Pro Ala Ser Ser
210 215 220

Thr Lys Val Asp Lys Lys Ile Glu Pro Arg Gly Pro Thr Ile Lys Pro
225 230 235 240

Cys Pro Pro Cys Lys Cys Pro Ala Pro Asn Leu Leu Gly Gly Pro Ser
245 250 255

Val Phe Ile Phe Pro Pro Lys Ile Lys Asp Val Leu Met Ile Ser Leu
260 265 270

Ser Pro Ile Val Thr Cys Val Val Val Asp Val Ser Glu Asp Asp Pro
275 280 285

Asp Val GIn Ile Ser Trp Phe Val Asn Asn Val Glu Val His Thr Ala
290 295 300

GIn Thr GIn Thr His Arg Glu Asp Tyr Asn Ser Thr Leu Arg Val Val
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305 310 315 320

Ser Ala Leu Pro lle GIn His GIn Asp Trp Met Ser Gly Lys Glu Phe
325 330 335

Lys Cys Lys Val Asn Asn Lys Asp Leu Pro Ala Pro Ile Glu Arg Thr
340 345 350

[le Ser Lys Pro Lys Gly Ser Val Arg Ala Pro Gln Val Tyr Val Leu
355 360 365

Pro Pro Pro Glu Glu Glu Met Thr Lys Lys Gln Val Thr Leu Thr Cys
370 375 380

Met Val Thr Asp Phe Met Pro Glu Asp Ile Tyr Val Glu Trp Thr Asn
385 390 395 400

Asn Gly Lys Thr Glu Leu Asn Tyr Lys Asn Thr Glu Pro Val Leu Asp
405 410 415
Ser Asp Gly Ser Tyr Phe Met Tyr Ser Lys Leu Arg Val Glu Lys Lys
420 425 430

Asn Trp Val Glu Arg Asn Ser Tyr Ser Cys Ser Val Val His Glu Gly
435 440 445

Leu His Asn His His Thr Thr Lys Ser Phe Ser Arg Thr Pro Gly Lys
450 455 460

<210> 46
211> 239
<212> PRT
<213> Artificial Sequence

<220>
<223> H2M282 Light Chain Protein

<400> 46
?et Met Ser Pro éla GIn Phe Leu Phe %gu Leu Val Leu Trp {ée Arg

Asp Thr Asn Gly Asp Val Val Met Thr GIn Thr Pro Leu Thr Leu Ser
20 25 30

Val Thr Ile Gly GIn Pro Ala Ser Ile Ser Cys Lys Ser Ser Gln Ser
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35 40

Leu Phe His Ser Asp Gly Arg Thr Phe Leu Asn Trp
50 55 60

Pro Gly GIn Ser Pro Lys Arg Leu Ile Tyr Lys Val
65 70 15

Ser Gly Val Pro égp Arg Phe Thr Gly ggr Gly Ser

Thr Leu Lys Ile Ser Arg Val Glu Ala Glu Asp Leu
100 105

Cys Trp ? Gly Thr His Phe ?58 Trp Thr Phe Gly

In
15
Leu Glu Ile Lys Arg Ala Asp Ala Ala Pro Thr Val

130 135 140

Pro Ser Ser Glu GIn Leu Thr Ser Gly Gly Ala Ser
145 150 155

Leu Asn Asn Phe Tyr Pro Lys Asp Ile Asn Val Lys
165 170

Gly Ser Glu Arg GIn Asn Gly Val Leu Asn Ser Trp
180 185

Ser Lys Asp Ser Thr Tyr Ser Met Ser Ser Thr Leu
195 200

Asp Glu Tyr Glu Arg His Asn Ser Tyr Thr Cys Glu
210 215 220

Thr Ser Thr Ser Pro Ile Val Lys Ser Phe Asn Arg
225 230 235

210> 47

211> 459

<212> PRT

213> Artificial Sequence

<220>
<223> H2M283 Heavy Chain Protein

45

Leu Leu GIn Arg
Ser Lys Leu Asp
80

Gly Thr Asp Phe
95

Gly Val Tyr Tyr
110

Gly Gly Thr Lys
125

Ser [le Phe Pro

Val Val Cys Phe
160

Trp Lys Ile Asp
175

Thr Asp Gin Asp
190

Thr Leu Thr Lys

205

Ala Thr His Lys

Asn Glu Cys
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<400> 47
¥et Asn Leu Gly %eu Ser Phe Ile Phe %gu Ala Leu Ile Leu %gs

Val GIn Cys Glu Val GIn Leu Val Glu Ser Gly Gly Gly Leu Val
20 25 30

Pro Gly Gly Ser Leu Lys Leu Ser Cys Ala Ala Ser Gly Phe Thr
35 40 45

Ser Ser Tyr Gly Met Ser Trp Val Arg GIn Thr Pro Asp Lys Arg
50 55 60
Glu Leu Val Ala Thr Ile Asn Ser Asn Gly Gly Ser Thr Phe Tyr
65 70 75
Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ala Lys
85 90 95

Thr Leu Tyr Leu His Met Ser Ser Leu Lys Ser Glu Asp Thr Ala
100 105 110

Tyr Tyr Cys Val Ser Pro Gly Ser Trp Phe Pro Tyr Trp Gly Arg
115 120 125

Thr Leu Val Thr Val Ser Ala Ala Lys Thr Thr Pro Pro Ser Val
130 135 140

Pro Leu Ala Pro Gly Ser Ala Ala GIn Thr Asn Ser Met Val Thr
145 150 155

Gly Cys Leu Val Lys Gly Tyr Phe Pro Glu Pro Val Thr Val Thr
165 170 175

Asn Ser Gly Ser Leu Ser Ser Gly Val His Thr Phe Pro Ala Val
180 185 190

GIn Ser Asp Leu Tyr Thr Leu Ser Ser Ser Val Thr Val Pro Ser
195 200 205

Thr Trp Pro Ser Glu Thr Val Thr Cys Asn Val Ala His Pro Ala
210 215 220

Gly

Gln

Phe

Leu

Pro

80

Asn

Ile

Gly

Tyr

Leu

160

Trp

Leu

Ser

Ser
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Ser Thr Lys Val Asp Lys Lys Ile Val Pro Arg Asp Cys Gly Cys Lys
225 230 235 240

Pro Cys Ile Cys Thr Val Pro Glu Val Ser Ser Val Phe Ile Phe Pro
245 250 255

Pro Lys Pro Lys Asp Val Leu Thr Ile Thr Leu Thr Pro Lys Val Thr
260 265 270

Cys Val Val Val Asp Ile Ser Lys Asp Asp Pro Glu Val GIn Phe Ser
275 280 285

Trp Phe Val Asp Asp Val Glu Val His Thr Ala Gln Thr GIn Pro Arg
290 295 300

Glu Glu GIn Phe Asn Ser Thr Phe Arg Ser Val Ser Glu Leu Pro Ile
305 310 315 320

Met His GIn Asp Trp Leu Asn Gly Lys Glu Phe Lys Cys Arg Val Asn
325 330 335

Ser Ala Ala Phe Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys Thr Lys
340 345 350

Gly Arg Pro Lys Ala Pro GIn Val Tyr Thr Ile Pro Pro Pro Lys Glu
355 360 365

GIn Met Ala Lys Asp Lys Val Ser Leu Thr Cys Met Ile Thr Asp Phe
370 375 380

Phe Pro Glu Asp Ile Thr Val Glu Trp GIn Trp Asn Gly GIn Pro Ala
385 390 395 400

Glu Asn Tyr Lys Asn Thr Gin Pro Ile Met Asp Thr Asp Gly Ser Tyr
405 410 415

Phe Val Tyr Ser Lys Leu Asn Val Gln Lys Ser Asn Trp Glu Ala Gly
420 425 430

Asn Thr Phe Thr Cys Ser Val Leu His Glu Gly Leu His Asn His His
435 440 445

Thr Glu Lys Ser Leu Ser His Ser Pro Gly Lys
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450 455

<210> 48
211> 241
<212> PRT
<213> Artificial Sequence

<220>
<223> H2M283 Light Chain Protein

<400> 48
¥et Met Ser Pro éla GIn Phe Leu Phe %gu Leu Val Leu Trp {ée Arg

Val Ser Glu Thr Asn Gly Asp Val Val Met Thr GIn Thr Pro Leu Thr
20 25 30

Leu Ser Val Thr Ile Gly GIn Pro Ala Ser Ile Ser Cys Lys Ser Ser
35 40 45

Gln Ser Leu Leu Asp Ser Asp Gly Lys Thr Tyr Leu His Trp Leu Leu
50 55 - 60

GIn Arg Pro Gly GIn Ser Pro Lys Arg Leu [le Tyr Leu Val Ser His
65 70 15 80

Leu Asp Ser Gly Val Pro Asp Arg Phe Thr Gly Ser Gly Ser Gly Thr
85 90 95

Asp Phe Thr Leu Lys Ile Ser Arg Val Glu Ala Glu Asp Leu Gly Val
100 105 110

Tyr Tyr Cys Trp GIn Gly Thr His Phe Pro GIn Thr Phe Gly Gly Gly
115 120 125

Thr Lys Leu Glu Ile Lys Arg Ala Asp Ala Ala Pro Thr Val Ser Ile
130 135 140

Phe Pro Pro Ser Ser Glu GIn Leu Thr Ser Gly Gly Ala Ser Val Val
145 150 155 160

Cys Phe Leu Asn Asn Phe Tyr Pro Lys Asp Ile Asn Val Lys Trp Lys
165 170 175

Ile Asp Gly Ser Glu Arg GIn Asn Gly Val Leu Asn Ser Trp Thr Asp
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180 185 190

Gln Asp Ser Lys Asp Ser Thr Tyr Ser Met Ser Ser Thr Leu Thr Leu
195 200 205

Thr Lys Asp Glu Tyr Glu Arg His Asn Ser Tyr Thr Cys Glu Ala Thr
210 215 220

His Lys Thr Ser Thr Ser Pro Ile Val Lys Ser Phe Asn Arg Asn Glu
225 230 235 240

Cys

<210> 49

211> 462

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M284 Heavy Chain Protein

<400> 49
¥et Gly Arg Leu ghr Ser Ser Phe Leu %gu Leu [le Val Pro ?éa Tyr

Val Leu Ser GIn Val Thr Leu Lys Glu Ser Gly Pro Gly Ile Leu GIn
20 25 30
Pro Ser GIn Thr Leu Ser Leu Thr Cys Ser Phe Ser Gly Phe Ser Leu
35 40 45

Ser Thr Ser Gly Val Gly Val Gly Trp Ile Arg GIn Pro Ser Gly Lys
50 55 60

Gly Leu Glu Trp Leu Ala His Ile Trp Trp Asp Asp Asp Lys Asn Tyr
65 70 15 80

Asn Pro Ala Leu Lys Ser Arg Leu Thr Ile Ser Lys Asp Thr Ser Thr
85 90 95

Asn GIn Gly Phe Leu Lys Ile Ala Ser Val Asp Thr Ala Asp Thr Ala
100 105 110

Thr Tyr Phe Cys Ala Arg Ile Glu Gly Gin Lys Gly Phe Ala Tyr Trp
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115 120 125

Gly Gln Gly Thr Leu Val Thr Val Ser Ala Ala Lys Thr Thr Pro Pro
130 135 140

Ser Val Tyr Pro Leu Ala Pro Gly Ser Ala Ala GIn Thr Asn Ser Met
145 150 155 160

Val Thr Leu Gly Cys Leu Val Lys Gly Tyr Phe Pro Glu Pro Val Thr
165 170 175

Val Thr Trp Asn Ser Gly Ser Leu Ser Ser Gly Val His Thr Phe Pro
180 185 190

Ala Val Leu GIn Ser Asp Leu Tyr Thr Leu Ser Ser Ser Val Thr Val
195 200 205

Pro Ser Ser Thr Trp Pro Ser Glu Thr Val Thr Cys Asn Val Ala His
210 215 220

Pro Ala Ser Ser Thr Lys Val Asp Lys Lys Ile Val Pro Arg Asp Cys
225 230 235 240

Gly Cys Lys Pro Cys Ile Cys Thr Val Pro Glu Val Ser Ser Val Phe
245 250 255

Ile Phe Pro Pro Lys Pro Lys Asp Val Leu Thr Ile Thr Leu Thr Pro
260 265 270

Lys Val Thr Cys Val Val Val Asp Ile Ser Lys Asp Asp Pro Glu Val
275 280 285
GIn Phe Ser Trp Phe Val Asp Asp Val Glu Val His Thr Ala GIn Thr
290 295 300

Gln Pro Arg Glu Glu GIn Phe Asn Ser Thr Phe Arg Ser Val Ser Glu
305 310 315 320

Leu Pro Ile Met His GIn Asp Trp Leu Asn Gly Lys Glu Phe Lys Cys
325 330 335

Arg Val Asn Ser Ala Ala Phe Pro Ala Pro Ile Glu Lys Thr Ile Ser
340 345 350
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Lys Thr Lys Gly Arg Pro Lys Ala Pro GIn Val Tyr Thr Ile Pro Pro
355 360 365

Pro Lys Glu GIn Met Ala Lys Asp Lys Val Ser Leu Thr Cys Met Ile
370 375 380

Thr Asp Phe Phe Pro Glu Asp Ile Thr Val Glu Trp Gin Trp Asn Gly
385 390 395 400

Gln Pro Ala Glu Asn Tyr Lys Asn Thr GIn Pro [le Met Asp Thr Asp
405 410 415

Gly Ser Tyr Phe Val Tyr Ser Lys Leu Asn Val GIn Lys Ser Asn Trp
420 425 430

Glu Ala Gly Asn Thr Phe Thr Cys Ser Val Leu His Glu Gly Leu His
435 440 445

Asn His His Thr Glu Lys Ser Leu Ser His Ser Pro Gly Lys
450 460

455
<210> 50
211> 240
<212> PRT
<213> Artificial Sequence
<220>
<223> H2M284 Light Chain Protein
<400> 50
¥et Asp Ser GIn éla GIn Val Leu Met %gu Leu Leu Leu Trp ¥g| Ser

Gly Thr Cys Gly Asp Ile Val Met Ser GIn Ser Pro Ser Ser Leu Ala
20 25 30
Val Ser Val Gly Glu Lys Val Thr Met Ser Cys Lys Ser Ser GIn Ser
35 40 45
Leu Leu Tyr Ser Arg Asn GIn Lys Asn Tyr Leu Ala Trp Tyr Gin GIn
50 55 60

Lys Pro Gly Gin Ser Pro Lys Leu Leu Ile Tyr Trp Ala Ser Thr Arg
65 70 15 80
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Glu Ser Gly Val Pro Asp Arg Phe Thr Gly Ser Gly Ser Gly Thr Asp
85 90 95

Phe Thr Leu Thr Ile Ser Ser Val Lys Ala Glu Asp Leu Ala Val Tyr
100 105 110

Tyr Cys ? GIn Tyr Tyr Ser Ser Pro Tyr Thr Phe ?Eg Gly Gly Thr

In
15 120

Lys Leu Glu Ile Lys Arg Ala Asp Ala Ala Pro Thr Val Ser Ile Phe
130 135 140

Ala Ser Val Val Cys

Pro Pro Ser Ser Glu GIn Leu Thr Ser Gly Gly
155 160

145 150

Phe Leu Asn Asn Phe Tyr Pro Lys Asp Ile Asn Val Lys Trp Lys Ile
165 170 175

Asp Gly Ser Glu Arg GIn Asn Gly Val Leu Asn Ser Trp Thr Asp GIn
180 185 190

Asp Ser Lys Asp Ser Thr Tyr Ser Met Ser Ser Thr Leu Thr Leu Thr
195 200 205

Lys Asp Glu Tyr Glu Arg His Asn Ser Tyr Thr Cys Glu Ala Thr His
210 215 220

Lys Thr Ser Thr Ser Pro Ile Val Lys Ser Phe Asn Arg Asn Glu Cys
225 230 235 : 240

<210> 51

<211> 463

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M285 Heavy Chain Protein

<400> 51
¥et Asn Leu Gly %eu Ser Phe Ile Phe %gu Val Leu Ile Leu %gs Gly

Val GIn Cys Glu Val GIn Leu Val Glu Ser Gly Gly Gly Leu Val GIn
20 25 30
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Pro Gly Gly Ser Leu Lys Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe
35 40 45

Ser Asn Tyr Gly Ile Phe Trp Val Arg Gin Thr Pro Asp Lys Arg Leu
50 55 60
Glu Leu Val Ala Thr Val Lys Ser Asn Gly Gly Ser Thr Tyr Tyr Pro
65 70 ' 75 80
Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ala Lys Lys
85 90 95

Thr Leu Tyr Leu GIn Met Ser Ser Leu Lys Ser Glu Asp Thr Ala Met
100 105 110

Tyr Tyr Cys Ala Arg Glu Gly Gly Asp Tyr Trp Gly GIn Gly Thr Ser
115 120 125

Val Thr Val Ser Ser Ala Thr Thr Thr Ala Pro Ser Val Tyr Pro Leu
130 135 140

Val Pro Gly Cys Ser Asp Thr Ser Gly Ser.Ser Val Thr Leu Gly Cys
145 150 155 160

Leu Val Lys Gly Tyr Phe Pro Glu Pro Val Thr Val Lys Trp Asn Tyr
165 170 175

Gly Ala Leu Ser Ser Gly Val Arg Thr Val Ser Ser Val Leu GIn Ser
180 185 190

Gly Phe Tyr Ser Leu Ser Ser Leu Val Thr Val Pro Ser Ser Thr Trp
195 200 205

Pro Ser GIn Thr Val Ile Cys Asn Val Ala His Pro Ala Ser Lys Thr
210 215 220

Glu Leu Ile Lys Arg Ile Glu Pro Arg Ile Pro Lys Pro Ser Thr Pro
225 230 235 240

Pro Gly Ser Ser Cys Pro Pro Gly Asn Ile Leu Gly Gly Pro Ser Val
245 250 255

Phe Ile Phe Pro Pro Lys Pro Lys Asp Ala Leu Met Ile Ser Leu Thr
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260 265 210

Pro Lys Val Thr Cys Val Val Val Asp Val Ser Glu Asp Asp Pro Asp
275 280 285

Val His Val Ser Trp Phe Val Asp Asn Lys Glu Val His Thr Ala Trp
290 295 300

Thr GIn Pro Arg Glu Ala GIn Tyr Asn Ser Thr Phe Arg Val Val Ser
305 310 315 320

Ala Leu Pro Ile GIn His Gin Asp Trp Met Arg Gly Lys Glu Phe Lys
325 330 335

Cys Lys Val Asn Asn Lys Ala Leu Pro Ala Pro Ile Glu Arg Thr Ile
340 345 350

Ser Lys Pro Lys Gly Arg Ala GIn Thr Pro GIn Val Tyr Thr Ile Pro
355 360 365

Pro Pro Arg Glu GIn Met Ser Lys Lys Lys Val Ser Leu Thr Cys Leu
370 375 380

Val Thr Asn Phe Phe Ser Glu Ala [le Ser Val Glu Trp Glu Arg Asn
385 390 395 400

Gly Glu Leu Glu GIn Asp Tyr Lys Asn Thr Pro Pro lle Leu Asp Ser
405 410 415

Asp Gly Thr Tyr Phe Leu Tyr Ser Lys Leu Thr Val Asp Thr Asp Ser
420 425 430

Trp Leu GIn Gly Glu Ile Phe Thr Cys Ser Val Val His Glu Ala Leu
435 440 445

His Asn His His Thr GIn Lys Asn Leu Ser Arg Ser Pro Gly Lys
450 455 460

<210> 52

211> 238

212> PRT

<213> Artificial Sequence

<220>
<223> H2M285 Light Chain Protein
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<400> 52

¥et Gly Ile Lys Eet Glu Thr His Ser ?én Val Phe Val Tyr ¥gt Leu

Leu Trp Leu Ser Gly Val Glu Gly Asp Ile Val Met Thr GIn Ser His
20 25 30

Lys Phe Met Ser Thr Ser Val Gly Asp Arg Val Ser Ile Thr Cys Lys
35 40 45

Ala Ser GIn Asp Val Gly Thr Ala Val Ala Trp Tyr GIn GIn Lys Pro
50 55 60

Gly Gln Ser Pro Lys Leu Leu Ile Tyr Trp Thr Ser Thr Arg His Thr
65 70 715 80

Gly Val Pro Asp Arg Phe Thr Gly Ser Gly Ser Gly Thr Asp Phe Thr
85 90 95

Leu Thr Ile Arg Asn Val GIn Ser Glu Asp Leu Ala Asp Tyr Phe Cys
100 105 110

Gln GIn {¥g Asn Arg Asn Pro Leu Thr Phe Gly Ala ? Thr Arg Leu

ly
120 25

Glu Leu Lys Arg Ala Asp Ala Ala Pro Thr Val Ser Ile Phe Pro Pro
130 135 140

Ser Ser Glu GIn Leu Thr Ser Gly Gly Ala Ser Val Val Cys Phe Leu
145 150 155 160

Asn Asn Phe Tyr Pro Lys Asp Ile Asn Val Lys Trp Lys Ile Asp Gly
165 170 175

Ser Glu Arg GIn Asn Gly Val Leu Asn Ser Trp Thr Asp GIn Asp Ser
180 185 190

Lys Asp Ser Thr Tyr Ser Met Ser Ser Thr Leu Thr Leu Thr Lys Asp
195 200 205

Glu Tyr Glu Arg His Asn Ser Tyr Thr Cys Glu Ala Thr His Lys Thr
210 215 220
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Ser Thr Ser Pro Ile Val Lys Ser Phe Asn Arg Asn Glu Cys
225 230 235

<210> 53
<211> 455
<212> PRT
213> Artificial Sequence

<220>
<223> H2M286 Heavy Chain Protein

<400> 53
?et Arg Val Leu éle Leu Leu Trp Leu $8e Thr Ala Phe Pro ?éy Ile

Leu Ser Asp Val GIn Leu GIn Glu Ser Gly Pro Gly Leu Val Lys Pro
20 25 30

Ser GIn Ser Leu Ser Leu Thr Cys Thr Val Thr Gly Tyr Ser Ile Thr
35 40 45

Ser Asp Tyr Gly Trp Asn Trp Ile Arg GIn Phe Pro Gly Asn Lys Leu
50 55 60

Glu Trp Met Gly Tyr Ile Arg Tyr Ser Gly Ile Thr Ser Tyr Asn Pro

65 70 15 80

Ser Leu Lys Ser Arg Ile Ser Ile Thr Arg Asp Thr Ser Lys Asn GIn
85 90 95

Phe Phe Leu Gin Leu Asn Ser Val Thr Thr Glu Asp Thr Ala Thr Tyr
100 105 110

Tyr Cys Thr Arg Glu Val Leu Ser Trp Gly GIn Gly Thr Thr Leu Thr
115 120 125

Val Ser Ser Ala Lys Thr Thr Pro Pro Ser Val Tyr Pro Leu Ala Pro
130 135 140

Ser Ala Ala GIn Thr Asn Ser Met Val Thr Leu Gly Cys Leu Val

Gly
145 150 155 160

Lys Gly Tyr Phe ?gg Glu Pro Val Thr Val Thr Trp Asn Ser ? Ser

ly
170 75
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Leu Ser Ser Gly Val His Thr Phe Pro Ala Val Leu GIn Ser Asp Leu
180 185 190

Tyr Thr Leu Ser Ser Ser Val Thr Val Pro Ser Ser Thr Trp Pro Ser
195 200 205

Glu Thr Val Thr Cys Asn Val Ala His Pro Ala Ser Ser Thr Lys Val
210 215 220

Asp Lys Lys Ile Val Pro Arg Asp Cys Gly Cys Lys Pro Cys Ile Cys
225 230 235 240

Thr Val Pro Glu Val Ser Ser Val Phe Ile Phe Pro Pro Lys Pro Lys
245 250 255

Asp Val Leu Thr Ile Thr Leu Thr Pro Lys Val Thr Cys Val Val Val
260 265 270

Asp Ile Ser Lys Asp Asp Pro Glu Val GIn Phe Ser Trp Phe Val Asp
275 280 285
Asp Val Glu Val His Thr Ala Gin Thr GIn Pro Arg Glu Glu Gln Phe
290 295 300

Asn Ser Thr Phe Arg Ser Val Ser Glu Leu Pro Ile Met His Gln Asp
305 310 315 320

Trp Leu Asn Gly Lys Glu Phe Lys Cys Arg Val Asn Ser Ala Ala Phe
325 330 335

Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys Thr Lys Gly Arg Pro Lys
340 345 350

Ala Pro GIn Val Tyr Thr [le Pro Pro Pro Lys Glu GIn Met Ala Lys
355 360 365

Asp Lys Val Ser Leu Thr Cys Met Ile Thr Asp Phe Phe Pro Glu Asp
370 375 380

Ile Thr Val Glu Trp GIn Trp Asn Gly GIn Pro Ala Glu Asn Tyr Lys
385 390 395 400

Asn Thr GIn Pro Ile Met Asp Thr Asp Gly Ser Tyr Phe Val Tyr Ser
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405 410 415

Lys Leu Asn Val GIn Lys Ser Asn Trp Glu Ala Gly Asn Thr Phe Thr
420 425 430

Cys Ser Val Leu His Glu Gly Leu His Asn His His Thr Glu Lys Ser
435 440 445

Leu Ser His Ser Pro Gly Lys
450

455
<210> 54
<211> 238
<212> PRT
<213> Artificial Sequence
<220>
<223> H2M286 Light Chain Protein
<400> 54
¥et Lys Leu Pro gal Arg Leu Leu Val %gu Met Phe Trp Ile 5;0 Ala

Ser Ser Ser Asp Val Val Met Thr GIn Thr Pro Leu Ser Leu Pro Val
20 25 30
Ser Leu Gly Asp GIn Ala Ser Ile Ser Cys Arg Ser Ser GIn Ser Leu
35 40 45
Val His Ser Asn Gly Asn Thr Tyr Leu His Trp Phe Leu Gin Lys Pro
50 55 60
Gly GIn Ser Pro Lys Leu Leu Ile Tyr Lys Val Ser Asn Arg Phe Ser
65 70 15 80
Gly Val Pro Ala Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr
85 90 95

Leu Lys Ile Ser Arg Val Glu Ala Glu Asp Leu Gly Val Tyr Phe Cys
100 105 110

Ser GIn Ser Thr His Val Pro Pro Thr Phe Gly Gly Gly Thr Lys Leu
115 120 125

Glu Ile Lys Arg Ala Asp Ala Ala Pro Thr Val Ser Ile Phe Pro Pro



56
130 135 140

Ser Ser Glu GIn Leu Thr Ser Gly Gly Ala Ser Val Val Cys Phe Leu
145 150 155 160

Asn Asn Phe Tyr Pro Lys Asp Ile Asn Val Lys Trp Lys Ile Asp Gly
165 170 175
Ser Glu Arg GIn Asn Gly Val Leu Asn Ser Trp Thr Asp GIn Asp Ser
180 185 190
Lys Asp Ser Thr Tyr Ser Met Ser Ser Thr Leu Thr Leu Thr Lys Asp
195 200 205

Glu Tyr Glu Arg His Asn Ser Tyr Thr Cys Glu Ala Thr His Lys Thr
210 215 220

Ser Thr Ser Pro Ile Val Lys Ser Phe Asn Arg Asn Glu Cys
225 230 235

<210> 55

211> 457

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M287 Heavy Chain Protein

<400> 55

¥et Asn Phe Gly %eu Arg Leu [le Phe %gu Val Leu Thr Leu %gs Gly
Val GIn Cys Asp Val Lys Leu Val Glu Ser Gly Gly Gly Leu Val Lys

20 25 30
Pro Gly Gly Ser Leu Lys Leu Ser Gys Ala Ala Ser Gly Phe Thr Phe
35 40 45
Ser Ser Tyr Ser Met Ser Trp Val Arg Gln Thr Pro Glu Lys Arg Leu
50 55 60

Glu Trp Val Ala Iie Ile Ser Ser Gly Gly Ser Tyr Ile Phe Tyr Pro
65 10 15 80

Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ala Lys Asn
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85 90 95

Thr Leu Tyr Leu GIn Met Ser Ser Leu Lys Ser Glu Asp Thr Ala Met
100 105 110

Tyr Tyr Cys Thr Arg Glu Ala Gly Asp Tyr Trp Gly GIn Gly Thr Thr
115 120 125

Leu Thr Val Ser Ser Ala Lys Thr Thr Pro Pro Ser Val Tyr Pro Leu
130 135 140

Ala Pro Gly Ser Ala Ala GIn Thr Asn Ser Met Val Thr Leu Gly Cys
145 150 155 160

Leu Val Lys Gly Tyr Phe Pro Glu Pro Val Thr Val Thr Trp Asn Ser
165 170 175

Gly Ser Leu Ser Ser Gly Val His Thr Phe Pro Ala Val Leu GIn Ser
180 185 190

Asp Leu Tyr Thr Leu Ser Ser Ser Val Thr Val Pro Ser Ser Thr Trp
195 200 205

Pro Ser Glu Thr Val Thr Cys Asn Val Ala His Pro Ala Ser Ser Thr
210 215 220

Lys Val Asp Lys Lys Ile Val Pro Arg Asp Cys Gly Cys Lys Pro Cys
225 230 235 240

Ile Cys Thr Val Pro Glu Val Ser Ser Val Phe Ile Phe Pro Pro Lys
245 250 255

Pro Lys Asp Val Leu Thr Ile Thr Leu Thr Pro Lys Val Thr Cys Val
260 265 270

Val Val Asp Ile Ser Lys Asp Asp Pro Glu Val GIn Phe Ser Trp Phe
275 280 285

Val Asp Asp Val Glu Val His Thr Ala GIn Thr GIn Pro Arg Glu Glu
290 295 300

Gln Phe Asn Ser Thr Phe Arg Ser Val Ser Glu Leu Pro Ile Met His
305 310 315 320
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GIn Asp Trp Leu Asn Gly Lys Glu Phe Lys Cys Arg Val Asn Ser Ala
325 330 335

Ala Phe Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys Thr Lys Gly Arg
340 345 350

Pro Lys Ala Pro GIn Val Tyr Thr Ile Pro Pro Pro Lys Glu Gln Met
355 360 365

Ala Lys Asp Lys Val Ser Leu Thr Cys Met Ile Thr Asp Phe Phe Pro
370 375 380

Glu Asp Ile Thr Val Glu Trp GIn Trp Asn Gly GIn Pro Ala Glu Asn
385 390 395 400

Tyr Lys Asn Thr GIn Pro Ile Met Asp Thr Asp Gly Ser Tyr Phe Val
405 410 415

Tyr Ser Lys Leu Asn Val GIn Lys Ser Asn Trp Glu Ala Gly Asn Thr
420 425 430

Phe Thr Cys Ser Val Leu His Glu Gly Leu His Asn His His Thr Glu

435 440 445

Lys Ser Leu Ser His Ser Pro Gly Lys

450 455
<210> 56
<211> 238
<212> PRT
<213> Artificial Sequence
<220>
<223> H2M287 Light Chain Protein
<400> 56

¥et Met Ser Pro éla GIn Phe Leu Phe %gu Leu Val Leu Trp {ée Arg

Glu Thr Asn Gly Asp Val Val Met Thr Gin Thr Pro Leu Thr Leu Ser
20 25 30

Val Thr [le Gly GIn Pro Ala Ser Ile Ser Cys Lys Ser Ser GIn Ser
35 40 45
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Leu Leu His Ser Asp Gly Lys Thr Tyr Leu Asn Trp Leu Leu GIn Arg
50 55 60

Pro Gly GIn Ser Pro Lys Arg Leu Ile Tyr Leu Val Ser Lys Leu Asp
65 10 15 80

Ser Gly Val Pro Asp Arg Phe Thr Gly Ser Gly Ser Gly Thr Asp Phe
85 90 95
Thr Leu Lys Ile Ser Arg Val Glu Ala Glu Asp Leu Gly Val Tyr Tyr
100 105 110

Cys Trp GIn Gly Thr His Phe Pro Thr Phe Gly Gly Gly Thr Lys Leu
115 120 125

Glu I[le Lys Arg Ala Asp Ala Ala Pro Thr Val Ser Ile Phe Pro Pro
130 135 140

Ser Ser Glu GIn Leu Thr Ser Gly Gly Ala Ser Val Val Cys Phe Leu
145 155 160

Asn Asn Phe Tyr Pro Lys Asp Ile Asn Val Lys Trp Lys Ile Asp Gly
165 170 175

Ser Glu Arg Gln Asn Gly Val Leu Asn Ser Trp Thr Asp Gln Asp Ser
180 185 190

Lys Asp Ser Thr Tyr Ser Met Ser Ser Thr Leu Thr Leu Thr Lys Asp
195 200 205

Glu Tyr Glu Arg His Asn Ser Tyr Thr Cys Glu Ala Thr His Lys Thr
210 215 220

Ser Thr Ser Pro Ile Val Lys Ser Phe Asn Arg Asn Glu Cys
225 230 235

<210> 57

211> 457

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M288 Heavy Chain Protein

<400> 57
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¥et Asn Phe Gly %eu Arg Leu Ile Phe %gu Val Leu Thr Leu %gs Gly

Val GIn Cys Asp Val Lys Leu Val Glu Ser Gly Gly Gly Leu Val Lys
20 25 30
Pro Gly Gly Ser Leu Lys Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe
35 40 45
Ser Arg Tyr Ser Leu Ser Trp Val Arg GIn Thr Pro Glu Lys Arg Leu
50 55 60

Glu Trp Val Ala Val Ile Ser Ser Gly Gly Arg Tyr Thr Phe Tyr Pro
65 70 75 80

Asp Gly Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Asp Ala Lys Asn
85 - 90 95

Thr Leu Tyr Leu GIn Met Ser Ser Leu Arg Ser Glu Asp Thr Ala Met
100 105 110

Tyr Phe Cys Thr Arg Glu Ala Gly Asp Tyr Trp Gly GIn Gly Thr Pro
115 120 125

Leu Thr Val Ser Ser Ala Lys Thr Thr Pro Pro Ser Val Tyr Pro Leu
130 135 140

Ala Pro Gly Ser Ala Ala GIn Thr Asn Ser Met Val Thr Leu Gly Cys
145 150 155 160

Leu Val Lys Gly Tyr Phe Pro Glu Pro Val Thr Val Thr Trp Asn Ser
165 170 175

Gly Ser Leu Ser Ser Gly Val His Thr Phe Pro Ala Val Leu GIn Ser
180 185 190

Asp Leu Tyr Thr Leu Ser Ser Ser Val Thr Val Pro Ser Ser Thr Trp
195 200 205

Pro Ser Glu Thr Val Thr Cys Asn Val Ala His Pro Ala Ser Ser Thr
210 215 220

Lys Val Asp Lys Lys Ile Val Pro Arg Asp Cys Gly Cys Lys Pro Cys
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225 230 235 240

Ile Cys Thr Val Pro Glu Val Ser Ser Val Phe Ile Phe Pro Pro Lys
245 250 255

Pro Lys Asp Val Leu Thr Ile Thr Leu Thr Pro Lys Val Thr Cys Val
260 265 270

Val Val Asp Ile Ser Lys Asp Asp Pro Glu Val Gln Phe Ser Trp Phe
275 280 285

Val Asp Asp Val Glu Val His Thr Ala GIn Thr GIn Pro Arg Glu Glu
290 295 300

Gln Phe Asn Ser Thr Phe Arg Ser Val Ser Glu Leu Pro Ile Met His
305 310 315 320

Gln Asp Trp Leu Asn Gly Lys Glu Phe Lys Cys Arg Val Asn Ser Ala
325 330 335

Ala Phe Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys Thr Lys Gly Arg
340 345 350

Pro Lys Ala Pro Gin Val Tyr Thr Ile Pro Pro Pro Lys Glu GIn Met
355 360 365

Ala Lys Asp Lys Val Ser Leu Thr Cys Met Ile Thr Asp Phe Phe Pro
370 375 380

Glu Asp Ile Thr Val Glu Trp Gin Trp Asn Gly GIn Pro Ala Glu Asn
385 390 395 400

Tyr Lys Asn Thr Gln Pro Ile Met Asp Thr Asp Gly Ser Tyr Phe Val
405 410 415

Tyr Ser Lys Leu Asn Val GIn Lys Ser Asn Trp Glu Ala Gly Asn Thr
420 425 430

Phe Thr Cys Ser Val Leu His Glu Gly Leu His Asn His His Thr Glu
435 440 445

Lys Ser Leu Ser His Ser Pro Gly Lys
450 455
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<210> 58
211> 238
<212> PRT
<213> Artificial Sequence

220>
<223> H2M288 Light Chain Protein

<400> 58

¥et Met Ser Pro éla GIn Phe Leu Phe %gu Leu Val Leu Trp {ée Arg

Glu Thr Asn Gly Asp Val Val Met Thr GIn Thr Pro Leu Thr Leu Ser
20 25 30

Val Thr [le Gly GIn Pro Ala Ser Ile Ser Cys Lys Ser Ser Gln Ser
35 40 45

Leu Leu His Ser Asp Gly Lys Thr Tyr Leu Asn Trp Leu Leu GIn Arg
50 55 60
Pro Gly Gin Ser Pro Lys Arg Leu Ile Tyr Leu Val Ser Lys Leu Asp
65 70 15 80
Ser Gly Val Pro Asp Arg Phe Thr Gly Ser Gly Ser Gly Thr Asp Phe
85 90 95
Thr Leu Lys Ile Ser Arg Val Glu Ala Glu Asp Leu Gly Val Tyr Tyr
100 105 110

Cys Trp GIn Gly Thr His Phe Pro Thr Phe Gly Gly Gly Thr Lys Leu
1 120 125

In

15

Glu [le Lys Arg Ala Asp Ala Ala Pro Thr Val Ser Ile Phe Pro Pro
130 135 140

Ser Ser Glu GIn Leu Thr Ser Gly Gly Ala Ser Val Val Cys Phe Leu
145 150 155 160

Asn Asn Phe Tyr Pro Lys Asp Ile Asn Val Lys Trp Lys Ile Asp Gly
165 170 175

Ser Glu Arg Gln Asn Gly Val Leu Asn Ser Trp Thr Asp GIn Asp Ser
180 185 190
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Lys Asp Ser Thr Tyr Ser Met Ser Ser Thr Leu Thr Leu Thr Lys Asp
195 200 205

Glu Tyr Glu Arg His Asn Ser Tyr Thr Cys Glu Ala Thr His Lys Thr
210 215 220

Ser Thr Ser Pro Ile Val Lys Ser Phe Asn Arg Asn Glu Cys
225 230 235

<210> 59

<211> 464

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M289 Heavy Chain Protein

<400> 59
¥et Gly Trp Ser grp Ile Phe Leu Ser %gu Leu Ser Val Thr ?éa Gly

Val Phe Ser Glu Val Gln Leu GIn GIn Ser Gly Pro Glu Leu Val Lys
20 25 30
Pro Gly Ala Ser Val Lys Ile Ser Cys Lys Ala Ser Gly Tyr Ser Phe
35 40 45
Thr Gly Phe Phe Met Asn Trp Val Met GIn Ser His Gly Lys Ser Leu
50 55 60
Glu Trp Ile Gly Arg Ile Asn Pro Tyr Asn Gly Asp Thr Phe Tyr Asn
65 70 15 80

Gln Lys Phe Asn Asp Lys Ala Thr Leu Thr Val Asp Lys Ser Ser Arg
85 90 95

Thr Ala His Met Asp Leu Arg Asn Leu Ala Ser Glu Asp Ser Ala Val
100 105 110

Tyr Tyr Cys Ala Thr Ile Ser Gly Asn Tyr Arg Gly Tyr Ala Met Asp
115 120 125

Asn Trp Gly GIn Gly Thr Ser Val Thr Val Ser Ser Ala Lys Thr Thr
130 135 140
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Pro Pro Ser Val Tyr Pro Leu Ala Pro Gly Ser Ala Ala GIn Thr
145 150 155

Ser Met Val Thr Leu Gly Cys Leu Val Lys Gly Tyr Phe Pro Glu
165 170 175

Val Thr Val Thr Trp Asn Ser Gly Ser Leu Ser Ser Gly Val His
180 185 190

Phe Pro Ala Val Leu GIn Ser Asp Leu Tyr Thr Leu Ser Ser Ser
195 200 205

Thr Val Pro Ser Ser Thr Trp Pro Ser Glu Thr Val Thr Cys Asn
210 215 220

Ala His Pro Ala Ser Ser Thr Lys Val Asp Lys Lys Ile Val Pro
225 230 | 235

Asp Cys Gly Cys Lys Pro Cys Ile Cys Thr Val Pro Glu Val Ser
245 250 255

Val Phe Ile Phe Pro Pro Lys Pro Lys Asp Val Leu Thr Ile Thr
260 265 270

Thr Pro Lys Val Thr Cys Val Val Val Asp Ile Ser Lys Asp Asp
275 280 285

Glu Val GIn Phe Ser Trp Phe Val Asp Asp Val Glu Val His Thr
290 295 300

Gin Thr GIn Pro Arg Glu Glu GIn Phe Asn Ser Thr Phe Arg Ser
305 310 315

Ser Glu Leu Pro Ile Met His Gln Asp Trp Leu Asn Gly Lys Glu
325 330 335

Lys Cys Arg Val Asn Ser Ala Ala Phe Pro Ala Pro Ile Glu Lys
340 345 350

Ile Ser Lys Thr Lys Gly Arg Pro Lys Ala Pro GIn Val Tyr Thr
355 360 365

Pro Pro Pro Lys Glu GIn Met Ala Lys Asp Lys Val Ser Leu Thr

Asn

160

Pro

Thr

Val

Val

Arg

240

Ser

Leu

Pro

Ala

Val

320

Phe

Thr

Ile

Cys
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370 375 380

Met Ile Thr Asp Phe Phe Pro Glu Asp Ile Thr Val Glu Trp Gin Trp
385 390 395 400

Asn Gly GIn Pro Ala Glu Asn Tyr Lys Asn Thr GIn Pro Ile Met Asp
405 410 415

Thr Asp Gly Ser Tyr Phe Val Tyr Ser Lys Leu Asn Val GIn Lys Ser
420 425 430

Asn Trp Glu Ala Gly Asn Thr Phe Thr Cys Ser Val Leu His Glu Gly
435 440 445

Leu His Asn His His Thr Glu Lys Ser Leu Ser His Ser Pro Gly Lys
450 455 460

<210> 60

211> 238

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M289 Light Chain Protein

<400> 60
?et Lys Leu Pro gal Arg Leu Leu Val %8u Met Phe Trp Ile ?Eo Ala

Ser Ser Ser Asp Val Leu Met Thr Gin Thr Pro Leu Ser Leu Pro Val
20 25 30
Ser Leu Gly Asp GIn Ala Ser Ile Ser Cys Arg Ser Ser GIn Thr Ile
35 40 45
Leu His Thr Asn Gly Asn Thr Tyr Leu Glu Trp Tyr Leu GIn Lys Pro
50 55 60
Gly GIn Ser Pro Lys Leu Leu Ile Tyr Lys Val Ser Asn Arg Phe Ser
65 10 75 80

Gly Val Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr
85 90 95

Leu Lys Ile Ser Arg Val Glu Ala Glu Asp Leu Gly Val Tyr Tyr Cys
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100 105 110

Phe GIn Gly Ser Arg Val Pro Pro Thr Phe Gly Gly Gly Thr Lys Leu
115 120 125

Glu [le Lys Arg Ala Asp Ala Ala Pro Thr Val Ser Ile Phe Pro Pro
130 135 140

Ser Ser Glu GIn Leu Thr Ser Gly Gly Ala Ser Val Val Cys Phe Leu
145 150 155 160

Asn Asn Phe Tyr Pro Lys Asp Ile Asn Val Lys Trp Lys Ile Asp Gly
165 170 175

Ser Glu Arg Gln Asn Gly Val Leu Asn Ser Trp Thr Asp Gln Asp Ser
180 185 190
Lys Asp Ser Thr Tyr Ser Met Ser Ser Thr Leu Thr Leu Thr Lys Asp
195 200 205

Glu Tyr Glu Arg His Asn Ser Tyr Thr Cys Glu Ala Thr His Lys Thr
210 215 220

Ser Thr Ser Pro Ile Val Lys Ser Phe Asn Arg Asn Glu Cys
225 230 235

<210> 61

<211> 457

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M290 Heavy Chain Protein

<400> 61

Met Asn Phe Gly Leu Arg Leu Ile Phe Leu Val Leu Thr Leu Lys Gly

1 5 10 15

Val GIn Cys Asp Val Lys Leu Val Glu Ser Gly Gly Gly Leu Val Lys
20 25 30

Pro Gly Gly Ser Leu Lys Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe
35 40 45

Ser Ser Tyr Ser Met Ser Trp Val Arg Gin Thr Pro Glu Lys Arg Leu



67
50 55 60

Glu Trp Val Ala Ile Ile Ser Ser Gly Gly Ser Tyr Ile Phe Tyr Pro
65 70 75 80

Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ala Lys Asn
85 90 95

Thr Leu Tyr Leu GIn Met Ser Ser Leu Lys Ser Glu Asp Thr Ala Met
100 105 110

Tyr Tyr Cys Thr Arg Glu Ala Gly Asp Tyr Trp Gly Gln Gly Thr Thr
115 120 125

Leu Thr Val Ser Ser Ala Lys Thr Thr Pro Pro Ser Val Tyr Pro Leu
130 135 140

la Pro Gly Ser Ala Ala GIn Thr Asn Ser Met Val Thr Leu Gly Cys
45 150 155 160

Leu Val Lys Gly Tyr Phe Pro Glu Pro Val Thr Val Thr Trp Asn Ser
165 170 175

Gly Ser Leu Ser Ser Gly Val His Thr Phe Pro Ala Val Leu GIn Ser
180 185 190

Asp Leu Tyr Thr Leu Ser Ser Ser Val Thr Val Pro Ser Ser Thr Trp
195 200 205

Pro Ser Glu Thr Val Thr Cys Asn Val Ala His Pro Ala Ser Ser Thr
210 215 220

Lys Val Asp Lys Lys Ile Val Pro Arg Asp Cys Gly Cys Lys Pro Cys
225 230 235 240

Ile Cys Thr Val Pro Glu Val Ser Ser Val Phe Ile Phe Pro Pro Lys
245 250 255

Pro Lys Asp Val Leu Thr Ile Thr Leu Thr Pro Lys Val Thr Cys Val
260 265 270

Val Val Asp Ile Ser Lys Asp Asp Pro Glu Val GIn Phe Ser Trp Phe
275 280 285
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Val Asp Asp Val Glu Val His Thr Ala Gin Thr Gin Pro Arg Glu Glu
290 295 300

GIn Phe Asn Ser Thr Phe Arg Ser Val Ser Glu Leu Pro Ile Met His
305 310 315 320

Gln Asp Trp Leu Asn Gly Lys Glu Phe Lys Cys Arg Val Asn Ser Ala
325 330 335

Ala Phe Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys Thr Lys Gly Arg
340 345 350

Pro Lys Ala Pro GIn Val Tyr Thr Ile Pro Pro Pro Lys Glu GIn Met
355 360 365

Ala Lys Asp Lys Val Ser Leu Thr Cys Met Ile Thr Asp Phe Phe Pro
370 375 380

Glu Asp I'le Thr Val Glu Trp Gin Trp Asn Gly GIn Pro Ala Glu Asn
385 390 395 400

Tyr Lys Asn Thr Gln Pro Ile Met Asp Thr Asp Gly Ser Tyr Phe Val
405 410 415

Tyr Ser Lys Leu Asn Val GIn Lys Ser Asn Trp Glu Ala Gly Asn Thr
420 425 430

Phe Thr Cys Ser Val Leu His Glu Gly Leu His Asn His His Thr Glu
435 440 445

Lys Ser Leu Ser His Ser Pro Gly Lys
450 455

<210> 62
211> 238
<212> PRT
<213> Artificial Sequence

<220>
<223> H2M290 Light Chain Protein

<400> 62

¥et Met Ser Pro éla GIn Phe Leu Phe %gu Leu Val Leu Trp {ée Arg



69
Glu Thr Asn Gly Asp Val Val Met Thr GIn Thr Pro Leu Thr Leu Ser
20 25 30

Val Thr Ile Gly GIn Pro Ala Ser Ile Ser Cys Lys Ser Ser Gln Ser
35 40 45

Leu Leu His Ser Asp Gly Lys Thr Tyr Leu Asn Trp Leu Leu GIn Arg
50 55 60

Pro Gly GIn Ser Pro Lys Arg Leu Leu Tyr Leu Val Ser Asn Leu Asp
65 70 15 80

Ser Gly Val Pro Asp Arg Phe Thr Gly Ser Gly Ser Gly Thr Asp Phe
85 90 95

Glu Asp Leu Gly Ile Tyr Tyr

Thr Leu Lys Ile Ser Arg Val Glu Ala
100 105 110

Cys Trp ? Gly Thr His Phe Pro Thr Phe Gly Gly ?Eg Thr Lys Leu

In

15 120

Glu Ile Lys Arg Ala Asp Ala Ala Pro Thr Val Ser Ile Phe Pro Pro
130 135 140

Ser Ser Glu GIn Leu Thr Ser Gly Gly Ala Ser Val Val Cys Phe Leu
145 150 155 160

Asn Asn Phe Tyr Pro Lys Asp Ile Asn Val Lys Trp Lys Ile Asp Gly
165 170 175

Ser Glu Arg Gln Asn Gly Val Leu Asn Ser Trp Thr Asp Gln Asp Ser
180 185 190

Lys Asp Ser Thr Tyr Ser Met Ser Ser Thr Leu Thr Leu Thr Lys Asp
195 200 205

Glu Tyr Glu Arg His Asn Ser Tyr Thr Cys Glu Ala Thr His Lys Thr
210 215 220

Ser Thr Ser Pro Ile Val Lys Ser Phe Asn Arg Asn Glu Cyé
225 230 235

<210> 63



70
211> 463
<212> PRT
<213> Artificial Sequence

<220>
<223> H2M291 Heavy Chain Protein

<400> 63
¥et Gly Trp Ser grp Ile Phe Leu Phe %gu Leu Ser Gly Thr ?éa Gly

Val His Ser Glu Val GIn Leu GIn GIn Ser Gly Pro Glu Leu Val Lys
20 25 30
Pro Gly Ala Ser Met Lys Ile Ser Cys Lys Ala Ser Gly Tyr Ser Phe
35 40 45
Thr Gly Tyr Thr Met Asn Trp Val Lys GIn Ser His Gly Lys Asn Leu
50 55 60
Glu Trp Ile Gly Leu [le Asn Pro Tyr Asn Gly Asn Thr Arg Tyr Asn
65 70 75 80

Gln Lys Phe GIn Asp Lys Ala Thr Leu Thr Val Asp Arg Ser Ser Ser
85 90 95

Thr Ala Tyr Met Glu Leu Leu Ser Leu Thr Ser Glu Asp Ser Ala Val
100 105 110

Tyr Tyr Cys Val Lys Glu Pro Ser Asp Tyr Trp Gly GIn Gly Thr Thr
115 120 125
Leu Thr Val Ser Ser Ala Thr Thr Thr Ala Pro Ser Val Tyr Pro Leu
130 135 140

Val Pro Gly Cys Ser Asp Thr Ser Gly Ser Ser Val Thr Leu Gly Cys
145 150 155 160

Leu Val Lys Gly Tyr Phe Pro Glu Pro Val Thr Val Lys Trp Asn Tyr
165 170 175

Gly Ala Leu Ser Ser Gly Val Arg Thr Val Ser Ser Val Leu Gln Ser
180 185 190

Gly Phe Tyr Ser Leu Ser Ser Leu Val Thr Val Pro Ser Ser Thr Trp



"
195 200 205

Pro Ser GIn Thr Val Ile Cys Asn Val Ala His Pro Ala Ser Lys Thr
210 215 220

Glu Leu Ile Lys Arg Ile Glu Pro Arg Ile Pro Lys Pro Ser Thr Pro
225 230 235 240

Pro Gly Ser Ser Cys Pro Pro Gly Asn Ile Leu Gly Gly Pro Ser Val
245 250 255

Phe [le Phe Pro Pro Lys Pro Lys Asp Ala Leu Met Ile Ser Leu Thr
260 265 270

Pro Lys Val Thr Cys Val Val Val Asp Val Ser Glu Asp Asp Pro Asp
275 280 285

Val His Val Ser Trp Phe Val Asp Asn Lys Glu Val His Thr Ala Trp
290 295 300

Thr GIn Pro Arg Glu Ala GIn Tyr Asn Ser Thr Phe Arg Val Val Ser
305 310 315 320

Ala Leu Pro Ile GIn His GIn Asp Trp Met Arg Gly Lys Glu Phe Lys
325 330 335

Cys Lys Val Asn Asn Lys Ala Leu Pro Ala Pro Ile Glu Arg Thr Ile
340 345 350

Ser Lys Pro Lys Gly Arg Ala GIn Thr Pro GIn Val Tyr Thr lle Pro
355 360 365

Pro Pro Arg Glu GIn Met Ser Lys Lys Lys Val Ser Leu Thr Cys Leu
370 375 380

Val Thr Asn Phe Phe Ser Glu Ala [le Ser Val Glu Trp Glu Arg Asn
385 390 395 400

Gly Glu Leu Glu Gln Asp Tyr Lys Asn Thr Pro Pro Ile Leu Asp Ser
405 410 415

Asp Gly Thr Tyr Phe Leu Tyr Ser Lys Leu Thr Val Asp Thr Asp Ser
420 425 430
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Trp Leu Gln Gly Glu Ile Phe Thr Cys Ser Val Val His Glu Ala Leu
435 440

445

His Asn His His Thr GIn Lys Asn Leu Ser Arg Ser Pro Gly Lys
450 - 455 460

<210> 64
211> 238
<212> PRT
<213> Artificial Sequence

<220>
<223> H2M291 Light Chain Protein

<400> 64
¥et Lys Leu Pro gal Arg Leu Leu Val %gu Met Phe Trp Ile Tgo

Ser Ser Ser Asp Val Val Met Thr GIn Thr Pro Leu Ser Leu Pro
20 25 30

Ser Leu Gly Asp GIn Ala Ser Ile Ser Cys Arg Ser Ser Gln Ser
35 40 45
Val His Ile Asn Gly Asn Thr Tyr Leu His Trp Tyr Leu Gln Lys
50 55 60
Gly GIn Ser Pro Lys Leu Leu Ile Tyr Lys Val Ser Lys Arg Phe
65 70 75

Gly Val Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe
85 90 95

Leu Lys Ile Ser Arg Val Glu Ala Ala Asp Leu Gly Val Tyr Phe
100 105 110

Ser GIn Ser Thr His Val Pro Pro Thr Phe Gly Gly Gly Thr Lys
115 120 125

Glu I'le Lys Arg Ala Asp Ala Ala Pro Thr Val Ser Ile Phe Pro
130 135 140

Ser Ser Glu GIn Leu Thr Ser Gly Gly Ala Ser Val Val Cys Phe
145 150 155

Ala

Val

Leu

Pro

Ser

80

Thr

Cys

Leu

Pro

Leu
160
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Asn Asn Phe Tyr Pro Lys Asp Ile Asn Val Lys Trp Lys Ile Asp Gly
165 170 175

Ser Glu Arg GIn Asn Gly Val Leu Asn Ser Trp Thr Asp GIn Asp Ser
180 185 190

Lys Asp Ser Thr Tyr Ser Met Ser Ser Thr Leu Thr Leu Thr Lys Asp
195 200 205

Glu Tyr Glu Arg His Asn Ser Tyr Thr Cys Glu Ala Thr His Lys Thr
210 215 220

Ser Thr Ser Pro Ile Val Lys Ser Phe Asn Arg Asn Glu Cys
225 230 235

<210> 65

<211> 463

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M292 Heavy Chain Protein

<400> 65
?et Gly Trp Ser grp Ile Phe Leu Phe %gu Leu Ser Gly Thr ?éa Gly

Val His Ser Glu Val GIn Leu GIn Gln Ser Gly Pro Glu Leu Val Lys
20 25 30

Pro Gly Ala Ser Arg Lys Ile Ser Cys Lys Ala Ser Gly Tyr Ser Phe
35 40 45
Thr Gly Tyr Thr Met Asn Trp Val Lys Lys Ser His Gly Lys Asn Leu
50 55 60
Glu Trp Ile Gly Leu Ile Asn Pro Ser Asn Gly Gly Thr Arg Tyr Asn
65 70 15 80

Gln Lys Phe Lys Asp Lys Ala Thr Leu Thr Val Asp Lys Ser Ser Ser
85 90 95

Thr Ala Tyr Met Glu Leu Leu Ser Leu Thr Ser Glu Asp Ser Ala Val
100 105 110



Tyr Tyr Cys Val
115
Leu Thr Val Ser
130
Val Pro Gly Cys
145
Leu Val Lys Gly

Gly Ala Leu Ser
180

Gly Phe Tyr Ser
195

Pro Ser GIn Thr
210

Glu Leu Ile Lys
225

Pro Gly Ser Ser

Phe Ile Phe Pro
260

Pro Lys Val Thr
275

Val His Val Ser
290

Thr GIn Pro Arg
305

Ala Leu Pro Ile

Cys Lys Val Asn

14
Lys Glu Pro Ser Asp Tyr Trp Gly Gin Gly Thr Thr
120 125

Ser Ala Thr Thr Thr Ala Pro Ser Val Tyr Pro Leu
135 140

Ser Asp Thr Ser Gly Ser Ser Val Thr Leu Gly Cys
150 155 160

Tyr Phe Pro Glu Pro Val Thr Val Lys Trp Asn Tyr
165 170 175

Ser Gly Val Arg Thr Val Ser Ser Val Leu Gin Ser
185 190

Leu Ser Ser Leu Val Thr Val Pro Ser Ser Thr Trp
200 205

Val Ile Cys Asn Val Ala His Pro Ala Ser Lys Thr
215 220

Arg Ile Glu Pro Arg Ile Pro Lys Pro Ser Thr Pro
230 235 240

Cys Pro Pro Gly Asn Ile Leu Gly Gly Pro Ser Val
245 250 255

Pro Lys Pro Lys Asp Ala Leu Met Ile Ser Leu Thr
265 270

Cys Val Val Val Asp Val Ser Glu Asp Asp Pro Asp
280 285
Trp Phe Val Asp Asn Lys Glu Val His Thr Ala Trp
295 300

Glu Ala GIn Tyr Asn Ser Thr Phe Arg Val Val Ser
310 315 320

Gln His GIn Asp Trp Met Arg Gly Lys Glu Phe Lys
325 330 335

Asn Lys Ala Leu Pro Ala Pro Ile Glu Arg Thr Ile
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340 345 350

Ser Lys Pro Lys Gly Arg Ala GIn Thr Pro GIn Val Tyr Thr Ile Pro
355 360 365

Pro Pro Arg Glu GIn Met Ser Lys Lys Lys Val Ser Leu Thr Cys Leu
370 375 380

Val Thr Asn Phe Phe Ser Glu Ala Ile Ser Val Glu Trp Glu Arg Asn
385 390 395 400

Gly Glu Leu Glu GIn Asp Tyr Lys Asn Thr Pro Pro Ile Leu Asp Ser
405 410 415

Asp Gly Thr Tyr Phe Leu Tyr Ser Lys Leu Thr Val Asp Thr Asp Ser
420 425 430
Trp Leu GIn Gly Glu Ile Phe Thr Cys Ser Val Val His Glu Ala Leu
435 440 445
His Asn His His Thr GIn Lys Asn Leu Ser Arg Ser Pro Gly Lys
450 455 460

<210> 66

211> 238

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M292 Light Chain Protein

<400> 66
¥et Lys Leu Pro gal Arg Leu Leu Val Leu Met Phe Trp Ile ?go Ala

10
Ser Ser Ser Asp Val Val Met Thr GIn Thr Pro Leu Ser Leu Pro Val
20 25 30
Ser Leu Gly Asp GIn Ala Ser Ile Ser Cys Arg Ser Ser Gln Ser Leu
35 40 45

Val His Ser Asn Gly Asn Thr Tyr Leu His Trp Tyr Leu GIn Lys Pro
50 55 60

Gly GIn Ser Pro Lys Leu Leu Ile Tyr Lys Val Ser Asn Arg Phe Ser



76
65 10 15 80

Gly Val Pro Asp Arg Phe Ser Gly Arg Gly Ser Gly Thr Asp Phe Thr
85 90 95
Leu Lys Ile Ser Arg Val Glu Ala Glu Asp Leu Gly Ile Tyr Phe Cys
100 105 110

Ser GIn Ser Thr His Val Pro Pro Thr Phe Gly Gly ? Thr Lys Leu

ly
115 120 25

Glu I'le Lys Arg Ala Asp Ala Ala Pro Thr Val Ser Ile Phe Pro'Pro
130 135 140

Ser Ser Glu GIn Leu Thr Ser Gly Gly Ala Ser Val Val Cys Phe Leu
145 150 155 160

Asn Asn Phe Tyr Pro Lys Asp Ile Asn Val Lys Trp Lys [le Asp Gly
165 170 175

Ser Glu Arg GIn Asn Gly Val Leu Asn Ser Trp Thr Asp Gln Asp Ser
180 185 190
Lys Asp Ser Thr Tyr Ser Met Ser Ser Thr Leu Thr Leu Thr Lys Asp
195 200 205
Glu Tyr Glu Arg His Asn Ser Tyr Thr Cys Glu Ala Thr His Lys Thr
210 215 220

Ser Thr Ser Pro Ile Val Lys Ser Phe Asn Arg Asn Glu Cys
225 230 235

<210> 67

<211> 463

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M293 Heavy Chain Protein

<400> 67
¥et Asn Leu Gly %eu Ser Phe [le Phe %gu Ala Leu Ile Leu %gs Gly

Val Gln Cys Glu Val GIn Leu Val Glu Ser Gly Gly Gly Leu Val GIn



11
20 25 30

Pro Gly Gly Ser Leu Lys Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe
35 40 45
Ser Asn Tyr Gly Ile Phe Trp Val Arg Gln Thr Pro Asp Lys Arg Leu
50 55 60
Glu Leu Val Ala Thr Val Lys Ser Asn Gly Gly Ser Thr Tyr Tyr Pro
65 70 75 - 80
Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ala Lys Lys
85 90 95

Thr Leu Tyr Leu GIn Met Ser Ser Leu Lys Ser Glu Asp Thr Ala Met
100 105 110

Tyr Tyr Cys Ala Arg Glu Gly Gly Asp Tyr Trp Gly GIn Gly Thr Ser
115 120 125

Val Thr Val Ser Ser Ala Thr Thr Thr Ala Pro Ser Val Tyr Pro Leu
130 135 140

Val Pro Gly Cys Ser Asp Thr Ser Gly Ser Ser Val Thr Leu Gly Cys
145 150 155 160

Leu Val Lys Gly Tyr Phe Pro Glu Pro Val Thr Val Lys Trp Asn Tyr
165 170 175

Gly Ala Leu Ser Ser Gly Val Arg Thr Val Ser Ser Val Leu GIn Ser
180 185 190

Gly Phe Tyr Ser Leu Ser Ser Leu Val Thr Val Pro Ser Ser Thr Trp
195 200 205

Pro Ser GIn Thr Val Ile Cys Asn Val Ala His Pro Ala Ser Lys Thr
210 215 220

Glu Leu Ile Lys Arg Ile Glu Pro Arg Ile Pro Lys Pro Ser Thr Pro
225 230 235 240

Pro Gly Ser Ser Gys Pro Pro Gly Asn Ile Leu Gly Gly Pro Ser Val
245 250 255



18
Phe Ile Phe Pro Pro Lys Pro Lys Asp Ala Leu Met Ile Ser Leu Thr
260 265 270

Pro Lys Val Thr Cys Val Val Val Asp Val Ser Glu Asp Asp Pro Asp
275 280 285

Val His Val Ser Trp Phe Val Asp Asn Lys Glu Val His Thr Ala Trp
290 295 300

Thr GIn Pro Arg Glu Ala GIn Tyr Asn Ser Thr Phe Arg Val Val Ser
305 310 315 320

Ala Leu Pro Ile GIn His GIn Asp Trp Met Arg Gly Lys Glu Phe Lys
325 330 335

Cys Lys Val Asn Asn Lys Ala Leu Pro Ala Pro Ile Glu Arg Thr Ile
340 345 350

Ser Lys Pro Lys Gly Arg Ala GIn Thr Pro Gin Val Tyr Thr Ile Pro
355 360 365
Pro Pro Arg Glu GIn Met Ser Lys Lys Lys Val Ser Leu Thr Cys Leu
370 375 380

Val Thr Asn Phe Phe Ser Glu Ala Ile Ser Val Glu Trp Glu Arg Asn
385 390 395 400

Gly Glu Leu Glu GIn Asp Tyr Lys Asn Thr Pro Pro Ile Leu Asp Ser
405 410 415
Asp Gly Thr Tyr Phe Leu Tyr Ser Lys Leu Thr Val Asp Thr Asp Ser
420 425 430

Trp Leu GIn Gly Glu Ile Phe Thr Cys Ser Val Val His Glu Ala Leu
435 440 445

His Asn His His Thr GIn Lys Asn Leu Ser Arg Ser Pro Gly Lys
450 455 460

<210> 68

<211> 238

<212> PRT

<213> Artificial Sequence
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<220>
<223> H2M293 Light Chain Protein

<400> 68
?et Gly Ile Lys get Glu Thr His Ser ?An Val Phe Val Tyr ¥gt Leu

Leu Trp Leu Ser Gly Val Glu Gly Asp Ile Val Met Thr GIn Ser His
20 25 30
Lys Phe Met Ser Thr Ser Val Gly Asp Arg Val Ser Ile Thr Cys Lys
35 40 45
Ala Ser GIn Asp Val Gly Thr Ala Val Ala Trp Tyr GIin Gln Lys Pro
50 55 60

Gly GIn Ser Pro Lys Leu Leu Ile Tyr Trp Thr Ser Thr Arg His Ile
65 10 15 80

Gly Val Pro Asp Arg Phe Thr Gly Ser Gly Ser Gly Thr Asp Phe Thr
85 90 95

Leu Thr Ile Arg Asn Val GIn Ser Glu Asp Leu Ala Asn Tyr Phe Cys
100 105 110

GIn GIn Tyr Ser Lys Asn Pro Leu Thr Phe Gly Ala Gly Thr Lys Leu
115 120 125

Glu Leu Lys Arg Ala Asp Ala Ala Pro Thr Val Ser Ile Phe Pro Pro
130 135 140

Ser Ser Glu GIn Leu Thr Ser Gly Gly Ala Ser Val Val Cys Phe Leu
145 150 165 160

Asn Asn Phe Tyr Pro Lys Asp Ile Asn Val Lys Trp Lys Ile Asp Gly
165 170 175

Ser Glu Arg Gln Asn Gly Val Leu Asn Ser Trp Thr Asp Gln Asp Ser
180 185 190

Lys Asp Ser Thr Tyr Ser Met Ser Ser Thr Leu Thr Leu Thr Lys Asp
195 200 205

Glu Tyr Glu Arg His Asn Ser Tyr Thr Cys Glu Ala Thr His Lys Thr



80
210 215

225

<210> 69

<211> 468

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M294 Heavy Chain Protein

<400> 69
?et Ser Thr Glu Eis Arg Pro Leu Ser ¥8| Asn

Ile Phe Leu Ala Leu Ile Leu Lys Gly Val GIn
20 25

Val Glu Ser Gly Gly Gly Leu Val GIn Pro Gly
35 40 ,

Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser
50 55

Val Arg Gin Thr Pro Asp Lys Arg Leu Glu Leu
65 70 15

Ser Asn Gly Gly Gly Thr Tyr Tyr Pro Asp Ser
85 90
Thr Ile Ser Arg Asp Asn Ala Lys Asn Thr Leu
100 105

Ser Leu Lys Ser Glu Asp Thr Ala Ile Tyr Tyr
115 120

Ser Trp Phe Pro Tyr Trp Gly GIn Gly Thr Leu
130 135

Lys Thr Thr Pro Pro Ser Val Tyr Pro Leu

Ala
145 150 155

Ala GIn Thr Asn Ser Met Val Thr Leu Gly Cys

220

Ser Thr Ser Pro Ile Val Lys Ser Phe Asn Arg Asn Glu Cys
230 235

Leu Gly Leu ?gr Phe

Cys Glu Val GIn Leu
30

Gly Ser Leu Lys Leu
45

Tyr Gly Met Ser Trp

60

Val Ala Thr Ile Asn
80

Val Lys Gly Arg Phe
95

Tyr Leu ? Met Ser

In

10

Cys Ala Ser Pro Gly
125

Val Thr Val Ser Ala
140

Ala Pro Gly Ser Ala
160

Leu Val Lys Gly Tyr



81
165 170 175

Phe Pro Glu Pro Val Thr Val Thr Trp Asn Ser Gly Ser Leu Ser Ser
180 185 190

Gly Val His Thr Phe Pro Ala Val Leu GIn Ser Asp Leu Tyr Thr Leu
195 200 205

Ser Ser Ser Val Thr Val Pro Ser Ser Thr Trp Pro Ser Glu Thr Val
210 215 220

Thr Cys Asn Val Ala His Pro Ala Ser Ser Thr Lys Val Asp Lys Lys
225 230 235 240

[le Val Pro Arg Asp Cys Gly Cys Lys Pro Cys Ile Cys Thr Val Pro
245 250 255

Glu Val Ser Ser Val Phe Ile Phe Pro Pro Lys Pro Lys Asp Val Leu
260 265 270

Thr Ile Thr Leu Thr Pro Lys Val Thr Cys Val Val Val Asp Ile Ser
275 280 285

Lys Asp Asp Pro Glu Val GIn Phe Ser Trp Phe Val Asp Asp Val Glu
290 295 300

Val His Thr Ala GIn Thr GIn Pro Arg Glu Glu GIn Phe Asn Ser Thr
305 310 315 320

Phe Arg Ser Val Ser Glu Leu Pro Ile Met His GIn Asp Trp Leu Asn
325 330 335

Gly Lys Glu Phe Lys Gys Arg Val Asn Ser Ala Ala Phe Pro Ala Pro
340 345 350
Ile Glu Lys Thr Ile Ser Lys Thr Lys Gly Arg Pro Lys Ala Pro GIn
355 360 365

Val Tyr Thr [le Pro Pro Pro Lys Glu GIn Met Ala Lys Asp Lys Val
370 375 380

Ser Leu Thr Cys Met Ile Thr Asp Phe Phe Pro Glu Asp Ile Thr Val
385 390 395 400
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Glu Trp GIn Trp Asn Gly GIn Pro Ala Glu Asn Tyr Lys Asn Thr Gln
405 410 415

Pro Ile Met Asp Thr Asp Gly Ser Tyr Phe Val Tyr Ser Lys Leu Asn
420 425 430

Val GIn Lys Ser Asn Trp Glu Ala Gly Asn Thr Phe Thr Cys Ser Val
435 440 445

Leu His Glu Gly Leu His Asn His His Thr Glu Lys Ser Leu Ser His
450 455 460

Ser Pro Gly Lys
465

<210> 70
211> 239
<212> PRT
<213> Artificial Sequence

<220>
<223> H2M294 Light Chain Protein

<400> 70
¥et Met Ser Pro éla Gln Phe Leu Phe %gu Leu Val Leu Trp %ée Arg

Glu Thr Asn Gly Asp Val Val Met Thr GIn Thr Pro Leu Thr Leu Ser
20 25 30

Val Thr Ile Gly GIn Pro Ala Ser Ile Ser Cys Lys Ser Ser GIn Ser
35 40 45

Leu Leu Asp Ser Asp Gly Lys Thr Tyr Leu His Trp Leu Leu GIn Arg
50 55 60

Pro Gly GIn Ser Pro Arg Arg Leu Ile Phe Leu Val Ser Lys Leu Asp
65 10 15 80

Ser Gly Val Pro Asp Arg Phe Thr Gly Ser Gly Ser Gly Thr Asp Phe
85 90 95

Thr Leu Lys Ile Ser Arg Val Glu Ala Glu Asp Leu Gly Val Tyr Tyr
100 105 110



83

Cys Trp GIn Gly Thr His Phe Pro GIn Thr Phe Gly Gly Gly Thr Lys
1 120 125

In

15

Leu Glu Ile Lys Arg Ala Asp Ala Ala Pro Thr Val Ser Ile Phe Pro
130 135 140

Pro Ser Ser Glu GIn Leu Thr Ser Gly Gly Ala Ser Val Val Cys Phe
145 150 155 160

Leu Asn Asn Phe Tyr Pro Lys Asp Ile Asn Val Lys Trp Lys Ile Asp
165 170 175

Gly Ser Glu Arg GIn Asn Gly Val Leu Asn Ser Trp Thr Asp Gln Asp
180 185 190

Ser Lys Asp Ser Thr Tyr Ser Met Ser Ser Thr Leu Thr Leu Thr Lys
195 200 205

Asp Glu Tyr Glu Arg His Asn Ser Tyr Thr Cys Glu Ala Thr His Lys
210 215 220

Thr Ser Thr Ser Pro Ile Val Lys Ser Phe Asn Arg Asn Glu Cys
225 230 235

Q10> M

211> 457

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M295 Heavy Chain Protein

<400> T

¥et Gly Trp Ser grp Ile Phe Leu Phe %gu Leu Ser Gly Thr ?éa Gly

Val His Ser Glu Val Gln Leu Gin GIn Ser Gly Pro Glu Leu Val Lys
20 25 30

Pro Gly Ala Ser Arg Lys Ile Ser Cys Lys Ala Ser Gly Tyr Ser Phe
35 40 45

Thr Gly Tyr Thr Met Asn Trp Val Lys Lys Ser His Gly Lys Asn Leu
50 55 60
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Glu Trp Ile Gly Leu Ile Asn Pro Tyr Asn Gly Gly Thr Arg Tyr Asn
65 70 15 80

Gln Lys Phe Lys Gly Lys Ala Thr Leu Thr Val Asp Lys Ser Ser Ser
85 90 95

Thr Ala Tyr Met Glu Leu Leu Ser Leu Thr Ser Glu Asp Ser Ala Val
100 105 110

Tyr Tyr Cys Val Lys Glu Pro Ser Asp Tyr Trp Gly Gin Gly Thr Thr
115 120 125

Leu Thr Val Ser Ser Ala Lys Thr Thr Pro Pro Ser Val Tyr Pro Leu
130 135 140

la Pro Gly Ser Ala Ala GIn Thr Asn Ser Met Val Thr Leu Gly Cys
45 150 155 160

Leu Val Lys Gly Tyr Phe Pro Glu Pro Val Thr Val Thr Trp Asn Ser
165 170 175

Gly Ser Leu Ser Ser Gly Val His Thr Phe Pro Ala Val Leu GIn Ser
180 185 190

Asp Leu Tyr Thr Leu Ser Ser Ser Val Thr Val Pro Ser Ser Thr Trp
195 200 205

Pro Ser Glu Thr Val Thr Cys Asn Val Ala His Pro Ala Ser Ser Thr
210 215 220

Lys Val Asp Lys Lys Ile Val Pro Arg Asp Cys Gly Cys Lys Pro Cys
225 230 235 240

Ile Cys Thr Val Pro Glu Val Ser Ser Val Phe Ile Phe Pro Pro Lys
245 250 255

Pro Lys Asp Val Leu Thr Ile Thr Leu Thr Pro Lys Val Thr Cys Val
260 265 270

Val Val Asp [le Ser Lys Asp Asp Pro Glu Val GIn Phe Ser Trp Phe
275 280 285

Val Asp Asp Val Glu Val His Thr Ala Gin Thr GIn Pro Arg Glu Glu
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290 295 300

GIn Phe Asn Ser Thr Phe Arg Ser Val Ser Glu Leu Pro Ile Met His
305 310 315 320

Gln Asp Trp Leu Asn Gly Lys Glu Phe Lys Cys Arg Val Asn Ser Ala
325 330 335

Ala Phe Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys Thr Lys Gly Arg
340 345 350

Pro Lys Ala Pro GIn Val Tyr Thr Ile Pro Pro Pro Lys Glu GIn Met
355 360 365

Ala Lys Asp Lys Val Ser Leu Thr Cys Met Ile Thr Asp Phe Phe Pro
370 375 380

Glu Asp Ile Thr Val Glu Trp GIn Trp Asn Gly Gln Pro Ala Glu Asn
385 390 395 400

Tyr Lys Asn Thr GIn Pro Ile Met Asp Thr Asp Gly Ser Tyr Phe Val
405 410 415

Tyr Ser Lys Leu Asn Val GIn Lys Ser Asn Trp Glu Ala Gly Asn Thr
420 425 430

Phe Thr Cys Ser Val Leu His Glu Gly Leu His Asn His His Thr Glu
435 440 445

Lys Ser Leu Ser His Ser Pro Gly Lys
450

455
210> 72
211> 238
<212> PRT
<213> Artificial Sequence
<220>
<223> H2M295 Light Chain Protein
<400> 72
¥et Lys Leu Pro gal Arg Leu Leu Val %8u Met Phe Trp Ile ?Eo Ala

Ser Ser Ser Asp Val Val Met Thr GIn Thr Pro Leu Ser Leu Pro Val
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20 25 30

Ser Leu Gly Asp Gin Ala Ser Ile Ser Cys Arg Ser Ser Gln Ser Leu
35 40 45
Val His Ser Asn Gly Asn Thr Tyr Leu His Trp Tyr Leu GIn Lys Pro
50 55 60

Gly GIn Ser Pro Lys Leu Leu Ile Tyr Lys Val Ser Lys Arg Phe Ser
65 70 75 80

Gly Val Pro Asp Arg Phe Ser Gly Cys Gly Ser Gly Thr Asp Phe Thr
85 90 95

Leu Lys Ile Ser Arg Leu Glu Ala Glu Asp Leu Gly Val Tyr Phe Cys
100 105 110

Ser Gln Ser Ser His Val Pro Pro Thr Phe Gly Gly Gly Thr Lys Leu
115 120 125

Glu I'le Lys Arg Ala Asp Ala Ala Pro Thr Val Ser Ile Phe Pro Pro
130 135 140

Ser Ser Glu GIn Leu Thr Ser Gly Gly Ala Ser Val Val Cys Phe Leu
145 150 155 160

Asn Asn Phe Tyr Pro Lys Asp Ile Asn Val Lys Trp Lys Ile Asp Gly
165 170 175

Ser Glu Arg GlIn Asn Gly Val Leu Asn Ser Trp Thr Asp GIn Asp Ser
180 185 190

Lys Asp Ser Thr Tyr Ser Met Ser Ser Thr Leu Thr Leu Thr Lys Asp
195 200 205

Glu Tyr Glu Arg His Asn Ser Tyr Thr Cys Glu Ala Thr His Lys Thr
210 215 220

Ser Thr Ser Pro Ile Val Lys Ser Phe Asn Arg Asn Glu Cys
225 230 235

<210> 73
211> 462
<212> PRT
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<213> Artificial Sequence

220>

<223> H2M296 Heavy Chain Protein

<400> 73

¥et Gly Arg Leu ghr Ser Ser Phe Leu %gu Leu Ile Val Pro ?éa Tyr

Val Leu Ser GIn Val Thr Leu Lys Glu Ser Gly Pro Gly Ile Leu GIn
20 25 30

Pro Ser GIn Thr Leu Ser Leu Thr Cys Ser Phe Ser Gly Phe Ser Leu
35 40 45
Ser Thr Ser Gly Met Gly Val Gly Trp Ile Arg Gln Pro Ser Gly Lys
50 55 60

Gly Leu Glu Trp Leu Ala His Ile Trp Trp Asp Asp Asp Lys Arg Tyr
65 70 75 80

Asn Pro Ala Leu Lys Ser Arg Leu Thr Ile Ser Lys Asp Thr Ser Ser
85 90 95

Asn GIn Val Phe Leu Lys Ile Ala Asn Val Asp Thr Ser Asp Thr Ala
100 105 110

Thr Tyr Tyr Cys Ser Arg Ile Glu Gly GIn Arg Gly Phe Ala Tyr Trp
115 120 125

Gly GIn Gly Thr Leu Val Thr Val Ser Ala Ala Lys Thr Thr Pro Pro
130 135 140

Ser Val Tyr Pro Leu Ala Pro Gly Ser Ala Ala GIn Thr Asn Ser Met
145 150 155 160

Val Thr Leu Gly Cys Leu Val Lys Gly Tyr Phe Pro Glu Pro Val Thr
165 170 175

Val Thr Trp Asn Ser Gly Ser Leu Ser Ser Gly Val His Thr Phe Pro
180 185 190

Ala Val Leu GIn Ser Asp Leu Tyr Thr Leu Ser Ser Ser Val Thr Val
195 200 205



88
Pro Ser Ser Thr Trb Pro Ser Glu Thr Val Thr Cys Asn Val Ala His
210 215 220

Pro Ala Ser Ser Thr Lys Val Asp Lys Lys Ile Val Pro Arg Asp Cys
225 230 235 240

Gly Cys Lys Pro Cys Ile Gys Thr Val Pro Glu Val Ser Ser Val Phe
245 250 255

[le Phe Pro Pro Lys Pro Lys Asp Val Leu Thr Ile Thr Leu Thr Pro
260 265 270

Lys Val Thr Cys Val Val Val Asp Ile Ser Lys Asp Asp Pro Glu Val
275 280 285

GIn Phe Ser Trp Phe Val Asp Asp Val Glu Val His Thr Ala GIn Thr
290 295 300

GIn Pro Arg Glu Glu GIn Phe Asn Ser Thr Phe Arg Ser Val Ser Glu
305 310 315 320

Leu Pro Ile Met His Gin Asp Trp Leu Asn Gly Lys Glu Phe Lys Cys
325 330 335

Arg Val Asn Ser Ala Ala Phe Pro Ala Pro Ile Glu Lys Thr Ile Ser
340 345 350

Lys Thr Lys Gly Arg Pro Lys Ala Pro GIn Val Tyr Thr Ile Pro Pro
355 360 365

Pro Lys Glu GIn Met Ala Lys Asp Lys Val Ser Leu Thr Cys Met Ile
370 375 380

Thr Asp Phe Phe Pro Glu Asp Ile Thr Val Glu Trp GIn Trp Asn Gly
385 390 395 400

GIn Pro Ala Glu Asn Tyr Lys Asn Thr Gln Pro Ile Met Asp Thr Asp
405 410 415

Gly Ser Tyr Phe Val Tyr Ser Lys Leu Asn Val GIn Lys Ser Asn Trp
420 425 430

Glu Ala Gly Asn Thr Phe Thr Cys Ser Val Leu His Glu Gly Leu His



89 ‘
435 440 445

Asn His His Thr Glu Lys Ser Leu Ser His Ser Pro Gly Lys
450 455 460

<210> 74

<211> 240

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M296 Light Chain Protein

<400> 74
¥et Asp Ser GIn éla GIn Val Leu Met %gu Leu Leu Leu Trp ¥g| Ser

Gly Thr Cys Gly Asp Ile Val Met Ser GIn Ser Pro Ser Ser Leu Ala
20 25 30

Val Ser Val Gly Glu Met Ile Thr Met Thr Cys Lys Ser Ser GIn Ser
35 40 45
Leu Leu Tyr Ser Arg Asn GIn Lys Asn Tyr Leu Ala Trp Tyr GIn GIn
50 55 60

Lys Pro Gly GIn Ser Pro Lys Leu Leu Ile Tyr Trp Ala Ser Thr Arg
65 70 15 80

Glu Ser Gly Val Pro Asp Arg Phe Thr Gly Ser Gly Ser Gly Thr Asp
85 90 95

Phe Thr Leu Thr Ile Ser Ser Val Lys Ala Glu Asp Leu Ala Val Tyr
100 105 110

Tyr Cys GIn GIn Tyr Tyr Ser GIn Pro Tyr Thr Phe Gly Gly Gly Thr
1 120 125

In

15

Lys Leu Glu Ile Lys Arg Ala Asp Ala Ala Pro Thr Val Ser Ile Phe
130 135 140

Ala Ser Val Val Cys

Pro Pro Ser Ser Glu GIn Leu Thr Ser Gly Gly
150 155 160

145

Phe Leu Asn Asn Phe Tyr Pro Lys Asp Ile Asn Val Lys Trp Lys Ile
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165 170 175

Asp Gly Ser Glu Arg GIn Asn Gly Val Leu Asn Ser Trp Thr Asp GlIn
180 185 190

Asp Ser Lys Asp Ser Thr Tyr Ser Met Ser Ser Thr Leu Thr Leu Thr
195 200 205

Lys Asp Glu Tyr Glu Arg His Asn Ser Tyr Thr Cys Glu Ala Thr His
210 215 220

Lys Thr Ser Thr Ser Pro Ile Val Lys Ser Phe Asn Arg Asn Glu Cys
225 230 235 240

<210> 75

211> 463

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M297 Heavy Chain Protein

<400> 75
¥et Asn Leu Gly %eu Ser Phe Ile Phe %gu Ala Leu Ile Leu %gs Gly

Val GIn Cys Glu Val GIn Leu Val Glu Ser Gly Gly Gly Leu Val GIn
20 25 30
Pro Gly Gly Ser Leu Lys Leu Ser Cys Ala Ala Ser Gly Phe Ser Phe
35 40 45
Ser Ser Tyr Gly Ile Phe Trp Val Arg Gln Thr Pro Asp Lys Arg Leu
50 55 60
Glu Leu Val Ala Thr Ile Lys Ser Asn Gly Gly Arg Thr Tyr Tyr Pro
65 70 75 80
Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ala Lys Asn
85 90 95

Thr Leu His Leu GIn Met Ser Ser Leu Lys Ser Glu Asp Thr Ala Met
100 105 110

Tyr Tyr Cys Ala Arg Glu Gly Gly Asp Tyr Trp Gly GIn Gly Thr Ser
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115 120 125

Val Thr Val Ser Ser Ala Thr Thr Thr Ala Pro Ser Val Tyr Pro Leu
130 135 140

Val Pro Gly Cys Ser Asp Thr Ser Gly Ser Ser Val Thr Leu Gly Cys
145 150 155 160

Leu Val Lys Gly Tyr Phe Pro Glu Pro Val Thr Val Lys Trp Asn Tyr
165 170 175

Gly Ala Leu Ser Ser Gly Val Arg Thr Val Ser Ser Val Leu GIn Ser
180 185 190

Gly Phe Tyr Ser Leu Ser Ser Leu Val Thr Val Pro Ser Ser Thr Trp
195 200 205

Pro Ser GIn Thr Val Ile Cys Asn Val Ala His Pro Ala Ser Lys Thr
210 215 220

Glu Leu Ile Lys Arg Ile Glu Pro Arg Ile Pro Lys Pro Ser Thr Pro
225 230 235 240

Pro Gly Ser Ser Cys Pro Pro Gly Asn Ile Leu Gly Gly Pro Ser Val
245 250 255

Phe Ile Phe Pro Pro Lys Pro Lys Asp Ala Leu Met Ile Ser Leu Thr
260 265 270

Pro Lys Val Thr Cys Val Val Val Asp Val Ser Glu Asp Asp Pro Asp
275 280 285

Val His Val Ser Trp Phe Val Asp Asn Lys Glu Val His Thr Ala Trp
290 295 300

Thr GIn Pro Arg Glu Ala GIn Tyr Asn Ser Thr Phe Arg Val Val Ser
305 310 315 320

Ala Leu Pro Ile GIn His GIn Asp Trp Met Arg Gly Lys Glu Phe Lys
325 330 335

Cys Lys Val Asn Asn Lys Ala Leu Pro Ala Pro Ile Glu Arg Thr Ile
340 345 350
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Ser Lys Pro Lys Gly Arg Ala GIn Thr Pro Gln Val Tyr Thr Ile Pro
355 360 365

Pro Pro Arg Glu Gin Met Ser Lys Lys Lys Val Ser Leu Thr Cys Leu
370 375 380

Val Thr Asn Phe Phe Ser Glu Ala Ile Ser Val Glu Trp Glu Arg Asn
385 390 395 400

Gly Glu Leu Glu GIn Asp Tyr Lys Asn Thr Pro Pro Ile Leu Asp Ser
405 410 415

Asp Gly Thr Tyr Phe Leu Tyr Ser Lys Leu Thr Val Asp Thr Asp Ser
420 425 430

Trp Leu GIn Gly Glu Ile Phe Thr Cys Ser Val Val His Glu Ala Leu
435 440 445

His Asn His His Thr GIn Lys Asn Leu Ser Arg Ser Pro Gly Lys
450 455 460

<210> 76

<211> 238

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M297 Light Chain Protein

<400> 76

¥et Lys Leu Pro gal Arg Leu Leu Val %gu Met Phe Trp Ile ?go Ala

Ser Ser Ser Asp Val Leu Met Thr GIn Thr Pro Leu Ser Leu Pro Val
‘ 20 25 30

Ser Leu Gly Asp GIn Ala Ser Ile Ser Cys Arg Ser Ser GIn Ser Val
35 40 45

Val His Ser Asn Gly Asn Thr Tyr Leu Glu Trp Tyr Leu GIn Lys Pro
50 b5 60

Gly GIn Ser Pro Lys Leu Leu Ile Tyr Lys Val Ser Asn Arg Phe Ser
65 70 75 80



93
Gly Val Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr
85 90 95

Leu Lys [le Ser Arg Val Glu Ala Glu Asp Leu Gly Ile Tyr Tyr Cys
100 105 110

Phe GIn Gly Ser Arg Val Pro Pro Thr Phe Gly Gly Gly Thr Lys Leu
1 120 125

ly

15

Glu I'le Lys Arg Ala Asp Ala Ala Pro Thr Val Ser Ile Phe Pro Pro
130 135 140

Ser Ser Glu GIn Leu Thr Ser Gly Gly Ala Ser Val Val Cys Phe Leu
145 150 155 160

Asn Asn Phe Tyr Pro Lys Asp Ile Asn Val Lys Trp Lys [le Asp Gly
165 170 175

Ser Glu Arg GIn Asn Gly Val Leu Asn Ser Trp Thr Asp Gln Asp Ser
180 185 190
Lys Asp Ser Thr Tyr Ser Met Ser Ser Thr Leu Thr Leu Thr Lys Asp
195 200 205

Glu Tyr Glu Arg His Asn Asn Tyr Thr Cys Glu Ala Thr His Lys Thr
210 215 220

Ser Thr Ser Pro Ile Val Lys Ser Phe Asn Arg Asn Glu Cys
225 230 235

Q210> 717
11> 457
<212> PRT
<213> Artificial Seqguence

<220>
<223> H2M298 Heavy Chain Protein

<400> 77

?et Asn Phe Gly %eu Arg Leu [le Phe %gu Val Leu Thr Leu %gs Gly

Val GIn Cys Asp Val Lys Leu Val Glu Ser Gly Gly Gly Leu Val Lys
20 25 30



04
Pro Gly Gly Ser Leu Lys Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe
35 40 45

Ser Arg Tyr Ser Met Ser Trp Val Arg Gin Thr Pro Glu Lys Lys Leu
50 55 60
Glu Trp Val Ala Ile Ile Ser Thr Gly Gly Ser Tyr Met Phe Tyr Pro
65 70 15 80
Asp Ser Ala Lys Gly Arg Phe Thr Ile Ser Arg Asp Asp Ala Lys Asn
85 90 95

Thr Leu Tyr Leu GIn Met Ser Ser Leu Lys Ser Glu Asp Thr Ala Met
100 105 110

Tyr Tyr Cys Thr Arg Glu Ala Gly Asp Tyr Trp Gly Gln Gly Thr Thr
115 120 125

Leu Thr Val Ser Ser Ala Lys Thr Thr Pro Pro Ser Val Tyr Pro Leu
130 135 140

la Pro Gly Ser Ala Ala GIn Thr Asn Ser Met Val Thr Leu Gly Cys
45 150 155 160

Leu Val Lys Gly Tyr Phe Pro Glu Pro Val Thr Val Thr Trp Asn Ser
165 170 175

Gly Ser Leu Ser Ser Gly Val His Thr Phe Pro Ala Val Leu GIn Ser
180 185 190

Asp Leu Tyr Thr Leu Ser Ser Ser Val Thr Val Pro Ser Ser Thr Trp
195 200 205

Pro Ser Glu Thr Val Thr Cys Asn Val Ala His Pro Ala Ser Ser Thr
210 215 220

Lys Val Asp Lys Lys Ile Val Pro Arg Asp Cys Gly Cys Lys Pro Cys
225 230 235 240

Ile Cys Thr Val Pro Glu Val Ser Ser Val Phe Ile Phe Pro Pro Lys
245 250 255

Pro Lys Asp Val Leu Thr Ile Thr Leu Thr Pro Lys Val Thr Cys Val
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260 265 210

Val Val Asp Ile Ser Lys Asp Asp Pro Glu Val GIn Phe Ser Trp Phe
275 280 285

Val Asp Asp Val Glu Val His Thr Ala Gln Thr Gln Pro Arg Glu Glu
290 295 300

GIn Phe Asn Ser Thr Phe Arg Ser Val Ser Glu Leu Pro Ile Met His
305 310 315 320

Gln Asp Trp Leu Asn Gly Lys Glu Phe Lys Cys Arg Val Asn Ser Ala
325 330 335

Ala Phe Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys Thr Lys Gly Arg
340 345 350

Pro Lys Ala Pro GIn Val Tyr Thr Ile Pro Pro Pro Lys Glu GIn Met
355 360 365

Ala Lys Asp Lys Val Ser Leu Thr Cys Met Ile Thr Asp Phe Phe Pro
370 375 380

Glu Asp Ile Thr Val Glu Trp GIn Trp Asn Gly Gln Pro Ala Glu Asn
385 390 395 400

Tyr Lys Asn Thr Gln Pro Ile Met Asp Thr Asp Gly Ser Tyr Phe Val
405 410 415

Tyr Ser Lys Leu Asn Val GIn Lys Ser Asn Trp Glu Ala Gly Asn Thr
420 425 430

Phe Thr Cys Ser Val Leu His Glu Gly Leu His Asn His His Thr Glu
435 440 445

Lys Ser Leu Ser His Ser Pro Gly Lys
450 455

<210> 78

<211> 238

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M298 Light Chain Protein



<400> 78
?et Met Ser Pro éla GIn Phe Leu

Glu Thr Asn Gly Asp Val Val Met
20

Val Thr Ile Gly GIn Pro Ala Ser
35 40

Leu Leu His Ser Asp Gly Lys Thr

50 55

Pro Gly GIn Ser Pro Arg Arg Leu

65 70

Ser Gly Val Pro égp Arg Phe Thr

Thr Leu Lys Ile Ser Arg Val Glu

100

Gly Thr His Phe Pro

96

Phe Leu Leu Val Leu Trp Ile Arg
10 15

Thr GIn Thr Pro Leu Thr Leu Ser
25 30

Ile Ser Cys Lys ggr Ser GIn Ser

Tyr Leu Asn ggp Leu Leu GIn Arg

Ile Tyr Leu Val Ser Lys Leu Asp

75 80

Gly Ser Gly Ser Gly Thr Asp Phe
90 95

Ser Glu Asp Leu Gly Val Tyr Tyr
105 110

Thr Lys Leu

Cys Trp ? Thr Phe Gly Gly ?

In ly
15 120 25

Glu Ile Lys Arg Ala Asp Ala Ala Pro Thr Val Ser Ile Phe Pro Pro
130 135 140

Ser Ser Glu GIn Leu Thr Ser Gly Gly Ala Ser Val Val Cys Phe Leu
145 150 155 160

Asn Asn Phe Tyr Pro Lys Asp Ile Asn Val Lys Trp Lys Ile Asp Gly
165 170 175

Ser Glu Arg GIn Asn Gly Val Leu Asn Ser Trp Thr Asp Gin Asp Ser
180 185 190

Lys Asp Ser Thr Tyr Ser Met Ser Ser Thr Leu Thr Leu Thr Lys Asp
195 200 205

Glu Tyr Glu Arg His Asn Ser Tyr Thr Cys Glu Ala Thr His Lys Thr
210 215 220
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Ser Thr Ser Pro Ile Val Lys Ser Phe Asn Arg Asn Glu Cys
225 230 235

210> 79

211> 457

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M299 Heavy Chain Protein

<400> 79
*et Asn Leu Gly %eu Ser Phe Ile Phe Leu Ala Leu Ile Leu Lys Gly

10 15
Val GIn Cys Glu Val GIn Leu Val Glu Ser Gly Gly Gly Leu Val GlIn
20 25 30
Pro Gly Gly Ser Leu Lys Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe
35 40 45
Asn Ile Tyr Gly Ile Phe Trp Val Arg GIn Thr Pro Asp Lys Arg Leu
50 55 60
Glu Leu Val Ala Thr Ile His Ser Asn Gly Gly Arg Ile Tyr Tyr Pro
65 70 15 80
Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ala Lys Asn
85 90 95
Thr Leu Tyr Leu GIn Met Ser Ser Leu Lys Ser Glu Asp Thr Ala Met
100 105 110
Tyr Tyr Cys Ala Arg Glu Gly Gly Asp Tyr Trp Gly GIn Gly Thr Ser
115 120 125

Val Thr Val Ser Ser Ala Lys Thr Thr Pro Pro Ser Val Tyr Pro Leu
130 135 140

Pro Gly Ser Ala Ala GIn Thr Asn Ser Met Val Thr Leu Gly Cys

Ala
145 150 155 160

Leu Val Lys Gly Tyr Phe Pro Glu Pro Val Thr Val Thr Trp Asn Ser
165 170 175
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Gly Ser Leu Ser Ser Gly Val His Thr Phe Pro Ala Val Leu Gln Ser
180 185 190

Asp Leu Tyr Thr Leu Ser Ser Ser Val Thr Val Pro Ser Ser Thr Trp
195 200 205

Pro Ser Glu Thr Val Thr Cys Asn Val Ala His Pro Ala Ser Ser Thr
210 215 220

Lys Val Asp Lys Lys Ile Val Pro Arg Asp Cys Gly Cys Lys Pro Cys
225 230 235 240

[le Cys Thr Val Pro Glu Val Ser Ser Val Phe Ile Phe Pro Pro Lys
245 250 255

Pro Lys Asp Val Leu Thr Ile Thr Leu Thr Pro Lys Val Thr Cys Val
260 265 270

Val Val Asp Ile Ser Lys Asp Asp Pro Glu Val GIn Phe Ser Trp Phe
275 280 285

Val Asp Asp Val Glu Val His Thr Ala Gin Thr GIn Pro Arg Glu Glu
290 295 300

GIn Phe Asn Ser Thr Phe Arg Ser Val Ser Glu Leu Pro Ile Met His
305 310 315 320

Gln Asp Trp Leu Asn Gly Lys Glu Phe Lys Cys Arg Val Asn Ser Ala
325 330 335

Ala Phe Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys Thr Lys Gly Arg
340 345 350

Pro Lys Ala Pro GIn Val Tyr Thr Ile Pro Pro Pro Lys Glu GIn Met
355 360 365

Ala Lys Asp Lys Val Ser Leu Thr Cys Met Ile Thr Asp Phe Phe Pro
370 375 380

Glu Asp Ile Thr Val Glu Trp GIn Trp Asn Gly GIn Pro Ala Glu Asn
385 390 395 400

Tyr Lys Asn Thr Gin Pro Ile Met Asp Thr Asp Gly Ser Tyr Phe Val
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405 410 415

Tyr Ser Lys Leu Asn Val GIn Lys Ser Asn Trp Glu Ala Gly Asn Thr
420 425 430

Phe Thr Cys Ser Val Leu His Glu Gly Leu His Asn His His Thr Glu
435 440

445

Lys Ser Leu Ser His Ser Pro Gly Lys
450 455

<210> 80
Q211> 238
<212> PRT
<213> Artificial Sequence

<220>
<223> H2M299 Light Chain Protein

<400> 80
¥et Gly Ile Lys get Glu Thr His Ser $$n Val Phe Val Tyr ?gt

Leu Trp Leu Ser Gly Val Glu Gly Asp Ile Val Met Thr GIn Ser
20 25 30

Lys Val Met Ala Thr Ser Val Gly Asp Arg Val Ser Ile Thr Cys

35 40 45
Ala Ser GIn Asp Val Gly Thr Ala Val Ala Trp Tyr GIn Gln Lys
50 55 60

Gly GIn Ser Pro Lys Leu Leu Ile Tyr Trp Ala Ser Thr Arg His

65 70 15

Gly Val Pro Asp Arg Phe Thr Gly Ser Gly Ser Gly Thr Asp Phe

85 90 95

Leu Thr Tle Asn Asn Val Leu Ser Glu Asp Leu Val Asp Tyr Phe

100 105 110

GIn GIn Tyr Arg Arg Tyr Pro Leu Thr Phe Gly Ala Gly Thr Lys
115 120 125

Glu Leu Lys Arg Ala Asp Ala Ala Pro Thr Val Ser Ile Phe Pro

Leu

His

Lys

Pro

Thr

80

Thr

Cys

Leu

Pro
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130 135 140

Ser Ser Glu GIn Leu Thr Ser Gly Gly Ala Ser Val Val Cys Phe Leu
145 150 155 160

Asn Asn Phe Tyr Pro Lys Asp Ile Asn Val Lys Trp Lys Ile Asp Gly
165 170 175

Ser Glu Arg GIn Asn Gly Val Leu Asn Ser Trp Thr Asp GIn Asp Ser
180 185 190

Lys Asp Ser Thr Tyr Ser Met Ser Ser Thr Leu Thr Leu Thr Lys Asp
195 200 205

Glu Tyr Glu Arg His Asn Ser Tyr Thr Cys Glu Ala Thr His Lys Thr
210 215 220

Ser Thr Ser Pro Ile Val Lys Ser Phe Asn Arg Asn Glu Cys
225 230 235

<210> 81

Q211> 5

<212> PRT

<213> Artificial Sequence

<2207
<223> H2M279H-CDR1

<400> 81
?er Tyr Gly Ile Ehe

<210> 82

Q211> 17

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M279H-CDR2

<400> 82
{hr [le Lys Ser ésn Gly Gly Arg Thr {%r Tyr Pro Asp Ser Ygl Lys

Gly
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<210> 83
Q211> 5
<212> PRT
<213> Artificial Sequence

<2207
<223> H2M279H-CDR3

<400> 83
?Iu Gly Gly Asp gyr

<210> 84

Q211> 1

<212> PRT

<213> Artificial Sequence

<2207
<223> H2M279L-CDRT

<400> 84
%ys Ala Ser GlIn ésp Val Gly Thr Ala YSI Ala

<210> 85

Q11> 17

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M279L-CDR2

<400> 85
Irp Ala Ser Thr érg His Thr

<210> 86

Q211> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M279L-CDR3

<400> 86
?ln GIn Tyr Lys ger Asn Pro Leu Thr

<210> 87
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211> 5
<212> PRT
<213> Artificial Sequence

<220>
<223> H2M280H-CDR1

<400> 87
?er Tyr Ser Met ger

<210> 88

Q11> 17

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M280H-CDR2

<400> 88
{Ie [le Ser Ser gly Gly Ser Tyr Thr ?88 Tyr Pro Asp Ser ¥gl Lys

Gly

<210> 89

211> 5

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M280H-CDR3

<400> 89
?Iu Ala Gly Asp Eyr

<210> 90

Q211> 16

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M280L-CDR1

<400> 90

%ys Ser Ser GiIn ger Leu Leu His Ser ?gp Gly Lys Thr Tyr %gu Asn
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210> 91

VARDI |

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M280L-CDR2

<400> 91
%eu Val Ser Lys %eu Asp Ser

<210> 92

211> 8

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M280L-CDR3

<400> 92
Irp Gln Gly Thr gis Phe Pro Thr

<210> 93

211> 5

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M281H-CDR1

<400> 93
?er Tyr Ser Met ger

<210> 94

Q211> 17

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M281H-CDR2

<400> 94

%Ie [le Ser Ser gly Gly Thr Tyr Thr 18r Tyr Thr Asp Ser ¥g| Lys

Gly
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<210> 95

211> 5

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M281H-CDR3

<400> 95
?Iu Ala Gly Asp gyr

<210> 96
Q211> 16
<212> PRT
<213> Artificial Sequence

<220>
<223> H2M281L-CDR1

<400> 96

%ys Ser Ser GIn ger Leu Leu Tyr Ser ?gp Gly Lys Thr Tyr %gu Asn

210> 97

Q11> 17

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M281L-CDR2

<400> 97

%eu Val Ser Lys %eu Asp Ser

<210> 98

211> 8

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M281L-CDR3

<400> 98
{rp GIn Gly Thr Eis Phe Pro Thr



105
210> 99
Q211> 5
<212> PRT
<213> Artificial Sequence

<220>
<223> H2M282H-CDR1

<400> 99
?er Tyr Met Ile gis

<210> 100

Q211> 17

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M282H-CDR2

<400> 100
{yr Ile Asn Pro ger Ser Gly Tyr Ser ?Sn Tyr Asn GIn Lys ?Ee Lys

Asp

<210> 101
211> 6

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M282H-CDR3

<400> 101
¥yr Asp Tyr Asp gly Asp

<210> 102

<211> 16

<212> PRT

<213> Artificial Seqguence

<220>
<223> H2M282L-CDR1

<400> 102
Lys Ser Ser GIn Ser Leu Phe His Ser Asp Gly Arg Thr Phe Leu Asn
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<210> 103

Q211> 1

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M282L-CDR2

<400> 103
%ys Val Ser Lys %eu Asp Ser

<210> 104

Q211> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M282L-CDR3

<400> 104
{rp GIn Gly Thr Eis Phe Pro Trp Thr

<210> 105

211> 5

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M283H-CDR1

<400> 105
?er Tyr Gly Met ger

<210> 106

Q211> 17

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M283H-CDR2

<400> 106
1hr [le Asn Ser ésn Gly Gly Ser Thr 583 Tyr Pro Asp Ser Ygl Lys
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Gly

<210> 107

Q11> 17

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M283H-CDR3

<400> 107
qro Gly Ser Trp Ehe Pro Tyr

<210> 108

211> 16

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M283L-CDR1

<400> 108
%ys Ser Ser GIn ger Leu Leu Asp Ser ?Sp Gly Lys Thr Tyr %gu His

<210> 109

Q211> 7

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M283L-CDR2

<400> 109
I1_eu Val Ser His |§eu Asp Ser

<210> 110

211> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M283L-CDR3

<400> 110
Trp GIn Gly Thr His Phe Pro Gln Thr
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<210> 111

Q11> 7

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M284H-CDR1

<400> 111
Ihr Ser Gly Val gly Val Gly

10> 112

211> 16

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M284H-CDR2

<400> 112
?is [le Trp Trp ésp Asp Asp Lys Asn ¥5r Asn Pro Ala Leu %gs Ser

<210> 113

Q211> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M284H-CDR3

<400> 113
%Ie Glu Gly GIn %ys Gly Phe Ala Tyr

210> 114

Q211> 17

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M284L-CDR1

<400> 114

%ys Ser Ser Gln ger Leu Leu Tyr Ser ?Bg Asn GIn Lys Asn {%r Leu
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Ala

210> 115

Q11> 7

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M284L-CDR2

<400> 115
}rp Ala Ser Thr erg Glu Ser

<210> 116

Q211> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M284L-CDR3

<400> 116
?In Gin Tyr Tyr ger Ser Pro Tyr Thr

Q10> 117

Q211> 5

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M285H-CDR1

<400> 117
?sn Tyr Gly Ile Ehe

<210> 118

Q211> 17

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M285H-CDR2

<400> 118
Thr Val Lys Ser Asn Gly Gly Ser Thr Tyr Tyr Pro Asp Ser Val Lys
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Gly

210> 119

211> 5

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M285H-CDR3

<400> 119
?Iu Gly Gly Asp gyr

<210> 120

211> 11

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M285L-CDR1

<400> 120

%ys Ala Ser Gin ésp Val Gly Thr Ala ¥8I Ala

<210> 121

Q211> 7

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M285L-CDR2

<400> 121

{rp Thr Ser Thr érg His Thr

210> 122

11> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M285L-CDR3

<400> 122



111

?In Gln Tyr Asn érg Asn Pro Leu Thr

<210
211>
<212>
213>

<220>
<223>

<220>
<2217
<222>
<223>

<2207
<221>
<222>
<223>

<220>
<2215
<222>
<223>

<400>

123

6

PRT

Artificial Sequence

H2M286H-CDR1

MISC_FEATURE
(1).. (%)
CDR1 has not yet determined

fo g
CDR1 has not yet determined. The length of this sequence does
not mean the length of actual CDRI.

misc_feature
6).. (6)

Xaa can be any naturally occurring amino acid

123

Xaa Xaa Xaa Xaa Xaa Xaa

<2107
211>
212>
213>

<220>
<223>

<220>
<2217
<222>
<223>

<400>

¥aa Xaa Xaa Xaa éaa Xaa Xaa Xaa Xaa Xaa

<210>

124
10
PRT
Artificial Sequence

H2M286H-CDR2

MISC_FEATURE

(1).. (10) .

CDR2 has not yet determined. The length of this sequence does
not mean the length of actual CDR2.

124
10

125
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<212>
213>

<220>
<223>

<220>
<221>
<222>
<223>

<400>

112
5
PRT
Artificial Sequence

H2M286H-CDR3

f g
CDR3 has not yet determined. The length of this sequence does

not mean the length of actual CDR3.
125

¥aa Xaa Xaa Xaa éaa

<2107
211>
212>
<213>

<220>
<223>

<400>

<210>
Q211>
212>

126

16

PRT

Artificial Sequence

H2M286L-CDR1

126
Arg Ser Ser GIn Ser Leu Val His Ser Asn Gly Asn Thr Tyr Leu His
1 5 10 15

127

Jj

PRT

Artificial Sequence

213>

<220>
<223>

<400>

1

<210>
Q211
212>
213>

<220>
<223>

<400>

H2M286L-CDR2
127

Lys Val Ser Asn érg Phe Ser

128

9

PRT

Artificial Sequence

H2M286L-CDR3
128
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?er Gln Ser Thr Eis Val Pro Pro Thr

<210> 129

211> 5

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M287H-CDR1

<400> 129

?er Tyr Ser Met ger -

<210> 130

Q211> 17

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M287H-CDR2

<400> 130
{Ie Ile Ser Ser gly Gly Ser Tyr lle ﬁge Tyr Pro Asp Ser ¥g| Lys

Gly

<210> 131

211> 5

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M287H-CDR3

<400> 131
?Iu Ala Gly Asp gyr

210> 132

211> 16

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M287L-CDR1
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<400> 132

%ys Ser Ser GIn ger Leu Leu His Ser ?gp Gly Lys Thr Tyr %gu Asn

<210> 133

Q211> 17

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M287L-CDR2

<400> 133
%eu Val Ser Lys %eu Asp Ser

210> 134

211> 8

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M287L-CDR3

<400> 134
{rp GIln Gly Thr Eis Phe Pro Thr

210> 135

Q211> 5

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M288H-CDRT

<400> 135
?rg Tyr Ser Leu ger

<210> 136

11> 17

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M288H-CDR2

<400> 136
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Yal [le Ser Ser gly Gly Arg Tyr Thr ?88 Tyr Pro Asp Gly ¥g| Lys

Gly

<210> 137

Q211> 5

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M288H-CDR3

<400> 137
?Iu Ala Gly Asp gyr

<210> 138

<211> 16

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M288L-CDR1

<400> 138

%ys Ser Ser GIn ger Leu Leu His Ser ?gp Gly Lys Thr Tyr %gu Asn

210> 139

Q11> 7

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M288L-CDR2

<400> 139
%eu Val Ser Lys %eu Asp Ser

<210> 140

211> 8

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M288L-CDR3
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<400> 140

}rp Gln Gly Thr Eis Phe Pro Thr

<210> 141

Q211> 5

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M289H-CDR1

<400> 141
?Iy Phe Phe Met ésn

210> 142

Q211> 17

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M289H-CDR2

<400> 142
?rg [le Asn Pro gyr Asn Gly Asp Thr ?86 Tyr Asn GIn Lys ?Ee Asn

Asp

<210> 143
211> 12
<212> PRT
<213> Artificial Sequence

<220>
<223> H2M289H-CDR3

<400> 143
{Ie Ser Gly Asn gyr Arg Gly Tyr Ala ¥8t Asp Asn

210> 144

211> 16

<212> PRT

<213> Artificial Sequence

<220>
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<223> H2M289L-CDRT

<400> 144

?rg Ser Ser GIn ghr [le Leu His Thr ?gn Gly Asn Thr Tyr %gu Glu

<210> 145

Q11> 1

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M289L-CDR2

<400> 145
%ys Val Ser Asn érg Phe Ser

<210> 146
Q11> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M289L-CDR3

<400> 146
?he Gln Gly Ser érg Val Pro Pro Thr

210> 147

211> 5

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M290H-CDR1

<400> 147
r?er Tyr Ser Met ger

<210> 148

Q211> 17

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M290H-CDR2
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<400> 148

Ile Ile Ser Ser Gly Gly Ser Tyr Ile Phe Tyr Pro Asp Ser Val Lys
1 5 10 15
Gly

<210> 149

Q211> 5

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M290H-CDR3

<400> 149
Glu Ala Gly Asp Tyr
1 5

<210> 150

Q211> 16

<212> PRT

<213> Artificial Sequence

<2207
<223> H2M290L-CDR1

<400> 150
%ys Ser Ser GIn ger Leu Leu His Ser ?Sp Gly Lys Thr Tyr %gu Asn

<210> 151

Q11> 7

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M290L-CDR2

<400> 151
%eu Val Ser Asn %eu Asp Ser

<210> 152

211> 8

<212> PRT

<213> Artificial Sequence

<220>
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<223> H2M290L-CDR3

<400> 152
1rp Gin Gly Thr gis Phe Pro Thr

<210> 153

211> 5

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M291H-CDR1

<400> 153

?Iy Tyr Thr Met ésn

<210> 154

Q211> 17

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M291H-CDR2

<400> 154
%eu Ile Asn Pro gyr Asn Gly Asn Thr ?ag Tyr Asn Gln Lys ?Ee Gln

Asp

<210> 155

Q11> 5

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M291H-CDR3

<400> 155
?Iu Pro Ser Asp gyr

<210> 156

Q211> 16

<212> PRT

<213> Artificial Sequence
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<220>
<223> H2M291L-CDR1

<400> 156

?rg Ser Ser GIn ger Leu Val His Ile ?8n Gly Asn Thr Tyr %gu His

<210> 157

Q211> 7

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M291L-CDR2

<400> 157
%ys Val Ser Lys érg Phe Ser

<210> 158

Q211> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M291L-CDR3

<400> 158

?er Gin Ser Thr Eis Val Pro Pro Thr

<210> 159

Q211> 5

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M292H-CDR1

<400> 159
?Iy Tyr Thr Met ésn

<210> 160

Q211> 17

<212> PRT

<213> Artificial Sequence

<220>
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<223> H2M292H-CDR2

<400> 160

%eu Ile Asn Pro ger Asn Gly Gly Thr ?Bg Tyr Asn GlIn Lys ?Ee Lys

Asp

<210> 161

211> 5

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M292H-CDR3

<400> 161

?Iu Pro Ser Asp gyr

<210> 162

211> 16

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M292L-CDR1

<400> 162

?rg Ser Ser GIn ger Leu Val His Ser ?gn Gly Asn Thr Tyr %gu His

<210> 163

ARD |

<212> PRT

213> Artificial Sequence

<220>
<223> H2M292L-CDR2

<400> 163

%ys Val Ser Asn érg Phe Ser

<210> 164

211> 9

<212> PRT

<213> Artificial Sequence
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<220>
<223> H2M292L-CDR3

<400> 164
?er GIn Ser Thr Eis Val Pro Pro Thr

<210> 165

211> 5

<212> PRT

<213> Artificial Sequence

<2207
<223> H2M293H-CDR1

<400> 165
Asn Tyr Gly Ile Phe
1 5

<210> 166

211> 17

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M293H-CDR2

<400> 166
¥hr Val Lys Ser ésn Gly Gly Ser Thr 13r Tyr Pro Asp Ser ¥g| Lys

Gly

<210> 167

211> 5

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M293H-CDR3

<400> 167
?Iu Gly Gly Asp gyr
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<212> PRT
<213> Artificial Sequence

<220>
<223> H2M293L-CDR1

<400> 168
%ys Ala Ser GIn ésp Val Gly Thr Ala ¥8I Ala

<210> 169

Q21> 17

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M293L-CDR2

<400> 169
{rp Thr Ser Thr érg His lle

<210> 170

Q211> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M293L-CDR3

<400> 170
?In GIn Tyr Ser %ys Asn Pro Leu Thr

10> 171

211> 5

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M294H-CDR1

<400> 171
?er Tyr Gly Met ger

210> 172

211> 17

<212> PRT

<213> Artificial Sequence
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220> |
223> H2M294H-CDR2

<400> 172
yhr Ile Asn Ser ésn Gly Gly Gly Thr 15r Tyr Pro Asp Ser Ygl Lys

Gly

<210> 173

Q11> 17

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M294H-CDR3

<400> 173
?ro Gly Ser Trp ghe Pro Tyr

210> 174

Q211> 16

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M294L-CDR1

<400> 174
%ys Ser Ser GIn ger Leu Leu Asp Ser ?gp Gly Lys Thr Tyr %gu His

210> 175

AR

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M294L-CDR2

<400> 175
%eu Val Ser Lys %eu Asp Ser

<210> 176
211> 9
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<212> PRT
<213> Artificial Sequence

<220>
<223> H2M294L-CDR3

<400> 176
{rp GIn Gly Thr Eis Phe Pro GIn Thr

Q210> 177

211> 5

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M295H-CDR1

<400> 177
?Iy Tyr Thr Met ésn

<210> 178

Q211> 17

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M295H-CDR2

<400> 178
%eu [le Asn Pro gyr Asn Gly Gly Thr ?Bg Tyr Asn Gln Lys ?Ee Lys

Gly

210> 179

Q211> 5

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M295H-CDR3

<400> 179 -
?Iu Pro Ser Asp gyr
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<210> 180
Q211> 16
<212> PRT
<213> Artificial Sequence

<220>
<223> H2M295L—-CDRT

<400> 180

?rg Ser Ser GlIn ger Leu Val His Ser ?gn Gly Asn Thr Tyr %gu His

<210> 181

Q11> 17

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M295L-CDR2

<400> 181
%ys Val Ser Lys érg Phe Ser

<210> 182

Q211> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M295L-CDR3

<400> 182
?er Gln Ser Ser Eis Val Pro Pro Thr

<210> 183

Q211> 1

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M296H-CDR1

<400> 183
1hr Ser Gly Met gly Val Gly

<210> 184
211> 16
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<212> PRT
<213> Artificial Sequence

<220>
<223> H2M296H-CDR2

<400> 184
?is [le Trp Trp ésp Asp Asp Lys Arg ¥gr Asn Pro Ala Leu %gs Ser

<210> 185

Q211> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M296H-CDR3

<400> 185
%Ie Glu Gly GIn érg Gly Phe Ala Tyr

<210> 186

Q211> 17

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M296L-CDR1

<400> 186
%ys Ser Ser GIn ger Leu Leu Tyr Ser ?6g Asn GIn Lys Asn 1gr Leu

Ala

<210> 187

Q211> 1

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M296L-CDR2

<400> 187
1rp Ala Ser Thr érg Glu Ser
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<210> 188
Q211> 9
<212> PRT
<213> Artificial Sequence

<220>
<223> H2M296L-CDR3

<400> 188
?In Gln Tyr Tyr ger Gln Pro Tyr Thr

<210> 189

Q211> 5

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M297H-CDR1

<400> 189
?er Tyr Gly Ile ghe

<210> 190

Q11> 17

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M297H-CDR2

<400> 190
{hr Ile Lys Ser ésn Gly Gly Arg Thr 1gr Tyr Pro Asp Ser Ygl Lys

Gly

<210> 191

211> 5

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M297H-CDR3

<400> 191
?Iu Gly Gly Asp gyr
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<210> 192
Q211> 16
<212> PRT
<213> Artificial Sequence

<220>
<223> H2M297L-CDRT

<400> 192
?rg Ser Ser GIn ger Val Val His Ser ?gn Gly Asn Thr Tyr %gu Glu

<210> 193

Q211> 1

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M297L-CDR2

<400> 193
%ys Val Ser Asn érg Phe Ser

<210> 194

Q211> 9

<212> PRT

<213> Artificial Sequence

<2207
<223> H2M297L-CDR3

<400> 194
?he GIn Gly Ser érg Val Pro Pro Thr

<210> 195

211> 5

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M298H-CDR1

<400> 195
?rg Tyr Ser Met ger



130
<210> 196
Q211> 17
<212> PRT
<213> Artificial Sequence

<220>
<223> H2M298H-CDR2

<400> 196
{Ie [le Ser Thr gly Gly Ser Tyr Met ?36 Tyr Pro Asp Ser ?éa Lys

Gly

<210> 197
Q211> 5

<212> PRT

<213> Artificial Seguence

<2207
<223> H2M298H-CDR3

<400> 197
?Iu Ala Gly Asp gyr

<210> 198

211> 16

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M298L-CDR1

<400> 198
%ys Ser Ser GIn ger Leu Leu His Ser ?Sp Gly Lys Thr Tyr %gu Asn

<210> 199

Q11> 7

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M298L-CDR2

<400> 199
%eu Val Ser Lys %eu Asp Ser
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<210> 200

211> 8

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M298L-CDR3

<400> 200
yrp Gln Gly Thr Eis Phe Pro Thr

<210> 201

Q211> 5

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M299H-CDR1

<400> 201
[le Tyr Gly Ile Phe
1 5

<210> 202

Q211> 17

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M299H-CDR2

<400> 202
yhr Ile His Ser ésn Gly Gly Arg lle Iér Tyr Pro Asp Ser Ygl Lys

Gly

<210> 203

211> 5

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M299H-CDR3

<400> 203
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?Iu Gly Gly Asp Eyr

<210> 204

Q211> 11

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M299L-CDR1

<400> 204
%ys Ala Ser GIn ésp Val Gly Thr Ala ¥8I Ala

<210> 205

Q11> 7

<212> PRT

<213> Artificial Sequence

<2207
<223> H2M299L~CDR2

<400> 205
¥rp Ala Ser Thr érg His Thr

<210> 206

Q211> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> H2M299L-CDR3

<400> 206
?In Gin Tyr Arg érg Tyr Pro Leu Thr



