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<210> 1

<211> 8

<212> PRT

<213> Mus musculus

<400> 1

Gly Phe Asn lIle Lys Asp Thr Tyr
1 5

<210> 2

<211> 8

<212> PRT

<213> Mus musculus

<400> 2

Ile Tyr Pro Thr Asn Gly Tyr Thr
1 5

<210> 3

<211> 13

<212> PRT

<213> Mus musculus

<400> 3

Ser Arg Trp Gly Gly Asp Gly Phe Tyr Ala Met Asp Tyr
1 5 10



<210> 4

<211> 13

<212> PRT

<213> Artificial Sequence

<220>
<223> CDRH3 of HO1

<400> 4

Ser Arg Trp Gly Gly Asp Gly Phe Phe Ala Met Asp Tyr
1 5 10

<210> 5

<211> 6

<212> PRT

<213> Mus musculus

<400> 5

GIn Asp Val Asn Thr Ala
1 5

<210> 6

<211> 7

<212> PRT

<213> Mus musculus

<400> 6

Ser Ala Ser Phe Leu Tyr Ser
1 5

<210> 7

<211> 9

<212> PRT

<213> Mus musculus

<400> 7
GIn GIn His Tyr Thr Thr Pro Pro Thr

1 5

<210> 8
<211> 9
<212> PRT



<213> Artificial Sequence

<220>
<223> CDRL3 of L02/L05

<400> 8

GIn GIn His Ala Thr Thr Pro Pro Thr

1 5
<210> 9

<211> 449

<212> DNA

<213> Homo sapiens

<400> 9
gccteeggac tetagageca ccatggtget gcagacccag

gtggatctcc ggcgegtacg gcgatatcgt gatgattaaa
cgtgttcatc ttccececcet ccgacgagea getgaagtcee
cctgctgaat aacttctacc ccagagaggc caaggtgcag
gcagtccggg aactcccagg agagcgtgac cgagcaggac
cctgagcage accctgacce tgagcaaagc cgactacgag
cgaggtgacc caccagggcc tgagctcccc cgtcaccaag
ttaggggcce gtttaaacgg gggaggcta

<210> 10

<211> 1137

<212> DNA

<213> Homo sapiens

<400> 10
ccagcctccg gactctagag ccaccatgaa acacctgtgg

agctcccaga tgggtgctga gecaggtgea attgtgcagg
aagggcccaa gegtctteee cctggeacce tcctccaaga
gcectggget gectggtcaa ggactacttc cccgaacccy

ggcgecctga ccageggegt gcacacctte cccgetgtec

gtgttcatct

cgtacggtgg
ggcaccgcect
tggaaggtgg
agcaaggaca
aagcacaagg

agcttcaaca

ttcttcctce

cggttagetc

gcacctctgg

tgaccgtgag

tgcagtcctc

ccetgetget
ccgeccecte
ccgtggtgty
acaacgccct
gcacctacag
tgtacgcectg

9999ggagtg

tgctggtggc
agcctccacc
cggcacagcc
ctggaactca

aggactctac

60

120

180

240

300

360

420

449

60

120

180

240

300



tcectcagea
aacgtgaatc
gacaaaactc
ttcctcttcc
tgcgtggtgg
ggcgtggagg
cgggtggtea
tgcaaggtct
ggccagecce
aaccaggtca
tgggagagca
gacggctcct
aacgtcttct
ctcteectgt
<210> 11

<211> 469
<212> PRT

<213>

<220>

gcgtggtgac
acaagcccag
acacatgccc
ccccaaaacc
tggacgtgag
tgcataatgc
gcgtectcac
ccaacaaagc
gggaaccaca
gcctgacctg
atggccagcec
tcttcectcta
catgctecegt

ctcccggeaa

cgtgcectec
caacaccaag
accctgecca
caaggacacc
ccacgaagac
caagacaaag
cgtcctgeac
cctcccagec
ggtgtacacc
cctggtcaaa
cgagaacaac
cagcaagctc
gatgcatgag

atgagatatc

Artificial Sequence

agcagcttgg
gtggacaaga
gcacctgaag
ctcatgatct
cctgaggtca
cceegggagg
caggactggc
cccatcgaga
ctgcccccat
ggcttctatc
tacaagacca
accgtggaca
gctctgcaca

gggcccgttt

gcacccagac ctacatctgc
gagttgagcc caaatcttgt
ccgcgggggg accctcagte
cccggaccee tgaggtcaca
agttcaactg gtacgtggac
agcagtacaa cagcacgtac
tgaatggcaa ggagtacaag
aaaccatctc caaagccaaa
cccgggagga gatgaccaag
ccagcgacat cgccgtggag
cceeteeegt getggactcee
agagcaggtg gcagcaggge
accactacac ccagaagagc

aaacggggga ggctaac

<223> Trastuzumab A-Hwt aa

<400> 11

Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp
1 5 10 15

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

Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Asn lle
35 40 45

360

420

480

540

600

660

720

780

840

900

960

1020

1080

1137



Lys

Glu

65

Asp

Thr

Tyr

Trp

Pro

145

Thr

Thr

Pro

Thr

Asn

225

Ser

Asp Thr
50

Trp Vval

Ser Val

Ala Tyr

Tyr Cys
115

Gly GIn
130

Ser Val

Ala Ala

val Ser

Ala Val

195

Val Pro
210

His Lys

Cys Asp

Tyr

Ala

Lys

Leu

100

Ser

Gly

Phe

Leu

Trp

180

Leu

Ser

Pro

Lys

Ile

Arg

Gly

85

GIn

Arg

Thr

Pro

Gly

165

Asn

GIn

Ser

Ser

Thr

His

e

70

Arg

Met

Trp

Leu

Leu

150

Cys

Ser

Ser

Ser

Asn

230

His

Trp Val Arg Gln

55

Tyr

Phe

Asn

Gly

Val

135

Ala

Leu

Gly

Ser

Leu

215

Thr

Thr

Pro

Thr

Ser

Gly

120

Thr

Pro

val

Ala

Gly

200

Gly

Lys

Cys

Thr

Ile

Leu

105

Asp

val

Ser

Lys

Leu

185

Leu

Thr

val

Pro

Asn

Ser

90

Arg

Gly

Ser

Ser

Asp

170

Thr

Tyr

GIn

Asp

Pro

Ala

Gly

75

Ala

Ala

Phe

Ser

Lys

155

Tyr

Ser

Ser

Thr

Lys

235

Cys

Pro

60

Tyr

Asp

Glu

Tyr

Ala

140

Ser

Phe

Gly

Leu

Tyr

220

Arg

Pro

Gly

Thr

Thr

Asp

Ala

125

Ser

Thr

Pro

Val

Ser

205

Ile

Val

Ala

Lys

Arg

Ser

Thr

110

Met

Thr

Ser

Glu

His

190

Ser

Cys

Glu

Pro

Gly

Tyr

Lys

95

Ala

Asp

Lys

Gly

Pro

175

Thr

Val

Asn

Pro

Glu

Leu

Ala

80

Asn

Val

Tyr

Gly

Gly

160

Val

Phe

Val

Val

Lys

240

Ala



Ala Gly Gly Pro

Leu

Ser

Glu

305

Thr

Asn

Pro

GlIn

Val

385

Val

Pro

Thr

Met

His

290

val

Tyr

Gly

Ile

val

370

Ser

Glu

Pro

val

Ile

275

Glu

His

Arg

Lys

Glu

355

Tyr

Leu

Trp

val

Asp
435

260

Ser

Asp

Asn

Val

Glu

340

Lys

Thr

Thr

Glu

Leu

420

Lys

245

Ser

Arg

Pro

Ala

val

325

Tyr

Thr

Leu

Cys

Ser

405

Asp

Ser

val

Thr

Glu

Lys

310

Ser

Lys

Ile

Pro

Leu

390

Asn

Ser

Arg

Phe

Pro

Val

295

Thr

Val

Cys

Ser

Pro

375

Val

Gly

Asp

Trp

Leu Phe
265

Glu Vval
280

Lys Phe

Lys Pro

Leu Thr

Lys Vval
345

Lys Ala
360

Ser Arg

Lys Gly

GIn Pro

Gly Ser

425

GIn GIn
440

250

Pro

Thr

Asn

Arg

Val

330

Ser

Lys

Glu

Phe

Glu

410

Phe

Gly

Pro

Cys

Trp

Glu

315

Leu

Asn

Gly

Glu

Tyr

395

Asn

Phe

Asn

Lys

Val

Tyr

300

Glu

His

Lys

GlIn

Met

380

Pro

Asn

Leu

Val

Pro

Val

285

Val

GIn

GIn

Ala

Pro

365

Thr

Ser

Tyr

Tyr

Phe
445

Lys

270

val

Asp

Tyr

Asp

Leu

350

Arg

Lys

Asp

Lys

Ser

430

Ser

255

Asp

Asp

Gly

Asn

Trp

335

Pro

Glu

Asn

e

Thr

415

Lys

Cys

Thr

Val

Val

Ser

320

Leu

Ala

Pro

GIn

Ala

400

Thr

Leu

Ser



Val Met His Glu Ala Leu His Asn His Tyr Thr GIn Lys Ser Leu Ser

450

Leu Ser Pro Gly Lys

465

<210> 12
<211>
<212>
<213>

DNA

<220>

<223>

<400> 12
atgaaacacc

gtgcagctgg
tgtgccgeea
ggcaaaggac
gactctgtga
cagatgaaca
gacggcttct
tccaccaagg
acagccgccc
aactcaggcg
ctctactccc
atctgcaacg
tcttgtgaca
tcagtcttcc

gtcacatgcg

gtggacggcg

1407

tgtggttctt

ttgaatctgg

gcggcttcaa

ttgaatgggt

agggcagatt

gcctgagage

acgccatgga

gcccaagegt

tgggctgect

ccctgaccag

tcagcagcegt

tgaatcacaa

aaactcacac

tcttcccccc

tggtggtgga

tggaggtgca

455

Artificial Sequence

Trastuzumab A-Hwt

cctectgetg
cggaggactg
catcaaggac
cgccagaatc
caccatcagc
cgaggacacc
ttattggggc
cttcceectg
ggtcaaggac
cggcgtgcac
ggtgaccgty
gcccagcaac
atgcccacce
aaaacccaag
cgtgagccac

taatgccaag

gtggcagetc
gttcagcctg
acctacatcc
taccccacca
gccgacacca
gccgtgtact
cagggcaccc
gcaccctect
tacttcceccg
accttccecg
ccctccagea
accaaggtgg
tgcccageac
gacaccctca

gaagaccctg

460

ccagatgggt
gcggatctct
actgggtccg
acggctacac
gcaagaacac
actgttctag
tggttaccgt
ccaagagcac
aacccgtgac
ctgtcctgea
gcttgggcac
acaagagagt
ctgaagccge
tgatctcecg

aggtcaagtt

gctgagcgag
gagactgtct
acaggcccct
cagatacgcc
cgcctacctg
atggggaggc
tagctcagcc
ctctggcgge
cgtgagctgg
gtcctcagga
ccagacctac
tgagcccaaa
ggggggacce
gacccctgag

caactggtac

acaaagcccc gggaggagca gtacaacagc

60

120

180

240

300

360

420

480

540

600

660

720

780

840

900

960



acgtaccggg
tacaagtgca
gccaaaggcec
accaagaacc
gtggagtggg
gactccgacg
cagggcaacg
aagagcctct
<210>
<211>

<212>
<213>

13
120
PRT

<220>
<223>

<400> 13

tggtcagegt
aggtctccaa
agccceggga
aggtcagcct
agagcaatgg
gcteettctt
tcttcteatg

ccctgtctcc

cctcaccgtc
caaagccctc
accacaggtg
gacctgectg
ccagcccgag
cctctacagc
ctccgtgatg

cggcaaa

Artificial Sequence

Variable region of Hwt aa

ctgcaccagg
ccagccccca
tacaccctgc
gtcaaaggct
aacaactaca
aagctcaccg

catgaggctc

Glu Val GIn Leu Val Glu Ser Gly Gly Gly Leu

1

5

10

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe

20

25

Tyr lle His Trp Val Arg GIn Ala Pro Gly Lys

35

40

Ala Arg lle Tyr Pro Thr Asn Gly Tyr Thr Arg

50

55

Lys Gly Arg Phe Thr Ile Ser Ala Asp Thr Ser

65

70

75

Leu GIn Met Asn Ser Leu Arg Ala Glu Asp Thr

85

90

actggctgaa
tcgagaaaac
ccccatececg
tctatcccag
agaccacccc
tggacaagag

tgcacaacca

Val GIn Pro

Asn Ile Lys

30

Gly Leu Glu

45

Tyr Ala Asp

60

Lys Asn Thr

Ala val Tyr

tggcaaggag
catctccaaa
ggaggagatg
cgacatcgcc
tceegtgetg
caggtggcag

ctacacccag

Gly Gly
15

Asp Thr

Trp Val

Ser Val

Ala Tyr

80

Tyr Cys
95

1020

1080

1140

1200

1260

1320

1380

1407



Ser Arg Trp Gly Gly Asp Gly Phe Tyr Ala Met Asp Tyr Trp Gly GIn
100 105 110

Gly Thr Leu Val Thr Val Ser Ser
115 120

<210> 14

<211> 360

<212> DNA

<213> Artificial Sequence

<220>
<223> Variable region of Hwt

<400> 14
gaggtgcage tggttgaatc tggcggagga ctggttcage ctggcggatc tctgagactg

tcttgtgceg ccageggett caacatcaag gacacctaca tccactgggt ccgacaggec
cctggcaaag gacttgaatg ggtcgccaga atctacccca ccaacggcta caccagatac
gccgactetg tgaagggcag attcaccatc agcgcecgaca ccagcaagaa caccgectac
ctgcagatga acagcctgag agccgaggac accgecgtgt actactgttc tagatgggga
ggcgacgget tctacgccat ggattattgg ggccagggca ccctggttac cgttagcetca
<210> 15

<211> 469

<212> PRT

<213> Artificial Sequence

<220>
<223> HO1 aa

<400> 15

Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp
1 5 10 15

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

Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Asn lle

60

120

180

240

300

360



Lys

Glu

65

Asp

Thr

Tyr

Trp

Pro

145

Thr

Thr

Pro

Thr

Asn
225

35

Asp Thr
50

Trp Vval

Ser Val

Ala Tyr

Tyr Cys
115

Gly GIn
130

Ser Val

Ala Ala

Val Ser

Ala Vval
195

Val Pro
210

His Lys

Tyr

Ala

Lys

Leu

100

Ser

Gly

Phe

Leu

Trp

180

Leu

Ser

Pro

Ile His

Arg lle
70

Gly Arg
85

GIn Met

Arg Trp

Thr Leu

Pro Leu
150

Gly Cys

165

Asn Ser

GIn Ser

Ser Ser

Ser Asn
230

Trp

55

Tyr

Phe

Asn

Gly

Val

135

Ala

Leu

Gly

Ser

Leu

215

Thr

40

val

Pro

Thr

Ser

Gly

120

Thr

Pro

val

Ala

Gly

200

Gly

Lys

Arg

Thr

e

Leu

105

Asp

Val

Ser

Lys

Leu

185

Leu

Thr

Val

10

GIn

Asn

Ser

90

Arg

Gly

Ser

Ser

Asp

170

Thr

Tyr

GIn

Asp

Ala

Gly

75

Ala

Ala

Phe

Ser

Lys

155

Tyr

Ser

Ser

Thr

Lys
235

45

Pro Gly
60

Tyr Thr

Asp Thr

Glu Asp

Phe Ala
125

Ala Ser
140

Ser Thr

Phe Pro

Gly Vval

Leu Ser
205

Tyr l1le
220

Arg Val

Lys

Arg

Ser

Thr

110

Met

Thr

Ser

Glu

His

190

Ser

Cys

Glu

Gly

Tyr

Lys

95

Ala

Asp

Lys

Gly

Pro

175

Thr

val

Asn

Pro

Leu

Ala

80

Asn

Val

Tyr

Gly

Gly

160

Val

Phe

Val

Val

Lys
240



Ser

Ala

Leu

Ser

Glu

305

Thr

Asn

Pro

GIn

Val

385

Val

Pro

Thr

Cys

Gly

Met

His

290

val

Tyr

Gly

Ile

val

370

Ser

Glu

Pro

Asp

Gly

Ile

275

Glu

His

Arg

Lys

Glu

355

Tyr

Leu

Trp

val

Lys

Pro

260

Ser

Asp

Asn

Val

Glu

340

Lys

Thr

Thr

Glu

Leu
420

Val Asp Lys

Thr

245

Ser

Arg

Pro

Ala

val

325

Tyr

Thr

Leu

Cys

Ser

405

Asp

Ser

His

Val

Thr

Glu

Lys

310

Ser

Lys

e

Pro

Leu

390

Asn

Ser

Arg

Thr

Phe

Pro

Val

295

Thr

Val

Cys

Ser

Pro

375

Val

Gly

Asp

Trp

Cys

Leu

Glu

280

Lys

Lys

Leu

Lys

Lys

360

Ser

Lys

GIn

Gly

GIn

Pro

Phe

265

val

Phe

Pro

Thr

Val

345

Ala

Arg

Gly

Pro

Ser

425

GIn

11

Pro

250

Pro

Thr

Asn

Arg

Val

330

Ser

Lys

Glu

Phe

Glu

410

Phe

Gly

Cys

Pro

Cys

Trp

Glu

315

Leu

Asn

Gly

Glu

Tyr

395

Asn

Phe

Asn

Pro

Lys

val

Tyr

300

Glu

His

Lys

GIn

Met

380

Pro

Asn

Leu

Val

Ala

Pro

Val

285

Val

GIn

GIn

Ala

Pro

365

Thr

Ser

Tyr

Tyr

Phe

Pro

Lys

270

val

Asp

Tyr

Asp

Leu

350

Arg

Lys

Asp

Lys

Ser

430

Ser

Glu

255

Asp

Asp

Gly

Asn

Trp

335

Pro

Glu

Asn

Ile

Thr

415

Lys

Cys

Ala

Thr

Val

Val

Ser

320

Leu

Ala

Pro

GIn

Ala

400

Thr

Leu

Ser



435

440

12

445

Val Met His Glu Ala Leu His Asn His Tyr Thr GIn Lys Ser Leu Ser

450

Leu Ser Pro
465

<210>
<211>
<212>
<213>

16
1407
DNA

<220>

<223> HO1

<400> 16
atgaaacacc

gtgcagctgg
tgtgccgeea
ggcaaaggac
gactctgtga
cagatgaaca
gacggcttct
tccaccaagg
acagccgecc
aactcaggcg
ctctactccc
atctgcaacg
tcttgtgaca
tcagtcttcc

gtcacatgcg

Gly Lys

tgtggttctt
ttgaatctgg
gcggcttcaa
ttgaatgggt
agggcagatt
gcctgagage
tcgccatgga
gcccaagegt
tgggctgect
ccctgaccag
tcagcagcgt
tgaatcacaa
aaactcacac

tcttcccccc

tggtggtgga

455

Artificial Sequence

cctectgetg
cggaggactg
catcaaggac
cgccagaatc
caccatcagc
cgaggacacc
ttattggggc
cttcccectg
ggtcaaggac
cggcgtgeac
ggtgaccgty
gcccagcaac
atgcccaccc
aaaacccaag

cgtgagccac

gtggcagctc
gttcagcctg
acctacatcc
taccccacca
gccgacacca
gcegtgtact
cagggcaccc
gcaccctect
tacttccecg
accttccccg
ccctccagea
accaaggtgg
tgcccageac
gacaccctca

gaagaccctg

460

ccagatgggt
gcggatctct
actgggtccg
acggctacac
gcaagaacac
actgttctag
tggttaccgt
ccaagagcac
aacccgtgac
ctgtcctgea
gcttgggcac
acaagagagt
ctgaagcege
tgatctcecg

aggtcaagtt

gctgagegag
gagactgtct
acaggcccct
cagatacgcc
cgcctacctg
atggggaggc
tagctcagcc
ctctggegge
cgtgagctgg
gtcctcagga
ccagacctac
tgagcccaaa
ggggggaccc
gacccctgag

caactggtac

60

120

180

240

300

360

420

480

540

600

660

720

780

840

900



gtggacggcg
acgtaccggg
tacaagtgca
gccaaaggcec
accaagaacc
gtggagtggg
gactccgacg
cagggcaacg
aagagcctct
<210> 17

<211> 120
<212> PRT

<213>

<220>
<223>

<400> 17

tggaggtgca
tggtcagegt
aggtctccaa
agccceggga
aggtcagcct
agagcaatgg
gctccttett
tcttctcatg

ccctgtctcc

taatgccaag
cctcaccgtc
caaagccctc
accacaggtg
gacctgcctg
ccagcccgag
cctctacage
ctccgtgatg

cggcaaa

Artificial Sequence

Variable region of HOl aa

13
acaaagccce
ctgcaccagg
ccagccecca
tacaccctge
gtcaaaggct
aacaactaca
aagctcaccg

catgaggctc

gggaggagca gtacaacagc
actggctgaa tggcaaggag
tcgagaaaac catctccaaa
ccccatceeg ggaggagatg
tctatcccag cgacatcgec
agaccacccc tcccgtgetg
tggacaagag caggtggcag

tgcacaacca ctacacccag

Glu Val GIn Leu Val Glu
1 5

Ser Leu Arg Leu Ser Cys
20

Tyr lIle His Trp Val Arg
35

Ala Arg lle Tyr Pro Thr
50

Lys Gly Arg Phe Thr lle
65 70

Leu GIn Met Asn Ser Leu

Ser Gly Gly Gly Leu
10

Ala Ala Ser Gly Phe
25

GIn Ala Pro Gly Lys
40

Asn Gly Tyr Thr Arg
55

Ser Ala Asp Thr Ser
75

Arg Ala Glu Asp Thr

Val GIn Pro Gly Gly
15

Asn Ile Lys Asp Thr
30

Gly Leu Glu Trp Val
45

Tyr Ala Asp Ser Val
60

Lys Asn Thr Ala Tyr
80

Ala val Tyr Tyr Cys

960

1020

1080

1140

1200

1260

1320

1380

1407



14

85 90 95

Ser Arg Trp Gly Gly Asp Gly Phe Phe Ala Met Asp Tyr Trp Gly GIn
100 105 110

Gly Thr Leu Val Thr Val Ser Ser
115 120

<210> 18

<211> 360

<212> DNA

<213> Artificial Sequence

<220>
<223> Variable region of HOl1

<400> 18
gaggtgcagc tggttgaatc tggcggagga ctggttcage ctggeggatc tctgagactg

tcttgtgecg ccageggett caacatcaag gacacctaca tccactgggt ccgacaggec
cctggcaaag gacttgaatg ggtcgccaga atctacccca ccaacggcta caccagatac
gcecgactcetg tgaagggcag attcaccatc agcgccgaca ccagcaagaa caccgectac
ctgcagatga acagcctgag agccgaggac accgecgtgt actactgttc tagatgggga
ggcgacgget tcttcgecat ggattattgg ggccagggea ccctggttac cgttagctca
<210> 19

<211> 234

<212> PRT

<213> Artificial Sequence

<220>
<223> Trastuzumab A-Lwt aa

<400> 19
Met Val Leu GIn Thr GIn Val Phe lle Ser Leu Leu Leu Trp lle Ser

1 5 10 15

Gly Ala Tyr Gly Asp lle GIn Met Thr GIn Ser Pro Ser Ser Leu Ser
20 25 30

60

120

180

240

300

360



Ala

Val

Lys

65

Arg

Ser

Thr

Thr

Leu

145

Pro

Gly

Tyr

His

Val

Ser

Asn

50

Leu

Phe

Leu

Thr

val

130

Lys

Arg

Asn

Ser

Lys

210

Thr

val

35

Thr

Leu

Ser

GIn

Pro

115

Ala

Ser

Glu

Ser

Leu

195

val

Lys

Gly Asp

Ala Val

Ile Tyr

Gly Ser

85

Pro Glu
100

Pro Thr

Ala Pro

Gly Thr

Ala Lys

165

GIn Glu

180

Ser Ser

Tyr Ala

Ser Phe

15

Arg Val Thr Ile Thr

Ala

Ser

70

Arg

Asp

Phe

Ser

Ala

150

val

Ser

Thr

Asn

Trp

55

Ala

Ser

Phe

Gly

Val

135

Ser

GIn

Val

Leu

Glu

215

Arg

40

Tyr GIn

Ser Phe

Gly Thr

Ala Thr
105

GIn Gly
120

Phe lle

vVal Vval

Trp Lys

Thr Glu

185

Thr Leu
200

val Thr

Gly Glu

GIn

Leu

Asp

90

Tyr

Thr

Phe

Cys

Val

170

GIn

Ser

His

Cys

Cys

Lys

Tyr

75

Phe

Tyr

Lys

Pro

Leu

155

Asp

Asp

Lys

GIn

Arg Ala Ser

Pro

60

Ser

Thr

Cys

val

Pro

140

Leu

Asn

Ser

Ala

Gly
220

45

Gly

Gly

Leu

GIn

Glu

125

Ser

Asn

Ala

Lys

Asp

205

Leu

Lys

val

Thr

GIn

110

Ile

Asp

Asn

Leu

Asp

190

Tyr

Ser

GIn

Ala

Pro

Ile

95

His

Lys

Glu

Phe

GlIn

175

Ser

Glu

Ser

Asp

Pro

Ser

80

Ser

Tyr

Arg

GIn

Tyr

160

Ser

Thr

Lys

Pro



225

<210> 20

<211> 702
<212> DNA
<213>

<220>
<223>

<400> 20
atggtgctge

gacatccaga
atcacctgta
ggcaaggccc
agattcagcg
gaggacttcg
ggcaccaagg
tccgacgage
cccagagagg
gagagcgtga
ctgagcaaag
ctgagctccc
<210> 21

<211> 107
<212> PRT

<213>

<220>
<223>

<400> 21

230

agacccaggt
tgacacagag
gagccagceca
ctaagctgct
gctctagaag
ccacctacta
tggaaatcaa
agctgaagtc
ccaaggtgca
ccgagcagga
ccgactacga

ccgtcaccaa

Artificial Sequence

Trastuzumab A-Lwt

gttcatctcc
ccctagcage
ggacgtgaac
gatctacagc
cggcaccgac
ctgtcagcag
gcgtacggty
cggcaccgcee
gtggaaggtg
cagcaaggac
gaagcacaag

gagcttcaac

Artificial Sequence

Variable region of Lwt aa

16

ctgctgetgt
ctgtctgcca
acagccgtgg
gccagettte
ttcaccctga
cactacacca
gccgeeccct
tcecgtggtgt
gacaacgccc
agcacctaca
gtgtacgect

aggggggagt

ggatctccgg

gcgtgggaga

cttggtatca

tgtacagcgg

ccataagcag

cacctccaac

ccgtgttcat

gcetgctgaa

tgcagtccgg

gcctgageag

gcgaggtgac

gt

cgcgtacgge
cagagtgacc
gcagaagect
cgtgcccage
tctgcagecc
ctttggccag
cttcceecce
taacttctac
gaactcccag
caccctgacc

ccaccagggc

Asp Ile GIn Met Thr GIn Ser Pro Ser Ser Leu Ser Ala Ser Val Gly

1

5

10

15

60

120

180

240

300

360

420

480

540

600

660

702



17

Asp Arg Val Thr Ile Thr Cys Arg Ala Ser GIn Asp Val Asn Thr Ala
20 25 30

Val Ala Trp Tyr GIn GIn Lys Pro Gly Lys Ala Pro Lys Leu Leu lle
35 40 45

Tyr Ser Ala Ser Phe Leu Tyr Ser Gly Val Pro Ser Arg Phe Ser Gly
50 55 60

Ser Arg Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu GIn Pro
65 70 75 80

Glu Asp Phe Ala Thr Tyr Tyr Cys GIn GIn His Tyr Thr Thr Pro Pro
85 90 95

Thr Phe Gly GIn Gly Thr Lys Val Glu Ile Lys
100 105

<210> 22

<211> 321

<212> DNA

<213> Artificial Sequence

<220>
<223> Variable region of Lwt

< >

ggggtcciga tgacacagag ccctagcagc ctgtctgcca gegtgggaga cagagtgacc 60
atcacctgta gagccagcca ggacgtgaac acagccgtgg cttggtatca gcagaagect 120
ggcaaggccc ctaagctgect gatctacagc gccagctttc tgtacagcgg cgtgeccage 180
agattcagcg gctctagaag cggcaccgac ttcaccctga ccataagcag tctgcagecc 240
gaggacttcg ccacctacta ctgtcagcag cactacacca cacctccaac ctttggecag 300
ggcaccaagg tggaaatcaa ¢ 321
<210> 23

<211> 234

<212> PRT



<213> Artificial Sequence

<220>
<223> L02 aa

<400> 23

Met Val Leu

1

Gly Ala Tyr

Ala

Val

Lys

65

Arg

Ser

Thr

Thr

Leu

145

Pro

Ser

Asn

50

Leu

Phe

Leu

Thr

val

130

Lys

Arg

val

35

Thr

Leu

Ser

GIn

Pro

115

Ala

Ser

Glu

GIn Thr
5

Gly Asp
20

Gly Asp

Ala Val

Ile Tyr

Gly Ser

85

Pro Glu

100

Pro Thr

Ala Pro

Gly Thr

Ala Lys
165

GIn Vval

Ile GIn

Arg Val

Ala Trp
55

Phe

Met

Thr

40

Tyr

Ile

Thr

25

Ile

GIn

Ser Ala Ser Phe

70

Arg Ser

Asp Phe

Phe Gly

Ser Val
135

Ala Ser
150

Val GIn

Gly

Thr

Ala Thr

GIn

120

Phe

val

Trp

105

Gly

Ile

val

Lys

18

Ser

10

GIn

Thr

GlIn

Leu

Asp

90

Tyr

Thr

Phe

Cys

Val
170

Leu

Ser

Cys

Lys

Tyr

75

Phe

Tyr

Lys

Pro

Leu

155

Asp

Leu

Pro

Arg

Pro

60

Ser

Thr

Cys

Val

Pro

140

Leu

Asn

Leu

Ser

Ala

45

Gly

Gly

Leu

GIn

Glu

125

Ser

Asn

Ala

Trp

Ser

30

Ser

Lys

val

Thr

GIn

110

Ile

Asp

Asn

Leu

Ile

15

Leu

GIn

Ala

Pro

Ile

95

His

Lys

Glu

Phe

GIn
175

Ser

Ser

Asp

Pro

Ser

80

Ser

Ala

Arg

GIn

Tyr

160

Ser



19

Gly Asn Ser GIn Glu Ser Val Thr Glu GIn Asp Ser Lys Asp Ser Thr

180

Tyr Ser Leu Ser Ser Thr Leu Thr

195

200

His Lys Val Tyr Ala Cys Glu Val

210

215

185

190

Leu Ser Lys Ala Asp Tyr Glu Lys

205

Thr His GIn Gly Leu Ser Ser Pro

Val Thr Lys Ser Phe Asn Arg Gly Glu Cys
230

225

<210>
<211>
<212>
<213>

24
702
DNA

<220>

<223> L02

<400> 24
atggtgctgc

gacatccaga
atcacctgta
ggcaaggccc
agattcagcg
gaggacttcg
ggcaccaagg
tccgacgage
cccagagagg
gagagcgtga
ctgagcaaag

ctgagctccc

agacccaggt
tgacacagag
gagccagcca
ctaagctgct
gctctagaag
ccacctacta
tggaaatcaa
agctgaagtc
ccaaggtgca
ccgagcagga
ccgactacga

ccgtcaccaa

Artificial Sequence

gttcatctcc
ccctageage
ggacgtgaac
gatctacagc
cggcaccgac
ctgtcagcag
gcgtacggty
cggcaccgcee
gtggaaggty
cagcaaggac
gaagcacaag

gagcttcaac

ctgctgetgt
ctgtctgeca
acagccgtgg
gccagetttc
ttcaccctga
cacgccacca
gccgeecect
tcegtggtgt
gacaacgccc
agcacctaca
gtgtacgcct

aggggggagt

220

ggatctccgg

gcgtgggaga

cttggtatca

tgtacagcgg

ccataagcag

cacctccaac

ccgtgttcat

gcctgctgaa

tgcagtccgg

gcctgageag

gcgaggtgac

gt

cgcgtacgge
cagagtgacc
gcagaagcct
cgtgcccage
tctgcagecc
atttggccag
cttccececce
taacttctac
gaactcccag
caccctgacc

ccaccagggc

60

120

180

240

300

360

420

480

540

600

660

702
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<210> 25

<211> 107

<212> PRT

<213> Artificial Sequence

<220>
<223> Variable region of L02 aa

<400> 25

Asp Ile GIn Met Thr GIn Ser Pro Ser Ser Leu Ser Ala Ser Val Gly
1 5 10 15

Asp Arg Val Thr Ile Thr Cys Arg Ala Ser GIn Asp Val Asn Thr Ala
20 25 30

Val Ala Trp Tyr GIn GIn Lys Pro Gly Lys Ala Pro Lys Leu Leu lle
35 40 45

Tyr Ser Ala Ser Phe Leu Tyr Ser Gly Val Pro Ser Arg Phe Ser Gly
50 55 60

Ser Arg Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu GIn Pro
65 70 75 80

Glu Asp Phe Ala Thr Tyr Tyr Cys GIn GIn His Ala Thr Thr Pro Pro
85 90 95

Thr Phe Gly GIn Gly Thr Lys Val Glu Ile Lys
100 105

<210> 26

<211> 321

<212> DNA

<213> Artificial Sequence

<220>
<223> Variable region of LO2

<400> 26
gacatccaga tgacacagag ccctagcagc ctgtctgeca gegtgggaga cagagtgacc 60



21

atcacctgta gagccagcca ggacgtgaac acagccgtgg cttggtatca gcagaagect 120
ggcaaggccc ctaagctgct gatctacagc gccagctttc tgtacagcgg cgtgcccage 180
agattcagcg gctctagaag cggcaccgac ttcaccctga ccataagcag tctgcagccc 240
gaggacttcg ccacctacta ctgtcagcag cacgccacca cacctccaac atttggccag 300
ggcaccaagg tggaaatcaa ¢ 321
<210> 27

<211> 234

<212> PRT

<213> Artificial Sequence

<220>
<223> L05 aa

<400> 27
Met Val Leu GIn Thr GIn val Phe lle Ser Leu Leu Leu Trp lIle Ser

1 5 10 15

Gly Ala Tyr Gly Asp lle GIn Met Thr GIn Ser Pro Ser Ser Leu Ser
20 25 30

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

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

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

Arg Phe Ser Gly Ser Arg Ser Gly Thr Asp Phe Thr Leu Thr lle Ser
85 90 95

Ser Leu GIn Pro Glu Asp Phe Ala Thr Tyr Tyr Cys GIn GIn His Ala
100 105 110

Thr Thr Pro Pro Thr Phe Gly GIn Gly Thr Lys Val Glu lle Lys Arg



Thr Vval
130

Leu Lys
145

Pro Arg

Gly Asn

Tyr Ser

His Lys
210

Val Thr
225

<210>
<211>
<212>
<213>

<220>
<223>

<400>
atggtgc

gacatcc
atcacct

ggcaaag

22

115 120 125

Ala Ala Pro Ser Val Phe lle Phe Pro Pro Ser Asp Glu GIn
135 140

Ser Gly Thr Ala Ser Val Val Cys Leu Leu Asn Asn Phe Tyr
150 155 160

Glu Ala Lys Val GIn Trp Lys Val Asp Asn Ala Leu GIn Ser
165 170 175

Ser GIn Glu Ser Val Thr Glu GIn Asp Ser Lys Asp Ser Thr
180 185 190

Leu Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu Lys
195 200 205

Val Tyr Ala Cys Glu val Thr His GIn Gly Leu Ser Ser Pro
215 220

Lys Ser Phe Asn Arg Gly Glu Cys
230

28
702
DNA
Artificial Sequence

LO5

28
tgc agacccaggt gttcatctcc ctgctgetgt ggatctcegg cgegtacgge

aga tgacacagag ccctagcagc ctgtctgcca gecgtgggaga cagagtgacc
gta gagccagcca ggacgtgaac acagccgtgg cttggtatca gcagaagect

cce ctaaggctct gatctacagc gccagetttc tgtacagegg cgtgeccage

agattcagcg gctctagaag cggcaccgac ttcaccctga ccataagcag tctgcagecc

60

120

180

240

300
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gaggacttcg ccacctacta ctgtcagcag cacgccacca cacctccaac atttggecag

ggcaccaagg tggaaatcaa gcgtacggty gccgecccct ccgtgttcat cttccccecc

tccgacgage agctgaagtc cggcaccgec tcegtggtgt gectgetgaa taacttctac

cccagagagg ccaaggtgca gtggaaggtg gacaacgecc tgcagtccgg gaactcccag

gagagcgtga ccgagcagga cagcaaggac agcacctaca gcctgagcag caccctgacc

ctgagcaaag ccgactacga gaagcacaag gtgtacgcct gcgaggtgac ccaccagggc

ctgagctcce ccgtcaccaa gagcttcaac aggggggagt gt

<210> 29
<211> 107
<212> PRT

<213> Artificial Sequence

<220>

<223> Variable region of L05 aa

<400> 29

Asp Ile GIn Met Thr Gln
1 5

Asp Arg Val Thr lle Thr
20

Val Ala Trp Tyr GIn Gln
35

Tyr Ser Ala Ser Phe Leu
50

Ser Arg Ser Gly Thr Asp
65 70

Glu Asp Phe Ala Thr Tyr
85

Thr Phe Gly GIn Gly Thr

Ser

Cys

Lys

Tyr

55

Phe

Tyr

Lys

Pro Ser Ser Leu Ser Ala Ser Val Gly
10 15

Arg Ala Ser GIn Asp Val Asn Thr Ala
25 30

Pro Gly Lys Ala Pro Lys Ala Leu lle
40 45

Ser Gly Val Pro Ser Arg Phe Ser Gly
60

Thr Leu Thr Ile Ser Ser Leu GIn Pro
75 80

Cys GIn GIn His Ala Thr Thr Pro Pro
90 95

Val Glu Ile Lys

360

420

480

540

600

660

702



24

100 105

<210> 30

<211> 321

<212> DNA

<213> Artificial Sequence

<220>
<223> Variable region of L05

<400> 30

gacatccaga tgacacagag ccctagcagc ctgtctgcca gegtgggaga cagagtgacc
atcacctgta gagccagcca ggacgtgaac acagccgtgg cttggtatca gcagaagect
ggcaaagccc ctaaggctct gatctacagce gecagetttc tgtacagcgg cgtgcccage
agattcagcg gctctagaag cggcaccgac ttcaccctga ccataagcag tctgcagecc

gaggacttcg ccacctacta ctgtcagcag cacgccacca cacctccaac atttggccag

ggcaccaagg tggaaatcaa g

<210> 31

<211> 469

<212> PRT

<213> Artificial Sequence

<220>
<223> Heavy chain of Trastuzumab A2

<400> 31
Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp

1 5 10 15

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

Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Asn lle
35 40 45

Lys Asp Thr Tyr Ile His Trp Val Arg GIn Ala Pro Gly Lys Gly Leu
50 55 60

60

120

180

240

300

321



Glu

65

Asp

Thr

Tyr

Trp

Pro

145

Thr

Thr

Pro

Thr

Asn

225

Ser

Ala

Trp Vval

Ser Val

Ala Tyr

Tyr Cys

115

Gly GIn
130

Ser Val

Ala Ala

Val Ser

Ala Vval

195

Val Pro

210

His Lys

Cys Asp

Gly Gly

Ala Arg lle Tyr

Lys

Leu

100

Ser

Gly

Phe

Leu

Trp

180

Leu

Ser

Pro

Lys

Pro

70

Gly Arg
85

GIn Met

Arg Trp

Thr Leu

Pro Leu
150

Gly Cys
165

Asn Ser

GIn Ser

Ser Ser

Ser Asn
230

Thr His
245

Ser Val

Phe

Asn

Gly

Val

135

Ala

Leu

Gly

Ser

Leu

215

Thr

Thr

Phe

Pro

Thr

Ser

Gly

120

Thr

Pro

val

Ala

Gly

200

Gly

Lys

Cys

Leu

Thr

e

Leu

105

Asp

Val

Ser

Lys

Leu

185

Leu

Thr

Val

Pro

Phe

25

Asn

Ser

90

Arg

Gly

Ser

Ser

Asp

170

Thr

Tyr

GIn

Asp

Pro

250

Pro

Gly

75

Ala

Ala

Phe

Ser

Lys

155

Tyr

Ser

Ser

Thr

Lys

235

Cys

Pro

Tyr

Asp

Glu

Tyr

Ala

140

Ser

Phe

Gly

Leu

Tyr

220

Lys

Pro

Lys

Thr

Thr

Asp

Ala

125

Ser

Thr

Pro

Val

Ser

205

Ile

Val

Ala

Pro

Arg

Ser

Thr

110

Met

Thr

Ser

Glu

His

190

Ser

Cys

Glu

Pro

Lys

Tyr

Lys

95

Ala

Asp

Lys

Gly

Pro

175

Thr

val

Asn

Pro

Glu

255

Asp

Ala

80

Asn

Val

Tyr

Gly

Gly

160

Val

Phe

Val

Val

Lys

240

Ala

Thr



Leu

Ser

Glu

305

Thr

Asn

Pro

GIn

Val

385

Val

Pro

Thr

Val

Met

His

290

val

Tyr

Gly

Ile

val

370

Ser

Glu

Pro

val

Met
450

Ile

275

Glu

His

Arg

Lys

Glu

355

Tyr

Leu

Trp

val

Asp

435

His

260

Ser

Asp

Asn

Val

Glu

340

Lys

Thr

Thr

Glu

Leu

420

Lys

Glu

Arg

Pro

Ala

val

325

Tyr

Thr

Leu

Cys

Ser

405

Asp

Ser

Ala

Thr

Glu

Lys

310

Ser

Lys

e

Pro

Leu

390

Asn

Ser

Arg

Leu

Pro

Val

295

Thr

Val

Cys

Ser

Pro

375

Val

Gly

Asp

Trp

His
455

Glu

280

Lys

Lys

Leu

Lys

Lys

360

Ser

Lys

GIn

Gly

GIn

440

Asn

265

val

Phe

Pro

Thr

Val

345

Ala

Arg

Gly

Pro

Ser

425

GIn

His

26

Thr

Asn

Arg

Val

330

Ser

Lys

Glu

Phe

Glu

410

Phe

Gly

Tyr

Cys

Trp

Glu

315

Leu

Asn

Gly

Glu

Tyr

395

Asn

Phe

Asn

Thr

val

Tyr

300

Glu

His

Lys

GIn

Met

380

Pro

Asn

Leu

Val

GIn
460

Val

285

Val

GIn

GIn

Ala

Pro

365

Thr

Ser

Tyr

Tyr

Phe

445

Lys

270

val

Asp

Tyr

Asp

Leu

350

Arg

Lys

Asp

Lys

Ser

430

Ser

Ser

Asp

Gly

Asn

Trp

335

Pro

Glu

Asn

Ile

Thr

415

Lys

Cys

Leu

Val

Val

Ser

320

Leu

Ala

Pro

GIn

Ala

400

Thr

Leu

Ser

Ser



Leu Ser Pro Gly Lys

465

<210> 32
211> 234
<212> PRT

<213>

<220>

<223>

<400> 32

Met

1

Gly

Ala

Val

Lys

65

Arg

Ser

Thr

Thr

Val Leu

Ala Tyr

Ser Val
35

Asn Thr
50

Leu Leu

Phe Ser

Leu GIn

Thr Pro

115

Val Ala
130

Artificial Sequence

Light chain of Trastuzumab A2

27

GIn Thr GIn Val Phe lle Ser Leu

5

Gly Asp
20

Gly Asp

Ala Vval

e Tyr

Gly Ser

85

Pro Glu
100

Pro Thr

Ala Pro

Ile GIn Met Thr
25

Arg val Thr lle
40

Ala Trp Tyr GIn
55

Ser Ala Ser Phe
70

Arg Ser Gly Thr

Asp Phe Ala Thr
105

10

GlIn

Thr

GIn

Leu

Asp

90

Tyr

Ser

Cys

Lys

Tyr

75

Phe

Tyr

Phe Gly GIn Gly Thr Lys

120

Ser Val Phe lle
135

Phe

Pro

Leu

Pro

Arg

Pro

60

Ser

Thr

Cys

Val

Pro
140

Leu

Ser

Ala

45

Gly

Gly

Leu

GIn

Glu

125

Ser

Trp

Ser

30

Ser

Lys

val

Thr

GIn

110

Ile

Asp

Ile Ser
15

Leu Ser

GIn Asp

Ala Pro

Pro Ser

80

Ile Ser

95

His Tyr

Lys Arg

Glu GIn



28

Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu Leu Asn Asn Phe Tyr
145 150 155 160

Pro Arg Glu Ala Lys Val GIn Trp Lys Val Asp Asn Ala Leu GIn Ser
165 170 175

Gly Asn Ser GIn Glu Ser Val Thr Glu GIn Asp Ser Lys Asp Ser Thr
180 185 190

Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu Lys
195 200 205

His Lys Val Tyr Ala Cys Glu Val Thr His GIn Gly Leu Ser Ser Pro
210 215 220

Val Thr Lys Ser Phe Asn Arg Gly Glu Cys
225 230

<210> 33

<211> 450

<212> PRT

<213> Artificial Sequence

<220>
<223> Heavy chain of Trastuzumab

<400> 33
Glu Val GIn Leu Val Glu Ser Gly Gly Gly Leu Val GIn Pro Gly Gly

1 5 10 15

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Asn lle Lys Asp Thr
20 25 30

Tyr 1le His Trp Val Arg GIn Ala Pro Gly Lys Gly Leu Glu Trp Val
35 40 45

Ala Arg lle Tyr Pro Thr Asn Gly Tyr Thr Arg Tyr Ala Asp Ser Val
50 55 60



Lys

65

Leu

Ser

Gly

Phe

Leu

145

Trp

Leu

Ser

Pro

Lys

225

Pro

Ser

Gly

GIn

Arg

Thr

Pro

130

Gly

Asn

GIn

Ser

Ser

210

Thr

Ser

Arg

Arg

Met

Trp

Leu

115

Leu

Cys

Ser

Ser

Ser

195

Asn

His

val

Thr

Phe

Asn

Gly

100

Val

Ala

Leu

Gly

Ser

180

Leu

Thr

Thr

Phe

Pro

Thr

Ser

85

Gly

Thr

Pro

val

Ala

165

Gly

Gly

Lys

Cys

Leu

245

Glu

Ile

70

Leu

Asp

val

Ser

Lys

150

Leu

Leu

Thr

val

Pro

230

Phe

val

Ser

Arg

Gly

Ser

Ser

135

Asp

Thr

Tyr

GIn

Asp

215

Pro

Pro

Thr

29

Ala Asp Thr Ser

Ala

Phe

Ser

120

Lys

Tyr

Ser

Ser

Thr

200

Lys

Cys

Pro

Cys

Glu

Tyr

105

Ala

Ser

Phe

Gly

Leu

185

Tyr

Lys

Pro

Lys

val

Asp

90

Ala

Ser

Thr

Pro

Val

170

Ser

Ile

Val

Ala

Pro

250

Val

75

Thr

Met

Thr

Ser

Glu

155

His

Ser

Cys

Glu

Pro

235

Lys

val

Lys Asn

Ala Val

Asp Tyr

Lys Gly

125

Gly Gly
140

Pro Val

Thr Phe

Val Val

Asn Val

205

Pro Lys

220

Glu Leu

Asp Thr

Asp Vval

Thr

Tyr

Trp

110

Pro

Thr

Thr

Pro

Thr

190

Asn

Ser

Leu

Leu

Ser

Ala

Tyr

95

Gly

Ser

Ala

val

Ala

175

Val

His

Cys

Gly

Met

255

His

Tyr

80

Cys

GIn

Val

Ala

Ser

160

Val

Pro

Lys

Asp

Gly

240

Ile

Glu



Asp

Asn

Val

305

Glu

Lys

Thr

Thr

Glu

385

Leu

Lys

Glu

Gly

Pro

Ala

290

val

Tyr

Thr

Leu

Cys

370

Ser

Asp

Ser

Ala

Lys
450

Glu

275

Lys

Ser

Lys

Ile

Pro

355

Leu

Asn

Ser

Arg

Leu
435

260

Val Lys

Thr Lys

Val Leu

Cys Lys
325

Ser Lys
340

Pro Ser

Val Lys

Gly GIn

Asp Gly
405

Trp Gln
420

His Asn

Phe

Pro

Thr

310

val

Ala

Arg

Gly

Pro

390

Ser

GIn

His

Asn

Arg

295

Val

Ser

Lys

Glu

Phe

375

Glu

Phe

Gly

Tyr

Trp

280

Glu

Leu

Asn

Gly

Glu

360

Tyr

Asn

Phe

Asn

Thr
440

265

Tyr

Glu

His

Lys

GIn

345

Met

Pro

Asn

Leu

val

425

GIn

30

Val

GlIn

GIn

Ala

330

Pro

Thr

Ser

Tyr

Tyr

410

Phe

Lys

Asp

Tyr

Asp

315

Leu

Arg

Lys

Asp

Lys

395

Ser

Ser

Ser

Gly

Asn

300

Trp

Pro

Glu

Asn

Ile

380

Thr

Lys

Cys

Leu

Val

285

Ser

Leu

Ala

Pro

GIn

365

Ala

Thr

Leu

Ser

Ser
445

270

Glu

Thr

Asn

Pro

GIn

350

val

val

Pro

Thr

val

430

Leu

val

Tyr

Gly

Ile

335

Val

Ser

Glu

Pro

Val

415

Met

Ser

His

Arg

Lys

320

Glu

Tyr

Leu

Trp

Val

400

Asp

His

Pro
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<210> 34

<211> 214

<212> PRT

<213> Artificial Sequence

<220>
<223> Light chain of Trastuzumab

<400> 34

Asp

1

Asp

Val

Tyr

Ser

65

Glu

Thr

Pro

Thr

Lys
145

Ile GIn Met Thr GIn Ser Pro Ser Ser

Arg Val Thr Ile Thr Cys Arg Ala Ser
20 25

Ala Trp Tyr GIn GIn Lys Pro Gly Lys
35 40

Ser Ala Ser Phe Leu Tyr Ser Gly Val
50 55

Arg Ser Gly Thr Asp Phe Thr Leu Thr
70

Asp Phe Ala Thr Tyr Tyr Cys GIn GIn
85 90

Phe Gly GIn Gly Thr Lys Val Glu Ile
100 105

Ser Val Phe Ile Phe Pro Pro Ser Asp
115 120

Ala Ser Vval Val Cys Leu Leu Asn Asn
130 135

Val GIn Trp Lys Val Asp Asn Ala Leu
150

Leu

GIn

Ala

Pro

Ile

75

His

Lys

Glu

Phe

GIn
155

Ser

Asp

Pro

Ser

60

Ser

Tyr

Arg

GlIn

Tyr

140

Ser

Ala

Val

Lys

45

Arg

Ser

Thr

Thr

Leu

125

Pro

Gly

Ser

Asn

30

Leu

Phe

Leu

Thr

val

110

Lys

Arg

Asn

Val

15

Thr

Leu

Ser

GlIn

Pro

95

Ala

Ser

Glu

Ser

Gly

Ala

Ile

Gly

Pro

80

Pro

Ala

Gly

Ala

GIn
160
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Glu Ser Val Thr Glu GIn Asp Ser Lys Asp Ser Thr Tyr Ser Leu Ser
165 170 175

Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu Lys His Lys Val Tyr
180 185 190

Ala Cys Glu Val Thr His GIn Gly Leu Ser Ser Pro Val Thr Lys Ser
195 200 205

Phe Asn Arg Gly Glu Cys
210



