<110>
<120>
<130>

<150>
<151>

<160> 68
<170>
<210> 1
<211>
<212>
<213>

<220>
<223>

DNA

584

<400> 1
atgagggcca

gaggtcggca
gacgctgaga
ggcaacctgg
agagaggtga
aatctcaggg
ctgaactaca
gagatcctgt
atcgactggc
agaagctgcc
gactgccaga
cccaacccca
accgactgct
cagcccctgg
cagtacggcg
tgcgtgagag
gagccctgtg
cagaccgtgg
ctggacttcc
cccgagaagc

agctggeccc

4032
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SEQUENCE LISTING

Takis s.r.1.

1 PCT

acgacgccct
acagccaggc
accagtacca
aaatcgtgct
ccggctacgt
tcgtgegegg
acaccaacag
ctggcggegt
gggacatcgt
ccccctgeca
ccctgaccaa
accagtgctg
tcgcctgeag
tgtacaacaa
gcgtgtgegt
cctgcececc
gcggectgtg
acagcagcaa
tgatcaccgg
tgaacgtgtt

ctcacatgca

PatentIn version 3.5

Artificial Sequence

gcaggtgctg
cgtgtgccca
gaccctgtac
gaccggccac
cctggtcgec
cacccaggtg
cagccacgcec
gtacatcgag
gagggacagg
cgaggtctgc
gaccatctgc
ccacgacgag
acacttcaac
gctgaccttc
ggccagctgce
tgacaagatg
ccccaaggcec
catcgacggc
cctgaacggc
caggaccgtg

caacttcagc

Immunotherapy against ErbB-3 receptor
765-

IT RM2010A000577
2010-11-02

Codon optimized coding sequence encodin s 1 H
wherein the encoded HER3 has a His to Phe mutation at position

ggcctgetgt
ggcacactga
aagctgtacg
aacgccgacc
atgaacgagt
tacgacggca
ctgaggcagc
aagaacgaca
gacgccgaga
aagggcagat
gcccctcagt
tgcgctggceg
gacagcggceg
cagctggaac
cctcacaact
gaagtggaca
tgcgagggca
ttcgtgaact
gacccctggc
agagagatca

gtgttcagca

Page 1

tcagecctegce
acggcctgag
agagatgcga
tgagcttect
tcagcaccct
agttcgccat
tgaggctgac
agctgtgcca
tcgtggtgaa
gctggggecc
gcaacggcca
gctgtagegg
cctgegtgec
ccaaccccca
tcgtggtgga
agaacggact
ccggcagegg
gcaccaagat
acaagatccc
ccggctacct

acctgaccac

taggggcagc
cgtgactggce
ggtggtgatg
gcagtggatc
gccactgecc
cttcgtgatg
ccagctgacc
catggacacc
ggacaacggc
tggcagcgag
ctgcttcgge
acctcaggac
caggtgcccc
caccaagtac
ccagaccagc
gaagatgtgc
cagcaggttc
cctgggcaat
cgcecctggac
gaacatccag

catcggcggce

full length human HER3,

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900

960

1020
1080
1140
1200
1260



agaagcctgt
ctgggcttca
cagctgtgct
aggctggaca
gaccccctgt
aggaactaca
agagagttcg
ggcaccgcca
gacggccctt
tacaagtacc
tgcaaaggcc
cacctgacca
ggcaccttcc
ctggaaaggg
gccaggatct
ggcaccgtgc
atcaaggtga
ctggccatcg
tccagectge
cagcacagag
ggcatgtact
ctgctgaaga
cccgacgaca
gaaagcatcc
gtgtgggagc
ccagacctgc
tacatggtga
ctggccaacg
gagagcggcec
gaagaggtcg
aacctggcca
cccagaggat
aacctgggcg

cccgtgagec

765-01 PCT Sequence file Final_ST25.txt
acaacagggg cttcagcctg ctgatcatga agaacctgaa cgtgaccagc

gaagcctgaa
accaccacag
tcaagcacaa
gcagcagcgg
gcaggggegyg
cccacgaggc
cctgcaacgg
tctgcgtgag
ccgacgtgca
cagagctgca
tggccctgac
tgtactggcg
gcgagagcat
tcaaagagac
acaagggcgt
tcgaggacaa
gcagcctgga
agctggtgac
gcgeectggg
acctggaaga
gccccagceca
agcagctgct
acttcggcaa
tgatgacctt
tggaaaaggg
tggtgaagtg
agttcaccag
ctggaatcgc
agctggaacc
ccaccaccct
ctcagagcct
agagctgtca

tgcaccccat

agagatcagc
cctgaactgg
caggcccagg
cggctgttgg
agtctgtgtc
cgagtgcttc
cagcggctcc
cagctgtccc
gaacgagtgc
ggactgtctg
cgtgatcgcec
gggcagaagg
cgagcccctg
agagctgagg
gtggattccc
gagcggcagg
ccacgceccac
ccagtacctg
cccccagetg
gcacggcatg
ggtgcaggtg
gtacagcgag
gtacacccac
cggcgecgag
cgagcggctg
ctggatgatc
gatggccagg
ccctggeccc
agagctggac
gggctccget
cctgtcccce
ggaaagcgcc

gcccagggqgc

gccggecagga tctacatcag cgccaacagg

accaaggtgc
cgggactgtg
ggaccaggcc
acccactgca
agctgcecacc
gacacctgcg
cacggcgtgce
aggccttgec
ggccagacac
ggcctggtgg
attcagaaca
gaccctageg
aagctgaagg
gagggcgagt
cagtccttcc
atcgtgagac
cccctgggea
ctgctgaatt
gtgcacagga
gccgacttcg
gccaagaccc
cagagcgacg
ccctacgecg
gctcagccac
gacgagaaca
gaccccccta
gagcctcacg
ctggatctgg
ctgtctctge
agcagcggct
gtcagcggca
tgcctggeca

Page 2

tgaggggccc
tggctgaggg
caggccagtg
actttctgaa
ccgagtgcca
cccagtgege
tgggcgcaaa
acgagaactg
tggtgctgat
tgatctttat
agagggccat
agaaggccaa
tgctgggaag
ccatcaagat
aggccgtgac
tgctgggact
gcctgctgga
ggggagtgca
acctggcagc
gagtggcaga
ccatcaagtg
tgtggagcta
gcctgaggct
agatctgcac
tcaggcccac
gatacctggt
gcctgaccaa
acctggaagc
ctgtcggcac
acatgcccat
gctccgagag
gcgagtccag

caccgaggaa
caaagtctgc
tctgagctgce
tggcgagcecc
gcccatggaa
ccacttcagg
gggacccatc
cacccagggc
cggcaagacc
gatgctgggc
gagaagatac
caaggtgctg
cggcgtgttc
ccctgtgtgce
cgaccacatg
gtgccctggce
ccacgtgagg
gatcgccaag
aaggaacgtg
tctcctgeca
gatggccctg
cggcgtgacc
ggccgaggtg
catcgacgtg
cttcaaagag
gatcaagaga
caagaagctg
cgaggaagat
actgaacaga
gaaccaggga
gtgccccagg

cgagggccac

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
2820
2880
2940
3000
3060
3120
3180
3240
3300



gtgaccggca
agcagaagcc
acccccgtga
atgcccgaca
ggcctgtcect
aacaggcgga
ggctatgagt
tgccctetgce
gaatatatga
gcctgtcccg
caggcccccc
tccgectteg
aggacctgat
<210> 2

<211> 1309
<212> PRT
<213> Arti

<220>
<223> huma

<400> 2

Met Arg Ala
1
Ala Arg Gly

Leu Asn Gly
35

Leu Tyr Lys
50

ITe val Leu
65

Arg Glu val

Leu Pro Leu

Gly Lys Phe
115

765-01 PCT Sequence file Final_sST25.txt
gcgaggccga actccaggaa aaggtgtcaa tgtgcagaag caggtccaga

ccagacccag gggcgacagc gcctaccaca gccagaggca ctccctgcetg
ccccectgag ccctcccgge ctggaagagg aagatgtgaa cggatacgtg
cccacctgaa gggcacccct agcagcagag agggcaccct gagcagegtg
ccgtgctggg caccgaggaa gaggatgagg acgaggaata cgagtacatg
gaaggcacag cccccctcac ccccccagac ctagctctct ggaagagctg
acatggacgt gggcagcgac ctgagcgcct ctctgggcag cacacagage
accccgtgec tatcatgccc accgccggca ccacccccga tgaggattac
atagacagag ggatggcggc ggaccaggcg gcgactatgc cgcaatgggce
ccagcgagca gggatacgag gaaatgaggg ccttccaggg cccaggccac
acgtgcacta cgccaggctg aaaaccctga gaagcctgga agccaccgac
acaaccccga ctactggcac agcaggctgt tccctaaggc caacgcccag

ga

ficial Sequence

n HER3 with a His to Phe mutation at position 584

Asn Asp Ala Leu GIn val Leu Gly Leu Leu Phe Ser Leu
5 10 15

ser Glu val Gly Asn Ser Gln Ala val Cys Pro Gly Thr
20 25 30

Leu Ser val Thr Gly Asp Ala Glu Asn GIn Tyr GIn Thr
40 45

Leu Tyr Glu Arg Cys Glu val val Met Gly Asn Leu Glu
55 60

Thr Gly His Asn Ala Asp Leu Ser Phe Leu GIn Trp Ile
70 75 80

Thr Gly Tyr val Leu val Ala Met Asn Glu Phe Ser Thr
85 90 95

Pro Asn Leu Arg val val Arg Gly Thr GIn val Tyr Asp
100 105 110

Ala Ile Phe val Met Leu Asn Tyr Asn Thr Asn Ser Ser
120 125

Page 3

3360
3420
3480
3540
3600
3660
3720
3780
3840
3900
3960
4020
4032



765-01 PCT Sequence file Final_ST25.txt

His Ala Leu Arg Gln Leu Arg Leu Thr Gln Leu Thr Glu Ile Leu Ser
130 135 140

Gly Gly val Tyr Ile Glu Lys Asn Asp Lys Leu Cys His Met Asp Thr
145 150 155 160

Ile Asp Trp Arg Asp Ile val Arg Asp Arg Asp Ala Glu Ile val val
165 170 175

Lys Asp Asn Gly Arg Ser Cys Pro Pro Cys His Glu val Cys Lys Gly
180 185 190

Arg Cys Trp Gly Pro Gly Ser Glu Asp Cys GIn Thr Leu Thr Lys Thr
195 200 205

Ile Cys Ala Pro GIn Cys Asn Gly His Cys Phe Gly Pro Asn Pro Asn
210 215 220

Gln Cys Cys His Asp Glu Cys Ala Gly Gly Cys Ser Gly Pro Gln Asp
225 230 235 240

Thr Asp Cys Phe Ala Cys Arg His Phe Asn Asp Ser Gly Ala Cys val
245 250 255

Pro Arg Cys Pro Gln Pro Leu val Tyr Asn Lys Leu Thr Phe GIn Leu
260 265 270

Glu Pro Asn Pro His Thr Lys Tyr GIn Tyr Gly Gly val Cys val Ala
275 280 285

Ser Cys Pro His Asn Phe val val Asp GIn Thr Ser Cys val Arg Ala
290 295 300

Cys Pro Pro Asp Lys Met Glu val Asp Lys Asn Gly Leu Lys Met Cys
305 310 315 320

Glu Pro Cys Gly Gly Leu Cys Pro Lys Ala Cys Glu Gly Thr Gly Ser
325 330 335

Gly Ser Arg Phe GIn Thr val Asp Ser Ser Asn Ile Asp Gly Phe val
340 345 350

Asn Cys Thr Lys Ile Leu Gly Asn Leu Asp Phe Leu Ile Thr Gly Leu
355 360 365

Asn Gly Asp Pro Trp His Lys Ile Pro Ala Leu Asp Pro Glu Lys Leu
370 375 380

Asn val Phe Arg Thr val Arg Glu Ile Thr Gly Tyr Leu Asn Ile Gln
385 390 395 400

Page 4
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Ser Trp Pro Pro His Met His Asn Phe Ser val Phe Ser Asn Leu Thr
405 410 415

Thr I1e Gly Gly Arg Ser Leu Tyr Asn Arg Gly Phe Ser Leu Leu Ile
420 425 430

Met Lys Asn Leu Asn val Thr Ser Leu Gly Phe Arg Ser Leu Lys Glu
435 440 445

Ile Ser Ala Gly Arg Ile Tyr Ile Ser Ala Asn Arg GIn Leu Cys Tyr
450 455 460

His His Ser Leu Asn Trp Thr Lys val Leu Arg Gly Pro Thr Glu Glu
465 470 475 480

Arg Leu Asp Ile Lys His Asn Arg Pro Arg Arg Asp Cys val Ala Glu
485 490 495

Gly Lys val Cys Asp Pro Leu Cys Ser Ser Gly Gly Cys Trp Gly Pro
500 505 510

Gly Pro Gly GIn Cys Leu Ser Cys Arg Asn Tyr Ser Arg Gly Gly val
515 520 525

Cys val Thr His Cys Asn Phe Leu Asn Gly Glu Pro Arg Glu Phe Ala
530 535 540

His Glu Ala Glu Cys Phe Ser Cys His Pro Glu Cys Gln Pro Met Glu
545 550 555 560

Gly Thr Ala Thr Cys Asn Gly Ser Gly Ser Asp Thr Cys Ala Gln Cys
565 570 575

Ala His Phe Arg Asp Gly Pro Phe Cys val Ser Ser Cys Pro His Gly
580 585 590

val Leu Gly Ala Lys Gly Pro Ile Tyr Lys Tyr Pro Asp val GIn Asn
595 600 605

Glu Cys Arg Pro Cys His Glu Asn Cys Thr Gln Gly Cys Lys Gly Pro
610 615 620

Glu Leu GIn Asp Cys Leu Gly Gln Thr Leu val Leu Ile Gly Lys Thr
625 630 635 640

His Leu Thr Met Ala Leu Thr val Ile Ala Gly Leu val val Ile Phe
645 650 655

Met Met Leu Gly Gly Thr Phe Leu Tyr Trp Arg Gly Arg Arg Ile GlIn
660 665 670

Page 5
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Asn Lys Arg Ala Met Arg Arg Tyr Leu Glu Arg Gly Glu Ser Ile Glu
675 680 685

Pro Leu Asp Pro Ser Glu Lys Ala Asn Lys val Leu Ala Arg Ile Phe
690 695 700

Lys Glu Thr Glu Leu Arg Lys Leu Lys val Leu Gly Ser Gly val phe
705 710 715 720

Gly Thr val His Lys Gly val Trp Ile Pro Glu Gly Glu Ser Ile Lys
725 730 735

ITe Pro val Cys Ile Lys val Ile Glu Asp Lys Ser Gly Arg GlIn Ser
740 745 750

Phe GIn Ala val Thr Asp His Met Leu Ala Ile Gly Ser Leu Asp His
755 760 765

Ala His Ile val Arg Leu Leu Gly Leu Cys Pro Gly Ser Ser Leu GIn
770 775 780

Leu val Thr Gln Tyr Leu Pro Leu Gly Ser Leu Leu Asp His val Arg
785 790 795 800

GIn His Arg Gly Ala Leu Gly Pro GIn Leu Leu Leu Asn Trp Gly val
805 810 815

GIn ITle Ala Lys Gly Met Tyr Tyr Leu Glu Glu His Gly Met val His
820 825 830

Arg Asn Leu Ala Ala Arg Asn val Leu Leu Lys Ser Pro Ser Gln val
835 840 845

Gln val Ala Asp Phe Gly val Ala Asp Leu Leu Pro Pro Asp Asp Lys
850 855 860

GIn Leu Leu Tyr Ser Glu Ala Lys Thr Pro Ile Lys Trp Met Ala Leu
865 870 875 880

Glu Ser Ile His Phe Gly Lys Tyr Thr His GIn Ser Asp val Trp Ser
885 890 895

Tyr Gly val Thr val Trp Glu Leu Met Thr phe Gly Ala Glu Pro Tyr
900 905 910

Ala Gly Leu Arg Leu Ala Glu val Pro Asp Leu Leu Glu Lys Gly Glu
915 920 925

Arg Leu Ala GIn Pro GIn Ile Cys Thr Ile Asp val Tyr Met val Met
930 935 940

Page 6
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val Lys Cys Trp Met Ile Asp Glu Asn Ile Arg Pro Thr Phe Lys Glu
945 950 955 960

Leu Ala Asn Glu Phe Thr Arg Met Ala Arg Asp Pro Pro Arg Tyr Leu
965 970 975

val Ile Lys Arg Glu Ser Gly Pro Gly Ile Ala Pro Gly Pro Glu Pro
980 985 990

His Gly Leu Thr Asn Lys Lys Leu Glu Glu val Glu Leu Glu Pro Glu
995 1000 1005

Leu Asp Leu Asp Leu Asp Leu Glu Ala Glu Glu Asp Asn Leu Ala
1010 1015 1020

Thr Thr Thr Leu Gly Ser Ala Leu Ser Leu Pro val Gly Thr Leu
1025 1030 1035

Asn Pro Arg Gly Ser Gln Ser Leu Leu Ser Pro Ser Ser Gly

Arg
1040 1045 1050

Tyr Met Pro Met Asn GIn Gly Asn Leu Gly Glu Ser Cys Gin Glu
1055 1060 1065

Ser Ala val Ser Gly Ser Ser Glu Arg Cys Pro Pro val Ser

Arg
1070 1075 1080

Leu His Pro Met Pro Arg Gly Cys Leu Ala Ser Glu Ser Ser Glu
1085 1090 1095

Gly His val Thr Gly Ser Glu Ala Glu Leu Gln Glu Lys val Ser
1100 1105 1110

Met Cys Arg Ser Arg Ser Arg Ser Arg Ser Pro

Arg Pro Arg Gly
1115 1120 1125

Asp Ser Ala Tyr His Ser GIn Arg His Ser Leu Leu Thr Pro val
1130 1135 1140

Thr Pro Leu Ser Pro Pro Gly Leu Glu Glu Glu Asp Vval Asn Gly
1145 1150 1155

Tyr val Met Pro Asp Thr His Leu Lys Gly Thr Pro Ser Ser Arg
1160 1165 1170

Glu Gly Thr Leu Ser Ser val Gly Leu Ser Ser val Leu Gly Thr
1175 1180 1185

Glu Glu Glu Asp Glu Asp Glu Glu Tyr Glu Tyr Met Asn Arg Arg
1190 1195 1200

Page 7



Arg Arg Hi

1205

Glu Leu Gl

1220

Ser Leu

1235

Met Pro Th

1250

Asn Gl

Met GI Al

Phe
1295

Ala

Arg

<210> 3

<211> 1929
<212> DNA
<213>

<220>
<223>

Gly

765-01 PCT Sequence file

s Ser

y Tyr

Ser

r Ala

n Arg

a cys

Pro Pro His

Glu Tyr

Thr Gln

Gly Thr

Asp Gly

Pro Ala

Pro Gly

1210

Met
1225

Asp

Ser
1240

Cys

Thr
1255

Pro

Gly
1270

Gly

ser Glu

1285

His GIn

1300

Artificial Sequence

Pro Pro Arg Pro

val Gly

Pro Leu
Asp Glu
Pro Gly
Gln Gly

Pro

to Phe mutation at position 584

<400> 3
atgagggcca

gaggtcggca
gacgctgaga
ggcaacctgg
agagaggtga
aatctcaggg
ctgaactaca
gagatcctgt
atcgactggc
agaagctgec
gactgccaga

cccaacccca

acgacgccct
acagccaggc
accagtacca
aaatcgtgct
ccggctacgt
tcgtgcgegg
acaccaacag
ctggcggegt
gggacatcgt
cccectgeca
ccctgaccaa

accagtgctg

gcaggtgctg
cgtgtgccca
gaccctgtac
gaccggccac
cctggtecgec
cacccaggtg
cagccacgcc
gtacatcgag
gagggacagg
cgaggtctgc
gaccatctgc

ccacgacgag

ggcctgetgt
ggcacactga
aagctgtacg
aacgccgacc
atgaacgagt
tacgacggca
ctgaggcagc
aagaacgaca
gacgccgaga
aagggcagat
gcccctcagt
tgcgctggeg

Page 8

ser

His

Asp Tyr

Gly

Tyr

His

Ser
1215

Ser

Asp Leu
1230

Pro val

1245

Glu
1260

Asp Tyr
1275

Glu Glu

1290

val His

1305

tcagcctcgce
acggcctgag
agagatgcga
tgagcttcct
tcagcaccct
agttcgccat
tgaggctgac
agctgtgcca
tcgtggtgaa
gctggggecc

gcaacggcca

gctgtagcgg

Tyr

Ala

Met

Tyr

Final_ST25.txt

Leu Glu

Ala

ser

Ile

Pro

Met

Ala

Arg

Ala

Codon optimized coding sequence encoding the human HER3 )
extracellular domain, wherein the encoded HER3 domain has a His

taggggcagc
cgtgactggc
ggtggtgatg
gcagtggatc
gccactgcecc
cttcgtgatg
ccagctgacc
catggacacc
ggacaacggc
tggcagcgag
ctgcttcggce

acctcaggac

60
120
180
240
300
360
420
480
540
600
660
720



accgactgct
cagcccectgg
cagtacggcg
tgcgtgagag
gagccctgtg
cagaccgtgg
ctggacttcc
cccgagaagce
agctggcccc
agaagcctgt
ctgggcttca
cagctgtgct
aggctggaca
gaccccctgt
aggaactaca
agagagttcg
ggcaccgcca
gacggccctt
tacaagtacc
tgcaaaggcc
cactgatga

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

<220>
<223>

4
641
PRT

765-01 PCT Sequence file Final_ST25.txt
gacagcggcg cctgecgtgec caggtgeccc

tcgectgeag
tgtacaacaa
gcgtgtgegt
cctgecccce
gcggcctgtg
acagcagcaa
tgatcaccgg
tgaacgtgtt
ctcacatgca
acaacagggg
gaagcctgaa
accaccacag
tcaagcacaa
gcagcagcgg
gcaggggegg
cccacgaggc
cctgcaacgg
tctgegtgag
ccgacgtgcea

cagagctgca

acacttcaac
gctgaccttc
ggccagcetgce
tgacaagatg
ccccaaggcec
catcgacggc
cctgaacggce
caggaccgtg
caacttcagc
cttcagcctg
agagatcagc
cctgaactgg
caggcccagg
cggctgttgg
agtctgtgtc
cgagtgcttc
cagcggctcc
cagctgtccc
gaacgagtgc
ggactgtctg

Artificial Sequence

cagctggaac ccaaccccca caccaagtac

cctcacaact
gaagtggaca
tgcgagggca
ttcgtgaact
gacccctgge
agagagatca
gtgttcagca
ctgatcatga
gccggcagga
accaaggtgc
cgggactgtg
ggaccaggcc
acccactgca
agctgccacc
gacacctgcg
cacggcgtgc
aggccttgec

ggccagacac

Human HER3 extracellular domain, wherein the

tcgtggtgga
agaacggact
ccggcagegg
gcaccaagat
acaagatccc
ccggctacct
acctgaccac
agaacctgaa
tctacatcag
tgaggggccc
tggctgaggg
caggccagtg
actttctgaa
ccgagtgcca
cccagtgegce
tgggcgcaaa
acgagaactg

tggtgctgat

has a His to Phe mutation at position 584

<400> 4

1

Ala Arg Gly Ser Glu val Gly Asn Ser GIn Ala val Cys
20 25

Leu Asn Gly Leu Ser val Thr Gly Asp Ala Glu Asn Gln

35 40 45

Leu Tyr Lys Leu Tyr Glu Arg Cys Glu val val Met Gly
50 55 60

Met Arg Ala Asn Asp Ala Leu GIn val Leu Gly Leu Leu
5 10

Page 9

30

ccagaccagc
gaagatgtgc
cagcaggttc
cctgggceaat
cgccctggac
gaacatccag
catcggcggc
cgtgaccagc
cgccaacagg
caccgaggaa
caaagtctgc
tctgagetge
tggcgagccc
gcccatggaa
ccacttcagg
gggacccatc
cacccagggc

cggcaagacc

Phe Ser Leu

Pro Gly Thr

Tyr Gln Thr

Asn Leu Glu

780

840

900

960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1860
1920
1929

encoded HER3 domain
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ITe val Leu Thr Gly His Asn Ala Asp Leu Ser Phe Leu GIn Trp Ile
65 70 75 80

Arg Glu val Thr ggy Tyr val Leu val 81a Met Asn Glu Phe Sgr Thr
0

Leu Pro Leu Pro Asn Leu Arg val val Arg Gly Thr GIn val Tyr Asp
100 105 110

Gly Lys Phe Ala Ile Phe val Met Leu Asn Tyr Asn Thr Asn Ser Ser
115 120 125

His Ala Leu Arg Gln Leu Arg Leu Thr GlIn Leu Thr Glu Ile Leu Ser
130 135 140

Gly Gly val Tyr Ile Glu Lys Asn Asp Lys Leu Cys His Met Asp Thr
145 150 155 160

Ile Asp Trp Arg Asp Ile val Arg Asp Arg Asp Ala Glu Ile val val
165 170 175

Lys Asp Asn Gly Arg Ser Cys Pro Pro Cys His Glu val Cys Lys Gly
180 185 190

Arg Cys Trp Gly Pro Gly Ser Glu Asp Cys GIn Thr Leu Thr Lys Thr
195 200 205

ITe Cys Ala Pro GIn Cys Asn Gly His Cys Phe Gly Pro Asn Pro Asn
210 215 220

Gln Cys Cys His Asp Glu Cys Ala Gly Gly Cys Ser Gly Pro GIn Asp
225 230 235 240

Thr Asp Cys Phe Ala Cys Arg His Phe Asn Asp Ser Gly Ala Cys val
245 250 255

Pro Arg Cys Pro Gln Pro Leu val Tyr Asn Lys Leu Thr Phe GIn Leu
260 265 270

Glu Pro Asn Pro His Thr Lys Tyr Gln Tyr Gly Gly val Cys val Ala
275 280 285

Ser Cys Pro His Asn Phe val val Asp Gln Thr Ser Cys val Arg Ala
290 295 300

Cys Pro Pro Asp Lys Met Glu val Asp Lys Asn Gly Leu Lys Met Cys
305 310 315 320

Glu Pro Cys Gly Gly Leu Cys Pro Lys Ala Cys Glu Gly Thr Gly Ser
325 330 335
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Gly Ser Arg Phe GIn Thr val Asp Ser Ser Asn Ile Asp Gly Phe val
340 345 350

Asn Cys Thr Lys Ile Leu Gly Asn Leu Asp Phe Leu Ile Thr Gly Leu
355 360 365

Asn Gly Asp Pro Trp His Lys Ile Pro Ala Leu Asp Pro Glu Lys Leu

Asn val phe Arg Thr val Arg Glu Ile Thr Gly Tyr Leu Asn Ile Gln
385 390 395 400

Ser Trp Pro Pro His Met His Asn Phe Ser val Phe Ser Asn Leu Thr
405 410 415

Thr ITe Gly Gly Arg Ser Leu Tyr Asn Arg Gly Phe Ser Leu Leu Ile
420 425 430

Met Lys Asn Leu Asn val Thr Ser Leu Gly Phe Arg Ser Leu Lys Glu
435 440 445

Ile ser Ala Gly Arg Ile Tyr Ile Ser Ala Asn Arg Gln Leu Cys Tyr
450 455 460

His His Ser Leu Asn Trp Thr Lys val Leu Arg Gly Pro Thr Glu Glu
465 470 475 480

Arg Leu Asp Ile Lys His Asn Arg Pro Arg Arg Asp Cys val Ala Glu
485 490 495

Gly Lys val Cys Asp Pro Leu Cys Ser Ser Gly Gly Cys Trp Gly Pro
500 505 510

Gly Pro Gly GIn Cys Leu Ser Cys Arg Asn Tyr Ser Arg Gly Gly val
515 520 525

Cys val Thr His Cys Asn Phe Leu Asn Gly Glu Pro Arg Glu Phe Ala
530 535 540

His Glu Ala Glu Cys Phe Ser Cys His Pro Glu Cys GIn Pro Met Glu
545 550 555 560

Gly Thr Ala Thr Cys Asn Gly Ser Gly Ser Asp Thr Cys Ala Gln Cys
565 570 575

Ala His Phe Arg Asp Gly Pro Phe Cys val Ser Ser Cys Pro His Gly
580 585 590

val Leu Gly Ala Lys Gly Pro Ile Tyr Lys Tyr Pro Asp val Gln Asn
595 600 605

Page 11



765-01 PCT Sequence file Final_ST25.txt

Glu Cys Arg Pro Cys His Glu Asn Cys Thr GIn Gly Cys Lys Gly Pro
610 615 620

Glu Leu GIn Asp Cys %gg Gly GIn Thr Leu val Leu Ile Gly Lys Thr

A3

625 635 640
His

<210> 5

<211> 360

<212> DNA

<213> Artificial Sequence

<220>

<223> coding sequence of variable 1light chain region of antibody A3
<400> 5

gatgttttga tgacccaaac tccactctcc ctgcctgtca gtcttggaga tcaagcctcc
atctcttgca gatctagtca gagcattgta catagttatg gaaacaccta tttagaatgg
tacctgcaga aaccaggcca gtctccaaag ctcctgatct acagagtttc caaccgattt
tctggggtcc cagacaggtt cagtggcagt ggatcaggga cagatttcac actcaagatc
agcagagtgg aggctgagga tctgggagtt tattactgct ttcaaggttc acatgttcca
ttcacgttcg gcacggggac aaaattggaa ataaaacggg ctgatgctgc accaactgta
<210> 6

<211> 375

<212> DNA

<213> Artificial Sequence

<220>

<223> Coding sequence of variable heavy chain region of antibody
<400> 6

caggtcactc tgaaagagtc tggccctggg aaattgcagc cctcccagac cctcagtctg
acttgttctt tttctgggtt ttcactgagc acttatggta tgggtgtagg ttggattcgt
cagcctttag ggaagggtct ggagtggctg gccaacattt ggtggaatga tgataagtac
tataattcag ccctgaagag ccggctcaca atctccaagg atacctccaa caaccaggtt
ttcctcaaga tctccagtgt ggacactgca gatgctgcca catactactg tgttcaaata
gctaacccct attggtactt cgatgtctgg ggcgcaggga ccacggtcac cgtctcctca
gccaaaacga caccc

<210> 7

<211> 120

<212> PRT

<213> Mus musculus

<220>

<221> BINDING

Page 12
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765-01

<222> (1)..(120)

<223> variable light chain

<400> 7

Asp val Leu Met Thr Gln Thr

1 5

Asp GIn Ala Ser Ile Ser Cys
20

Tyr Gly ggn Thr Tyr Leu Glu

Pro Lys Leu Leu Ile Tyr Arg

50 55

Asp Arg Phe Ser Gly Ser Gly

65 70

ser Arg val Glu Ala Glu Asp

85

Ser His val Pro Phe Thr Phe
100

Arg Ala Asp Ala Ala Pro Thr

115

<210> 8

<211> 125

<212> PRT

<213> Mus musculus

<220>

<221> BINDING

<222> (1)..(125)

<223> variable heavy chain

<400> 8

GIn val Thr Leu
1

Thr Leu Ser Leu
20

Gly Met Gly val
35

Trp Leu Ala Asn
50

Leu Lys Ser Arg
65

;ys Glu ser
Thr Cys Ser
Gly Trp Ile
Ile Trp Trp
55

Leu Thr Ile
70

PCT Sequence file Final_ST25.txt

region of antibody A3

Pro Leu Ser

10

Leu

Arg Ser Ser GiIn

Trp GlIn

40

Tyr Leu

val Ser Asn Arg

ser Gly Thr Asp

75

val
90

Leu Gly Tyr

Thr Thr

105

Gly Gly

val
120

Pro

ser

Lys

Phe

60

Phe

Tyr

Lys

val

Ile

Pro

45

Ser

Thr

Cys

Leu

region of antibody A3

Gly Pro Gly Lys
10

Phe Ser Gly Phe

25

Arg GIn Pro Leu

40

Asn Asp Asp Lys

Ser Lys Asp Thr
75

Page 13

Leu

Ser

Gly

Tyr

60

Ser

GlIn

Leu

Lys

Tyr

Asn

Ser

val

30

Gly

Gly

Leu

Phe

Glu
110

Pro
Ser
30

Gly

Asn

Asn

Leu

15

His

Gln

val

Lys

Gln

95

Ile

ser

15

Thr

Leu

ser

GIn

Gly

Ser

Ser

Pro

Ile

80

Gly

Lys

GIn

Tyr

val
80



765-01 PCT Sequence file Final_ST25.txt

Phe Leu Lys Ile Ser Ser val Asp Thr Ala Asp Ala Ala Thr Tyr Tyr
85 90 95

Cys val GIn Ile Ala Asn Pro Tyr Trp Tyr Phe Asp val Trp Gly Ala
105 110

Gly Thr Thr val Thr val ser Ser Ala Lys Thr Thr Pro
115

120

125

A4

<210> 9

<211> 348

<212> DNA

<213> Artificial Sequence

<220>

<223> Coding sequence of variable Tight chain region of antibody A4
<400> 9

cagattgttc tcacccagtc tccagcaatc atgtctgcat ctccagggga gaaggtcacc
atgacctgca gggccaggtc aagtgtaagt tccagttact tgcactggta ccagcagaag
ccaggatctt cccccaaact ctggatttat agcacatcca atctggcttt aggagtccca
gctcgcttca gtggcagtgg gtctgggacc tcttactctc tcacaatcag tagtgtggag
gctgaggatg ctgccactta ttactgccag cagtatgata gttccccatt cacgttcggce
acggggacaa aattggaaat aaaacgggct gatgctgcac caactgta

<210> 10

<211> 363

<212> DNA

<213> Artificial Sequence

<220>

<223> Coding sequence of variable heavy chain region of antibody
<400> 10

caggtccaac tgcagcaacc tgggtctgag ctggtgaggc ctggagcttc agtgaagctg
tcctgcaagg cttctggcta cacattcacc atcttctgga tccactgggt gaagcagagg
cctggacaag gccttgagtg gattggaaat atttatcctg gtagtggtgg aactaactac
gatgagaaat tcaagagcaa ggccacactg actgtagaca cattttccag cacagcctac
atgcagctca gtagcctgac atctgaggac tctgcggtct attactgtac aagatggggg
actgggaagg actactgggg ccaaggcacc actctcaaag tctcctcagc caaaacgaca
ccc

<210> 11

<211> 116

<212> PRT

<213> Mus musculus

<220>

<221> BINDING

Page 14
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<222>
<223>

<400>
Gln Ile
1

Glu Lys

Tyr Leu

Ile Tyr

50

Gly
65

Ser

Ala Glu

Phe Thr

Ala Pro

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

<220>
<221>
<222>
<223>
<400>
Gln val
1

Ser val
Trp Ile
Gly Asn

50

Lys Ser
65

765-01
(1)..(116)
variable light chain

11
val Leu Ehr GlIn Ser

Thr Thr

20

val Met Cys

His GIn Gln

35

Trp Tyr

Ser Thr Ser Asn Leu

55

Thr
70

Gly ser Gly Ser

Ala Thr

85

Asp Tyr

Phe Gly Thr Gly Thr

Thr val

115

12

121

PRT

Mus musculus

BINDING
(1..(21)
variable heavy chain

12

Leu GIn GlIn
5

Gln Pro

Lys Leu Ser Cys Lys
2

His Gln

35

Trp val Lys

Ile Ser

55

Tyr Pro Gly

Ala Thr Leu Thr

70

Lys

PCT Sequence file Final_ST25.txt

region of antibody A4

Pro Ala Ile Met Ser Ala

Ala val

25

Arg Arg Ser Ser

Pro Gly Ser Pro

45

Lys Ser

40

Ala Leu Gly val Pro Ala

60

Thr Ile

75

Tyr Ser Leu ser

Gln GIn

90

Tyr Cys Tyr Asp

Leu Glu Ile

105

Lys Lys Arg

region of antibody A4

Gly Ser Glu Leu val Arg

10

Ala ser Gly Tyr Thr Phe
25

Arg

Pro Gly GIn Gly Leu
40 45

Gly Gly Thr Asn Tyr Asp
60

val Asp Thr Phe Ser Ser
75

Page 15

Ser

Ser

30

Lys

Arg

Ser

Ser

Ala
110

Pro

Thr

30

Glu

Glu

Thr

Pro

15

ser

Leu

Phe

val

ser

95

Asp

Gly

15

Ile

Trp

Lys

Ala

Gly

Ser

Trp

ser

Glu

80

Pro

Ala

Phe

Ile

Phe

Tyr
80



765-01 PCT Sequence file Final_ST25.txt

Met GIn Leu Ser ger Leu Thr Ser Glu Sgp Ser Ala val Tyr ;gr Cys
5

Thr Arg Trp Gly Thr Gly Lys Asp Tyr Trp Gly GIn Gly Thr Thr Leu
100 105 110

Lys val Ser Ser Ala Lys Thr Thr Pro

115 120
<210> 13
<211> 109
<212> PRT
<213> Artificial Sequence

<220>
<223> Humanized light chain CDR region of A4 antibody

<400> 13
Glu Ile val Leu Thr GIn Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
1 5 10 15

Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Ser Ser val Ser Ser Ser
20 25 30

Tyr Leu His Trp Tyr GIn GIn Lys Pro Gly Gln Ala Pro Arg Leu Leu
35 40 45

Ile Tyr Ser Thr Ser Asn Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser
50 55 60

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

Pro Glu Asp Phe Ala val Tyr Tyr Cys GIn GIn Tyr Asp Ser Ser Pro
85 90 95

Phe Thr Phe Gly Gln Gly Thr Lys Leu Glu Ile Lys Arg
100 105

<210> 14

<211> 116

<212> PRT

<213> Artificial Sequence
<220>

<223> Humanized heavy chain CDR region of A4 antibody
<400> 14

GIn val GIn Leu val Gin Ser Gly Ala Glu val Lys Lys Pro Gly Ala
1 5 10 15

ser val Lys ¥g1 Ser Cys Lys Ala Ser Gly Tyr Thr Phe Thr Ile pPhe
25 3

Page 16



765-01
Trp Met His Trp val Arg Gln
35
Gly Asn Ile Tyr Pro Gly Ser
50 55
GIn Gly Arg val Thr Met Thr
65 70
Met Glu Leu Ser Arg Leu Arg
85
Thr Arg Trp Gly Thr Gly Lys
100
Thr val ser Ser
115
<210> 15
<211> 327
<212> DNA
<213> Artificial Sequence
<220>
<223>
antibody
<400> 15
gaaattgtgt tgacgcagtc tccaggcacc
ctctcctgca gggccagtag cagtgttagce
cctggccagg ctcccaggct cctcatctat
gacaggttca gtggcagtgg gtctgggaca
cctgaagatt ttgcagtgta ttactgtcag
caggggacca agctcgagat caaacgt
<210> 16
<211> 348
<212> DNA
<213> Artificial Sequence
<220>
<223>
antibody
<400> 16

caggtgcagc tggtgcagtc tggggctgag
tcctgcaagg cttctggata caccttcacc

cctggacaag ggcttgagtg gatgggaaac

gcacagaagt ttcagggcag ggtcaccatg

atggagctga gcaggctgag atctgacgac

Asp Tyr Trp Gly Gln Gly
105

ctgtctttgt
agcagctact
agtacgtcca
gacttcactc

cagtatgaca

gtgaagaagc
atcttttgga
atctaccctg
accagggaca

acggccegtgt
pPage 17

ctccagggga
tacactggta
acagggccac
tcaccatcag

gctcaccttt

ctggggcctc
tgcactgggt
gcagtggtgg
cgtccatcag

PCT Sequence file Final_ST25.txt

Ala Pro Gly GIn Gly Leu Glu Trp Met

40 45

Gly Gly Thr Asn Tyr Ala GlIn Lys Phe

60

Arg Asp Thr Ser Ile Ser Thr Ala Tyr
75 80

Ser Asp Asp Thr val val Tyr Tyr Cys

90 95

Thr Leu val
110

Coding sequence for humanized 1light chain CDR region of A4

aagagccacc
ccagcagaaa
tggcatccca
cagactggag
cacttttggc

Coding sequence for humanized heavy chain CDR region of A4

agtgaaggtc
gcgacaggcc
cacaaactat

cacagcctac

attactgtac gagatgggga

60
120
180
240
300
327

60
120
180
240
300



765-01 PCT Sequence file Final_ST25.txt

acgggcaagg actactgggg ccaaggaacc ctggtcaccg tctcctca 348
<210> 17

<211> 16

<212> PRT

<213> Mus musculus

<220>

<221> Binding

<222> (1)..(@6)

<223> amino acid sequence of CDR1 of variable light chain region of
antibody A3 (mus musculus)

<400> 17

Arg Ser Ser Gln Ser Ile val His Ser Tyr Gly Asn Thr Tyr Leu Glu
1 S 10 15
<210> 18

<211> 7

<212> PRT

<213> Mus musculus

<220>

<221> Binding

<222> (..

<223> amino acid sequence of CDR2 of variable 1light chain region of
antibody A3 (mus musculus)

<400> 18

Arg val Ser Asn Arg Phe Ser
1 5

<210> 19

<211> 9

<212> PRT

<213> Mus musculus

<220>

<221> Binding

<222> (1)..(®

<223> amino acid sequence of CDR3 of variable 1light chain region of
antibody A3 (mus musculus)

<400> 19

;he GIn Gly Ser His val Pro Phe Thr
S

<210> 20
<211> 7
<212> PRT

<213> Mus musculus

<220>

<221> Binding

<222> (1)..(7

<223> amino acid sequence of CDR1 of variable heavy chain region of

Page 18



<400>

765-01 PCT Sequence file Final_ST25.txt
antibody A3 (mus musculus)

20

Ihr Tyr Gly Met ?1y val Gly

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

<220>
<221>
<222>
<223>

<400>

21
16
PRT
Mus musculus

Binding

(1)..(16) ) ) ]
amino acid sequence of CDR2 of variable heavy chain region of
antibody A3 (mus musculus)

21

Asn Ile Trp Trp Asn Asp Asp Lys Tyr Tyr Asn Ser Ala Leu Lys Ser
1 5 10 15

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

<220>
<221>
<222>
<223>

<400>

1

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

<220>
<221>
<222>
<223>

<400>

22

10

PRT

Mus musculus

Binding

(1)..Q0) ) i )
amino acid sequence of CDR3 of variable heavy chain region of
antibody A3 (mus musculus)

22

Ile Ala Asn Pro Tyr Trp Tyr Phe Asp val
5 10

23

12

PRT

Mus musculus

Binding

(1)..(12) . : : :
amino acid sequence of CDR1 of variable 1ight chain region of
antibody A4 (mus musculus)

23

ﬁrg Ala Arg Ser Ser val Ser Ser Ser Tyr Leu His
5 10

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

24

7

PRT

Mus musculus

Page 19



<220>
<221>
<222>
<223>

<400>

765-01 PCT sequence file Final_ST25.txt

Binding

1..7 . . . . .
amino acid sequence of CDR2 of variable Tight chain region of
antibody A4 (mus musculus)

24

Ser Thr Ser Asn Leu Ala Leu

1

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

<220>
<221>
<222>
<223>

<400>

25

9

PRT

Mus musculus

Binding

(1).. () . . o
amino acid sequence of CDR3 of variable Tight chain region of
antibody A4 (mus musculus)

25

GIn GIn Tyr Asp Ser Ser Pro Phe Thr
1 5

<210> 26

<211> S

<212> PRT

<213> Mus musculus

<220>

<221> Binding

<222> (1)..(5) )

<223> amino acid sequence of CDR1 of variable heavy chain region of
antibody A4 (mus musculus)

<400> 26

Ile Phe Trp Ile His

1 5

<210> 27

<211> 17

<212> PRT

<213> Mus musculus

<220>

<221> Binding

<222> (1)..(QA7) .

<223> amino acid sequence of CDR2 of variable heavy chain region of
antibody A4 (mus musculus)

<400> 27

ésn ITe Tyr Pro Gly Ser Gly Gly Thr Asn Tyr Asp Glu Lys P?e Lys
5 10 1

ser

pPage 20



765-01 PCT Sequence file Final_ST25.txt

<210> 28
<211> 7
<212> PRT

<213> Mus musculus

<220>

<221> 8inding

<222> (..

<223> amino acid sequence of CDR3 of variable heavy chain region of
antibody A4 (mus musculus)

<400> 28

Trp Gly Thr Gly Lys Asp Tyr
1 5

<210> 29
<211> 12
<212> PRT

<213> Artificial sequence

<220>
<223> amino acid sequence of CDR1 of variable 1ight chain region of
humanized antibody A4

<400> 29

Arg Ala Ser Ser Ser val Ser Ser Ser Tyr Leu His
1 5 10

<210> 30

<211> 7

<212> PRT

<213> Artificial sequence

<220>

<223> amino acid sequence of CDR2 of variable 1light chain region of
humanized antibody A4

<400> 30

Ser Thr ser Asn Arg Ala Thr
1 5

<210> 31

<211> 5

<212> PRT

<213> Artificial Sequence
<220>

<223> amino acid sequence of CDR1 of variable heavy chain region of
humanized antibody A4

<400> 31

Ile Phe Trp Met His
1 5

<210> 32
<211> 17
<212> PRT
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765-01 PCT Sequence file Final_ST25.txt
<213> Artificial Sequence

<220>
<223> amino acid sequence of CDR2 of variable heavy chain region of
humanized antibody A4

<400> 32

Asn ITe Tyr Pro Gly Ser Gly Gly Thr Asn Tyr Ala GIn Lys Phe GIn
1 5 10 15
Gly

<210> 33

<211> 8

<212> PRT

<213> Artificial Sequence

<220> ) )

<223> 8 amino acids of the epitope of Erbg3

<400> 33

GIn Cys Asn Gly His Cys Phe Gly
1 5

<210> 34

<211> 8

<212> PRT

<213> Artificial Sequence

<220>

<223> 8 amino acids of the epitope of Erbs3
<400> 34

Cys Asn Gly His Cys Phe Gly Pro
1 5

<210> 35

<211> 8

<212> PRT

<213> Artificial Sequence

<220>

<223> 8 amino acids of the epitope of Erbs3
<400> 35

?sn Gly His Cys Phe Gly Pro Asn
5

<210> 36

<211> 8

<212> PRT

<213> Artificial sequence

<220>

<223> 8 amino acids of the epitope of Erbs3
<400> 36
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765-01

Gly His Cys Phe §1y Pro Asn
1

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

<220>
<223>

<400>

37

8

PRT

Artificial Sequence

8 amino acids of the
37

His Cys Phe Gly Pro Asn Pro

1

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

<220>
<223>

<400>

5

38

8

PRT

Artificial Sequence

8 amino acids of the
38

Cys Phe Gly Pro Asn Pro Asn
1 5

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

<220>
<223>

<400>

39

8

PRT

Artificial Sequence

8 amino acids of the

39

Phe Gly Pro Asn Pro Asn Gln
1 5

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

<220>
<223>

<400>

40

8

PRT

Artificial Sequence

8 amino acids of the
40

Gly Pro Asn Pro ?sn Gln Cys
1

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

<220>
<223>

41

9

PRT

Artificial Sequence

9 amino acids of the

PCT Sequence file Final_ST25.txt
Pro

epitope of ErbB3

Asn

epitope of Erbge3

Gln

epitope of ErbB3

Cys

epitope of Erbs3

Cys

epitope of ErbB3
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<400>

1

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

<220>
<223>

<400>

765-01
41

Gln Cys Asn Gly ?15 Cys Phe

42

9

PRT

Artificial Sequence

9 amino acids of the

42

Cys Asn Gly His Cys Phe Gly
1 5

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

<220>
<223>

<400>

43

9

PRT

Artificial Sequence

9 amino acids of the
43

Asn Gly His Cys Ehe Gly Pro
1

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

<220>
<223>

<400>

44

9

PRT

Artificial Sequence

9 amino acids of the

44

Gly His Cys Phe Gly Pro Asn
1 5

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

<220>
<223>

<400>

45

9

PRT

Artificial Sequence

9 amino acids of the
45

qis Cys Phe Gly Pro Asn Pro
5

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

<220>

46
9
PRT

Artificial sequence

PCT Sequence file Final_ST25.txt

Gly Pro

epitope of Erbs3

Pro Asn

epitope of Erbs3

Asn Pro

epitope of Erbs3

Pro Asn

epitope of Erbs3

Asn Gln
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<223> 9 amino acids of the epitope of ErbB3

<400> 46

Cys Phe Gly Pro Asn Pro Asn Gln Cys

1 5

<210> 47

<211> 9

<212> PRT

<213> Artificial Sequence

<220> ]

<223> 9 amino acids of the epitope of ErbBe3
<400> 47

Phe Gly Pro Asn Pro Asn GIn Cys Cys
1 5

<210> 48

<211> 10

<212> PRT

<213> Artificial Sequence

<220> )
<223> 10 amino acids of the epitope of Erbs3

<400> 48

GIn Cys Asn Gly His Cys Phe Gly Pro Asn

1 5 10
<210> 49

<211> 10

<212> PRT

<213> Artificial Sequence

<220>

<223> 10 amino acids of the epitope of Erbs3
<400> 49

Cys Asnh Gly His Cys Phe Gly Pro Asn Pro
1 5

10
<210> SO0
<211> 10
<212> PRT
<213> Artificial sequence
<220>

<223> 10 amino acids of the epitope of Erbs3
<400> 50

ésn Gly His Cys Phe Gly Pro Asn Pro Asn
5

10
<210> 51
<211> 10
<212> PRT

<213> Artificial Sequence
Page 25



765-01 PCT Sequence file Final_ST25.txt

<220>
<223> 10 amino acids of the epitope of Erbs3

<400> 51

Gly His Cys Phe Gly Pro Asn Pro Asn Gln
1 5

10
<210> 52
<211> 10
<212> PRT
<213> Artificial Sequence
<220>
<223> 10 amino acids of epitope of Erbg3
<400> 52

His Cys Phe Gly Pro Asn Pro Asn GIln Cys
1 5 10

<210> 53

<211> 10

<212> PRT

<213> Artificial Sequence
<220>

<223> 10 amino acids of the epitope of ErbB3
<400> 53

Cys Phe Gly Pro Asn Pro Asn Gln Cys Cys
1 5 10

<210> 54

<211> 11

<212> PRT

<213> Artificial Sequence

<220>

<223> 11 amino acids of epitope of Erbs3
<400> 54

GIn Cys Asn Gly His Cys Phe Gly Pro Asn Pro
1 5 10

<210> 55

<211> 11

<212> PRT

<213> Artificial sequence
<220>

<223> 11 amino acids of the epitope of Erbs3
<400> 55

Cys Asn Gly His Cys Phe Gly Pro Asn Pro Asn
1 5 10

<210> 56
<211> 11
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<212>
<213>

<220>
<223>

<400>

765-01 PCT Sequence file Final_sST25.txt
PRT
Artificial Sequence
11 amino acids of the epitope of Erbs3

56

Asn Gly His Cys ?he Gly Pro Asn Pro Asn Gln
1

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

<220>
<223>

<400>

<210>
<211>

57

11

PRT

Artificial Sequence

11 amino acids of the epitope ErbB3

57
Gly His Cys Phe Gly Pro Asn Pro Asnh GIn Cys
1 5 10

58

11

PRT

<212>
<213>

<220>
<223>

<400>

Artificial Sequence

11 amino acids of the epitope of Erbs3
58

His Cys Phe Gly Pro Asn Pro Asn Gin Cys Cys
1 5 10

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

<220>
<223>

<400>

59

12

PRT

Artificial Sequence

12 amino acids of the epitope of Erbs3
59

g]n Cys Asn Gly His Cys Phe Gly Pro Asn Pro Asn
5

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

<220>
<223>

<400>

10

60

12

PRT

Artificial sequence

12 amino acids of the epitope of Erbs3
60

gys Asn Gly His Cys Phe Gly Pro Asn Pro Asn GIn
5

10
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<210> 61

<211> 12

<212> PRT

<213> Artificial Sequence
<220>

<223> 12 amino acids of the epitope of Erbs3
<400> 61

Asn Gly His Cys Phe Gly Pro Asn Pro Asn Gln Cys
1 5

10
<210> 62
<211> 12
<212> PRT
<213> Artificial Sequence
<220>

<223> 12 amino acids of the epitope of Erbs3
<400> 62

Gly His Cys Phe Gly Pro Asn Pro Asn GIn Cys Cys
1 5

10
<210> 63
<211> 13
<212> PRT
<213> Artificial Sequence
<220>

<223> 13 amino acids of the epitope of Erbs3
<400> 63

Gln Cys Asn Gly His Cys Phe Gly Pro Asn Pro Asn GIn
1 5 10

<210> 64

<211> 13

<212> PRT

<213> Artificial Sequence
<220>

<223> 13 amino acids of the epitope of Erbg3
<400> 64

Cys Asn Gly His Cys Phe Gly Pro Asn Pro Asn Gln Cys
1 5

10
<210> 65
<211> 13
<212> PRT
<213> Artificial Sequence
<220>

<223> 13 amino acids of the epitope of Erbs3
<400> 65

isn Gly His Cys Ehe Gly Pro Asn Pro ﬁan GIn Cys Cys
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<210> 66

<211> 14

<212> PRT

<213> Artificial Sequence
<220>

<223> 14 amino acids of the epitope of ErbB3
<400> 66

Cys Asn Gly His Cys Phe Gly Pro Asn Pro Asn GIn Cys Cys
1 5

10
<210> 67
<211> 14
<212> PRT
<213> Artificial Sequence
<220>

<223> 14 amino acids of the epitope of Erbs3
<400> 67

g1n Cys Asn Gly His Cys Phe Gly Pro Asn Pro Asn Gln Cys
5

10
<210> 68
<211> 15
<212> PRT
<213> Artificial Sequence
<220>

<223> 15 amino acids of the epitope of Erbs3
<400> 68

Gln Cys Asn Gly His Cys Phe Gly Pro Asn Pro Asn Gln Cys Cys
1 5 15
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