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<110>
<120>
<130>

<140>
<141>

<150>
<151>

' <160>
<170>

<210> 1

<211> 361

<212> DNA
<213>

9869sG1856

©2012-12-17

201109401-8
2011-12-16

486

<220>
<223>

<400> 1
caggtcacct tgaaggagtc

acctgcacct tctctgggtt
cagcccccag gaaaggecct
tacagcccat ctctgaggag
gtccttacaa tgaccaacat
cgttgggagg atagtacttt
9

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

<220>
<223> '10/63 1p-1_055

<400> 2
gatgttgtga tgactcagtc

2
319
DNA

. ctctcctgca gggccagtca
ggccaggctc ccaggetect
aggttcagtg gcagtgggtc
gaggattttg cagtttatta
‘accaaggtgg aaatéaaac

<210>
<211>

<212>
<213>

3
367
DNA

SEQUENCE LISTING

PCT/SG2012/000477

PatentIn version 3.5

Artificial Sequence

10/63 1p4_001.abl

tggtcctecg
ctcactcagce
ggagtggctt

caggctcacc

.ggaccctgtg

ccaacactgg

Artificial Sequence

tccagecacc
gagtgttaac
catctatggt
tgggacagag
ctgtcagcac

Artificial Sequence

ctggfgaaac
actagtggag
gcactccttt
atcaccaagg
gacacagcca

ggccagggca

ctgtctgtgt
agcaacttag
gcatccacga
ttcactctca

tatcataact

Page 1

Agency For Science Technology and Research.

ccacacagac
tgaatgtggg
attgggatga
acacctccaa
catattéttg

ccctegteac

ctccagggga
cctggtacca
gggccactgg
ccatcagcag

ggggtacgtt

Binding Molecules Against Dengue Virus And Uses Thereof

cctcacgcetg

ctggatccgt

tgataggcgc
aaaccaggtg
tgcacacaga

cgtctecctca

gagagccacc

gcagaaaccc

tatcccagece
cctacagtct

cggccaaggg

SUBSTITUTE SHEET (RULE 26)
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300
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180
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<210> 15

<211> 353
<212> DNA
<213>

<220>
<223>

<400> 15
cggcactcat

cagcagctat
agttatagca
catctccaga
ggacacggct
atttttgact
<210> 16

<211> 322
<212> DNA
<213>

<220>
<223>

<400> 16
gaaattgtgc

atcacttgtc
gggaaagccc
agattcagcg
gatgattttg
gggaccaagt
<210> 17

<211> 373
<212> DNA
<213>

<220>
<223>

<400> 17
caagtgcacc

tcctgtgeag
ccagggaagg
ctgcagtctg
ctggaaatga
tcgtcgtata

accgtctctce

atégagfgéc
ggcatgcétt
tatgatggaa
gacaattcca
gtctattact

cccgactact

tgactcagtc
gggcgagtca
caaagctcct
gcagtggatc
taacttacta

tggagatcaa

10/63 3E1_030

tggtgcagtc
cctctggatt
ggctggagtg
tgacgggecg
gcagcctgag
gcatcatctg

cag

PCT/SG2012/000477
18 Jan 2013

SequencelListing_ST25

Artificial Sequence

tagtcctgag:

gggtcégcca

tcaataagta

agaatacggt
gtgcgagaga
ggggccaggg

Artificial Sequence

tccatcttce

gcctattage

gatctatgec
tgggacaaat
ttgtcaacag

ac

Artificial Sequence

tgggggaggc
cacctttagc
ggtggccaac
attcaccgtc
agccgaggac

gtctgatget

10/63 3D2 Heavy chain > 10/63 3D

actctcttgt
ggctccaggce
ctacgcagac
atatttgcaa
gtattgtagc

aaccctggtc

10/63 3D-2 light chain_071.abl

gtgtctgcat

‘agctggttag

gcatccagtt

ttcactctca

gctaacagtt

ttggtccagc
acctattgga
ataaaagcag
tccagagaca
acggctatgt

tttgagatct

Page 6

gcagcctctg
aaggggctag
tfcgtgaagg
atgatcagcc
agtacaacct

attgtctect

ctgtaggaga
cctggtatca
tgcaaagtgg
ccatcagcag

tcccttacac

ctggggggtc
tgagctgggt
atgggcgtca
acgccaagaa

attactgtgt

ggggccaagg

gattcaéctt
agtgggtggc
gccgattcac
tgggacctga
gtataaéttc

cag

cagagtcacc
gcagaaacca
ggtcccatca
cctgeagect

tf%tggccag

cctgagactc
ccgccagget
agaatattat
ctcactgtat
gagagacgtc

gacaatggtc

SUBSTITUTE SHEET (RULE 26)

60
120
180
240
300
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60
120

180

240
300
322

60
120
180
240
300
360
373
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<210>
<211>
<212>
<213>

<220>
<223>

<400>

21
370
DNA

21

PCT/SG2012/000477
18 Jan 2013

SequenceListing_sT25

Artificial Sequence

10/63 4F6_020.abl

gaggtgcage tggtggagtc tgggggaggc

tcctgtgegg
ccagggaagg
gactacgctg
gtgtatctgce
tatttctatg
gtctcctcag
<210>
<211>
<212>
<213>

<220>
<223>

<400>

22
319
DNA

22

cctctggatt
ggctggagtg
catccgtgaa
aaatgaacag

atagaagtgg

10/63 4F-1_076

cactttcagt
ggttggccgt
aggcagattc
cctgaaaacc

atacttcttt

Artificial Sequence

gaaacgacac’tcacgcagtc tCC&gCC&;C

ctctecctgea
ggccaggetce
aggttcagtg
gaagattttg

 acacgactgg

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

<220>
<223>

<400> 23
caggtgcagc

23
385
DNA

tcctgtgeag
ccagggaagg
gcagactccg
_ ctgcaaatga

aggggttacg
ggaaccctgg

gggccagtca
ccaggctcct
gcagtgggtc
cagtttatta

agattaaac

tgcaggagtc
cctctggatt
ggctggagtg
tgctggaccg
acagcctgac
atcctttgac

tcaccgtctce

gagtgttagc
catctttgat
tgggacagac
ctgtctgceag

Artificial Sequence

10/63 5A6_045.abl

ggggggaggc
cacttttagt

ggtctcaggt
gtccgecatt
agccgaggac
tggctattat

ctcag

ttggcgaégc
aatgcctgga
attaaaaaca
atcatctcaa
gaggacaéag

gaccactggy

ctgtctttgt
agctaéftag
gcgtcccaca
ttcattctca

cgtggcaagt

ctggttcagce
gactatgcca
cttagtgaga
tccagagaca
acggccgtat

acgggatact

Page 8

€gggggggtc
tgagc{éggt
aaaffgatgg
gagatgactc
ccgagtattg

gccagggaac

ctccagggca
cctggtatca
gggccactgg
ccatcagcag

ggccttectt

cgggggggtc
tgagctgggt
gtggtcataa
attccaagag
attactgtgce

actttgacta

ccttagactc

ccgecagget

tgagacaaca

aaaaaacacg -

gtgcaccata

cctggtcacc

aagagccacc

acagaaacct

catcccagce

cctagagect

cggccaaggg

cctgagactc
ccgecagget
tacataétac
taccctgtat
gagatgttgg
ctggggcccg
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120
180 -
240
300
360
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PCT/SG2012/000477

18 Jan 2013
SequencelListing_ST25
<210> 30
<211> 322
<212> DNA :
<213> Artificial sequence
<220>
<223> 10/63 5D-2_070.abl
<400> 30 ) v ' .
gaagttgtgc tgactcagtc tccatcctct ctgtctgcat ctgtaggaga cagagtcaca 60
atcacttgcc gggcaagtga gagcattagc accaatttaa attggtttca gcagaaacca 120
gggaaggccc ctacgctcct gatccatget gcctccéctt‘tgcaaactgg ggtcccatca 180
aggttcattg gcagtggatc tgggacagat ttcactctca ccgtcagcag tctgctacct 240
gaagattttg caacttactt ctgtcagcag acttacaata cccctaggac gttcggccaa 300
gggaccaggg tggaaatcaa ac 322
<210> 31
<211> 376
<212> DNA
<213> Artificial Sequence
<220>
<223> 10/63 5H3_044
<400> 31 ,
caggtgcagc tgcaggagtc cggcccagga ctggtgaagc cttcggagac cctgtccctc 60
acctgcactg tctctggtgg ctccattaac aatagtaatt actactggag ctggatccgce 120
cagtccccag ggagggggct ggagtggatt ggcggtatat attttagtgg gaccacctac 180
tacaacccgt ccctccagag tcgagtcacc atatccatag acacgtccaa gaatcaattc 240
tccctgaagce tgagctctgt gaccgccgca gacacggcta tatattactg tgtgagacag 300
atgaattact atcatttggg gagttctgtc gggttcgacc cctggggcca gggagccctg 360
gccaccgtct cctecg 376
<210> 32
<211> 322
<212> DNA
<213> Artificial Sequence
<220>
<223> 10/63 5H-1_095
<400> 32 :
gatgttgtga tgactcagtc tccagccacc ctgtctgtgt ctccagggga aagagccacc 60
ctctcctgca gggccagtca gagtgttagt agcaacttagvcctggtacca gcagaaacct 120
ggccaggctc ccagtctcct catctatgaa gcatccacca gggccactgg tatcccagcec 180
aggttcagtg gcagtgggtc tgggacagac ttcactctca ccatcagcag cctgcagtct 240
gaagattttg caatttatta ctgtcagcag tataatgact ggctgtggac gttcggccaa - 300
gggaccaagg tggaaatcag ac 322
Page 11
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tccteag

<210> 36

<211> 325
<212> DNA
<213>

<220>
<223>

<400> 36
gatgttgtga

atcacttgcece
gggaaaggcc
aggttcagtg
gaagatgtcg
caggggacca
<210> 37

<211> 382
<212> DNA
<213>

<220>
<223>

<400> 37
gaggtgcagc

tcctgtgeag
ccaggcaagg
gaagactctg
ctgcaaatga
ggatctactt
acaatggtca
<210> 38

<211> 325
<212> DNA
<213>

<220>
<223>

<400> 38
gatgttgtga

10/63 6E1_058

tgactcagtc
aggcgagtca
ctaagctcct
gaagtggatc
caacatatta

agctggagat

10/63 7E1.061

tggtggagac
cgtctggatt
ggctggagtg
tgaagggccg
acagcctgeca
tgaaaacagt

ccgtctette

tgactcagtc

PCTISG2012/000477
18 Jan 2013

SequenceListing_STZS

-Artificial sequence

tccatcctce
ggacattagc
gatctacgat
tgggacagat
ctgtcaacag

caaac

Artificial Sequence

€gggggaggc

caacttcaat

ggtggctgtc.

attcaccatc
gcctgaggac
tattagtctt

ag

Artificial Sequence

10/63 7e-1_087

tccagccacce

ctctcctgeca gggccagtca gagtgttage

ggccaggcetc
aggttcagtg
gaggattttg

ccaggctcct

gcagtgggtc
cagtttatta

catctatgat

tgggacagag
ctgtcagcag

SUBSTITUTE SHEET (RULE 26)

ctgtctgcat
aactatttaa
gcatccaatt
tttactttca

tatgataatc

gtééﬁccagc
gagtatggca
gtagcatatg
tccagagaca
acggctgtgt

ctgcagcctt

ctgtctgtgt
agcaacttag
gcatccacca
ttcactctca

tatcatgact

page 13

ctgtaggaga
attggtatca
tggagacagg
ccatcagcag

tccecteggea

ctgggaggtc

tgcactgggt

atggaattaa
attccaagaa
atttctgtgce

ttgatatctg

ctccagggga

gctggtacca

gggccactgg,

ccatcagcag

ggcctccgta

cagagtcacc
gcagaaagca
ggtcccatca
cctgcagect

cacttttggc

tctgaaactc

ccgcecagget

taaatattat -

cacactatct

gaaatcggca

gggccaaggg

aagagccacc

gcagaaacct

catcceaccc

cctgcagtct

cacttttggc

367

60
120
180
240
300
325

60
120
180
240
300
360
382

60
120
180
240
300
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PCT/SG2012/000477
18 Jan 2013

SequenceListing_sT25

gaagattttg caacttacta ttgtcaacag gctagcagtt tcccgtggac gttcggecag

gggaccaagg tggagatcaa ac

" <210> 45

<211> 366
<212> DNA
<213>

<220>
<223>

<400> 45
gaggtgcagc

acgtgcagtg
ccagggaaga
ccctecectea
aaggtgaggt
ttgagtggga
tcctca
<210> 46
<211> 322
<212> DNA
<213>

<220>
<223>

<400> 46
gatgttgtga

atcacttgec
gggaaagccc
aggttcagtg
gaagacattg
gggacacgac
" <210> 47

<211> 372
<212> DNA
<213>

<220>
<223>

<400> 47

10/50_181

tggtggagtc
tctctggtga
ggctggaatg
aggctcgact
ctgcgaccge

gcgaggtcta

10/50_181

fgacgcagtc
aggcgagtca
ctaggctect
gaagtggatc
caacatatta

tggagcttaa

10/50_1D8

Artificial Sequence

cggcccagga
ctccatcact
gattgcgaat
caccacgtca
tgcggacacg

cggtatggac

Artificial Sequence

tccatcctec
ggacattagt
gatgtacgct
tgggacagat
ctgtcaacag

ac

Artificial Sequence

gaggtccagc tggtgcagtc tgggggaggc

tcctgtgetg cctctggatt caccttcget

ccagggaagg gactggagtg ggtctcatcc

gcagactcag tgaagggccg attcaccatc

ctggtgaagc
aattactact
ctgtattaca
gtagacacat

gccgtatatt

gtctggggec

ctgtctgcat
aactctttaa
gcgtccaatt
tttactttca

tatgatagta

ctggtcaagc
ccctttagec
attactccta

tccagagacg

cttcggagac
gggcctggat
ctgggggtac

ccaagaacac
attgtgcgag

aagggatcac

ctgtaggaga
cttggtttca
tgcaaacagg
ccatcagcag

tcccgatcac

ctggggggtc
tgacctgggt
gtagtaatta

acggcaggaa

Page 16

cctgtctcte
ccggcagecc
caattacaac

cttttcecctc

agtgacatca

ggtcaccgtc

cagagtcacc
Qcagaaacca
ggtcccatca
cctgcagect

cttcggccag

cctgagactc
ccgccaggcet
catattctat

gtcagtgtat
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PCT/SG2012/000477
18 Jan 2013

SequenceLiSting_éTZS

tccctgaage tgaactctgt ggecgecgca gacacggetg tctattaétg tgcggectgg

aacgcgggac catcgtacta ttttcactac tggggcctgg gaaccctggt caccgtttec

tc

<210> 54

<211> 319
<212> DNA
<213>

<220> -
<223>

<400> 54
gaaattgtgc

ctctcctgea
ggccaggctc
aggttcagtg
gaagattttg
accaaggtgg
<210> 55

<211> 373
<212> DNA
<213>

<220>
<223>

<400> 55
caggtacagc

acctgcgcetg
ccagggaagg
ccgtcecctca
aggctgacct
actctggttc
accgtctect
<210> 56
<211> 322
<212> DNA
<213>

<220>
<223>

<400> 56

10/50_4B1

tgactcagtc
gggccagtca
ccaggctect
gcagtgggtc
cagtttatta

aagtcaaac

10/50_5A1

tgcagcagtg
tttatgatgg
ggctggagtg
agagtcgact
ctgtgagcge
ggggacttgt

cag

10/50_5A1

Artificial sequence

tccagecacc
gagtgttagc
catctatggt
tgggacagag
ctgtcagcag

Artificial Sequence

gggcgcagga
gtccttcagt
gattggggaa
caccattgca
cgcggacacg

ttatattaac

Artificial Sequence

ttgtctgtgt
aacaacttag
gcatccacca
ttcactctca

tatgagtcct

ctgttgaagc
ggtttctect
atcaatcaca
cttgacacat
gctatttatt

tttgactact

ctccagggga

cctggtacca

gggccactgg.

ccatcagcag

gotggacgtt

cttcggagac
ggacctggat
gtggaagcac
ccacgaacca
attgtgcoct
ggggccaggg

gagagccacc
gcagagacct
tatcccagec
cctgcagtct

cggccaaggg

cctgtccctc

ccgecagtec

caactacaac
gttctcactg
atctctgcaa

aagtctggtc

gacatccaga tgacccagtc tccagcctcc ctgtctgcat ctgtgggaga ccgagtcacc

atcacttgcc gggcaagtca ggccattacc acctatttaa attggtatca acagaagcca

gggaaagccc ctaacctcct gatctatgcet gcatccagtt tgcaaagtgg ggtcccatca
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PCT/SG2012/000477

18 Jan 2013

sequenceListing_ST25
gcagactccg tgaggggccg gttcaccatc tccagagata attccaagaa caccctgtat 240
gtgcaaatga acagcctgac agtcgacgac acggccgtat attactgtgc gggaggagga 300
atagtgtcaa cgatgggcgc ttttggtttc tggggccaag ggactatggt cgccgtctct 360
tcag ' 364
<210> 66
<211> 310
<212> DNA .
<213> Artificial Sequence
<220>
<223> 10/50_6€E1
<400> 66 '
gaaacgacac tcacgcagtc tccatccttc ctgtctgect ctgtgggaga cagagtcacc 60
atcacttgcc gggccagtca ggagttcagc agttatgtag cctggtatca gcagaaacca 120
gggaaagccc ctaaactcct gatttatggt gtatccactt tgcacagtgg ggtcccatta 180
aggttcagcg gcggtggctc tgggacagaa ttcattctca cgatcagcgg cctgcagect 240
gaagatgtcg gaacttacta ctgtcaacag actgggacgt tcggccaagg gaccaaggtg 300
gaaatcaaac - A , ' 310
<210> 67
<211> 370
<212> DNA : :
<213> Artificial Sequence
<220> '
<223> 10/50_7A1
<400> 67
caggtccagc tggtgcagtc tgggggagdg ttggtacagc. ctggagggtc cctgagactc 60
tcectgtgcag tctctggatt caccttcagt agttacgaaa tgaactgggt ccgccaggct 120
ccagggaagg gcctggagtg gatttcatac attagtcgta gtggtaccgc cacatactac 180
gcagactctg tgaagggccg attcaccatc tccagagaca acgccaagaa ctcactgtat 240
ctgcaaatga acagcctgag ggccgaggac atggctgttt attactgtgc gggagaaggt 300
tactttggtt cggccgccat caactacttt gccttctggg gccagggaac cctggtcacc 360
gtctcctcag _ ' 370
<210> 68
<211> 322
<212> DNA
<213> Artificial Sequence
<220>
<223> 10/50_7A1
<400> 68
gaaacgacac tcacgcagtc tccatcctcc ctgtctgcat ctgtagggga cagagtcacc 60
atcactfgct gggcaagtca gaccattggc acctatttac attggtatca gcagaaacca 120
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PCT/SG2012/000477
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ccagggaagg gactggagtg gattgggtat

ccctccctca agagtcgagt caccatatca

aagctgaact ctgtgaccgc cgcagacacg

agtgatacca cctgccgtga atacttccag

tcctca

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

<220>
<223>

<400> 72
gaaacgacac

72
322
DNA

étcacttgcc
gggaaagccc
aggttcagtg
ggagactttg
gggaccaagg

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

<220>
<223>

<400> 73
gaggtgcagc

tcctgtgcag

73
370
DNA

- ccaggaaagg
| gtggactctg
ttagaaatta
atggtcgagg
gtctcctcag
74

322
DNA

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

<220>
<223>

<400> . 74
gaaactgcgt

10/50_7E1

tcacgcagtc
gggcaagtca
ctgagctcct
gcagtggatc
cgacttacta

tggagatcaa

10/50_7H1

tggtggagac
cctctggatt
ggctggagtg
tgaagggccg
ggaacctgag

tgaccgcact

10/50_7H1

Artificial Sequence

tccatcctec
gagcattagc
gatctctgeca
tgggacagat
ctgtcaagag

ac

Artificial Sequence

tgggggaggc

cacctttagt
ggtggccaac
attcaccatc
agtcgaggac
ctccttettg

Artificial Sequence

attcattaca
gtagacacgt
gccgtctatt

cactggggcc

ctgtctgcat
acctttttaa
gcatccactt
ttcactctca

agttacagta

ttggtccagc
agatattgga
ataaatcaag
tccagagaca
acggccgtct

gactactggg

gtgggagcac
ccaagaacca
actgtgcgag

agggcaccct

ctgtaggaga
attggtatca
tgcaaagtgg
ccatcaacag

tgatgtacac

€tggggggtc
tgagttgggt
gtggaagtga
acgccaggaa

actattgtgc

gcgagggaaa

caactacaac
cttctecectg
acatgattgt

ggtcaccgtc

cagagtcacc
gaagaaacct
cgtcccatca
tctgcaacce

ttttggccag

cgtgagactc
ccgccagget
gaggcactac
ttcgttctac
gagagagggg
cctggtegec

tcacgcagtc tccatcctce ctgtctgecat ccgttggaga cacagtcacc
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180
240
300
360
366

60
120
180

240

300
322

60
120
180
240
300
360
370

60
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gtaactggtt ggcctggtat cagcagaaac cagggaaagc ccctaaactc ctgatctata 120
aggcgtccac tttagaaagt ggggtcccat caaggttcag cggcagcgga tctgggacag 180
aattcactct caccatcagc agcctgcagc ctgatgattt tgcaacttat tactgccaac 240
agtctgggac attcggccaa gggaccaagg tggaaatcaa ac 282
<210> 81
<211> 370
<212> DNA
<213> Artificial sequence
<220>
<223> 1st _BASE_973574_A3_3M2_D3_H_2_1146
<400> 81
gaggtgcagc tggtggagtc tgggggaggc ttggtccggc cgggggggtc cctgagactc 60
tcctgtgtgg gctctggatt caattttggg aggcattgga taagctgggt ccgccagget 120
ccagggaacg ggctggagtg ggtggccaat ataaaagaag acggaagtgc gaagtactat 180
gtggagtctg tgaagggccg attcaccatc gtcagagaca acgccaaaaa ttcgctgttt 240
ctgcaaatga gcagcctgag agccgaggac acggcagtat -attactgtgc gagagagtct 300
tgtactggtg ttacctgcca aggtttccta gacttctggg gccaaggaac cctggtcacc 360
gtctcctcag 370
<210> 82 -
<211> 306
<212> DNA »
<213> Artificial Sequence
<220>
<223> 1st_BASE_945681_A3-3M2-D3_ck516
<400> 82
agtctccatc ctccctgtct gcatctatag gagacagagt caccatcgct tgccgggcaa 60
gtcagaacat tggcatcttt ttgaactggt atcaccacaa accaggggaa gcccctaaac 120
tcctgatcta tgctgeatcc actttgcaaa ctggggtccc atcaaggttc agtggcagtg 180
gatctgggac agagttcact ctcaccatca gcagtctgga acgtgaagat tttgcaactt 240
actactgtca gcagacttac agtatgttct atagttttgg ccaggggacc aacctggtga 300
tcaaac ' | 306
<210> 83
<211> 363
<212> DNA
<213> Artificial Sequence
<220>
<223> 1st_BASE_892549_A3-3M2-F5_PwCgamma
<400> 83
aggtgcagct gttggagtcg ggcccaggac tggtgaagcc tgcggggacc ctgtccctaa 60
attgcgctgt gtctggtggc tccatcagca ccagtaactg gtggagttgg cttcgtcagt 120
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accaactaca

ccccagggaa gggactggag tggattggag aaattcatca tagtgggaac 180
acccgtccct caagagtcga ctcaccatat cagtagacac ctccaagaac cagttctccc 240
tgaaactgac gtctgtgacc gccegeggaca cggecgtcta ttactgtggg aggaccgggg 300
tgatagcaac gcctggecag attgactact ggggccaggg aatcctggtc accgtctect 360
cag 363
<210> 84
<211> 306
<212> DNA |
<213>  Artificial Sequence
<220>
<223> 1st_BASE_945687_A3-3M2-F5_Ck516
<400> 84 :
agtctccatc ctccctgtct gcatctgtgg gagacagggt caccatcact tgccgggcaa 60
gtcagagcat tagcagattt ttaaattggt atcagcagcg accagggaaa gcccctaacc 120
tcctgatcta tgctgcatcc aatttgcaag gtggggtccc atcaagattc agtggctctg 180
gatctgggac agatttcact ctcaccatta gtagtctgca acctgaagat tttgcaacct 240
actactgtca acagacttac agttcccctc cgacgttcgg cctagggacc aaggtggaaa 300
tcaaac ‘ ‘ 306
<210> 85
<211> 364
<212> DNA .
<213> Artificial Sequence
<220> ‘
<223> 1st_BASE_892571_A3-3M3-C4_PwCgamma
<400> 85 .

~ ggtgcagctg ttggagtctg ggggaggctt ggtacaacct ggagggtccc tgagactatc 60
ctgtgcagcc tctggaatca ccctcaggaa ttatgaagtg aactgggtcc gccaggcetcc 120
aggaaagggg ctggagtggc tttcatacat cagtattaga ggtaatacca tatactatgc 180
agactctgcg aagggccgat tcaccgtctc cagagacaac gccgagaact cagtgtttct 240
acaaatgaat agcctgagag ccgaggacac ggctgtttat tactgtgcga gatggtcccg 300
‘tggtaactcc gactctgggg gtatggacgt ctggggccaa gggaccacgg tcaccgtctc 360
ctca 364
<210> 86
<211> 312
<212> DNA .
<213> Artificial Sequence
<220>
<223> 1st_BASE_945760_A3-3M3-C4_Ck516
<400> 86
agtctccagg caccctgtct ttgtctccag gggaaagagc caccctctcc tgcagggcca 60
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caggctccca
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gtcagagtgt taacagcagg ttcttagcct ggtaccaaca aaaacctggc 120
ggctcctcat ctatgctgca tcctacaggg ccactggcat cccagacagg ttcagtggea 180
gtgggtctga gacagacttc acgctcacca tcaacagact ggagcctgaa gatgtcgcag 240
tgtatttctg tcaccagtat gggttttcac ctccgtatgt ttttggccag gggaccaggc 300
tggagatcaa gc 312
<210> 87
<211> 376
<212> DNA
<213> Artificial Sequence
<220>
<223> 1st_BASE_896204_A3-2M2-G8_PwCgamma
<400> 87 ,
ggtgcagctg ttggagtctg ggggacgctt ggtacggcca ggagggtccc agagactctc 60
ctgtacagcc tctggattcaﬂgttttagtag ttatgaaatg agttgggtcc gccaggctcc 120
agggaagggg ctggagtggg tttcatacat aagtagtagt gggactacca tatactacgc 180
agactctgtg aagggccgat tcaccatctc cagagacaac gccaagaact cactgtatct 240
gcaaatgaac agcctgagag ccgaggacac ggctgtttat tactgtgcga gactcctatt 300
actatggttg ggggagacaa cggcaatgga cggtatggac gtctggggcc aagggaccac 360
ggtcaccgtt tcctca 376
<210> 88
<211> 306
<212> DNA
<213> Artificial Sequence
<220>
<223> . 1st_BASE_945551_A3-2M2-G8_ck516
<400> 88
agtctccatc ctccctgtet gettctgtag gagacagagt caccatcact tgccgggcaa 60
gtcagaagat taataggttt ttaaattggt atcagcaaaa accagggaaa gcccctaagce 120
tcctgatcta tgctgcatcc agtttgcaaa gtggggtccc atcaaggttc agtggcagtg 180
gatctgggac agagttcact ctcaccatca ccagtctgca acctgatgat tttgcgactt 240
actactgtca gcagagttac acttccccge tcactttcgg cggagggacc aaggtggaga 300
tcaaac 306
<210> 89

- <211>. 381
<212> DNA
<213> Artificial Sequence
<220>

- <223> 1st_BASE_878754_A3-3M1-B11_PwCgamma
<400> 89
gaggtgcagc tgttggagtc tgggggaggc gtggtccagc ctgggaggtc cctgagactc 60



tcctgtgcag
ccaggcaagg
gtagactccg
ctgcaaatga
caggaacatg
accacggtca
<210> 90

<211> 300
<212> DNA
<213>

<220>
<223>

<400> 90
agtctccatc

gtcagggcat
tcctgatcta
gatctgggac
attactgtca
<210> 91

<211> 380
<212> DNA
<213>

<220>
<223>

<400> 91
aggtgcagct

cctgtacagce
cagggaaggg
aatacgccgc
cctatctgca
cgcgcggeag
ccacggtcac
<210> 92

<211> 306
<212>
<213>

<220>
<223>

<400> 92
agtctccatc

DNA 0 . .
Artificial Sequence

cctctgaatt
ggctggagtg
tgaagggceg
acagcctgag
atagcagtgg

ccgtctectce

cttcctgtct
tagcagttct
tgctgcatcc
agaattcact

acagctgaat

gttggagtct
ttctggatfc
gctggagtgg
gtctgtgaaa

aatgaacagc

cagctggtcc

cgtctcctca

PCT/SG2012/000477
18 Jan 2013
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caccttcagt
ggtggcagtt
attcaccatc
agcggaggac
taatcccctc

a

Artificial Sequence

gcatétgtag
ttagcctggt
actttgcaaa
ctcacaatca

agttaccttt

Artificial Sequence

9ggggaggct
acctttggtg
gtaggtttca
ggcagattca
ctgaaaaccg

cactactact

agctatgcta
acatcatatg
tccagagaca
acggctgtgt

gactacggta

1st_BASE_945644_A3-3M1-B11_ck516

gagacagagt
atcagcaaag
gtggggtecc
gcagcctgea

tcggcggagg

1st_BASE_878760_A3-3M1-D1_PwCgamma

tggtacagcc
attatgctat
ttagaagcaa
ccatctcaag
aggacacagc

actacggtat

1st_BASE_945652_A3-3M1-D1_Ck516

tgcactgggt
atggcattaa
attccaagaa
attactgtgc
tggacctctyg

caccatcact
accaggggaa
atcaaggttc
gcctgaagat

gaccaaggtg

agggcgétcc
gagctgggtc
agcttatggt
agatgattcc

cgtgtattac

ggacgtctgg

ccgeccaggcet
tacatactac
cacgctgtat
gagagccccce

gggccaggygg

tgccgggeca
gcccctaage
agcggcagtg
tttgcaactt

gagatcaaac

ctgagactct
cgccaggetce
gggacaacag

aaaagcatcg

tgtactagga .

ggccaaggga

ctcecctgtct gcatctgtag gagacagagt caccatcact tgccgggcaa
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120
180
240
300
360
381

60
120
180
240
300

60
120
180
240
300
360
380
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120

gtcagagcat tagcagctat ttaaattggt atcagcagaa accagggaaa gcccctaagce
tcctgatcta tgctgcatcc agtttgcaaa gtggggtccc atcaaggttc agtggcagtg 180
gatctgggac agatttcact ttcaccatca gcagtctgca acctgaagat tttgcaactt 240
actactgtca acagagttac agtaccccgt acacttttgg ccaggggacc aagctggaga 300
" tcaaac ' ' - . 306
<210> 93

<211> 361

<212> DNA

<213> Artificial Sequence

<220>

<223> 1st_BASE_892606_A3-3M3-G3_PwCgamma

<400> 93

caggtgcagc tggtggagac tgggcctgag gtgaagaagc ctgggacctc agtgaaggtc 60
tcctgcaagg cttctgggtt cacctttact agttctggta tacagtgggt tcgacaggct 120
cgtggacéaa gccttgagtg gataggatgg atcgtcgtcg gcagtgacat gacaaactac 180
gcacggaagt tgcagggaag ggtcaccatc acctgggaca tgtccacaag cacagcctac 240
atggaactaa acagcctgcg atccgaggac tcggccattt attactgtgc ggcagtggga 300
acttegectc cgccatactt*tgaccactgg_ggtcagggaa ccctggtcac cgtctcctca 360
9 ' 361
<210> 94

<211> 303

<212> DNA

<213> Artificial Sequence

<220> :

<223> 1st_BASE_945781.A3-3M3-G3_Ck516

<400> 94 ’ o R
agtctccatc cttcctgtct gecatctgtag gagacagagt caccatcact tgccgggcca 60
gtcagggcat ttacagttat ttagcctggt ttcagcaaaa accagggaaa gcccctaaac 120
tcctgatcta ttctgtttcce actftgcaaa gtggggtccc atcaaggttc agcggcagtg 180
gatctgggac agacttcact ctcaccatca acagcctgca gcétgaggat tttgcaactt 240
attattgtca acagcttaat ggttacccct ccttcggcca agggacacga ctggaaatta 300
gac 303
<210> 95

<211> 358

<212> DNA

<213> Artificial Sequence

<220>

<223> 1st_BASE_904578_A3-2M1-A5_PwCgamma

<400> 95

ggtgcagctg ttggagtctg ggggagcctt ggtacagcct ggagggtccc tgagactctc 60
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ctgtacagcc tctgatttca ccttcagtga ttatgacatg aactgggtcc gecaggetcc 120
agggaagggg ctggaatggc tttcatacat taattctagg ggtgttacaa aatactacgc 180
agactctgtg aagggccggt tcaccatctc cagagacaac gccaagaact cactttatct 240
Qcaaatgaac agcctgagag ccgaggacac ggctctttat tactgtgccc gaggactcag 300
agggcacgat tacggtatgg acgtctgggg ccaagggacc acggtcaccg tctcctca 358
<210> 96
<211> 312
<212> DNA .
<213> Artificial Sequence
<220> ' -
<223> 1st_BASE_945500_A3-2M1-A5_ck516
<400> 96
agtctccagg caccctgtct ttgtctccag gggaaagagc caccctctcc tgcagggceca 60
gccagagtgt tagcagcagg ttcttagcct ggtaccagca gaaaccaggc caggctccca 120
ggctcctcat ctacggtgca tccagcaggg cctctggcat cccagatagg ttcagtggea 180
gtgggtctga gacagacttc actctcagca tcagcagact ggagcctgaa gattttgcag 240
tgtatttctg tctgcagtat ggtttctcac ccccgtacac ttttggccag gggaccaaac 300
tggagatcaa ac » 312
<210> 97
<211> 359
<212> DNA .
<213> Artificial Sequence
<220>
<223> 1st_BASE_896206_A3-2M2-H5_PwCgamma
<400> 97
ggtgcagctg ttggagtctg ggggaggctt ggttcagcct ggggggtccc tgagactctc 60
ctgtgcagcc tctggattca cctttagcaa ctatgccatg agctgggtcc gccaggcetec 120
agggaagggg ctggagtggg tctcagttat ttataacggt ggcagtagca catactatgc 180
agactccgtg aagggccgct tcaccatctc cagagataac tccaagaaca cactgtatct 240
gcgaatgaac agtctgcgag tcgaag?cac ggccgtatat tactgcgcga aattcctcgt 300
gttgccagca gctgctgecg actactgggg ccagggaacc ctggtcaccg tctcctcag 359
<210> 98
<211> 292
<212> DNA |
<213> Artificial Sequence
<220> .
<223> 1st_BASE_945554_A3-2M2-H5_Ck516
<400> 98
agtctccatc cttcctgtct gcatctgtag gagacagagt caccatcact tgccgggeca 60
gtcagggcat tagcagtcat ttagcctggt atcagcagaa accagggaaa gcccctaaac 120
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tcctgatcta tgctgcatcc actctgcaca ctggagtccc atcaaggttc agcggcagtg 180
gatctgggac agagttcact ctcacaatca ccagccttca gcctgaagat tttgcgactt 240
attactgtca gcagccgggt gctttcggec ctgggaccag actggatatc aa 292
<210> 99 ,

<211> 388

<212> "DNA

<213> Artificial sequence

<220>

<223> 1st_BASE_897923_A3-2M3-C9_PwCgamma

<400> 99 ,

ggtgcagctg ttggagtctg ggggaggctt ggtacagcct ggaaggtccc tgagactctc 60
ctgtgcagcc tctggattcc ccttcagtag ctatgaaatg aactgggtcc geccaagctcce 120
agggaagggg ctggagtggé tttcatatat cagtagtact ggtagtccca tccactacgc 180
agactctgtg aggggccgat tcaccatctc cagagacaac gccaagaact cactctatct 240
gcacatgaac agcctgagag ccgaggacac ggctatttat tactgtgcgg gggatttget 300
gctctgggtc cccgaagcaa caggtgctac .agctggtacc ggeggtttgg acgtctgggg 360
ccaagggacc acggtcaccg tctcctca 388
<210> 100

<211> 306

<212> DNA :

<213> Artificial Sequence

<220>

<223> 1st_BASE_949089_A3-2M3-C9_ck516

<400> 100

agtctccatc cttcctgtat gcatctgtag gagacagagt caccatcact tgccgggcaa 60
gtcagaccat cagtaaatat ttaaattggt accaccégaa gccagggaaa gcccctaatc 120
tcctgatcta tgctgcatca agtttgcaga gtggagtccc atcgaggttc agcggcagtg 180
gatctgggac agatttcact ctcaccatca gcagtctgca gcctgaagac tttgcaactt 240
actactgtca acagagttac agtatccctcAggacgttcgg ccaagggacc aaggtggaaa 300
tcaaac 306
<210> 101

<211> 382

<212> DNA .

<213> Artificial sequence
- <220>

<223> 1st_BASE_992133_A3-2M3-E9-H-1_Resend_1146_Resend

<400> 101

gaggtgcagc tggtacagtc tgaaacagag gtgaaagagc ccgggcagtc tctgaagatc 60
tcctgtaagg gttctggata cacctttacc aactactgga tcggctgggt gtgccaaatg: 120
cccgggaaag gcctggagtg gatggggatc atctatcctg gtgactctga aaccagatac 180 ‘
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ttcaaggcca ggtcaccatc tcagtcgaca agtccatcag caccgcctac

ctgcagtgga gtagcctgaa ggcctcggac accgccatgt attactgtgc gagactcaaa

aattactata cttcggggaa ttatgttccg gtgggaggta tggacgtctg gggccaaggg

atcacggtca ccgtctecte ag

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

<220>
<223>

<400> 102
agtctccatc

102
309
DNA

gtcagagcgt
tcctgatcta
gatctgggac
actactgtca
agatcaaac

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

<220>
<223>

<400> 103
ggccaggtgg

ctcacctgeg

103
379
DNA

cagcccccag
tacaacccgt
tccctgaage
gaggttatga
ctggtcaccg
<210>
<211>
<212>
<213>

<220>
<223>

<400>

104
312
DNA

104

ctccctgtet
tagcaactat
tgctgctfcc
agatttcact

acagacttac

agctggtgga
ctgtctctgg
ggaaggggct
ccctcaagag
tgaggtctgt
ttaagtttgg

tctcctcag

Artificial Sequence

1st_BASE_949097_A3-2M3-E9_ck516

gcatctgtag gagacagagt
ttaaattggt atcagcagaa
actttgcaaa gtggggtccc
ctctccatca gcagtctgea

agtcccccte agaacacttt

Artificial Ssequence

1st_BASE_988416_A3-2M3-F9-H-2_1146

gtcgggcecca -ggactggtga
tggctccatc accagtagta

ggaatggatt ggagaaatct
tcgagtcacc atatcagtag
gaccgccgeyg gacacggecg

gggagttatc cgatactttg

Artificial Sequence

1st_BASE_949101_A3-2M3-F9_ck516

caccatcact
accagggaaa
atcaagattc
acctgaagac

tggccagggg

agccttcggg
actggtggag
atcatagtgg
acacctccaa
tgtattactg

actactgggg

tgccgggeaa
gccectaaac
agtggcagtg
tttgcaatat

accaagctgg

gtccctgtec
ttgggtccge
gagcgccgac
gaaccagttc
tgcgagggtt

cctgggaacc

agtctccatc ctccctgtct gcatctgtag gagacagagt caccatcact tgccaggega

gtcaggacat tagcaactat ttaaattggt atcagcagaa accagggaaa gcccctaagc
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240
300
360
382

60
120
180
240
300
309

60
120
180
240
300

360

379

60
120
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tcctgatcta ctatgcatcc aatttggaaa caggggtccc atcaaggttc agtggaagtg 180
gatctgggac agattttact ttcaccatca gcagcctgca gcctgaagat tttgcaacat 240
actactgtca acagtatgat aatctccctc cgcggtacac ttttggccag gggaccaagc 300
tggagatcaa ac 312
<210> 105
<211> 385
<212> DNA
<213> Artificial Sequence
20> u
<223> 1st_BASE_897935_A3-2M3-G3_PwCgamma
<400> 105
ggtgcagctg ttggagtctg ggggagcctt ggtacagcca gggcggtccc tgagactctc 60
ctgtacagct tctggattca cctttgggga ttttgctttg agctgggtcc gccaggctcc 120
agggaagggg ctggagtggg taggtgtcat cagaagcaaa ggctatggtg ggacaacaga 180
gtacgccgcg tctgtgaaag gcagattcag tatctcaaga gatgattcca aattcatcgce 240
ctatctgcaa atgaacagcc tggaaaccga ggacactgcc gtgtacttct gtaccagcac 300
aaccttatat tattttgttt cggggagggc aaaagactac gggatggacg tctggggcca 360
agggaccacg gtcaccgtct ccteca 385
<210> 106
<211> 306
<212> DNA
<213> Artificial Sequence
<220> :
<223> 1st_BASE_949103_A3-2M3-G3_ck516
<400> 106
agtctccatc ctccctgtct gcatctgttg gagacagtgt caccatcact tgccgggcaa - 60
gtcagggcat tagaaatgat ttaggctggt atcagcagaa agcaggtaaa gcccctaagg 120
ccgtgatcta tgctgtatcc actttacaaa gtggggtccc atcgaggttc agcggcagtg 180
gatctggcac agatttcact ctcaccatca gcagcctgca gcctgaagat tttgcaactt 240
attactgtct gcaagattac agttttccgt ggacgttcgg ccaagggacc aaggtggaaa 300
tcaaac 306
<210> 107
<211> 385
<212> DNA
<213> Artificial Sequence
<220>
<223> 1st_BASE_988406_A3-2M3-C2-H-3_1146
<400> 107
gaggtgcagc tgcaggagtc gggcccagga ctggtgaagc cttcggagac cctgtcccte 60
écctgcactg tctctggtygg ctccatcacc agtagtagtt actactgggc ctggctecege 120
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cagccceccag ggaaggggct ggagtggatt gggaatatct attacagtgg gaacaccgac 180
taéaacccgt ccctcaagag tcgagtcacc atatccgcag acacgtccat ggaccaattc 240
tcectgagge tgaggtctat ggccgectca gacacggctg tttattattg tgcgagcggg 300
ctacagacct gggacgtgac tacgggtggt gcgtgggcct ccctcgacta ctggggccag 360
ggaaccctgg tcaccgtcge ctcag 385
<210> 108

<211> 315

<212> DNA

<213> Artificial Sequence

<220>

<223> 1st_BASE_949084_A3-2M3-C2_ck516

<400> 108

agtctccagg caccctgtct ttgtctccag gggaaagagc caccctctcc tgcagggceca 60
gtcagagtgt tagcagcagt ttcttagcct ggtaccagca caaacctgge caggcetccca 120
ggctcctcat ctatggtgca tccatcaggg ccactggcat cccagacagg ttcagtggca 180
gtgggtctgg gacagacttc attctcacca tcagcaggct ggagcctgaa gattttgcag 240
tgtattactg tcagcagttt ggtagaacac ctccaatgta cacttttggc caggggacca 300 -
‘agctggagat caaac ' ' 315
. <210> 109

<211> 120

<212> PRT

<213> Artificial Sequence

<220> _

<223> Ab 10/50 11e-H1L1; Heavy chain; 10/50_11€1

<400> 109 -

Glu val GIn Leu ¥a1 Glu Ser Gly Gly Ggy Leu val Lys Pro G1y Gly

1 1 15

Ser Leu Arg Lgu Ser Cys Ala Ala ser Gly pPhe Thr phe Ser Thr Tyr
2 25 30

Pro Met ggr Trp val Arg Gln 21a Pro Gly Lys Gly Lgu Glu Trp val
0 4

ser ¥a1 Ile phe Asn Gly g;y Ser Ser Thr Tyr’Tgr Ala Asp Ser val
0 - 6

Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
, 70 75 80

Leu GIn Met Asn égr Leu Arg Ala Glu ggp Thr Ala val Tyr ;gr Cys
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Ala Lys Phe Ala Ala Pro Pro Ser Gly Trp Cys Asp Tyr Trp Gly GIn
100 105 - 110

Gly Thr Leu val Thr val ser Ser
115 120

<210> 110

<211> 94

<212> PRT

<213> Artificial Sequence

<220>
<223> Ab 10/50 11E-H1L1; 1ight chain; 10/50_11El

<220>

. <221> misc_feature

<222> (D..L

<223> Xaa can be any naturally occurring amino acid

<400> 110

Xaa Leu Ser Ala ser val Gly Asp Arg Xa1 Thr I1e Thr Cys Arg Ala
1 : .

Ser Gln ser gg] Ser Asn Trp Leu S;a Trp Tyr GIn GIn Lys Pro Gly
30

Lys Ala P;o Lys Leu Leu Ile I%r Lys Ala ser Thr Lgu Glu ser Gly
3 4

‘val 550 Ser Arg Phe ser g}y Ser~Gly Ser Gly ggr Glu Phe Thr Leu

-

Thr Ile Ser Ser Leu Gln Pro Asp Asp Phe Ala Thr Tyr Tyr Cys Gln
65 70 75 80

GIn ser Gly Thr g?e Gly Gln Gly Thr g%s val Glu ITe Lys

<210> 111
<211> 122
<212> PRT
<213> Artificial Sequence

<220> .
<223> Ab 10/50 1B-H1L1l; heavy chain; 10/50_1B1

<400> 111

Glu val GIn Leu val Glu ser Gly Pro Gly Leu val Lys Pro Ser Glu
1 5 o 10 : 15

Thr Leu Ser Leu Thr Cys Ser val ger Gly Asp Ser Ile ggr Asn Tyr
20 5

Tyr Trp Ala Trp Ile Arg Gln Pro Pro Gly Lys Arg Leu Glu Trp Ile
35 40 45
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Ala Asn
Ala Arg
65

Lys val
Arg val
Gly Gln

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

<220>
<223>

<400>

Asp val
1

Asp Arg
Leu Thr

Tyr Ala
50

Ser .Gly
65

Glu Asp
Thr pPhe

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

<220>
<223>
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Leu Tyr Tyr Thr Gly Gly Thr Asn Tyr gsn Pro Ser Leu Lys
55 0

Leu Thr Thr ser Va1'Asp'Thr ser Lys Asn Thr Phe Ser Leu
70 75 . 80

Arg Ser é1a Thr Ala Ala Asp Tgr Ala val Tyr Tyr Cys Ala
5 . -9

Thr ser Leu Ser Gly Ser Glu val Tyr Gly Met Asp val Trp

100 . 105 110
Gly Ile Thr val Thr val ser ser
115 120
112
107
PRT

Artificial Sequence

Ab 10/50 1B-W1L1; Tlight chain; 10/50_181

112

val Met ghr Gln Ser Pro Ser igr Leu Ser Ala Ser Vg] Gly
1

val Thr Ile Thr Cys Gln Ala Ser Gln Asp Ile Ser Asn Ser
20 25 30

Trp Phe Gln GIn Lys Pro Gly Lys Ala Pro Arg Leu Leu Met
35 40 45

Ala Ser Asn Leu g]n Thr Gly val Pro Sgr Arg Phe ser Gly )
5 6

ser Gly Thr Asp Phe Thr Phe Thr Ile Ser Ser Leu GIn Pro.
70 75 80

Ile Ala Thr Tyr Tyr Cys Gln Gln Tyr Asp Ser Ile Pro Ile
85 90 95

Gly 6In Gly Thr Arg Leu Glu Leu Lys
100 105

113
127
PRT
Artificial Sequence

Ab 10/50 3H-H1L1l; heavy chain; 10/50_3H1
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<400> 113
Gln val GIn Leu GIn Glu Ser Gly Gly Gly Leu val Gln Pro Gly Gly
1 5 10 15

Ser Leu Arg Egu Ser Cys Ala Ala %gr Gly Phe Asn Phe'ggyvAsp Tyr

val Met Ala Trp val Arg GIn Ala Pro Gly Lys Gly Leu Glu Trp val
35 40 45

Ser g81 Ile Tyr Asn Gly ?}y Ser ser Thr Tyr ggr Ala Asp ser val

Lys Gly Arg Phe Thr val Ser Arg Asp Asn Ser Arg Asn Thr val Ser
65 70 75 80 .

Leu His Met Ser ggr Leu Ser Ala Glu gsp Thr Ala Arg Tyr ggr Cys
0 .

Ala Lys Asp Arg Gln Ser Leu His Asp Pro Gly Ser Gly Ser Tyr val
100 , 105 v 110

Ala Leu Asp His Trp Gly GIn Gly Thr Leu val Thr val sér ser
115 120 125

<210> 114
<211> 103
<212> PRT
<213> Artificial Sequence

<220>
<223> Ab 10/50 3H-H1L1; light chain; 10/50_3H1

<400> 114

Glu Ile val Met Thr Gln Ser Pro Ser Ser Leu Pro Ala Ser Leu Gly
1 5 10 15

Asp Arg val Egr Ile Thr Cys Arg gga Ser GIn Ser Ile ser Gly Ser
: 30

Leu Asn grp Tyr Gln GIn Arg Pro Gly Lys Ala Pro Lys Leu Leu Ile
35 40 45

Phe Ala Ala Ser Arg Leu His Ser Gly val Pro Sgr Arg Phe ser Gly
50 55 6

Sser Gly ser G1y'Pro Asp Phe Thr Leu Ser Ile Ser Ser Leu Gln Pro
65 70 _ ) 75 80

Glu Asp Phe Ala g?r Tyr Tyr Cys GlIn ggn Gly ser Thr pPhe g1y Gly
5
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Gly Thr Lys ng Glu Phe Lys .

<210> 115
<211> 124
<212> PRT
<213> Artificial Sequence

<220> . »
<223> Ab 10/50 5A-H1L1l; heavy chain; 10/50_5A1

<400> 115
Gln val Gln Leu GIn GIn Trp Gly Ala Gly Leu Leu Lys Pro Ser Glu
1 5 ‘ 10 15

Thr Leu ser Egu Thr Cys Ala val ;gr Asp Gly Ser Phe §8r Gly Phe

Ser Trp Tgr Trp Ile Arg Gin sgr Pro Gly Lys Gly Leu Glu Trp Ile
3 4 45

Gly Ggu Ile Asn His Ser g}y ser Thr Asn Tyr Asn Pro Ser Leu Lys
5 60

ser Arg teu Thr Ile Ala Leu Asp Thr Ser Thr Asn GIn Phe Ser Leu
65 70 75 80

Arg Leu Thr Ser ga1 Ser Ala Ala Asp Thr Ala Ile Tyr Tyr gys Ala
5 90 5

Leu Ser Leu GIn Thr Leu val Arg Gly Leu val Tyr Ile Asn Phe Asp
100 . 105 110

Tyr Trp Gly GIn Gly Ser Leu val Thr val ser Ser
115 120

<210> 116
<211> 107
<212> PRT
<213> Artificial Sequence

<220>
<223> Ab 10/50 5A-H1t1; 1ight chain; 10/50_5A1

<400> 116

Asp Ile GIn Met Thr GIn Ser Pro Ala Ser Leu Ser Ala Ser val Gly
1 5 10 15
Asp Arg val Thr Ile Thr Cys Arg Ala ser GIn Ala Ile Thr Thr Tyr
20 25 30
Leu Asn Trp Tyr GlIn GIn Lys Zgo Gly Lys Ala Pro ﬁgn Leu Leu Ile
35
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Tyr Ala Ala Ser Ser Leu ggn ser Gly val Pro ggr Arg Phe Thr Gly
50

ser G1y Ser Gly Thr Asp Phe Thr Leu Thr Ile ser ser Leu GIln Pro
65 70 75 80

Gly Asp Phe Ala Tgr Tyr Tyr-Cys. Gln ggn Ser Tyr Asn Leu gro Arg
8 5

~ Thr Phé'G1y His Gly Thr Lys val Glu Ile Lys
100 105

<210> 117
<211> 120
<212> PRT
<213> Artificial Sequence

<220> .
<223> Ab 10/50 5D-H6L2; heavy chain; 10/50_5D6

<400> 117
Glu val GIn Leu val GIn Ser Gly Gly Gly Leu val Gln Pro Gly Gly
1 5 10 15

Ser Leu Arg gis Ser cys‘Va1 Ala ggr Gly Phe Thr pPhe ggr Thr His
0

Ala Met Gly Trp val Arg GIn Ala Pro Gly Lys Gly Leu Glu Trp val
35 40 45

ser Ala Ile Ser Ala Sser g1y Asp Gly Thr Tyr Tyr Ala Asp Ser val
50 5 60 :

Lys GTy Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Phe

Leu GIn Met Asn Ser Leu Thr Ala Ala Asp Thr Ala Phe Tyr Tyr Cys
85 90 95

Ala Thr Ile Asp Trp Ser Asp Lys Gly val Phe Asp Tyr Trp Gly GIn
100 105 110

Gly I1e Pro val Thr val Ser Ser
115 120

<210> 118
<211> 107
<212> PRT
<213> Artificial Sequence

<220>
<223> _Ab 10/50 5p-H6L2, Tlight chain; 10/50_5D2

<400> 118
Page 42

SUBSTITUTE SHEET (RULE 26)




‘PCT/SG2012/000477
18 Jan 2013

: SequencelListing_ST25
Glu Ile val Leu Thr Gln Ser Pro Ser SSr val Ser Ala Ser val Gly
1 5 1 . . 15

Asp Arg val ggr Ile Thr Cys Arg Sga Ser Gln Ala val ggy Ser Leu

Leu Ala Trp Tyr Gln GIn Lys Pro Gly Lys Pro Pro Arg Leu Leu Vval
35 o 40 : 45

Tyr ggr Ala ser Thr Leu ggn Ser Gly val Pro Ser Arg Phe Ser Gly
. 60

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

Glu Asp Phe Ala E?r'Tyr Ser Cys Gln Gén Ala Phe Ser Phe SEO Trp
9

Thr phe Gly G1n Gly Thr Lys val Glu Ile Arg
100 105

<210> 119
<211> 121
<212> PRT .
<213> Artificial Sequence

<220>
<223> Ab 10/50 6E-H1L1; heavy chain; 10/50_6E1l

<400> 119
Glu val GIn Leu val Gln Ser Gly Gly Gly Leu val GIn Pro Gly Gly
1 . 5 10 15

' Ser Leu Arg Egu Ser Cys val Ala ggr Glu Phe Ser pPhe ser Thr Tyr
30

Ala Met g;y Trp Ala Arg GlIn Aga Pro Gly Lys Gly Leu Glu Trp val
4 - 45 ‘

Ser gg1 Ile Tyr Thr Gly g}y Gly ser Thr Tyr g%r Ala Asp ser val

Arg Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
65 70 75 80

val Gln Met Asn ggr Leu Thr val Asp ggp Thr Ala val Tyr Tyr Cys
: 95

Ala Gly Gly Gly Ile val Ser Thr Met Gly Ala Phe Gly Phe Trp Gly
100 105 110

GIn Gly Thr Met val Ala val Ser Ser
115 120
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<210> 120
<211> 103
<212> PRT
<213> Artificial sequence

<220>
<223> - Ab 10/50 6E-H1L1l; light chain; 10/50_6E1

<400> 120
Glu Thr Thr Leu Thr GIn Ser Pro Ser Phe Leu Ser Ala Ser val Gly
1 5 10 : 15

Asp Arg val Thr Ile Thr Cys Arg g}a ser GIln Glu Phe ggr Ser Tyr
20 ‘

val Ala ;rp Tyr G1In Gln Lys 250 Gly Lys Ala Pro kgs teu Leu Ile
5

Tyr Gly val Ser Thr Leu His Ser Gly val Pro Leu Arg Phe Ser Gly
50 . 55 . 60

Gly Gly ser Gly Thr Glu Phe Ile Leu Thr Ile Ser Gly Leu Gln Pro
65 70 75 . 80

Glu Asp val Gly g?r TYr Tyr Cys Gln ggn Thr Gly Thr Phe S1y Gln
5

Gly Thr Lys val Glu Ile Lys
100 .

<210> 121

<211> 123

<212> PRT _

<213> Artificial Sequence

<220>
<223> Ab 10/50 7A~H1L1; heavy chain; 10/50_7A1

<400> 121
GIn val GlIn Leu val GIn Ser Gly Gly Gly Leu val Gln Pro Gly Gly
1 5 10 15

Ser Leu Arg 58u Ser Cys Ala Ala ggr Gly Phe Thr Phe ggr ser Tyr

Glu Met Asn Trp val Arg GIn an Pro Gly Lys Gly hgu Glu Trp Ile

Ser Tyr Ile Ser Arg Ser g]y Thr Ala Thr Tyr g%r Ala Asp ser val
50 5

Lys Gly Arg,PHe Thr Ile Ser Arg Asp Asn Ala Lys Asn Ser Leu Ty
65 70 75 80.
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Leu GIn Met Asn ger Leu-Arg Ala Glu Sgp Met Ala val Tyr Tyr Cys
5 95

Ala Gly Glu Gly Tyr Phe Gly Ser Ala Ala Ile Asn Tyr Phe Ala Phe
100 105 110

Trp Gly Gln Gly Thr Leu val Thr val Ser Ser
: 115 120

<210> 122

<211> 107

<212> PRT .

<213> Artificial Sequence

'<220> .
<223> Ab 10/50 7A-H1L1l; Tight chain; 10/50_7A1

<400> 122
Glu Thr Thr Leu 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 Gln Thr Ile Gly Thr Tyr
20 25 30

Leu His grp Tyk Gln GIn Lys Pgo Gly Lys Ala Pro kgs Leu Leu Ile
. 5 4

Phe éga Ala Ser Ser Leu g}n ser Gly val Pro ggr Arg Phe Ser Gly

ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu Gln Pro
65 70 75 80

Glu Asp Phe Ala g?r Tyr Tyr Cys Leu ggn Thr Tyr Ser Ser ;eu Tyr
5

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

<210> 123

<211> 123

<212> PRT

<213> Artificial Sequence

<220> .
<223> Ab 10/50 7H-H1L1l; heavy chain; 10/50_7H1

<400> 123
Glu val GIn Leu val Glu Thr Gly Gly Gly Leu val GIn Pro Gly Gly
1 5 10 15

ser val Arg Leu Ser Cys Ala Ala ggr Gly phe Thr Phe Ser Arg Tyr
20 30
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Trp Met

Ala Asn Ile Asn Gln Gly g;y Ser Glu Arg His g%r

50

Lys Gly

- 65

Leu Glu

Ala Arg

Trp Gly

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

<220>
<223>

<400>
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ser Trp val Arg Gln Ala Pro Gly Lys Gly kgu

35 40

Arg Phe Thr Ile Ser Arg Asp Asn Ala
70 75

ITe Arg Asn Leu Arg val Glu Asp Thr
85 90

Glu Gly Met val Glu val Thr Ala Leu Ser

100 ' 105

Glu Gly Asn Leu val Ala val Ser Ser
115 120

124
107
PRT
Artificial Sequence

Ab- 10/50 7H-H1L1; light chain; 10/50_7H1

124

g]u Thr Ala Phe ghr GIn Ser Pro Ser Ser Leu
. 10.

Asp Thr

- Leu Asn

Phe Ala Thr ser Asn Leu Gln Gly Gly val Pro

50

val Thr Ile Thr Cys Arg Ala Ser Gln
20 25

Trp Tyr Gln Leu Lys Pro Gly Lys Ala
'35 40

55

ser Gly ser Gly Gly Asp Phe Thr Leu Thr Ile

65

Glu Asp

70 ’ 75

Phe Gly Thr Tyr Tyr Cys GIn GIn Thr
85 90

Thr Phe Gly GIn Gly Thr Arg val Asp Ile Lys

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

100 105

125
120
PRT
Artificial Sequence
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Arg

Ala

Ser

Thr

Pro

Ser

60

Thr

Tyr

val

Asn

val

Phe

Ala

Ile

Arg

Ser

Ser
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Glu

Asp

Ser

Tyr

Leu

110

ser

Gly

30

Leu

Phe

Leu

Met

Trp

ser

Phe

TYyr

95

Asp

val

15

Thr

Leu

ser

Gln

Ile
95

val

val

Tyr

Gly

Phe

Gly

Pro
80

Tyr
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<220>
<223> Ab 10/50 9B-H1L1l; heavy chain; 10/50_9B1
<400> 125
GIn val GIn Leu val Gln Ser Gly Ala Glu.val Lys Lys Pro Gly Glu
1 5 10 i 15

Ser Leu Lys Ile Ser Cys Lys Ala ggr Gly Tyr Ile Phe ;hr ser Tyr
20 0

Trp Ile é}a Trp val Arg GIn %gt Pro Gly Lys Gly kgu Glu Trp Met

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

Gln Gly Gln val Thr ITle Ser Ala Asp Lys Ser Ser Ser Thr Ala Tyr
65 70 75 80

Leu GIn Trp Ser ggr Leu Lys Ala Ser Sgp Thr Ala Ile Tyr ggr Cys

Ser Arg Leu Asp His Tyr Phe Tyr Tyr Gly Met Asp Leu Gly Gin.

Tr‘p
100 105 110

Gly Thr Thr val Thr val Ser Ser
115 120

<210> 126
<211> 108
<212> PRT
<213> Artificial Sequence

<220> .
<223> Ab 10/50 9B-H1L1; 11ght chain; 10/50_981

<400> 126
Asp val val Met Thr GIn Ser Pro Gly Ala Leu Ser Leu Ser Pro Gly
1 5 10 15

Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gin Thr Phe ser Ser Ile
20 25 30

Tyr Leu Ser Trp Phe Gln GIn k%s Pro Gly GIn Ala Pro Arg Leu Leu
35 _ 45

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

Gly ser Gly Ser Gly Thr Asp phe Thr Leu Ile Ile Ser Arg Leu Glu

65 70 75 80
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Pro Glu Asp Phe A}a val Tyr Tyr Cys ng His Tyr Asp Asn Ser Phe
8 _ 9 95

Phe Thr phe Gly Pro Gly Thr Lys val Asp Ile Lys
100 105

<210> 127 ' -
<211> 124

<212> PRT .

<213> Artificial Sequence

<220> . .

<223> Ab 10/50 1p-H8L1l; heavy chain; 10/50_1D8

<400> 127

Glu val GIn Leu gal GIn ser Gly Gly igy Leu val Lys Pro g;y Gly
1

Ser Leu Arg Lgu ser Cys Ala Ala sgr Gly Phe Thr Phe éga Pro Phe
2 2

Ser Leu T?r Trp val Arg GlIn ﬁga Pro Gly Lys Gly hgu Glu Trp val
3

ser Ser Ile Thr Pro Ser Ser Asn Tyr Ile Phe Tyr Ala Asp Ser val. .
50 55 60

‘Lys Gly Arg Phe Thr Ile Ser Arg Asp Asp Gly Arg Lys Ser val Tyr
65 70 75 80

Leu GIn Met Asn ger Leu Arg val Glu ggp Thr Ala val Tyr Tgr Cys
5 9

Ala Arg Asp Pro Ser Gly Thr Tyr Asp Tyr Asn Tyr Tyr Ala Met Asp
100 105 _ 110

val Trp Gly Pro Gly Thr Thr val Thr val Ser Ser
115 120 :

<210> 128
<211> 109
<212> 'PRT
<213> Artificial Sequence

<220>
<223> Ab 10/50 1p-H8L1l; 1ight chain; 10/50_1D1

<400> 128
Glu ITe val Leu Thr GIn Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
1 5 : 10 15

Glu Arg Ala zgr Leu Ser Cys Arg éga Ser GlIn Thr val ggy Ser Ser
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Tyr Leu g}a Trp Tyr Gln Gln k%s Pro Gly GIn Ala Zro Arg Leu Leu
5

‘Ile Tyr Gly Thr Ser Thr égg Ala Thr Gly Ile éga Asp Arg Phe Ser
50

ggy Ser Gly Ser Gly ;3r Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
80

Pro Glu Asp Phe A}a val Tyr Tyr Cys g&n Gln Tyr Gly Gly Ser Pro
8 ‘ 95

Pro Ile Thr pPhe Gly GIn Gly Thr Arg Leu Glu Thr Lys
100 105

<210> 129
<211> 119
<212> PRT
<213> Artificial Sequence

<220> )
<223> Ab 10/50 2F-H3L1l; heavy chain; 10/50_2F1

<400> 129 ,
GIn Leu val Glu Thr Gly Ala Glu val Lys Lys Pro Gly Ala Ser val
1 5 10 15

Lys val ser 555 Lys Ala ser Gly %gr Gly Tyr Pro Phe Ser Ser His
30

Gly Phe ggr Trp val Arg GIn Ala Pro Gly GIn Gly Leu Glu Trp Met
) 40 - 45

Gly Egp Thr Thr Ala Tyr égn Gly Glu Thr GIn ggr Ala GIn Lys Phe

Leu Gly Arg val Thr Met Thr Thr Asp Thr Ser Thr Asn Thr Ala Tyr
65 , 70 _ 75 80

Met Glu Leu Arg ggr Leu Arg Ser Asp gsp Thr Ala 1le Tyr T§r Cys
. 0 9

Tyr Ser Ser Gly Pro Arg Trp Gly His Phe Asp Ile Trp Gly Gln Gly
100 105 110

Thr val val Thr Va] Ser Ser
115

<210> 130

<211> 105

<212> PRT

<213> Artificial Sequence

<220>
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<223> Ab 10/50
<400> 130

Thr Gln ser

5

Asp Ile Gln Met
1

Thr
20

Glu Arg Ala ‘Leu Ser Cys

Gln Gln

35

Trp Phe Lys Pro Gly

Thr Gly

55

Thr Ser Ser Ala

50

Arg

Thr
70

ser Thr Phe Leu

65

Gly Asp

Phe Ala val Tyr Tyr

85

Cys His

Thr val Glu

100

Gly GIn Gly Arg

. <210>
<211>
<212>
<2135

<220>
<223>

131
121
PRT
Artificial Sequence

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

<400>

misc_feature
(121)..(121D)

131

‘g]u val Gln Leu ¥a1 Gln Ser

Leu Thr
20

Thr Leu Ser Cys Thr

Gly His ggr Trp Gly Trp Leu

Trp Ile Gly Asn Ile Tyr Tyr
: 50 ‘ 55

Leu Glu Ser Arg Ile Thr val
65 ' 70

2F-H3L1; light

Xaa can be any naturally

chain; 10/50_2F3

Pro Gly Thr Leu Ser
10

Ala GIn

25

Arg ser Ser

Gln Ala Pro Arg Leu

40

ITe Pro Glu Arg

60

Thr Ile Ser Arg Leu

75

Gln Tyr Asp Ser Ser

20

Phe Lys

105

Ab 10/50 4B-H2L1; heavy chain; 10/50_4B2

occurring amino

Gly Pro Gly Leu val
10

val ser

25

Gly Gly ser

Arg GIn Pro Pro Gly

40

Thr Gly Thr Thr Tyr

60

Ser val Asp Thr Ser
75
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Leu
val
Leu
45

ser

Glu

Pro

acid
Lys
Leu
Lys
45

Tyr

Lys
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Pro
15

Ser Gly

Asp Leu Ala

30

Ile Tyr Gly

Gly Ser Gly

Pro Glu Asp

80

Thr Phe

95

Trp

ser Glu

15

Pro

Ser
30

Ser Asp

Gly Leu Glu

Asn Pro Ser

G1In Phe

80

Asn
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Ser Leu Lys Leu Asn Ser val Ala Ala Ala Asp Thr Ala val Tyr Tyr
85 90 95

Cys Ala Ala Trp Asn Ala Gly Pro Ser Tyr Tyr Phe His Tyr Trp Gly
100 105 110

Leu Gly Thr Leu val Thr val Ser Xaa
115 120

<210> 132
<211> 106
<212> PRT
<213> Artificial Sequence

<220> _
<223> Ab 10/50 4B-H2L1l; light chain; 10/50_4B1

<400> 132
Glu Ile val Leu Thr Gln Ser Pro Ala Thr Leu Ser val Ser Pro G1y‘
1 5 10 15

Glu Arg Ala ;hr Leu Ser Cys Arg é}a Ser GIn Ser val Ser Asn Asn
o 5 30

Leu Ala ;Ep Tyr GIn Gln Arg 250 Gly GIn Ala Pro Arg Leu Leu Ile
45

Tyr Gly Ala Ser Thr.Arg Ala Thr Gly Ile Pro Ala-Arg Phe Ser Gly
50 : 55 60

Ser Gly Ser Gly Thr Glu Phe Thr Leu Thr Ile Ser Ser Leu GlIn Ser
65 70 75 80

Glu Asp Phe Ala g§1 Tyr Tyr Cys Gin ggn Tyr Glu Ser Trp ;rp Thr
- : 5

phe Gly Gln Gly Thr Lys val Glu val Lys
100 105

<210> 133
<211> 131
<212> PRT
<213> Artificial sequence

<220> _ .
<223> Ab 10/50 5Cc-H6L1; heavy chain; 10/50_5C6

<400> 133
Glu val GIn Leu val Glu ser Gly Ala Glu val Arg Arg Pro Gly Ala
1 5 10 15 ,

Ser Met Lys ¥a1 Ser Cys Lys Ala ggr Gly Tyr Thr Phe ggr Ser Tyr
O .
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Tyr Ile g}s Trp val Arg Gln ﬁaa Pro Gly GIn Gly kgu Glu Trp val

Gly Ile Ile Asn Pro Arg Gly Gly Ser Ala Ser val Ala GIn Lys Phe
50 55 60

GTn Gly Arg val Thr Leu Thr Arg Asp Thr Ser Thr ser Thr val Tyr
65 70 75 _ 80

Met Glu Leu Ser Ser Leu Arg Ser Glu ggp Thr Ala Leu Tyr ghe Cys
. 85 5

Ala Arg Ala Gly val Ala Leu Phe Tyr Asp Ser Ser Gly Tyr Asp Pro
100 105 110

Thr Pro Tyr Asp Ala Phe Glu val Trp Gly GIn Gly Thr met val Thr
115 : 120 125

val Ser ser
130

<210> 134

<211> 107

<212> PRT

<213> Artificial Sequence

<220> .
<223> Ab 10/50 5C-H6L1; 1ight chain; 10/50_5C1

<400> 134
Glu I1e val Met Thr GIn Ser Pro Ala Thr Leu Ser val Ser Pro Gly
1 5 10 15

Glu Arg Ala ;hr Leu Ser Cys Arg é}a Ser GIn ser val égg Ser Tyr
- 20

Leu Ala Trp Tyr Gln Gln Lys Pgo Gly GIn Ala Pro Arg Leu Leu Ile
35 4 45

Phe Gly Ala Ser Thr Arg éga Thr Gly Ile Pro ega Arg Phe Ser Gly
50

ser Gly Ser Gly Thr Glu Phe Thr Leu Thr Ile Ser Ser Leu Gln Ser
65 70 75 80

Glu Asp Phe Ala §a1 Tyr Tyr Cys His ggn Tyr Asn His Trp ggo Arg
‘ 5

Thr Phe G1y‘G1n Gly Thr Lys val Glu Ile Lys
100 105

<210> 135
<211> 132
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<212> PRT
<213> Artificial Sequence
<220>
<223> Ab 10/50 6B-H1L2, heavy chain; 10/50_6B1
<400> 135 '

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

Ser val Lys %ge'Ser Cys Lys Ala s§r Gly Tyr Thr Phe gga Asn Asn
. 2 .

Tyr Ile ggs Trp val Arg Gln Ala Pro Gly Gln Gly keu GIn Trp Met
. 40 5

Gly ¥81 Ile Asn Pro Arg g]y Gly ser Ala Ala ggr Ala GIn Met Phe
i 5

GIn Gly Arg Ile Thr Met Thr Arg Asp Thr Ser Thr Ser Thr val Tyr
65 70 . 75 : 80

Leu Asp Leu Arg ggr Leu Arg Ser Glu Sap Thr Ala val Tyr Tgr Cys
9

Ala Arg Gly Gly Arg Ala Tyr Tyr Tyr Asp Ser Tyr Thr Thr Pro Arg
100 105 110

Asp Gly Glu Ser Trp Trp Phe Asp Pro Trp Gly Gln Gly Thr Leu val
115 ‘ 120 125

Thr val Ser Ser
130

<210> 136
<211> 107
<212> PRT
<213> Artificial Sequence

<220>
<223> Ab 10/50 6B-H1L2; light chain; 10/50_6B2

<400> 136

Glu Thr Thr Leu Ehr Gln Ser Pro Ser Ser Leu Ser Ala Ser Vg] Gly
1 . 1

Asp Arg val Zgr ITe Thr Cys Gln g;a Ser GIn Asp Ile gag Lys Tyr

Leu Asn ;rp Tyr GIn Gln Lys Pgo Gly Lys Ala Pro L¥S val Leu Ile
35 4 4

Tyr Asp Ala Ser Asn Leu %gs Thr Gly val Pro ggr Arg Phe Ser Gly
50
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Gly Ser Gly Thr Asp Phe Thr Phe Thr Ile Ser Ser Leu GIn Pro
. 70 _ 75 80
Asp Ile Ala Thr Tyr Tyr Cys Gln His ser Asp Tyr Leu Pro Ile
85 90 95

pPhe Gly Gln Gly Thr Arg Leu Glu Ile Glu
100 105

<210> 137
<211> 131
<212> PRT
<213> Artificial Sequence

<220> ’
<223> Ab 10/50 6D-H3L1, heavy chain; 10/50_6D3

<400> 137

GIn
1
Ser
Tyr
Gly
GlIn
65
Met
Ala

Thr

val

val Gln Leu g1n GIn ser Gly Ala ggu val Lys Lys Pro Gly Ala
15

val His Leu Ser Cys Lys Ala Ser Gly Tyf ser Phe Thr Ser Asn
20 : , 25 .30

Met His Trp val Arg GIn Ala Pro Gly Gln Gly Leu Glu Trp Met
35 : 40 45

Ile Ile Asn Pro Arg Gly Gly Ser Thr Ser i1e Ala GIn Gln Phe
50 55 60

Gly Arg I1e Thr Met Thr Arg Asp Thr Ser Thr ser Thr val Tyr
70 75 - 80 -

Glu Leu Arg Ser Leu Thr ser Glu Asp Thr Ala val Tyr Tyr Cys
85 ‘ 90 95

Arg Ala Gly Pro Ala Leu Tyr Tyr Asp Ser Ser Gly Tyr Asp Pro
: 105 110

Thr Tyr Asp Ser Phe Glu val Trp Gly Gln Gly Thr Met val Thr
115 . 120 125

Ser Ser
130

<210> 138
<211> 107
<212> PRT
<213> Artificial Sequence

<220>
<223> Ab 10/50 6D-H3L1l; light chain; 10/50_6D1
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<400>

Asp val
1

Glu Arg

138
val

Ala

Leu Ala Trp

Tyr Gly
50

35

Ala

Ser Gly ser

65

Glu Asp
Thr Phe

<210>
<211>
©<212>
<213>

<220>
<223>

<400>
Glu val
1

Ser val

Ser

Gly

139
132
PRT

Met
Thr
20

Tyr
ser
Gly
Ala

GlIn
100

Thr

Leu

Gin

Thr

Thr

val

85

Gly

Gln

Ser

GlIn

Arg

Glu

70

Tyr

Thr

Ser
Cys
‘Lys
Ala
Phe
Tyr

Lys

Artificial Sequence

SequenceListing_ST25-

pro Ala Thr Leu Ser val

Arg
Pro
40

Thr
Thr

Cys

val

Ala

25

Gly

Gly

Leu

Gln

Glu
105

ser GIn

Gly

Gin Ala Pro

Ile Pro

Thr Ile
75

Gln Tyr
90

Ile Lys

Ab 10/50 7c-H3L1l; heavy chain; 10/50

139
Gln

Lys

Tyr Ile His

Gly val
50

35

Ile

GIn Gly Arg

65

mMet Glu

Ala Arg

Leu

Gly

Leu

val

20

Trp

Asn

Ile

Ser

Gly

val Glu ser Gly Ala
5 .

Ser

val

Pro

Thr

Ser

85

Trp

Cys-

Arg
Arg
Met
70

Leu

Ala

Lys
Gin
Gly
55

Thr
Arg

Tyr

Ala

Ala

40

Gly

Arg

Ser

TYyr

ser

25

Pro

ser

Asp

Glu

TYyr

Glu val
10

Gly Tyr

Gly GIn

Ala Ser

Thr Ser

75

Asp Thr
90

Asp Ser

Page 5

Ala
60

Asn

Asn

_7C3
Lys

Thr

Gly

Ser

60

Thr

Ala

Tyr

5

val

Arg

45

Arg

Ser

His

Lys

Phe

Leu

45

Ala

Ser

val

Thr
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Ser Pro Gly
15

Arg Ser Tyr
30

Leu Leu TIle
Phe ser Gly

Leu Arg Ser
80

Trp Pro Arg
95

Pro Gly Ala
- 15

ser Asn Tyr
30

Glu Trp Met

Glu Lys Phe

Thr val Tyr
80

Phe Tyr Cys

Thr Pro Arg

110
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Thr val ser
130

<210>- 140
<211> 107
<212> PRT

ser .

<213> Artificial Sequence

<220>

SequenceList{n _ST25 :
Asp Gly Gln Ser Trp Trp Phe Asp Pro Trp Gly Gln Gly Thr Leu val
115 120 125

<223> Ab 10/50 7C-H3L1; Tight chain; 10/50_7cl

<400> 140

Asp val val
1
Asp Arg val

Leu Asn Trp
35

Tyr Asp Ala
50

ser Gly Ser
65

Glu Asp Ile
Thr Phe Gly

<210> 141
<211> 122
<212> PRT

Met

Thr

20

Tyr

ser

Gly

Ala

Gln
100

Thf

5

Ile

Gln

Lys

Thr

Thr

85

Gly

Gln

Thr

His

Leu

Asp

70

Tyr

Thr

Ser

Cys

Lys

Lys

Phe

TyF-

Arg

<213> Artificial Sequence

<220>

Pro

Gln

Pro

40

Thr

Thr

cys.

Leu

ser

Ala

25

Gly

Gly

Phe

GlIn

Glu
105

Lys

val

Thr

Gln

90

Ile

Ala

Pro

Ile

75

Ser

Lys

Asp

Pro

Ser

60

Arg

Asp

<223> Ab 10/50 7E-H1L1l; heavy chain; 10/50_7E1

<400> 141

GIn val Gln Leu Gln Gln Ser Gly Pro g
1

5

ly Leu val
0

Thr Leu Ser Leu Thr Cys Thr val ;gr Gly Gly ser
20

Tyr Trp Ser Trp Ile Arg GIn Pao Pro Gly Lys Gly
35 4
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Ala

Ile

Lys

Arg

ser

Asnh

Lys

Ile

Leu
45
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ser

Arg

30

val

Phe

Leu

Leu

Pro
Asn
30

Glu

val Gly
15

Asn Phe

Leu Ile

Ser Gly

Gln Pro
80

Pro Ile
95

ser Glu
15

ser Tyr

Trp Ile
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Gly Tyr Ile His Tyr Ser Gly Ser Thr Asn Tyr egn Pro Ser Leu Lys
50 55 ’

ser Arg val Thr Ile ser val Asp Thr Ser Lys Asn His Phe Ser Leu
65 70 75 80

Lys Leu Asn Ser ga1 Thr Ala Ala Asp Tgr Ala val Tyr Tyr Sgs Ala
‘ 5 C 9

" Arg His Asp Cys Ser Asp Thr Thr Cys Arg Glu Tyr Phe Gln His Trp
100 105 110

Gly GIn Gly Thr Leu val Thr val Ser ser
115 120

" <210> 142

<211> 107

<212> PRT ‘
<213> Artificial Sequence

<220> : '
<223> Ab 10/50 7E-H1L1l; 1ight chain; 10/50_7El

<400> 142
Glu Thr Thr Leu Thr Gln Ser Pro Ser Ser Leu Ser Ala Ser val Gly
1 5 10 . 15

Asp Arg val Thr Ile Thr Cys Arg é]a ser GIn Ser Ile ggr Thr Phe
. 20 5

Leu Asn grp'Tyr GIn Lys Lys Pro Gly Lys Ala Pro ggu Leu Leu Ile
5 40

- Ser éTa Ala Ser Thr Leu g}n ser Gly val pPro Zgr Arg'Phe Ser Gly
0 .

ser Gly ser Gly Thr Asp Phe Thr Leu Thr ITe Asn Ser Leu Gln Pro
65 70 _ 75 80

“Gly Asp Phe Ala Tgr Tyr Tyr Cys Gin g]u-Ser Tyr Ser Met get Tyr
] 0 : 5

Thr Phe Gly Gln Gly Thr Lys val Glu Ile Lys
. 100 105

<210> 143
<211> 123
<212> PRT
<213> Artificial Sequence

<2§0>»~ - ' ‘
<223> Ab 10/50 9E-H2L2; heavy chain; 10/50_9E2

<400> 143
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GIn val GIn Leu val GIn Ser Gly Gly Ggy Leu val GIn Pro Gly Gly
: ‘1 i 15

Ser Leu Arg Lgu Ser Cys val Ala s§r Gly Phe Thr Leu ggg Ser Tyr
, 2 2

Ala Met ggr Trp val Arg G1n.Aga Pro Gly Lys Gly kgu Glu Trp val
= 4 .

Ser ggr Ile Ser Asp Ser Asp Asp Ser Thr Tyr Tyr Ala Asp Ser val
55 60

Lys Gly Arg Phe Thr Ile Ser Arg Asp Asp Ser Lys Asn Thr Leu Tyr
65 70 75 80

Leu GIn Met Ser ggr Leu Arg Ala Glu Sgp Thr Ala val phe Phe Cys
95

Ala Thr Thr Asn Trp Gly val Sser val Lys Pro Gly Thr Phe Asp Ile
100 105 110

Trp Gly GIn Gly Thr val Ile Thr val ser ser
115 120

<210> 144

<211> 107

<212> PRT '
<213> Artificial Sequence

<220> '
<223> Ab 10/50 9E-H2L2; light chain; 10/50_9E2

<400> 144
Asp Ile GIn Leu Thr GIn Ser Pro Ser Ser val Ser Ala Ser val Gly
1 5 10 15

Asp Arg val Thr Ile Thr Cys Arg Ala Ser Gln Gly Ile Ser Ser Tyr
20 25 30

Leu Ala Trp Tyr GIn GIn Lys Pro Gly Lys Ala Pro Lys Leu Leu Ile
35 40 45

Phe Aga Ala Ser Ser Leu ng ser Gly val Pro Zgr Arg Phe Ser Gly
5 5

ser Gly ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu Gln Pro
65 70 o 75 : 80

Glu Asp Phe Ala Thr Tyr Tyr Cys GIn GIn Ala Asn Ser Phe Pro Trp
85 , 90 95

Thr phe Gly Pro Gly Thr Lys val Glu Ile Lys
© 100 105
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<210> 145
<211> 120
<212> PRT
<213> Artificial Sequence

<220>
<223> Ab 10/63 1D-H4L1; heavy chain; 10/63 1D4_001.abl

<400> 145 v
GIn val Thr Leu Lys Glu Ser Gly Pro Pro Leu val Lys Pro Thr Gln
1 S5 10 15

Thr Leu Thr Eeu Thr Cys Thr Phe ggr Gly Phe Ser Leu ger Thr Sser
0 ' 0

Gly val Agn val Gly Trp Ile ﬁgg Gln Pro Pro G1y,L¥s-A1a Leu Glu
3 ‘ 4

Trp ESU Ala Leu Leu Tyr Egp Asp Asp Asp Arg 2rg Tyr Ser Pro Ser

Leu Arg Ser Arg Leu Thr Ile Thr Lys Asp Thr Ser Lys Asn Gln val
65 70 ’ 75 80

val Leu Thr Met T?r Asn Met Asp Pro gg] Asp Thr Ala Thr ggr Tyr
, 8 ‘ \

Cys Ala His Arg Arg Trp Glu Asp Ser Thr Phe GIn His Trp Gly GIn
: 100 105 ‘ 110

Gly Thr Leu val Thr val Ser ser
115 120

<210> 146
<211>" 106
<212> PRT
<213> Artificial Sequence

<220>
<223> Ab 10/63 1D-H4L1l; light chain; 10/63 1D-1_055

<400> 146

Asp val val Met Thr GlIn Ser Pro Ala Thr Leu Ser val Ser Pro Gly
1 5 10 15

Glu Arg Ala ;gr Leu Ser Cys Arg %;a ser GIn ser val égn ser Asn

Lteu Ala Trp Tyr Gln Gln Lys Zgo Gly GIn Ala Pro zrg Leu Leu Ile
35 5 .

Tyr Gly Ala ser Thr Arg gga Thr Gly Ile Pro 2ga Arg Phe ser Gly
50
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ser Gly ser Gly Thr Glu Phe Thr Leu Thr Ile Ser Ser Leu Gln Ser

65 : 70 75

Glu Asp Phe Ala Xg] Tyr Tyf Cys GlIn Hgs Tyr His Asn Trp G}y Thr
9 9

Phe Gly GIn Gly Thr Lys val Glu Ile Lys
100 105 :

<210> 147
<211> 122
<212> PRT
<213> Artificial Sequence

<220>
<223> Ab 10/63 1E-H3L1l; heavy chain; 10/63 1E3_061

<400> 147

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

ser val Lys val Ser Cys Lys Ala Ser Gly Tyr Thr Phe Pro Thr Tyr
20 ‘ 25 30

Ala Ile ésn Trp val Arg Gln ﬁga Pro Gly GIn Gly kgu Glu Trp Met
5 ' ]

Gly Trp Ile Asn Thr Asn E?r Gly Asn Pro Met g%r Ala GIn Gly Phe
: 50 .

Thr Arg Arg Phe val Phe Ser Trp Asp Thr Ser val Ser Thr Ala Tyr
65 » 70 75 80

Leu GIn Ile Ser Ser Leu Lys Thr Glu Asp Thr Ala val Tyr Tyr Cys
' 85 90 v 95

Ala Arg Gly Arg Gly Gly Phe Ala Ala Thr Ala Gly Thr Asp Tyr Trp
100 105 110

Gly GIn Gly Thr Leu val Thr val Ser Ser
115 : 120 -

<210> 148
<211> 107
<212> PRT
<213> Artificial Sequence

<220> .
<223> Ab 10/63 1g-H3L1; light chain; 10/63 1E-1_053

<400> 148
Glu ITe val Leu Thr GIn Ser Pro Ser igr val ser Ala ser val Gly
15

1 5 :
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Asp Arg val ;gr Ile Thr Cys Arg %}a ser GIn Pro Ile Ser Ser Trp
30

Leu Ala ;Ep,Tyr Gln GIn Lys 250 Gly Lys Ala Pro Lys Leu Leu Ile
: 45

Tyr éga Ala ser Ser Leu GIn Ser Gly val Pro ggr Arg Phe ser Gly
55

ser Gly Ser Gly Thr Asn Phe Thr Leu Thr Ile Ser Ser Leu GIn Pro
65 ' _ 70 ‘ 75 80

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

Thr phe Gly Gln Gly Thr Lys Leu Glu Ile Lys
7100 , 105

<210> 149
<211> 119
<212> PRT
<213> Artificial Sequence

<220>
<223> Ab 10/63 5D-H1L2, heayy chain; 10/63 501_037

<400> 149

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

ser val Lys val Ser Cys Lys Ala ggr Gly Gly Thr Phe Ser Ser Asp
20 30

ser Ile ger Trp val Arg Gln Ala Pro Gly Gln Gly Leu Glu Trp Met
5 40 45

Gly égr Ile Ile pPro Ile E?e ser Arg Ala Asn g%r Ala GIn Lys Phe

GIn Gly Arg val Thr Ile Asn Ala Asp Glu Ser Thr Ser Thr val Tyr
65 70 75 80

Met Glu Leu Ser Ser Leu Arg Ser Asp gsp Thr Ala Leu Tyr Pge Cys
. 85 0 9

Ala Arg Thr Pro val Thr Gly Pro Asp Leu Asp Tyr Trp Gly GlIn Gly
100 105 110 ’

Thr Leu 11e Thr val Ser Ser
115
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<210> 150
<211> 107
<212> PRT
<213> Artificial Sequence
<220> .
<223> 10/63 5D-2_070.abl
<400> 150
Glu val val Leu Thr GIln Ser Pro Ser Ser Leu
1 5 10
Asp Arg val Thr Ile Thr cys Arg Ala ser Glu
: 20 25
Leu Asn Trp Phe GIn Gln Lys Pro Gly Lys Ala
35 40
His. Ala Ala Ser Thr Leu GIn Thr Gly val Pro
50 55
Ser Gly Ser G1y Thr Asp pPhe Thr Leu Thr val
65 70 75
Glu Asp -Phe Ala Thr Tyr Phe Cys GlIn Gin Thr
85 90
Thr phe Gly G1n Gly Thr Arg val Glu Ile Lys
v - 100 105
<210> 151
<211> 122
<212> PRT
<213> Artificial Sequence
<220>
<223> Ab 10/63 2A-HS5L4; heavy chain; 10/63
<400> 151 -
GIn val GIn Leu val GIn ser Gly Ala Glu val
1 5 10
ser val Lys val Ser Cys Lys Ala Ser Gly Gly
20 25
Ala Ile Gly Trp val Arg Gln Ala Pro Gly Gln
35 40
Gly Giy Ile Ile Thr val phe Gly Arg Gly Asn
50 ‘ 55
Gln Gly Arg val Thr Ile Thr Ala Asp Glu Ser
65 70 75
Page 62

ser Ala

Ser Ile

Pro Thr
45

Ser Arg
60

Ser Ser

Tyr Asn

2A5_014
Lys Lys
Ser Phe
Gly Leu

45
Tyr Ala
60

Thr Ser
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val
15

Ser Gly

ser Thr

30

AsSn

Leu Leu Ile

Phe Ile Gly

Leu Leu Pro

80

Pro
95

Thr Arg

Pro Gly

15

Ser

Asn
30

Ash Tyr

Glu Trp Met

G]n‘Lys Phe

Thr Ala Tyr

80
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Met G]u Leu Ser ggr Leu Arg Pro Glu Sgp Thr Ala Va1 Tyr Tyr Cys
95

val Arg Asp Tyr Thr Phe val Arg Gly val Ala Ser Trp Glu Tyr Trp
100 105 110

Gly GIn Gly Thr Leu val Thr val ser Ser
115 : 120

<210> 152
<211> 107
<212> PRT
<213> Artificial sequence

<220>
<223> Ab 10/63 2A-H5L4; Tight chain; 10/63 2A-4_049

<400> 152
Glu Ile val Leu Thr GlIn Ser Pro Ser Ser val Ser Ala Ser val Gly
1 5 10 . 15

Asp Arg val {hr Ile Thr Cys Arg é}a Ser GIn Pro Ile ggr ser Trp
0

Leu Ala Tgp Tyr GIn GlIn Lys Zgo Gly Lys Ala Pro kgs Leu Leu Ile
3

Tyr éga Ala Ser Ser Leu ggn ser Gly val Pro ggr Arg Phe ser G1y

ser Gly ser Gly Thr Asn Phe Thr Leu Thr Ile Ser Ser Leu Gln Leu
65 70 75 80

Asp Asp Phe val Egr Tyr Tyr Cys Gln ggn Ala Asn Ser Phe Pgo Tyr
. 9

Thr phe Gly G1n Gly Thr Lys Leu Glu Ile Lys
100 105

<210> 153
<211> 122
<212> PRT
<213> Artificial Sequence

<220> :
<223> Ab 10/63 2C-H3L2; heavy chain; 10/63 2¢3_006.abl

<400> 153
GIn val GIn Leu GIn Gln Ser Gly Ala Glu val Thr Arg Pro Gly Ser
1 5 10 15-

Ser val Lys ggT Ser Cys Lys Ala ggr Gly Ala ser Ile ggy ser Tyr
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Thr val Hgs Trp val Arg Gln gga Pro Gly GIn Gly Leu Glu Trp Ile
3 45

Gly Gly Ile Asn Pro Ile E?e Gly Thr val Asn g5r Ala GIn Arg Phe
50 )

GIn Gly Arg Leu Thr Ile Ser Ala Asp Asp Ser Thr Ser Ser Ala Tyr
65 70 75 . . 80

Met Glu Met Ser Ser Leu Lys Ser Glu Agp Thr Ala val Tyr Tgr Cys
85 9 9

Ala Arg Ser Gln Arg His Ile Leu Thr Gly His Tyr Thr Asp Tyr TEp
100 105 - 110

Gly Pro Gly Thr Leu val Thr val Ser Ser
k 115 r 120

<210> 154
<211> 108
<212> PRT
<213> Artificial sequence

<220> .
<223> Ab 10/63 2C-H3L2; 1light chain; 10/63 2C-2_058

<400> 154
Asp val val Mmet Thr Gln Ser Pro Ser Ser Leu Ser Ala Ser val Gly
1 5. 10 15

Asp Arg val sgr Ile Thr Cys Gln é}a Ser GIn Asp Ile Lys Asn Tyr
20. 30

Leu Asn ggp Tyr GIn Gln Lys ZEO Gly Lys Ala Pro Lgs Leu Leu Ile
4

Tyr égp Ala Ser-Asn Leu g]u Thr Gly val pro SSrUArg Phe ser Gly
5 6

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

Glu Asp Ile Ala Thr Tyr Tyr Cys Gln His Tyr Glu Asn Leu Pro Ala
85 90 95

Leu Thr phe Gly Gly Gly Thr Lys val Glu Ile Arg
100 105

<210> 155

<211> 122

<212> PRT i

<213> Artificial Sequence

<220>
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<223> Ab 10/63 2E-H2L2; heavy chain; 10/63 2E2_004
<400> 155 ) .
Glu val GIn Leu val Glu Thr Gly Gly Gly val val GIn Pro Gly Lys
1 5 10 15

Ser Leu Thr Egu Ser Cys Ala Ala ggr Gly Phe Thr Phe ger Asn Tyr
0

Gly Met §§1 Trp val Arg GIn Pro Pro Gly Lys Gly Leu Glu Trp val
. 40 45

Ala ga] ITe ser Tyr Asp Ala Lys LysbG1n Tyr ggr Ala Asp Ser val
.50 - 55.

Lys Gly Arg Phe Thr val Ser Arg Asp Asp Ser Glu Gly Lys val Tyr
65 70 75 80

Leu GIn Met Asn ger Leu Arg Gly Asp Agp Ala Ala val Tyr Phe Cys
5 9 95

Ala Lys Leu GIn Arg Pro Asp Ser Thr val Trp Pro Phe Asp GIn Trp
_ 100 : 105 110

Gly GIn Gly Ile Leu val Ile val ser Pro
' 115 120

<210> 156
<211> 106
<212> PRT
<213> Artificial Sequence

<220>
<223> Ab 10/63 2E-H2L2; light chain; 10/63 2E-2_050

<220>

<221> misc_feature

<222> (106)..(106) _ _

<223> Xaa can be any naturally occurring amino acid

<400> 156 .

Glu Thr Thr Leu Thr Gln Ser Pro Ser Thr Leu Ser Ala Ser val Gly
1 ' 5 10 . 15

Asp Thr val ;hr Ile Thr Cys Arg g]a Ser Gln Ser Ile ger Met Trp
5 0
Leu A1a'Trp Tyr GIn GIn Lys Pro Gly Lys Ala Pro Arg Leu Leu Ile
35 40 45

Tyr ggr Thr Ser Asn Leu égg Thr Gly val Pro gsr Arg Phe ser Gly
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Ser Gly ser Gly Thr Glu Phe Thr Leu Thr Ile Ser Ser Leu GIn Pro
65 70

Glu Asp Phe Ala g?r Tyr Tyr Cys GIn ggn Tyr Lys Thr Ser Trp Thr
95

pPhe Gly GlIn Gly Thr Lys val Asp Ile Xaa
100 105

<210> 157
<211> 123
<212> PRT
<213> Artificial Sequence

<220>
<223> ‘Ab 10/63 2F-H1L1l; heavy chain; 10/63 2F1_031

<400> 157
Glu val GIn Leu val Glu Ser Gly Gly Ala Leu val GIn Pro Gly Gly
1 5 10 15 -

Ser Leu Arg Egu Ser Cys Ala Ala ggr Gly Phe Thr Phe Asn Asn Phe
© 30

Glu Met §§r Trp val Arg Gln ﬁgé Pro Gly Lys Gly kgu Glu Trp val

Ser Ala Ile Ser val Ser~§§p Gly Asn Thr Tyr Tyr Ala Asp Ser val
50 60

Lys Gly Arg Phe Thr Ile Ser Arg Asp Thr Ser Arg Asn Thr Leu Tyr
65 : 70 75 80

Leu GIn Met Asn ggr Leu Arg Ala Glu ggp Thr Ala Leu Tyr Tyr Cys
) 95

Ala Asn val Leu Gly Tyr Cys Thr Pro Thr Thr Cys Tyr Glu Asp His
100 105 110

Trp Gly GIn Gly Thr Leu val Thr val Ser Ser
115 v 120

<210> 158
<211> 107
<212> PRT
<213> Artificial Sequence

<220> - .
<223> Ab 10/63 2F-H1L1; heavy chain; 10/63 2F1_059

<400> 158

Asp val val Met Thr GIn Ser Pro Ser Ser Leu Ser Ala Ser val Gly
1 5 10 15
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Asp Arg val ;gr Ile Thr Cys Arg gsa ser Gln Gly Ile grg Asn Asp
: 0

Leu Gly ggp Tyr Gln GIn Lys zgo Gly Lys Ala Pro Lys Arg Leu Ile
45

Tyr gga Ala Sser Ser Leu ggn ser Gly val ser 2er Arg Phe ser Ala
0

ser Gly Ser Gly Thr Glu Phe Thr Leu Thr Ile Ser Ser Leu GlIn Pro
65 70 75 80

Glu Asp Phe Ala g?r Tyr Tyr Cys Leu ggn His Asn Ser Phe Pgo Gly
9

sef Phe Gly GIn Gly Thr Lys val Glu Ile Lys
100 105

<210> 159
<211> 121
<212> PRT
<213> Artificial Sequence

<220>
<223> Ab 10/63 2G-H2L1; heavy chain; 10/63 2G2_027.abl

<400> 159
GIn val GIn Leu val GIn ser Gly Ala Glu val Lys Lys Ala Gly Glu
1 5 10 15

Ser Leu Lys §1e Ser Cys Lys Gly ggr Gly Tyr Thr Phe ;hr Thr Tyr
) 0 0o .

Trp Ile éga Trp val Arg Gin V81 Pro Gly Lys Gly kgu Glu Trp Met
4

Gly Ige Ile Tyr Pro Ser Asp Ser Asp Thr Arg ggr ser Pro Ser Phe
S 55

GIn Gly GIn Ile Thr ITe Ser Ala Asp Lys Ser Ile Asn Thr Ala Tyr
65 70 75 80

Leu GIn Trp Thr ggr Leu Lys Ala Ser ggp Thr Ala Met Tyr ggr Cys

Ala Arg Pro Asp Asp ser ser Gly Leu Glu Ala Phe Asp Ile Trp Gly
100 105 110 -

GIn Gly Thr Met val Thr val Ser'Ser
. 115 120

<210> 160
<211>. 107
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<212> PRT
<213> Artificial Sequence
<220> .
<223> Ab 10/63 2G-H2L1; light chain; 10/63 2G-1_079.abl
<400> 160

Glu Ile val Leu Thr GIn ser Pro Ser Ser val Ser Ala Ser val Gly
1 5 10 15 . : i

Asp Arg val Thr Ile Thr Cys Arg Ala Ser GIn Pro Ile Ser Ser Trp
20 25 30

Leu Ala Tgp Tyr Gln Gln Lys'zgo Gly Lys Ala Pro Lgs Leu Leu Ile
3 4 .

Tyr Ala Ala Ser Ser Leu GlIn Ser Gly val Pro ser Arg Phe ser Gly
50 ) 55 60

ser Gly Ser Gly Thr Asn Phe Thr Leu Thr Ile Ser Ser Leu GIn Pro
65 70 75 80

Asp Asp Phe val g?r Tyr Tyr Cys GIn ggn Ala Asn Ser Phe ;Eo Tyr

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

<210> 161
<211> 124
<212> PRT
<213> Artificial Sequence

<220> :
<223> . Ab 10/63 3E-H1L2; heavy chain; 10/63 3E1_030

<400> 161
Gln val His Leu val G1n Ser Gly Gly Gly Leu val Gln Pro Gly Gly
1 - 10 15

Ser Leu Arg Egu Ser Cys Ala Ala ggr Gly phe Thr Phe ser Thr Tyr
30

Trp Met ggr Trp val Arg GlIn ﬁga Pro Gly Lys Gly kgu Glu Trp val

Ala égn ITe Lys Ala Asp g;y Arg GIn Glu Tyr g%r Leu GIn ser val

Thr Gly Arg Phe Thr val Ser Arg Asp Asn Ala Lys Asn Ser Leu Tyr
65 70 75 80

Leu Glu Met Ser Ser Leu Arg Ala Glu Asp Thr Ala Met Tyr Tyr Cys
85 90 . 95
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val Arg Asp val Ser Ser Tyr Ser Ile Ile Trp Ser Asp Ala Phe Glu
100 105 110
Ile Trp Gly GIn Gly Thr Met val Thr val Ser Pro
115 120

<210> 162
<211> 107
<212> PRT
<213> Artificial Sequence

<220> ' :
<223> Ab 10/63 3E-H1L2; light chain; 10/63 3E-2_069

<400> 162
Glu Thr Thr Leu Thr GIn Ser Pro Ser Ser Leu Ser Ala Ser val Gly
1. 5 10 15

Asp Thr val ;hr Ile Thr Cys Arg é}a ser GIn Gly Ile grg Asn Asp
0 0

Leu Gly ;gp Tyr GIn Gln Lys Pgo Gly Lys Ala Pro Lys Arg Leu Ile
4 : 45

Tyr Aga Ala Ser Ser Leu g}n ser Gly val Pro Zer Arg Phe Ser Gly
5 v 0

ser Gly Ser Gly Thr Glu Phe Thr Leu Thr Ile Thr Ser Leu GIn Pro
65 70 _ 75 80

Glu Asp Leu Ala ;hr Tyr Tyr Cys val Hgs His Asn Asp Tyr Pro Arg
5 9 95

Thr pPhe Gly GIn Gly Thr Lys val Glu Ile Lys
100 105

<210> 163

<211> 123

<212> PRT )
<213> Artificial Sequence

<220>
<223> Ab 10/63 3F-H1L2; heavy chain; 10/63 3F1_026

<400> 163

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

Ser val Lys 581 ser Cys Lys Ala ;gr Gly Gly Thr Phe SSr Thr His
) 3

Ser Ile Asn Trp val Arg GIn Aga Pro Gly Gln Gly Leu Glu Trp Met
35 4 45
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Gly
GIn
65

Met
Ala

Trp

Gly
50

Asp
Glu
Arg

Gly

<210>
<211>
<212>

<213>

<220>

<223>

<400>

Asn
Arg
Leu

Phe

Ile

‘val

ser

Phe

100

Gln
115

164
107
PRT
Artificial Sequence

Gly

Asp val val met
1

Asp
VLeu
Tyr
Ser
65

Asp

Thr

Arg

Ala

Ala

50

Gly

ASp

Phe

<210>
<211>
<212>

<213>

<220>
<223>

val

Trp

35

Ala

Ser

Phe

Gly

165
123
PRT
Artificial Sequence

Thr
20

Tyr

Ser

Gly

val

Gln
100

Pro
Thr
Ser
85

val

Thr

Thr
5

Ile
Gln
ser
Thr
Thr

85

Gly

Ile

Ile

70

Leu

Lys

Leu

Gln

Thr

GIn

Leu

Asn’

70

Tyr

Thr

Phe
55

Thr
Arg

Tyr

val

Ser PFO_

Cys

Lys

GlIn

55

Phe

Tyr

Lys
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Gly Lys Ala ser Z%r:A1a Glu

Ala Asp Glu Ser
75

Ser

ser

Glu

Gly
105

Asp Thr
90

ser

His

Thr val ser Ser

120

Arg

Pro

40

Ser

Thr

Cys

Leu

Ser

Ala

25

Gly

Gly

Leu

Gln

Glu
105

Ser

10

Ser
Ly;
val
Thr
Gln

90

Ile

Ab 10/63 3F-H1L2; light chain; 10/63
164

val

Gln

Ala

Pro

Ile

75

Ala

Lys

Thr Ser Thr

Ala val Tyr

Tyr Tyr Phe
110

3F-2_065

Ser Ala ser

Pro

Pro

Ser

60

ser

Asn

page 70

Ile
Lys
45

Arg

ser

Ser

ser
30 -
Leu
Phe
Leu

Phe

Ab 10/63 4F-H6L1; heavy chain; 10/63 4F6_020.abl

Lys

Ala

Tyr
95

Asp

val

15

Ser

Leu

Ser

Gln

Pro
95

Phe

cys

Ser

Gly
Trp
Ile
Gly
Pro

80

Tyr
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<400> 165 , ‘
g1u val Gln Leu val Glu Ser Gly Gly ggy Leu Ala Lys Pro G}y Gly
1

Ser Leu Arg Leu Ser Cys Ala Ala ggr Gly phe Thr Phe ger Asn Ala
20 0

Trp Met §§r Trp val Arg 6In Ala Pro Gly Lys Gly Leu Glu Trp val
40 45

Gly ggg Ile Lys Asn Lys g}e Asp Gly Glu Thr Egr Asp Tyr Ala Ala

ser val Lys Gly Arg Phe Ile Ile Ser Arg Asp Asp Ser Lys Asn Thr
65 70 75 80

val Tyr Leu Gln Met Asn Ser Leu Lys Thr Glu Asp Thr Ala Glu Tyr
85 90 .95

Trp Cys Thr Ile Tyr Phe Tyr Asp Arg Ser Gly Tyr Phe Phe Asp His
100 105 110

Trp Gly GIn Gly Thr Leu val Thr val Ser ser
115 120

<210> 166
<211> 106
<212> PRT
<213> Artificial Sequence

<220>
<223> Ab 10/63 4F-H6L1; light chain; 10/63 4F-1_076

<400> 166

Glu Thr Thr Leu Thr Gln Ser pPro Ala Thr Leu Ser Leu Ser Pro Gly
1 5 10 . 15

GIn Arg Ala ;hr Léu Ser Cys Arg éga Ser Gln Ser val ggr Ser Tyr
0

Leu Ala Trp Tyr Gln GIn Lys Pgo Gly GIn Ala Pro ﬁgg Leu Leu Ile
35 4

Phe Asp Ala Ser His Arg é}a Thr Gly Ile Pro 2ga Arg Phe ser Gly
50

Ser GTy sér Gly Thr Asp Phe Ile Leu Thr Ile ser Ser Leu Glu Pro
65 70 75 80

Glu Asp Phe Ala ga] Tyr Tyr Cys Leu SAn Arg Gly Lys Trp SEO Ser
5

Page 71

SUBSTITUTE SHEET (RULE 26)



PCT/SG2012/000477

18 Jan 2013
SequenceListing_ST25 -

Phe Gly GIn Gly Thr Arg Leu Glu Ile Lys

100 105
<210> 167
<211> 128
<212> PRT
<213> Artificial Sequence
<220> ]
<223> Ab 10/63 5A-H6L1; heavy chain; 10/63 5A6_045.abl
<400> 167

GIln val GIn Leu GIn Glu Ser Gly Gly Gly Leu val Gln Pro Gly Gly
1 ’ ‘ 5 10 ’ 15

Ser Leu Arg Egu Ser Cys Ala ATa*ggr'GWy Phe Thr Phe ggr Asp Tyr

Ala Met Ser Trp val Arg GIn Ala Pro Gly Lys Gly Leu GTu Trp val
35 40 45

ser ggy Leu Ser Glu Ser g}y His Asn Thr Tyr g%r Ala Asp ser Va1

Leu Asp Arg Ser Ala Ile Ser Arg Asp Asn Ser Lys Ser Thr Leu Tyr
" 65 70- 75 80

Leu GIn Met Asn Ser Leu Thr Ala Glu Asp Thr Ala val Tyr Tyr Cys
85 90 95

Ala Arg Cys Trp Arg Gly Tyr Asp Pro Leu Thr Gly Tyr Tyr Thr Gly
100 105 110

Tyr Tyr Phe Asp Tyr Trp Gly Pro Gly Thr Leu val Thr val Ser‘ser
115 120 125

<210> 168
<211> 107
<212> PRT
<213> Artificial Sequence

<220> v
<223> Ab 10/63 5A-H6L1; 1ight chain; 10/63 5A-1_074

<400> 168

Glu Ile val Leu Ehr GIn ser Pro Ser Ser Leu Ser Ala Ser I;e Gly
1 1

Asp Arg val ggr Ile Thr Cys Arg gga Ser GIn Asp Ile ggr Asn Tyr

Leu Ala T;p Tyr GIn GlIn Arg Zgo Gly Lys val Pro kgs Leu Leu Ile
3
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Tyr Ala Ala Ser Thr Leu GIn Se
- 50 55 -

ser Gly Ser Gly Thr Asp phe Thr Leu Thr Ile
65 70 75

Glu Asp val Ala g?r Tyr Tyr Cys GlIn Lgs Tyr
9

Thr Phe Gly Gly Gly Thr Lys val Glu Ile Lys
100 105

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

<220> -
<223>

<400>

169
120
PRT

Artificial Sequence

Ab 10/63 5B-H1Ll, heavy chain; 10/63

169

%1n val GIn Leu

Thr Leu

Thr Pro

Trp Ile
50

Leu Lys
65

Ser Leu

Ser

Tyr

35

Gly

Ser

Lys

Cys Ala Arg

Gly Ile

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

<220>
<223>

<400>

Leu
115

170
107
PRT

Leu

20 -

Trp

Ser

Arg

val

His

100

val

g1n GIn Ser

Thr

Gly

Lgu

val

Asn

85

His

Thr

cys

Trp

Ala

Thr

70

Ser

Ser

val

sSer

Ile

Tyr

Ile

val

Ser

Ser

Artificial Sequence

Gly
val
Arg
40

ser
sSer
Thr

Gly

ser
120

Pro

ser

25

Gln

Gly

Leu

Ala

Asn
105

Gly
10

Gly
Pro
Asp
Asp
Ala

90

Ala

Leu

Gly

Pro

Thr

Thr
75

Asp

Leu
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Ser Arg Phe Ser Gly
60

Ser Ser Leu GIn Pro
80

Asn Asn Ala Pro
95

581 043

val
Ser
Gly
Tyr
60

Ser
Thr

Asp

Arg

Ile

Lys

45

Tyr

Glu

Ala

Tyr

Ab 10/63 5B-H1L1l; light chain; 10/63 5B1_053

170

Page 73

Pro
Ser
30

Gly
Asn

Thr

Leu

Tr
110

Ser

15

Ser

Leu

Pro

GIn

Tyr
95

p Gly

val

Glu

Ile

Glu

ser

Phe

80

Phe

Gln
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Glu Thr Thr Leu Thr GIn Ser Pro Ser Ser Leu Ser Ala Ser val Gly
10 '

Asp Arg val Thr Ile Thr Cys Arg Ala Ser GIn Gly Ile Ser Ser Tyr
20 25 30

Leu Ala g;p Tyr GIn GIn Lys Pgo Gly Lys Ala Pro kgs Leu Leuy Ile
4

pPhe Gly Ala Ser Thr Leu ng ser Gly val Pro ggr Arg Phe Ser Gly
50 5

ser Gly 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 Gln Sgn Leu Asn Asn Tyr 3?1 Leu
85

Thr Phe Gly Gly Gly Thr Lys val Glu Ile Lys
' 100 105

<210> 171
<211> 125
<212> PRT
<213> Artificial Sequence

<220> .
<223> Ab 10/63 5C-H2L1, heavy chain; 10/63 5C2_041

<400> 171
Glu val GlIn Leu val GIn Ser Gly Ala Glu Met Glu Lys Pro Gly Ser
1 5 10 15

Ser val Lys ¥81 Ser Cys Lys Ser ggr Gly Gly Thr Phe ggn Asn Tyr

.A1a Ile Ser Trp val Arg Gln 21a Pro Gly GIn Gly Leu Glu Trp Met
35 0 45

Gly Ggy ITe Asn Pro Leu ?he Arg Thr val Asn g%r Ala GIn Lys Phe
5 5.

GIn Gly Arg val Thr Ile Thr Ala Asp Glu Ser Thr Ser Thr Ala Tyr
65 70 75 80

Met Glu Leu Ser ggr Leu Arg Ser Asp Sgp Thr Ala val Tyr ;yr Cys
. 5

Ala Gly Ala Tyr Cys Ser Ala Thr Ser Cys Ser Ser Gly Gln Trp Leu
100 105 110

val Tyr Trp Gly GIn Gly Thr Leu val Thr val Ser Ser
115 120 125
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<210> 172
<211> 115
<212> PRT
<213> Artificial Sequence

<220>
<223> Ab 10/63 5C-H2L1; Tight chain; 10/63 5C1_049.abl

<400> 172
Aspvva1.Va1 Met Thr GIn Ser Pro Asp Ser Leu Ala val Ser Leu Gly.
1 5 . , 10 : "~ 15

Glu Afg Ala Thr Ile Asn Cys Lys Ser Ser Gln Ser val Phe His Ser
20 25 30

Ser Asn ggn Lys Asn Tyr Leu ﬁga Trp Tyr Gln GIn k§s Pro Gly Gln

Pro Pgo Arg Leu Leu'I1e';yr Trp Ala Ser Thr 259 Glu Ser Gly val
5 5

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

Ile Ser Ser Leu g;n Ala Glu Asp val g&a val Tyr Tyr Cys g}n Gin

Tyr Tyr Ser Ser Pro Pro val Phe Thr Phe Gly Pro Gly Thr Lys val
100 105 110

Asp val Lys
115

<210> 173
<211> 125
<212> PRT
<213> Artificial Sequence

<220>
<223> Ab 10/63 5H-H3L1; heavy chain; 10/63 5H3_044

<400> 173

GIn val GIn Leu Gln Glu Ser Gly Pro Gly Leu val Lys Pro Ser Glu
1 . 5 10 15

Thr Leu Ser Lgu Thr Cys Thr val ggr Gly Gly Sser Ile ggn Asn Ser
. 2 v ]

Asn Tyr Tyr Trp Ser Trp Ile Arg Gin Ser Pro Gly Arg Gly Leu Glu
35 40 ’ 45

Trp I1e‘G1y Gly Ile Tyr g?e ser Gly Thr Thr ggr Tyr Asn Pro Ser
50 v
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Leu GIn Ser Arg val Thr Ile Ser Ile Asp Thr Ser Lys Asn G1nvPhe
65 70 75 80

ser Leu Lys Leu ger ser val Thr Ala Sga Asp Thr Ala Ile Tyr Tyr
5 95

Cys val Arg Gln Met Asn Tyr Tyr His Leu Gly Ser ser val Gly phe
100 105 110

Asp Pro Trp Gly GIn Gly Ala Leu Ala Thr val Ser Ser
115 120 125

<210> 174
<211> 107
<212> PRT
<213> Artificial Sequence

<220>
<223> Ab 10/63 5H-H3L1l; light chain; 10/63 5H-1_095

<400> 174
ésp val val Met Ehr Gln Ser Pro Ala Thr Leu Ser val Ser igo Gly
10

Glu Arg Ala Thr Leu Ser Cys Arg gga ser GIn ser val Ser Ser Asn
20 30

Leu Ala Trp Tyr GIn Gln Lys Pro Gly GIn Ala Pro Ser Leu Leu Ile
- 35 40 45

Tyr Ggu Ala Ser Thr Arg A;a Thr Gly 1Ile Pro 21a Arg Phe Ser Gly
5 5 0

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

Glu Asp Phe Ala g}e Tyr Tyr Cys G]nvggn Tyr Asn Asp Trp 5§u Trp

Thr pPhe Gly GIn Gly Thr Lys val Glu Ile Arg
100 ) 105

<210> 175
<211> 122
<212> PRT
<213> Artificial Sequence

<220> .
<223> Ab 10/63 6C-H8L1; heavy chain; 10/63 6C8_036

<400> 175
Gln val GIn Leu GIn Glu Ser Gly Ala Glu val Lys Lys Pro g}y ser

1 5 10
. Page 76

SUBSTITUTE SHEET (RULE 26)



PCT/SG2012/000477
18 Jan 2013

SequenceListing_ST25

Ser val Lys gg] Ser Cys Lys Ala ggr Gly Asp Thr Leu gsn Thr Tyr
0

Thr Leu ggr Trp val Arg Gln QAa Pro Gly GIn Gly keu Glu Trp Leu
5

Gly ggy Ile 11e His Pro Ehe Gly Thr Glu Asn Tyr Ala Gln Lys Phe
5 . 60

Gin Gly Arg Leu Thr Ile Thr Ala Asp Glu Ser Thr Ser Thr Ala Tyr
65 70 ‘ 75 80

Met Glu Leu Arg Ser Leu Thr Ser Glu ASp Met Ala val Tyr P?e cys
85 9 9

Ala Arg His His Arg His Ile Leu Thr Gly Glu Arg Thr Asp Tyr Trp
100 105 - 110 )

Gly GIn Gly Thr Leu val Thr val Ser ser
115 ' 120

<210> 176
<211> 108
<212> PRT
<213> Artificial Sequence

<220>
<223> Ab 10/63 6C-H8L1l, Tlight chain; 10/63 6C-1_091 .

<400> 176

Glu ITe val Leu Thr GIn Ser Pro Ser igr Leu Ser Ala ser val Gly
1 5 - 15

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

Leu Asn ;gp Tyr Gln Glin Lys.Pgo Gly Lys Ala Pro ige Leu Leu Ile
4

Tyr ésp Ala Ser Asn Leu Egs Thr Gly val Pro sgr Arg Phe ser Gly
0 6 .

ser Gly ser Gly Thr Asp Phe Thr Phe Thr Ile Ser Ser Leu Gln Pro
65 70 75 80

Glu Asp Ile Ala Thr Tyr Phe Cys GlIn His Tyr Asp Asn Leu Pro Leu
85 90 95

Phe Thr Phe Gly Pro G1y Thr Lys val Asp Ile Lys
100 ‘ 105 -
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<210> 177

<211> 122.

<212> PRT

<213> Artificial sequence

<220> . '
<223> Ab 10/63 6E-H6L1; heavy chain; 10/63 6E6_034

<400> 177
GIn val GIn Leu val Gln Sser Gly Ala Glu val Lys Lys Pro Gly Ser
1 5 10 _ 15 .

ser val Lys ¥81 ser Cys Lys Ser ;gr'G1y G1y Thr Leu égn ser Tyr

Thr Ile ggr Trp val Arg Gln ﬁga pPro Gly GIn Gly kgu Glu Trp Met

Gly Gly Ile Asn Pro Ile Phe Gly Thr Thr Asn Asn Ala Gln Lys Phe
50 55 60

Gin Gly Afb val Thr Ile Thr Ala Asp Lys Ser Thr Asn Thr val Tyr
65 70 75 80

Met Glu Leu Ser ggr Leu Arg Ser Asp gsp Thr Ala val Tyr Tgr Cys
0 9

Ala Arg Gly Gly His His Ile Leu Thr Gly Arg Tyr Ile Asp Asp Trp
100 105 ‘ 110

Gly GIn Gly Thr Leu val Thr val ser ser
115 : 120

<210> 178
<211> 108
<212> PRT
<213> Artificial sequence

<220>
<223> Ab 10/63 6E-H6L1; heavy chain; 10/63 6E1_058

<400> 178
Asp val val Met Thr Gln Ser Pro Ser Ser Leu Ser Ala Ser val Gly
1 5 15

Asp Arg val Tgr Ile Thr Cys GIn é]a ser GIn Asp Ile Ser Asn Tyr
2 5 30 :

Leu Asn grp Tyr GIn GIn Lys Aga Gly Lys Gly Pro Lys Leu Leu Ile
5 4 45 .

Tyr Asp Ala Ser Asn Leu g]u Thr Gly val Pro Zgr Arg Phe Ser Gly
50 5
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ser Gly Ser Gly Thr Asp Phe Thr Phe Thr Ile Ser Ser Leu Gln Pro
65 70 75 80

Glu Asp val Ala Thr Tyr Tyr Cys Gln Gln Tyr Asp Ash Leu Pro Arg
85 90 95
His Thr Phe Gly GIn Gly Thr Lys Leu Glu Ile Lys
100 105

<210> 179

<211> 127

<212> PRT ’

<213> Artificial sequence

<220> ,
<223> Ab 10/63 7E-H1L1; heavy chain; 10/63 7E1_061

<400> 179
Glu val Gln Leu val Glu Thr Gly Gly Gly val val GIn Pro Gly Arg
1 5 . : 10 15

ser Leu Lys geu Ser Cys Ala Ala ger Gly Phe Asn Phe ésn Glu Tyr
0 5 0

Gly Met gés Trp val Arg GIn ﬁga Pro Gly Lys Gly Leu Glu Trp val
‘ } 45

Ala §S1 val Ala Tyr Asp G;y Ile Asn Lys Tyr E%r Glu Asp Ser val.
5

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

Leu Gln Met Asn Ser Leu GIn Pro Glu Asp Thr.Ala val Tyr Phe Cys
85 90 95

Ala Lys ser Ala Gly Ser Thr Leu Lys Thr val Ile Ser Leu Leu Gln
100 105 i 110

Pro Phe Asp Ile Trp Gly Gln Gly Thr Met val Thr val ser Ser
115 120 125 '

<210> 180
<211> 108
<212> PRT
<213> Artificial Ssequence

<220>
<223> Ab 10/63 7e-H1L1l; light chain; 10/63 7E-1_087

<400> 180

Asp val val Met ghr Gln Ser Pro Ala Igr Leu Ser val Ser Pro Gly
1 15
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Glu Arg Ala Thr Leu Ser Cys Arg ésa Ser GIn ser val Ser Ser Asn
20 30

Leu Gly Tgp Tyr Gln Gln Lys zro Gly Gln Ala Pro Agg Leu Leu Ile
3 0 4

Tyr égp Ala Ser Thr Arg gga‘Thr Gly Ile Pro 250 Arg Phe ser Gly

Ser Gly ser Gly Thr Glu pPhe Thr Leu Thr Ile Ser Ser Leu Gln Ser
65 70 75 80

Glu Asp Phe Ala val Tyr Tyr Cys Gln ggn”Tyr His Asp Trp Pro Pro
85 : 95 -

Tyr Thr Phe Gly Gln Gly Thr Lys Leu Glu Ile Lys
100 : 105

<210> 181
<211> 123
<212> PRT
<213> Artificial Sequence

<220>
<223> Ab 10/63 7G-H1L1l; heavy chain; 10/63 7G1_055

<400> 181
Glu val GIn Leu val Glu ser Gly Gly Gly Leu Ala Lys Pro Gly Gly
1 5 10 15

Ser Leu Arg Egu Ser Cys Ala Ala ggr’G]y Phe Thr Phe Ser Asn Ala
30

Trp Met ggr Trp val Arg GIn ﬁga Pro Gly Lys Gly Leu Glu Trp val
. , 45

Gly ggg Ile Lys Asn Lys %}e Asp Gly Glu Thr ggr Asp Tyr Ala Ala

ser val Lys Gly Arg Phe iIle Ile Ser Arg Asp Asp Ser Lys Asn Thr
65 70 75 80

val Tyr Leu Gln ggt Asn Ser Leu Lys ;gr Glu-Asp Thr Ala Glu Tyr
. . 95

Trp Cys Thr Ile Tyr Phe Tyr Asp Arg Ser Gly Tyr Phe Phe Asp His
. 100 105 110

Trp Gly GIn Gly Thr Leu val Thr val ser ser
115 120

<210> 182
<211> 106 v
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<212> PRT
.<213> Artificial Sequence
<220> .
<223> Ab 10/63 7G-H1lL1l; light chain; 10/63 7G-1_081
<400> 182

Asp val val Met Thr Gln Ser Pro Ala Igr,Leu Ser Leu Ser viro Gly
1 5 - 15

Gln Arg Ala ;gr Phe Ser Cys Arg é}a ser Gln Ser val ssr Ser Tyr
3

Leu Ala ggp Tyr Gln Gln Lys‘zgo Gly Gln Ala Pro Arg Leu Leu Ile
45 -

Phe égp Ala Ser His Afg é}a Thr Gly Ile Pro gga Arg phe ser Gly

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

Glu Asp Phe Ala val Tyr Tyr Cys Leu GIn Arg Gly Lys Trp Pro Ser
85 90 95

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

<210> 183
<211> 123
<212> PRT
<213> Artificial Sequence

<220> ,
<223> Ab 10/63 7H-H1L1l; heavy chain; 10/63 7H-1_060

<400> 183
GIn val Gln Leu val Gln Ser Gly Gly Gly Leu Ala Lys Pro Gly Gly
1 5 10 .15

Ser Leu Arg Leu Ser Cys Ala Ala sgr Gly Phe Thr phe ggr Asn Ala
20 2

Trp Met ger Trp val Arg GIn Aga Pro Gly Lys Gly Lgu Glu Trp val
5 4 4

Gly Arg Ile Lys Asn Lys %}e Asp Gly Glu Thr ggr Asp Tyr Ala Ala
50 v .

ser val Lys Gly Arg Phe Ile Ile Ser Arg Asp Asp Ser Lys Asn Thr
65 70 - 75 80

val Tyr Leu GIn Met Asn Ser Leu Lys Thr Glu Asp Thr Ala Glu Tyr
85 90 95
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. Trp Cys Thr Ile Tyr Phe Tyr Asp Arg Ser:Gly Tyr Phe Phe Asp His
100 105 110
Trp Gly GIn Gly Thr Leu val Thr val Ser Ser
" 115 . 12 ,

<210> 184

<211> 106

<212> PRT :
<213> Artificial Sequence

<220> ' ‘ ’
<223> Ab 10/63 7H-H1L1l; 1ight chain; 10/63 7H-1_038

<400> . 184
Glu Ile val Leu Thr GIn Ser Pro Ala Thr Leu Ser Leu Ser Pro Gly
1 5 10 15

GIn Arg Ala ggr Leu Ser Cys Arg é}a Ser Gln ser val Sgr ser Tyr
. 3

R

Leu Ala ;rp Tyr Gln GIn Lys Zgo Gly GIn Ala Pro Agg Leu Leu Ile
.35 4

Phe Asp Ala Ser His Lys Thr Thr Gly Ile Pro Ala Arg Phe Ser Gly

50 55 60
ser Gly Ser Gly Thr Asp Phe ITe Leu Thr Ile Ser Ser Leu Glu Pro
65 70 ' 75 80
Glu Asp Phe Ala val Tyr Tyr Cys Leu GlIn Arg Gly Lys Trp Pro Ser
85 90 95
phe Gly GIn Gly Thr Arg Leu Glu Ile Lys
100 o 105
<210> 185
<211> 127
<212> PRT
"<213> Artificial Sequence
<220>
<223> Ab 10/63 8F-H1L1l; heavy chain; 10/63 8F1_051
<400> 185

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

Thr Leu Ser ggu Thr Cys Thr val ggr Gly Gly ser Ile ggr Ser ser

Ser Tyr Tyr Trp Gly Trp Ile Arg GIn Pro Pro Gly Lys Gly Leu Glu
35 40 45
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Trp ége Gly Gly Ile Tyr Eyr Thr Gly Thr Thr ggr Tyr Asn Pro Ser
5

Leu Asn Ser Pro val Thr Ile Ser Ile Asp Met Ser Lys Asn His Phe
65 70 75 : 80

Ser Leu Glu Leu Thr ser val Thr Ala Sga Asp Thr Ala val ;gr Tyr
85

Cys Ala Arg Gln Ala val pPhe Ala Glu Ala Thr Gly Thr Thr Ile Gly
' 100 ) ’ 105 110 .

Ala ITe Asp Tyr Trp Gly GIn Gly Thr Leu val val val ser Ser
115 120 125

<210> 186
<211> 107
<212> PRT
<213> Artificial Sequence

<220>
<223> Ab 10/63 8F-HILL; 1light chain; 10/63 8F-1_036

<400> 186
Asp val val Met Thr Gln Ser Pro Ser Ser val Ser Ala Ser val Gly-
1 5 10 : 15

Asp Arg vaT‘gge Ile Thr Cys Arg %}a ser GIn Ser Phe ggn Asn Trp

Leu Ala Trp Tyr GIn GIn Lys Pgo Gly Lys Ala Pro zgs Leu Leu Ile
35 : 4 v

Tyr Gly Ala Ser Thr Leu g}n ser Gly val Pro ggr Arg Phe Ser Gly
50 .

ser Gly ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu Gln Pro

65 70 75 80
Glu Asp Phe Ala Thr Tyr Tyr Cys Gln Gln Ala Ser Ser Phe Pro Trp
: 85 90 95
Thr pPhe Gly GIn Gly Thr Lys val Glu Ile Lys
100- 105
<210> 187
<211> 117
<212> PRT
<213> - Artificial Sequence
<220>

<223> Ab 10/63 3D-H2L2; heavy chain; 10/63 3D
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<400> 187 ‘

Gly Thr His Ile Glu Trp Leu val Leu Agg Leu Ser Cys Ala Ala ser
1 1

Gly Phe Thr Phe Ser Ser Tyr Gly ggt His Trp val Arg GIn Ala Pro
20 30

Gly Lys ggy Leu Glu Trp val ﬁga val Ile Ala Tyr Asp Gly Ile Asn
45

Lys E%r Tyr Ala Asp Phe gg] Lys Gly Arg Phe ggr Ile Ser Arg Asp

Asn Ser Lys Asn Thr val Tyr Leu Gln Met Ile ser Leu Gly Pro Glu
65 70 i 75 80

Asp Thr Ala val Tyr Tyr Cys Ala Arg Glu Tyr Cys Ser Ser Thr Thr

Cys Ile Asn Ser Phe Leu Thr Pro Asp Tyr Trp Gly Gln Gly Thr Leu
100 105 110

val Ile val Ser Ser
115

<210> 188 .

<211> 107

<212> PRT

<213> Artificial Sequence

<220> o
<223> Ab 10/63 3D-H2L2; light chain; 10/63 3D-2_071.abl

<400> 188

Glu Ile val Leu Thr Gln Ser Pro Ser Ser val Ser Ala Ser val Gly
1 5 10 15

Asp Arg val ;gr Ile Thr Cys Arg éga ser Gln Pro Ile ggr ser Trp

Leu Ala Trp Tyr GIn GlIn Lyé Zro Gly Lys Ala Pro Lgs Leu Leu Ile
35 0 4 .

Tyr Ala Ala Ser Ser Leu G}n ser Gly val Pro ggr Arg Phe Ser Gly
50 5

ser Gly ser Gly Thr Asn Phe Thr Leu Thr Ile Ser Ser Leu Gln Pro
65 70 75 80

Asp Asp Phe val Egr Tyr Tyr Cys GlIn ggn Ala Asn Ser Phe ggo Tyr
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Thr pPhe Gly GIn Gly Thr Lys Leu Glu Ile Lys
100 105

<210> 189

<211> 100--

<212> PRT

<213> Artificial Sequence

<220> ' '
<223> 1st_BASE_945644_A3-3M1-B11_ck516

<220>

<221> misc_feature

<222> (1)..()

<223> Xaa can be any naturally occurring amino acid

<400> 189

}aa ser Pro Ser Ehe Leu Ser Ala Ser val Gly Asp Arg val Ihr Ile
5

Thr Cys Arg g]a ser GlIn Gly Ile ggr Ser Ser Leu Ala ggp Tyr Gln
0 .

Gln Arg Pro Gly Glu Ala Pro Lys Leu Leu Ile Tyr Ala Ala Ser Thr
35 40 : ‘ 45

Leu ggn ser Gly val Pro ?gr Arg Phe Ser Gly égr Gly ser Gly Thr

Glu Phe Thr Leu Thr Ile Ser Ser Leu Gln Pro Glu Asp Phe Ala Thr
65 70 ‘ 75 80

Tyr Tyr Cys Gln g}n Leu Asnh Ser Tyr ggu Phe Gly Gly Gly Thr Lys
. : . 95

val Glu Ile Lys
100

<210> 190
<211> 100
<212> PRT
<213> Artificial Sequence

<220>
<223> 1st_BASE_945644_A3-3M1-B11_Ck516

<220>

<221> misc_feature

<222> (D..1D

<223> Xaa can be any naturally occurring amino acid
<400> 190

Xaa Ser Pro Ser Ehe Leu Ser Ala Ser V81 Gly Asp Arg val T?r Ile
1 1 1
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Thr Cys Arg Aga Ser GIn Gly Ile ger Ser Ser Leu Ala Trp Tyr Gin
2 5. 30

Gln Arg ggo G1y'G1u Ala Pro hgs Leu Leu ITe Tyr A;a Ala ser Thr
! 4

Leu ggn Ser Gly val Pro ggr Arg Phe Ser Gly ger Gly Ser Gly Thr
o N

Glu Phe Thr reu Thr Ile Ser Ser Leu GIn Pro Glu Asp Phe Ala Thr
65 70 75 80

Tyr Tyr Cys Gln g]n Leu Asn Ser Tyr Lgu pPhe Gly Gly Gly ghr Lys
5 9 5

val Glu Ile Lys

<210> 191
<211> 127
<212> PRT
<213> Artificial sequence

<220> '
<223> 1st_BASE_878760_A3-3M1-D1_PWCgamma

<220>

<221> misc_feature

<222> (.. .

<223> Xaa can be any naturally occurring amino acid

<400> 191

1y Arg

xaa val GIn Leu Leu Glu Ser Gly Gly Gly Leu val GIn Pro G
1 5 10 15

Ser Leu Arg Egu ser Cys Thr A1a_§§r Gly Phe Thr Phe G%y Asp Tyr
* 3

Ala Met ggr Trp val Arg GlIn ﬁga Pro Gly Lys Gly zgu Glu Trp val

Gly Phe Ile Arg Ser Lys Ala Tyr Gly Gly Thr Thr Glu Tyr Ala Ala
50 55 ' 60

ser val Lys Gly Arg phe Thr Ile Ser Arg Asp Asp Ser Lys Ser Ile
65 70 75 ' 80

Ala Tyr Leu Gln Met Asn Ser Leu Lys Thr Glu Asp Thr Ala val Tyr

85 90. , 95
Tyr Cys Thr Arg Thr Arg Gly Ser Ser Trp Ser His Tyr Tyr Tyr Tyr
, 100 105 110
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Gly mMet Asp val Trp Gly Gin Gly Thr Thr val Thr val ser Ser
"115 120 125

<210> 192
<211> 102
<212> PRT
<213> Artificial Sequence

<220>-
<223> 1st_BASE_945652_A3-3M1-D1_Ck516

<220>

<221> misc_feature

<222> (D..(L :

<223> Xaa can be any naturally occurring amino acid

<400> 192

Xaa Ser Pro Ser Ser Leu Ser Ala Ser ¥81 Gly Asp Arg val Thr Ile
1 ) 15

Thr Cys Arg Aga Ser Gln ser Ile ggr Ser Tyr Leu Asn Trp Tyr Gin
2 30

GIn Lys ggo Gly Lys Ala Pro Lgs Leu Leu Ile Tyr Ala Ala Ser Ser
: 4 45

Leu ggn Ser Gly val Pro ggr Arg Phe Ser Gly Sgr Gly ser Gly Thr
6

. Asp Phe Thr Leu Thr ITe Ser Ser Leu GIn Pro Glu Asp Phe Ala Thr
65 70 75 80

Tyr Tyr Cys GlIn g1n Ser Tyr Ser Thr gro Tyr Thr Phe Gly GlIn Gly
5 0 95

Thr Lys Leu Glu Ile Lys
100

<210> 193

<211> 123

<212> PRT - '

<213> Artificial Sequence

<220>
<223> 1st_BASE_973574_A3_3M2_D3_H_2_1146

<400> 193
Glu val GIn Leu val Glu Ser Gly Gly Gly Leu val Arg Pro Gly Gly
1 5 10 15

Ser Leu Arg ESU ser cys val Gly ggr Gly Phe Asn Phe g1y Arg His
o

Trp Ile ser Trp.val Arg GIn Ala Pro Gly Asn Gly Leu Glu Trp val
35 40 45

Page 87

SUBSTITUTE SHEET (RULE 26)



PCTISG2012/000477
| 18 Jan 2013

SequenceListihg_STZS

Ala Asn Ile Lys Glu Asp ggy Ser Ala Lys Tyr ggr val Glu Ser val
50 . :

Lys Gly Arg Phe Thr Ile val Arg Asp Asn Ala Lys Asn Ser Leu Phe
65 70 75 80

Leu Gln Met Ser Ser Leu'Arg Ala Glu Agp Thr Ala val Tyr gyr Cys
85 9 5

Ala Arg Glu Ser Cys Thr Gly val Thr cys Gin Gly Phe Leu Asp Phe
100 - 105 110

Trp Gly GIn Gly Thr Leu val Thr val Ser Ser
115 } 120

<210> 194
<211> 102
<212> PRT
<213> Artificial Sequence

<220>
<223> 1st_BASE_945681_A3-3M2-D3_ck516

<220>

<221> misc_feature

<222> (.. 5 T
'<223>  Xaa can be any naturally occurring amino acid

<400> 194
Xaa Ser Pro Ser Ser Leu Ser Ala Ser Ile Gly Asp Arg val Thr Ile
1 5 10 15

Ala Cys Arg é]a Ser.GIn Asn Ile g}y Ile Phe Leu Asn ;gp Tyr His
0 v

His Lys Pro Gly Glu Ala Pro Lys Leu Leu Ile Tyr Ala Ala Ser Thr
35 40 45

Leu ggn Thr Gly val Pro ggr Arg Phe Ser Gly 28r Gly ser Gly Thr

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

Tyr Tyr Cys GIn g}n Thr Tyr Ser Met gge Tyr Ser Phe Gly g;n Gly .

Thr Asn Leu val Ile Lys
100

<210> 195
<211> 121
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<212> PRT
<213> Artificial Sequence
<220> -

<223> 1st_BASE_892549_A3-3M2-F5_PwCgamma

<220>

<221>  misc_feature

<222> (1..(D .

<223> Xaa can be any naturally occurring amino acid

<400> 195

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

Thr Leu Ser ESu Asn Cys Ala val ;gr’G1y Gly Ser Ile §8r Thr Ser

Asn Trp Trp Ser Trp Leu Arg GIn Ser Pro Gly Lys Gly teu Glu Trp
35 40 45

ITe Gly Glu Ile His His Ser Gly Asn Thr Asn Tyr Asn Pro Ser Leu
50 55 60 :

Lys Ser Arg Leu Thr Ile Ser val Asp Thr Ser Lys Asn GIn Phe Ser
65 70 75 : 80

Leu Lys Leu Thr ser val Thr Ala Ala Ssp Thr Ala val Tyr Tyr Cys
85 0 95

Gly Arg Thr Gly val Ile Ala Thr Pro Gly GIn Ile Asp Tyr Trp Gly
100 105 110

Gln Gly Ile Leu val Thr val Ser ser
115 120

<210> 196
<211> 102
<212> PRT
<213> Artificial sequence

<220> '
<223> 1st_BASE_945687_A3-3M2-F5_Ck516

<220>

<221> misc_feature

<222> (.. ) ) .

<223> Xaa can be any naturally occurring amino acid

<400> 196

Xaa Ser Pro Ser Ser Leu Ser Ala Ser val Gly Asp Arg val Thr Ile
1 5 10 15

Thr Cys Arg éga ser Gln ser Ile ggr Arg Phe Leu Asn ggp Tyr Gln
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Gln Arg Pro Gly Lys Ala Pro Asn Leu Leu ITle Tyr Ala Ala Ser Asn
35 40 45

Leu ggn Gly Gly val Pro ggr Arg Phe Ser Gly ggr Gly ser Gly Thr

Asp Phe Thr Leu Thr Ile Ser Ser Leu GIn Pro Glu Asp Phe Ala Thr
65 70 75 ‘ 80

Tyr Tyr Cyslcln g}n Thr Tyr Ser Ser ggo Pro Thr Phe Gly ;gu Gly

Thr Lys val Glu Ile Lys
100

<210> 197
<211> 122
<212>  PRT
<213> Artificial Ssequence

<220>
<223> 1st_BASE_892571_A3-3M3-C4_PwCgamma

<220>

<221> misc_feature

<222> (L..D ]

<223> Xaa can be any naturally occurring amino acid

<400> 197
Xaa val Gln Leu Leu Glu Ser Gly Gly Gly Leu val Gln Pro Gly Gly
1 5 ’ ~ 10 15

Ser Leu Arg Lgu Ser Cys Ala Ala ger Gly Ile Thr Leu érg Asn Tyr
2 5 0

Glu val Asn Trp val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Leu
35 40 . 45 .

Ser E%r ITe ser Ile Arg ?}y Asn Thr Ile Tyr g%r Ala Asp Ser Ala

Lys Gly Arg Phe Thr val Ser Arg Asp Asn Ala Glu Asn Ser val Phe
65 70 75 80

Leu Gln Met Asn s§r Leu Arg Ala Glu ggp Thr Ala val Tyr Tyr Cys
: 8 95

Ala Arg Trp Ser Arg Gly Asn Ser Asp Ser Gly Gly Met Asp val Trp
100 105 110

Gly GIn Gly Thr Thr val Thr val ser Ser
115 120
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<210> 198
<211> 104
<212> PRT
<213> Artificial sequence

<220>
<223> 1st_BASE_945760_A3-3M3-C4_ck516

<220> .

<221> misc_feature

<222> (..

<223> Xaa can be any naturally occurring amino acid

<400> 198 _
Xaa Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly Glu Arg Ala Thr Leu
1 5 10 15

Ser Cys Arg gga Ser Gln Ser val Agn Ser Arg phe Leu Ala Trp Tyr
2 30

GlIn GIn Lys Pro Gly GIn Ala Pro Arg Leu Leu ITe Tyr Ala Ala Ser
35 40 45

Tyr égg Ala Thr Gly Ile PEO Asp Arg Phe ser Gly Ser Gly Ser Glu
5 60

Thr Asp Phe Thr Leu Thr Ile Asn Arg Leu Glu Pro Glu Asp val Ala
65 70 75 80

val Tyr Phe Cys His Gln Tyr Gly Phe ggr Pro Pro Tyr val ghe Gly
85 5

GIn Gly Thr ﬁrg Leu Glu ITe Lys

00
T <210> 199
<211> 120
<212> PRT
<213> Artificial Sequence
<220>

<223> 1st_BASE_892606_A3-3M3-G3_PwCgamma
<400> 199

GIn val Gin Leu val Glu Thr Gly Pro Glu val Lys Lys Pro Gly Thr
1 5 10 15
ser val Lys gg] ser Cys Lys Ala ggr Gly Phe Thr phe ;gr Ser Ser

Gly 1Ile GIn Trp val Arg Gln Ala Arg Gly Gin Ser Leu Glu Trp ITe
35 40 45
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Gly T5p Ile val val Gly ggr Asp Met Thr Asn ggr Ala Arg Lys Leu
5 ‘

Gln Gly Arg val Thr 1le Thr Trp Asp Met ser Thr ser Thr Ala Tyr
65 70 75 80

Met Glu Leu Asn sgr Leu Arg Ser Glu ggp ser Ala Ile Tyr ;yr Cys
8 . 5

Ala Alaval Gly Thr Ser Pro Pro Pro Tyr Phe Asp His Trp Gly G1n
100 105 110 :

Gly Thr Leu val Thr val ser Ser
~ 115 _ 120

<210> 200
<211> 101
<212> PRT
<213> Artificial Sequence

<220> )
<223> 1st_BASE_945781_A3-3M3-G3_ck516

. <220>

<221> misc_feature

<222> (1..(L

<223> Xaa can be any naturally occurring amino acid

<400> 200

Xaa Ser Pro Ser Phe Leu Ser Ala Ser val Gly Asp Arg val Thr Ile
1 5 : 10 : 15

Thr cys Arg Ala Ser Gln Gly Ile Tgr Ser Tyr Leu Ala grp Phe Gl1n
20 2 0

Gln Lys ProvG1y Lys Ala Pro Lzs Leu Leu ITe Tyr Ser val ser Thr
35 4 45 -

Leu ng ser Gly val Pro sgr Arg phe ser Gly Zgr4G1y ser Gly. Thr
5 , 5 i

Asp Phe Thr Leu Thr Ile Asn Ser Leu GIn Pro Glu Asp Phe Ala Thr
65 : 70 - 75 " 80

Tyr Tyr'Cys Gln GIn Leu Asn Gly Tyr Pgo ser pPhe Gly GIn Gly Thr
85 . 9 95

Arg Leu Glu Ile Arg
100

<210> 201
<211> 120
<212> PRT
<213> Artificial Sequence
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<220>
<223> 1st_BASE_904578_A3-2M1-A5_PwCgamma

<220>

<221> misc_feature

<222> (..

<223> Xaa can be any naturally occurring amino acid

<400> 201

Xaa val GIn Leu Leu Glu Ser Gly Gly Ala Leu val Gln Pro Gly Gly
1 5 10 , 15

Ser Leu Arg Egu ser Cys Thr Ala ger Asp Phe Thr Phe sSr Asp Tyr
5 3

Asp Met Asn Trp val Arg Gln Aga Pro Gly Lys Gly Leu Glu Trp Leu
35 : 4 45

Ser g%r ITe Asn Ser Arg g;y val Thr Lys Tyr ggr Ala Asp ser val

Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ala Lys Asn Ser Leu Tyr
65 70 .75 80

Leu GIn Met Asn ggr Leu Arg Ala Glu Sgp Thr Ala Leu Tyr ;yr Cys
5

Ala Arg Gly Leu Arg Gly His Asp Tyr Gly Met Asp val Trp Gly Gln
100 105 110

Gly Thr Thr val Thr val ser Ser
115 120

<210> 202
<211> 104
<212> PRT
<213> Artificial Sequence

<2205 - ' A
<223> 1st_BASE_945500_A3-2M1-A5_ck516

<220>

<221> misc_feature

<222> (D..D .

<223> Xaa can be any naturally occurring amino acid
<400> 202

Xaa Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly Glu Arg Ala Thr Leu
1 .5 15
Ser Cys Arg éga Ser GIn Ser val %Er Ser Arg Phe Leu gga Trp Tyr

Page 93

SUBSTITUTE SHEET (RULE 26)




GIn GlIn

Ser Arg

50

Thr
65

ASp

val Tyr

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

<220>
<223>

<220>

<221>

<222>

<223>

<400>

. Xaa val
1

Ser Gln

Glu Met
ser Tyr
Gly
Gln
Ala

Arg

Met Asp

Gly

PCT/SG2012/000477
18 Jan 2013 '

Sequencelisting_ST25

Lys Pro Gly GIn Ala Pro Arg Leu Leu Ile
35 ) 40

Ala ser Gly Ile Pro

Asp Arg Phe Ser Gly
55 60

Phe Thr Leu Ser Ile

Ser Arg Leu Glu Pro
70 75

Leu GIn

85

Phe Cys Tyr Gly Phe ggr Pro Pro

Thr Lys Glu Ile

100

Leu Lys

203
126
PRT
Artificial Sequence

1st_BASE_896204_A3-2M2-G8_PwCgamma

misc_feature

..

Xaa can be any naturally
203

Gln

occurring amino

Leu Leu Glu ser Gly Gly égg Leu val

Thr Ala Ser Phe

25

Leu Ser

20 -

Arg Cys Gly

Ala
40

Ser val GIn Pro Gly Gly

35

Trp Arg Lys

GTy Thr Thr Ile
55

Ile Ser Ser Ser Tyr

Ala
75

Ile
70

Arg Phe Thr Ser Arg Asp Asn Lys

Met Ash Ser Leu Ala Glu Thr Ala

85

Arg Asp

90

Leu Leu Leu Leu Gly Glu Thr Thr

100

Leu Trp

Thr Thr

120

val Gln

115

Trp Gly Gly val Thr val
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Ser

Tyr Gly Ala Ser

45

Ser Gly Ser Glu

Glu Asp Phe Aga

8

Tyr Thr pPhe Gly
.95

acid -

Gly
15

Arg Pro Gly

Phe Ser Ser

30

Tyr

Leu Glu val

45

Trp

Ala Asp Ser val

Asn Ser Leu Tyr

80

Tyr
95

va1'Tyr Cys

Met Gly

110

Ala Asp

Ser Ser

125
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<210>
<211>
<212>
<213>

<220>
<223>

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

<400>
Xaa Ser
1

Thr Cys

Gln Lys

GIn
50

Leu

Glu Phe

65

Tyr Tyr

Thr Lys

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

<220> -
<223>

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

<400>

204
102
PRT
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18 Jan 2013
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Artificial Sequence

1st_BASE_945551 _A3-2M2-G8_Ck516

misc_feature

(D..D

Xaa can be any naturally

204

Pro Ser Ser

Ala Ser

20

Arg

Pro Gly
35

Lys

Ser Gly val

Thr Leu Thr

Gln
85

Cys GIn

Glu Ile

100

val

205
120
PRT

Leu Ser Ala Ser

GIn Ile Asn

25

Lys

Ala Pro Lys Leu

40

ser Phe

55

Pro Arg

Ile Thr Ser Leu

70

Ser Tyr Thr Ser

Lys

Artificial Sequence

val Gly
10

Arg Phe

Leu Ile

Ser Gly

GIn Pro

75

Pro
90

Leu

1st_BASE_896206_A3-2M2~H5_PwCgamma

misc_feature

(1..H

Xaa can be any natura

205

occurring amino

Asp

Leu

Tyr

Ser

60

Asp

Thr

acid

Arg val Thr
15

Asn Trp Tyr
- 30

Ala Ala ser
45

Gly Ser

Asp Phe

pPhe Gly

11y occurring amino acid

Ile

Gln

Ser

Thr

Thr

80

Gly

xaa val GIn Leu Leu Glu Ser Gly Gly Gly Leu val GIn Pro Gly Gly
1 5 10 15

Ser Leu Arg Egu ser Cys Ala Ala ggr Gly Phe Thr phe ggr Asn Tyr
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Ala Met Ser Trp val Arg GIn Ag)a Pro Gly Lys Gly Leu Glu Trp val
35 4 45

ser val Ile Tyr Asn Gly §1y ser Ser Thr Tyr g%r Ala Asp ser val
50 5

Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
65 : 70 75 80

Leu Arg Met Asn Ser Leu Arg val Glu Sgp Thr Ala val Tyr. Tyr Cys
85 ‘ 95

Ala Lys Phe Leubva1 Leu Pro Ala Ala Ala Ala Asp Tyr Trp Gly GlIn
100 . 105 110

Gly Thr Leu val Thr val Ser Ser
115 _ 120

<210> 206

<211> 98

<212> PRT

<213> Artificial Sequence

<220>
<223> 1st_BASE_945554_A3-2M2-H5_ck516

<220>

<221> misc_feature

<222> (D..D

<223> Xaa can be any naturally occurring amino acid

<220>

<221> misc_feature

<222> (98)..(98)

<223> Xaa can be any naturally occurring amino acid

<400> 206 ' -

Xaa Ser Pro Ser Phe Leu Ser Ala Ser val Gly Asp Arg val Thr Ile
1 5 10 15

Thr Cys Argvéga ser Gln Gly Ile ger Ser His Leu Ala Trp Tyr Gln
: 5 30

GIn Lys Pro Gly Lys Ala Pro Lys Leu Leu ITe Tyr Ala Ala Ser Thr
35 40 45

Leu His Thr Gly val Pro ?Er Arg Phe Ser Gly égr Gly ser Gly Thr
50

Glu phe Thr Leu Thr Ile Thr Ser Leu GIn Pro Glu Asp Phe Ala Thr
65 70 75 80

Tyr Tyr Cys GIn GIn Pro Gly Ala Phe Gly Pro Gly Thr Arg Leu Asp
85 90 95
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Ile Xaa

<210> 207
<211> 130
<212> PRT
<213> Artificial Sequence

<220> .
<223> 1st_BASE_897923_A3-2M3-C9_PwCgamma

<220> :

<221> misc_feature

<222> (.. :

<223> Xaa can be any naturally occurring amino acid

<400> 207

Xaa val GIn Leu Leu Glu Ser Gly Gly g]y Leu val GIn Pro Gly Arg
1 0 15

Sser Leu Arg Eeu Ser Cys Ala Ala s§r Gly Phe Pro Phe Ser Ser Tyr
.20 2 30

Glu Met g;n Trp val Arg GIn ﬁga Pro Gly Lys Gly kgu Glu Trp Ile

Ser ;gr Ile Ser Ser Thr ggy Ser Pro Ile His g%r Ala Asp ser val

Arg Gly Arg Phe Thr Ile Ser-Arg Asp. Asn Ala.Lys Asn Ser Leu Tyr
65 70 75 : 80

Leu His Met Asn gﬁr Leu Arg Ala Glu Ssp Thr Ala Ile Tyr Tyr Cys
0 95

Ala Gly Asp Leu Leu Leu Trp val Pro Glu Ala Thr Gly Ala Thr Ala
100 105 110

Gly Thr Gly Gly Leu Asp val Trp Gly GIn Gly Thr Thr val Thr val
115 120 125

Ser ser
130

<210> 208
<211> 102
<212> PRT
<213> Artificial Sequence

<220> .
<223> 1st.BASE_949089_A3-2M3-c9_ck516

<220>
<221> misc_feature
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<222> (1)..(D) )
<223> .Xaa can be any naturally occurring amino acid

<400> 208

Xaa Ser Pro Ser Phe Leu Tyr Ala Ser val Gly Asp Arg val Thr Ile
1 5 10 15

Thr Cys Arg §1a'Ser Gln Thr 1le ggr Lys Tyr Leu Asn Trp Tyr His
0 _ 30

Gln Lys ;go Gly Lys Ala Pro Agn Leu Leu Ile Tyr Ala Ala Ser Ser
, 4 . 45 .

Leu GIn Ser Gly val Pro Ser Arg Phe Ser Gly Ser Gly Ser Gly Thr
50 55 60

Asp Phe Thr Leu Thr Ile Ser Ser Leu Gln Pro Glu Asp Phe Ala Thr
65 70 75 80

Tyr Tyr Cys GIn GIn ser Tyr Ser Ile Sro Arg Thr phe Gly ggn Gly
85 " 0

Thr Lys val Glu Ile Lys
100

<210> 209
<211> - 98 -
<212> PRT
<213> Artificial Sequence

<220>
<223> 1st_BASE_992133_A3-2M3-E9-H-1_Resend_1146_Resend

<400> 209
Glu val Gin Leu val GIn ser Glu Thr Glu val Lys Glu Pro Gly GlIn
1 5 - 10 : 15

Ser Leu Lys Ile Ser Cys Lys Gly ggr Gly Tyr Thr Phe ggr Asn Tyr
20

Trp Ile ggy Trp val Cys GlIn %gt Pro Gly Lys Gly Lgu Glu Trp Met
4 ;

Gly §1e Ile Tyr.Pro Gly Aép Ser Glu Thr Arg E%r Ser Pro Ser Phe
0 5

GIn Gly GIn val Thr Ile Ser val Asp Lys Ser Ile Ser Thr Ala Tyr
65 70 - 75 80

Leu Gln Trp Ser ggr Leu Lys Ala Ser ggp,Thr Ala Met Tyr Tyr Cys
95

Ala Arg o o8
age
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<210> 210

<211> 103

<212> PRT )

<213> . Artificial Sequence

<220> :
<223> 1st_BASE_949097_A3-2M3-E9_Ck516

<220>

<221> misc_feature

<222> (.. .

<223> Xaa can be any naturally occurring amino acid
<400> 210

Xaa Ser Pro Ser Ser Leu Ser Ala ser val Gly Asp Arg val Thr Ile
1 5 10 15

Thr Cys Arg éga Ser Gln Ser val %gr Asn Tyr Leu Asn ggp Tyr Gln

Gln Lys ggo Gly Lys Ala Pro kzs Leu Leu Ile Tyr ﬁga Ala ser Thr -

Leu ggn ser Gly val Pro ?gr Arg Phe ser Gly gsr Gly ser Gly Thr

Asp Phe Thr Leu Ser Ile Ser Ser Leu Gin Pro Glu Asp Phe Ala Ile
65 70 _ 75 80

Tyr Tyr Cys GIn GIn Thr Tyr Ser Pro Pro GIn Asn Thr Phe Gly Gin
v 85 . 90 95

Gly Thr Lys Leu Glu Ile Lys
100

<210> 211
<211> 126
<212> PRT
<213> Artificial Sequence

<220> :
<223> 1st_BASE_988416_A3-2M3-F9-H-2_1146

<400> 211
Gly GIn val Glu Leu val Glu Ser Gly Pro Gly Leu val Lys Pro Ser
1 5 10 15

Gly Ser Leu ggr Leu Thr Cys Ala ggT Ser Gly Gly servgge Thr ser

Ser Asn Trp Trp Ser Trp val 259 Gln Pro pPro Gly kgs Gly Leu Glu
35 )
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Trp §ge Gly Glu Ile Tyr His Ser Gly Ser Ala 23p Tyr Asn Pro Ser

Leu Lys Ser Arg val Thr Ile ser val Asp Thr Ser Lys Asn GIn Phe
65 70 75 : 80

Ser Leu Lys Leu Arg Ser val Thr Ala gga Asp Thr Ala val Tyr Tyr
85 95

Cys Ala Arg val Glu val Met Ile Lys Phe Gly Gly val Ile Arg Tyr
- 100 v 105 110

Phe Asp Tyr Trp Gly Leu Gly Thr Leu val Thr val ser ser
115 120 125

<210> 212
<211> 104
<212> PRT
<213> Artificial Sequence

<220>
<223> 1st_BASE_949101_A3-2M3-F9_ck516

<220>

<221> misc_feature

<222> (D..D

<223> Xaa can be any naturally occurring amino acid

<400> 212
Xaa Ser Pro Ser Ser Leu Ser Ala Ser val Gly Asp Arg val Thr Ile
1 5. 10 15

Thr Cys Gln Aga Ser Gln Asp Ile ggr Asn Tyr Leu Asn Trp Tyr GlIn
2 . 30

GIn Lys ggo Gly Lys Ala Pro kgs Leu Leu ITe Tyr Tyr Ala Ser Asn
45

Leu ggu Thr Gly val Pro ser Arg Phe ser Gly Zgr.G1y ser Gly Thr
55

Asp Phe Thr Phe Thr Ile Ser Sef Leu GIn Pro Glu Asp Phe Ala Thr
65 70 75 80

Tyr Tyr Cys Gln GIn Tyr Asp Asn Leu ggo Pro Arg Tyr Thr Phe Gly
85 95

GIn Gly Thr Lys Leu Glu Ile Lys
100

<210> 213
<211> 129
<212> PRT
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<213> Artificial Sequence :

<220>
<223> 1st_BASE_897935_A3-2M3-G3_PwCgamma

<220>

<221> misc_feature

<222> (D..(QD

<223> Xaa can be any naturally occurring amino acid-

<400> 213

ﬁaa val Gln Leu Eeu Glu Ser Gly G1yvAgé Leu val Gln Pro g;y'Arg
1

Ser Leu Arg Leu Ser Cys Thr Ala Ser Gly Phe Thr phe Gly Asp Phe
20 25 ; 30 )

Ala Leu ger Trp val Arg Gln ﬁga Pro Gly Lys Gly Leu Glu Trp val
5 45 ‘

Gly Vd1 Ile Arg ser Lys Gly Tyr Gly Gly Thr TBr Glu Tyr Ala Ala
50 © 55 6

ser val Lys Gly Arg Phe Ser Ile Ser Arg Asp Asp Ser Lys Phe Ile
65 70 75 80

Ala Tyr Leu GlIn ggt Asnh Ser Leu Glu ggr Glu Asp Thr Ala g§1 Tyr

Phe Cys Thr Ser Thr Thr Leu Tyr Tyr Phe val Sser Gly Arg Ala Lys
100 105 110 :

Asp Tyr Gly Met Asp val Trp Gly Gln Gly Thr Thr val Thr val Ser
115 120 125

Ser

<210> 214
<211> 102
<212> PRT
<213> Artificial Sequence

<220>
<223> 1st_BASE_949103_A3-2M3-G3_ck516

<220>

<221> misc_feature

<222> (1)..D . . .
<223> Xaa can be any naturally occurring amino acid
<400> 214 '

Xaa Ser Pro Ser Ser Leu Ser Ala Ser val Gly Asp Ser val Thr Ile
1 5 : 10 15
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Thr Cys Arg /Z%a ser GIn Gly Ile Sgg Asn Asp Leu Gly Trp Tyr GIn
30

GIn Lys ?}a Gly Lys Ala Pro k%s Ala val Ile Tyr gga val ser Thr

Leu GIn Ser Gly val pro Sgr Arg Phe ser Gly zgr Gly Ser Gly Thr
50 5

Asp Phe Thr Leu Thr Ile Ser Ser Leu Gln Pro Glu Asp Phe Ala Thr
65 70 75 : 80

Tyr Tyr Cys Leu g1n Asp Tyr Ser Phe ggo Trp Thr Phe Gly g}n Gly
5 . v

Thr Lys val Glu Ile Lys
100

<210> 215
<211> 128
<212> PRT
<213> Artificial Sequence

<220> , ,
<223> 1st_BASE_988406_A3-2M3-C2-H-3_1146

<400> _215
Glu val GIn Leu GIn Glu Ser Gly Pro Gly Leu val Lys Pro Ser Glu
1 5 10 15

Thr Leu Ser Eeu Thr cys Thr val ggr Gly Gly Ser Ile ;gr Ser Ser
0

Sser Tyr Tyr Trp Ala Trp Leu 269 Gln Pro Pro Gly Lys Gly Leu Glu
: 35 . 45

Trp §1e Gly Asn Ile Tyr gyr ser Gly Asn Thr égp Tyr Asn Pro Ser
0 5 :

Leu Lys Ser Arg val Thr Ile Ser Ala Asp Thr Ser Met Asp Glin Phe
65 70 75. 80

Ser Leu Arg Leu g;g ser Met Ala Ala Sgr Asp Thr Ala val ggr Tyr

Ccys Ala Ser Gly Leu GIn Thr Trp Asp val Thr Thr Gly Gly Ala Trp
100 105 110

Ala Ser Leu Asp Tyr Trp Gly Gln Gly Thr Leu val Thr val Ala Ser
115 ' 120 125

<210> 216 .
Page 102

SUBSTITUTE SHEET (RULE 26)
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<220>
<223>

<220>
<221>
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105
PRT .
Artificial Sequence

1st_BASE_949084_A3-2mM3-C2_Ck516

misc_feature

Gly
Ser
Feu
Ser
Glu

75

Pro

occurring amino

Glu

Phe

Ile

Gly

60

Pro

Pro

acid

Thr
‘15

Arg Ala Leu

Ala
30

Leu Trp Tyr

Tyr Gly Ala

45

ser

ser Gly ser Gly

Ala
80

Glu Asp Phe

Thr Phe

95

Met Tyr

<222> (1)..(D
<223> Xaa can be any naturally
<400> 216
Xaa Ser Pro Gly Thr Leu Ser Leu Ser Pro
1 5 10
Ser Cys Arg Ala Ser GIn Ser val Ser Ser
20 25
GIn His Lys Pro Gly Gln Ala Pro Arg Leu
35 ' 40 :
Ile Arg Ala Thr Gly Ile Pro Asp Arg Phe
50 55
Thr Asp Phe Ile Leu Thr Ile Ser Arg Leu
65 - 70
val Tyr Tyr Cys Gln Gln Phe Gly Arg Thr
85 90
Gly GIn Gly Thr Lys Leu Glu Ile Lys
100 105
<210> 217
<211> "8~
<212> PRT
<213> Artificial Sequence
<220>
<223> A3_3M2_D3_H_2_1146; heavy chain; CDR1-IMGT
<400> 217
$1y Phe Asn Phe g1y Arg His Trp
<210> 218
<211> 8
<212> PRT :
<213> Artificial Sequence
<220> '
<223> A3_3M2_D3_H_2_1146; heavy chain; CDR2-IMGT
<400> 218 ’
Ile Lys Glu Asp Gly Ser Ala Lys
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<220>
<223>
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219

16

PRT

Artificial Sequence

A3_3M2_D3_H_2_1146; heavy chain; CDR3-IMGT
219

§1a Arg Glu Ser gys Thr G1y val Thr ggs Gln Gly Phe Leu ?gp Phe

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

<220>
<223>

<400>

220

6

PRT

Artificial Sequence

A3-3M2-D3_ck516; light chain; CDR1-IMGT
220

g1n Asn Ile Gly §1e Phe

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

<220>
<223>

<400>

i

221
9
PRT

~Artificial Sequence

A3-3M2-D3_ck516; light chain; CDR3-IMGT
221

GIn GIn Thr Tyr Ser Met Phe Tyr Ser
1. o 5

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

<220>
<223>

<400>

222

8

PRT

Artificial Sequence

A3-2M1-AS5_PwCgamma; heavy chain; CDR1-IMGT
222

gsp Phe Thr Phe ger Asp Tyr Asp

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

<220>
<223>

<400>

223

8

PRT |
Artificial Sequence

A3-2M1-A5_pPwCgamma; heavy chain; CDR2-IMGT

223
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{1e Asn Ser Arg §1y val Thr Lys

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

<220>
<223>

<400>

224

13

PRT

Artificial Sequence

A3-2M1-A5_PWCgamma; heavy chain; CDR3-IMGT
224

Q1a Arg Gly Leu Arg G1y His Asp Tyr Ggy Met Asp val
5 1 :

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

<220>
<223>

<400>

225

7

PRT -

Artificial Sequence

A3-2M1-A5_ck516; light chain; CDR1-IMGT
225

Gln Ser val Ser Sser Arg Phe
1 5

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

<220>
<223>

<400>

226

‘10

PRT
Artificial sequence ‘ .

A3-2M1-A5_Ck516; 1ight chain; CDR3-IMGT
226 '

Leu GIn Tyr Gly Phe Ser Pro Pro Tyr Thr
1 . 5 10

- <210>

<211>
<212>
<213>

<220>
<223>

<400>

227

8

PRT. L.

Artificial Sequence

A3-2M2-G8_PwWCgamma; heay chain; CDR1-IMGT
227

Gly Phe ser Phe Ser Ser Tyr Glu
1 5

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

<220>
<223>

228
8 .
PRT
Artificial Sequence

A3-2M2-G8_PwCgamma; heavy chain; CDR2-IMGT
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228

Ile Ser Ser Ser Gly Thr Thr Ile

1

<210>
<211>

<212> ¢

<213>

<220>
<223>

<400>

5

229

19 ,

PRT :
Artificial Sequence

A3-2M2-G8_PWCgamma; heavy chain; CDR3-IMGT
229

Ala Arg Leu Leu Leu Leu Trp Leu Gly Glu Thr Thr Ala Met Asp Gly
1 5 10 15

Met Asp val

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

<220>
<223>

<400>

230

6

PRT -
Artificial Sequence

A3-2M2-G8_Ck516; light chain; CDR1-IMGT
230

$1n Lys Ile Asn érg Phe

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

<220>
<223>

<400>

231

9

PRT :
Artificial Sequence

A3-2M2-G8_Ck516; 1ight chain; CDR3-IMGT
231

g1n Gln Ser Tyr Thr Ser Pro Leu Thr
5 .

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

<220>
<223>

<400>

232

8

PRT

Artificial Sequence

A3-2M2-H5_PwCgamma; heavy chain; CDR1-IMGT
232 "

§1y Phe Thr phe ger Asn Tyr Ala

<210>

233
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<211> 8
<212> PRT
<213> Artificial sequence

<220> .
<223> A3-2M2-H5_pwCgamma; heavy chain; CDR2-IMGT

<400> 233 4
Ile Tyr Asn Gly g]y ser ser Thr
1 .

<210> 234
<211>- 13

© <212> PRT

<213> Artificial Sequence

<220> . ]
<223> A3-2M2-H5_PwCgamma; heavy chain; CDR3-IMGT

<400> 234

§1a Lys Phe Leu ga] Leu Pro Ala Ala ﬁga'A1a Asp Tyr

<210> 235
<211> 6

<212> PRT

<213> Artificial Sequence

<220>
<223> A3-2M2-H5_ck516; 1ight chain; CDR1-IMGT

<400> 235
Gln Gly Ile Ser Ser His
1 5

<210> 236

<211> 5

<212> PRT

<213> Artificial Sequence

<220> '
<223> A3-2M2-H5_Ck516; Tight chain; CDR3-IMGT

<400> 236

Gln GIn Pro Gly Ala
1 5

<210> 237

<211> 10

<212> PRT

<213> Artificial Sequence

<220> .
<223> A3-2M3-C2-H-3_1146; heavy chain; CDR1-IMGT

<400> 237
Gly Gly ser Ile Thr Ser Ser Ser Tyr Tyr
1 5 10
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<400>
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238
7
PRT .
Artificial -Sequence
A3-2M3-C2-H-3_1146; heavy chain; CDR2-IMGT

238

Ile Tyr Tyr Ser §1y Asn Thr
1 v

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

<220>
<223>

<400>

1

239

20

PRT

Artificial Sequence

A3-2M3-C2-H-3_1146; heavy chain; CDR3-IMGT
239

Ala Ser Gly Leu Gln Thr Trp Asp val Igr Thr Gly Gly Ala Trp Ala
5 15

Ser Leu Asp Tyr
' 20

<210>

<211>
<212>
<213>

<220>
<223>

<400>

1

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

<220>
<223>

<400>

240
7 -
PRT

Artificial sequence

A3-2mM3-c2_ck516; 1ight chain; CDR1-IMGT
240

GIn ser val Ser Ser Ser Phe
5

241

11

PRT

Artificial Sequence

A3-2M3-C2_ck516; Tight chain; CDR3-IMGT

241

GIn GIn Phe Gly Arg Thr Pro Pro Met I%r Thr
1 5

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

<220>
<223>

242

8

PRT

Artificial Sequence

A3-2M3-C9_PwCgamma; heavy chain; CDR1-IMGT
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<400> 242
Gly 'Phe Pro Phe ger Ser Tyr Glu
1

<210> 243

<211> 8

- <212> PRT :
" <213> Artificial. Ssequenc

<220> ' ’ ,
<223> .A3-2M3-C9_PwWCgamma, heavy chain; CDR2-IMGT

<400> 243

Ile Ser ser Thr Gly ser pro Ile
1 5

<210> 244

<211> 23

<212> PRT

<213> Artificial Ssequence

<220> : .-
<223> A3-2M3-C9_pPwCgamma; heavy chain; CDR3-IMGT

<400> 244
Ala Gly.Asp Leu Leu Leu Trp val Pro Glu Ala Thr Gly Ala Thr Ala
1 5 10 , 15

Gly Thr Gly ggvaeu Asp val

<210> 245

<211> 6

<212> PRT

<213> Artificial sequence

<220>
<223> A3-2M3-C9_Ck516; 1ight chain; CDR1-IMGT

<400> 245
g1n Thr Ile Ser Eys Tyr

<210> 246

<211> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> A3-2M3-C9_ck516; Tight chain; CDR3-IMGT

<400> 246
GIn Gln Sser Tyr ger Ile Pro Arg Thr
1 .

<210> 247 ‘
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8
PRT- - .
Artificial Sequence

A3-2M3-E9-H-1_Resend_1146_Resend; heavy chain; CDR1-IMGT
247 ’

Gly Tyr Thr phe Ehr Asn Tyr Trp
1 . .

<210>

<211>

<212>
<213>

<220>
<223>

<400>

248

8

PRT

Artificial Sequence

A3-2M3-E9-H-1_Resend_1146_Resend; heavy chain; CDR2-IMGT
248

ITe Tyr Pro Gly ésp ser Glu Thr
1

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

<220>
<223>

<400>

249

20

PRT _

Artificial Sequence

A3-2M3-E9-H-1_Resend_1146_Resend; heavy chain; CDR3-IMGT
249

Ala Arg Leu Lys‘Asn Tyr Tyr Thr ser Gly Asn Tyr val Pro val Gly
1 5 10 157+

Gly Met Asp val
. 20

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

<220>
<223>

<400>

250

6

PRT

Artificial Sequence

A3-2M3-E9_ck516; 1light chain; CDR1-IMGT
250

Gln Ser val Ser Asn Tyr
1 5

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

.<220>
<223>

<400>

251

10

PRT . .
Artificial Sequence

A3-2M3-E9_Ck516; 1ight chain; CDR3-IMGT

251
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GIn GIn Thr Tyr ger Pro Pro Gln Asn Thr
1

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

<220>
<223>

<400>

252

9

PRT

Artificial sequence

A3-2M3-F9-H-2_1146; heavy chain; CDR1-IMGT
252

Gly Gly Ser Ile Ehr Ser Ser Asn Trp
1

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

<220>
<223>

<400>

253

7

PRT i

Artificial Sequence

A3-2M3-F9-H-2_1146; heavy chain; CDR2-IMGT
253

{1e Tyr His Ser §1y ser Ala

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

<220>
<223>

<400>

254

18

PRT .

Artificial Sequence

A3-2M3-F9-H-2_1146; heavy chain; CDR3-IMGT
254

Ala Arg val Glu val Met Ile Lys Phe Gly Gly val Ile Arg Tyr Phe
1 5 10 15

Asp Tyr

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

<220>
<223>

<400>

255

6 -

PRT .
Artificial Sequence

A3-2M3-F9_ck516, light chain; CDR1-IMGT
255

Gln Asp Ile Ser ?sn Tyr
1

<210>
<211>
<212>

256

11

PRT }
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Artificial sequence

A3-2M3-F9_ck516; Tight chain; CDR3-IMGT
256

GIn GIn Tyr Asp Asn Leu Pro Pro Arg I%r Thr
1 5 :

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

<220>
<223>

<400>

257

8

PRT

Artificial sequence

A3-2M3-G3_PwCgamma; heavy thain; CDR1-IMGT
257

Gly Phe Thr Phe §1y Asp Phe Ala
1

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

<220>
<223>

<400>

258

10

PRT

Artificial Sequence

A3-2M3-G3_pPwCgamma; heavy chain; CDR2-IMGT
258

ITe Arg Ser Lys Gly Tyr Gly Gly Thr Thr
1 5 10

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

<220>
<223>

<400>

259

20

PRT -
Artificial Sequence

A3—2M3—G3_chgémma; heavy chain; CDR3-IMGT
259

Ihr ser Thr Thr Eeu Tyr Tyr Phe val igr Gly Arg Ala Lys Asp Tyr
15

Gly Met Asp val
20

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

<220>
<223>

<400>

GIn Gly Ile Arg Asn Asp

260

6

PRT

Artificial Sequence

A3-2M3-G3_ck516; Tlight chain; CDR1-IMGT
260
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261

9

PRT

Artificial Sequence

A3-2M3-G3_ck516; light chain; CDR3-IMGT
261

Leu GIn Asp Tyr Ser Phe Pro Trp Thr
1 5 ,

<210>

<211>
<212>
<213>

<220>
<223>

<400>

262
8

PRT .
Artificial Sequence

A3—3M14311_PWCQamma; heavy chain; CDR1-IMGT

- 262

Glu Phe Thr Phe Ser Ser Tyr Ala
1 5

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

<220>
<223>

<400>

263

8

PRT

Artificial Sequence

A3-3M1-B11_PwCgamma; heavy chain; CDR2-IMGT
263

Thr ser Tyr Asp Gly Ile Asn Thr
1 5

<210>

<211>
<212>
<213>

<220>
<223>

<400>

264
20

PRT

Artificial Sequence

A3-3M1-B1l_PwCgamma; heavy chain; CDR3-IMGT
264

Ala Arg Ala Pro GIn Glu His Asp Ser Ser Gly Asn Pro Leu Asp Tyr
-1 5 10 - 15

Gly Met Asp Leu
20

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

265

6

PRT

Artificial Sequence
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<223> A3-3M1-B11_Ck516; Tight chain; .CDR1-IMGT

<400>

Gln Gly Ile ser ger Ser
-1

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

<220>
<223>

<400>

265

266
7
PRT

Artificial Sequence

A3-3M1-B11_ck516; light chain; CDR3-IMGT

266

GIn Gln Leu Asn Ser Tyr Leu
1 5

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

<220>
<223>

<400>

267
8
PRT

Artificial Sequence

A3-3M1-D1_PwCgamma, heavy chain; CDR1-IMGT

267

g]y Phe Thr Phe (S;'Iy Asp Tyr Ala

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

<220>
<223>

<400>

268
10
PRT

Artificial Sequence

A3-3M1-D1_PwCgamma; heavy chain; CDR2-IMGT

268

Ile Arg Ser Lys Ala Tyr Gly Gly Thr Thr
1 : 5 10

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

<220>
<223>

<400>

269
18
PRT

Artificial Sequence

A3-3M1-D1_PwCgamma; heavy chain; CDR3-IMGT

269

Thr Arg Thr Arg €1y ser Ser Trp Ser ggs Tyr Tyr Tyr Tyr Gly Met
1 : 15

Asp val
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270
6
PRT
Artificial Sequence
A3-3M1-D1_ck516; ~1ight chain; CDR1-IMGT

270

GIn ser Ile ser ?er Tyr
1 .

<210>

<211>
<212>
<213>

<220>
<223>

<400>

271

9

PRT :
Artificial Sequence

A3-3M1-D1_ck516; 1ight chain; CDR3-IMGT
271

Gln GIn Sser Tyr Ser Thr Pro Tyr Thr
1 5 :

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

272

9

PRT

Artificial Sequence

<220> 7

<223>
<400>

A3-3M2-F5_PwCgamma; heavy chain; CDR1-IMGT
272

§1y Gly ser Ile ger Thr Ser Asn Trp

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

" <2205
<223>

<400>

273

7

PRT

Artificial Sequence

A3-3M2-F5_PwCgamma; heavy chain; CDR2-IMGT
273

Ile His His Ser Gly Asn Thr
1 )

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

<220>
<223>

<400>

274

14

PRT

Artificial Sequence

A3-3M2-F5_PwCgamma; heavy chain; CDR3-IMGT
274

'PCTISG2012/000477
18 Jan 2013
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<210>
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<220>
<223>

<400>

275

6

PRT

Artificial sequence

A3-3M2-F5_Ck516; 1ight-chain; CDR1-IMGT
275 '

GIn ser Ile Ser Arg Phe
1 5 .

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

<220>
<223>

<400>

276

9

PRT

Artificial sequence

A3-3M2-F5_Ck516; light chain; CDR3-IMGT
276

GIn Gln Thr Tyr Ser Ser Pro Pro Thr
1 5

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

<220>
<223>

<400>

277

8

PRT

Artificial Sequence

A3-3M3-C4_pwCgamma; heavy chain; CDR1-IMGT
277 : .

Gly ITe Thr Leu Arg Asn Tyr Glu
1 5

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

<220>
<223>

<400>

278

8

PRT

Artificial Sequence

A3-3M3-C4_pPwCgamma; heavy chain; CDR2-IMGT
278

{1e Ser Ile Arg §1y Asn Thr Ile

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

<220>
<223>

<400>

279
15

_PRT

Artificial Sequence

A3-3M3-C4_PwCgamma; heavy chain; CDR3-IMGT

279
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Ala Arg Trp Ser Arg Gly Asn Ser Asp Ser Gly Gly Met Asp val
1 5 - 10 : 15

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

<220>
<223>

<400>

280

7

PRT .
Artificial Sequence

A3-3M3-C4_ck516; Tight chain; CDR1-IMGT
280

- GIn Ser val Asn Ser Arg Phe
1 5 ,

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

<226>
<223>

<400>

281
10
PRT
Artificial Sequence

A3-3M3-C4_ck516; light chain; CDR3-IMGT
281

His Gln Tyr Gly Phe Ser Pro Pro Tyr val
1. 5 10

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

<220>
<223>

<400>

282

8

PRT :
Artificial Sequence

A3-3M3-G3_PWCgamma; light chain; CDR1-IMGT

282

g1y_Phe Thr phe Ehr Ser Ser Gly

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

<220>
<223>

<400>

283

8

PRT

Artificial Sequence

A3-3M3-G3_PwCgamma; heavy chain; CDR2-IMGT
283

ITe val val Gly ser Asp Mmet Thr
1 5

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

<220>
<223>

284

13

PRT

Artificial Sequence

A3-3M3-G3_PwCgamma; heavy chain; CDR3-IMGT
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<400> 284 ;
Ala Ala val Gly Thr Ser Pro Pro Pro Tyr Phe Asp His
1 5 10

<210> 285

<211> 6

<212> PRT

<213> Artificial sequence

<220> ) .
<223> A3-3M3-G3_Cck516; light chain; CDR1-IMGT

<400> 285

§1n Gly Ile Tyr Ser Tyr
5

<210> 286
<211> 8

<212> PRT

<213> Artificial Sequence

<220> : ) -
<223> A3-3M3-G3_ck516; Tight chain; CDR3-IMGT

<400> 286

GIn GIn Leu Asn Gly Tyr Pro Ser
1 5

<210> 287

<211> 10

<212> PRT

<213> Artificial Sequence

<220>
<223> 1D-H4L1l; 10/63_1D4_001.abl; heavy chain; CDR1-IMGT

<400> 287
Gly Phe ser Leu Ser Thr ser Gly val Asn
1 5 10

<210> 288
<211> 7

<212> PRT

<213> Artificial Sequence

<220>
<223> 1D-H4L1l; 10/63_1D4_001.abl; heavy chain; CDR2-IMGT

<400> 288
Leu Tyr Trp Asp ésp Asp Arg
1

<210> 289

<211> 12

<212> PRT

<213> Artificial Sequence
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<220> T : ,
<223> 1D-H4L1l; 10/63_1D4_001.abl; heavy chain; CDR3-IMGT

<400> 289

Ala His Arg Arg Trp Glu Asp Ser Thr Pge Gln His
1 5 : 1

<210> 290

<211> ©

<212> PRT

<213> Artificial Sequence

<220>
<223> 1D-H4L1l; 10/63_1D-1_055; light chain; CDR1-IMGT

<400> 290

GIn Ser val Asn ger Asn
1

<210> 291

<211> 8

<212> PRT

<213> Artificial Sequence

<220>
<223> 1D-H4L1; 10/63_1D-1_055; light chain; CDR3-IMGT

<400> 291
GlIn His Tyr His ésn Trp Gly Thr
1 N

<210> 292

<211> 8

<212> PRT

<213> Artificial Sequence

<220>
<223> 1E-H3L1l; 10/63_1E3_061; heavy chain; CDR1-IMGT

<400> 292
§1y Tyr Thr Phe gro Thr Tyr Ala

<210> 293

<211> 8

<212> PRT -

<213> Artificial Sequence

<220>
<223> 1E-H3L1; 10/63_1E3_061; heavy chain;. CDR2-IMGT

<400> 293 ‘
Ile Asn Thr Asn ;hr Gly Asn Pro
1 .

<210> 294
<211> 15
<212> PRT
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Artificial Sequence

1E-H3L1; 10/63_1E3_061; heavy chain; CDR3-IMGT
294

Ala Arg Gly Arg Gly Gly Phe Ala Ala Thr Ala Gly Thr Asp Tyr
1 5 10 15

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

<220>
<223>

<400>

295

6

PRT

Artificial Sequence

1E-H3L1; 10/63_1E-1_053; light chain; CDR1-IMGT -
295

GIn Pro Ile Ser Ser Trp
1 5

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

<220>
<223>

<400>

1

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

<2205

<223>
<4005

296
9 .
PRT :

Artificial Sequence

1e-H3L1; 10/63_1E-1_053; light chain; CDR3-IMGT
296

Gln Gln Ala Asn Ser Phe Pro Tyr Thr
5

297

8

PRT )

Artificial Sequence

2A-H3L1; 10/63_2A5_014; heavy chain; CDR1-IMGT
297

$1y Gly ser pPhe gsn Asn Tyr Ala

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

<220>
<223>

<400>

298

8

PRT .
Artificial Sequence

2A-H3L1; 10/63_2A5_014; heavy chain; CDR2-IMGT
298

i1e Ile Thr val ghe Gly Arg Gly

<210>

299
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<211> 15
<212> PRT
<213> Artificial Sequence

<220> ’ .
<223> 2A-H3L1; 10/63_2A5_014; heavy chain; CDR3-IMGT

<400>. 299 ; v
val Arg Asp fyr Thr Phe val Arg Gly val Ala Ser Trp Glu Tyr
1 5 - 10 15

<210> 300

<211> 6 .

<212> PRT

<213> Artificial Sequence

<220>
<223> 2A-H3L1; 10/63_2A-4_049; Tight chain; CDR1-IMGT

<400> 300
g1n pro Ile ser ger Trp

<210> 301
<211> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> 2A-H3L1l; 10/63_2A-4_049; Tlight chain; CDR3-IMGT

<400> 301

GIn GIn Ala Asn ser Phe Pro Tyr Thr
1 5

<210> 302
<211> 8
<212> PRT oo
<213> Artificial Sequence

<220>
<223> 2C-H3L2; 10/63_2C3_006.abl; heavy chain; CDR1-IMGT

<400> 302

Gly Ala ser Ile Gly Ser Tyr Thr
1 5

- <210> 303

.<211> 8

<212> PRT

<213> Artificial Sequence

<220>
<223> 2C-H3L2; 10/63_2C3_006.abl; heavy chain; CDR2-IMGT

<400> 303
Ile Asn Pro Ile ?he Gly Thr val
1
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304
15

PRT
Artificial Sequence

2C-H3L2; 10/63_2C3_006.abl; heavy chain; CDR3-IMGT
304 '

Ala Arg Ser Gln Arg His Ile Leu Thr Gly His Tyr Thr Asp Tyr
1 5 10 15

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

<220>
<223>

<400>

305

6

PRT

Artificial Sequence

2C-H3L2; 10/63_2C-2_058; light chain; CDR1-IMGT

305

Gln Asp Ile Lys ?sn Tyr
1

<210>
<211>
<212>

<213>

<220>
<223>

<400>

306
10
PRT ‘
Artificial sequence

2C-H3L2; 10/63_2C-2_058; 1light chain; CDR3-IMGT
306 . , .

GIn His Tyr Glu Asn Leu Pro Ala Leu Thr
1 5 10

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

<220>
<223>

<400>

307

8

PRT .

Artificial Sequence

2E-H2L2; 10/63_2E2_004; heavy chain; CDR1-IMGT
307

g1y Phe Thr Phe ger Asn Tyr Gly

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

<220>
<223>

<400>

308

8

PRT

Artificial Sequence

2E~-H2L2; 10/63_2E2_004; heavy chain; CDR2-IMGT
308

Ile Ser Tyr Asp Ala Lys Lys GIn
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309
15
PRT
Artificial Sequence

2E-H2L2; 10/63_252_004; heavy chain; CDR3-IMGT
309

Ala Lys Leu GlIn Arg Pro Asp Ser Thr val Trp Pro Phe Asp Gln
1. 5 DR 0 15

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

<220>
<223>

<400>

310
6 .
PRT
Artificial Sequence

2E-H2L2; 10/63_2E-2_050; Tight chain; CDR1-IMGT
310 '

Gln Ser Ile Ser Met Trp
1 5

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

<220>
- <223>

<400>

311
8

PRT

Artificial Sequence

2E-H2L2; 10/63_2E-2_050; light chain; CDR3-IMGT
311

GIn Gln Tyr Lys Thr Ser Trp Thr
1 5

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

<220>
<223>

<400>

312

8

PRT .
Artificial Sequence

2F-H1L1; 10/63_2F1_031; heavy chain; CDR1-IMGT
312

Gly Phe Thr Phe ésn Asn Phe Glu.
1

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

<220>

<223>
<400>

313

8

PRT

Artificial Sequence

2F-H1L1l; 10/63_2F1_031; heavy chain; CDR2-IMGT

313
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i]e Ser val ser ésp Gly Asn Thr

<210> 314
<211> 16
<212> PRT
<213> Artificial Sequence

<220>
<223> 2F-H1L1; 10/63_2F1_031; heavy chain; CDR3-IMGT

<400> 314 v
-Qla Asn val Leu §1y Tyr Cys Thr Pro Igr Thr Cys Tyr G1u-A§p His

<210> 315.

<211> 6

<212>  PRT

<213> Artificial Sequence

<220> C ' ‘
<223> 2F-H1L1l; 10/63_2F1_059; light chain; CDR1-IMGT

<400> 315

§1n Gly Ile Arg ésn Asp

<210> 316

<211> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> 2F-H1Ll; 10/63_2F1_059; light chain; CDR3-IMGT

<400> 316

Leu GIn His Asn Ser Phe Pro Gly Ser
1 5 .

<210> 317
<211> 8
<212> PRT ,
<213> Artificial Sequence

<220>
<223> 2G-H2L1; 10/63_2G2_027.abl; heavy chain; CDR1-IMGT

<400> 317
Gly Tyr Thr Phe Ehr Thr Tyr Trp
1

<210> 318

<211> 8

<212> PRT

<213> Artificial Sequence

<220>

<223> 2G-H2L1; 10/63_2G2_027.abl; heavy chain; CDR2-IMGT
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318

Ile Tyr Pro Ser Asp Ser Asp Thr
1 5 '

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

<220>
<223>

<400>

319

14

PRT .
Artificial Sequence

2G~H2L1; 10/63_2G2_027.abl; heavy chain; CDR3-IMGT
319 - ‘ '

§1a Arg Pro Asp ?sp ser Ser Gly Leu ggu Ala phe Asp Ile

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

<220>
<223>

<400>

320

6

PRT .

Artificial Sequence

2G-H21L.1; 10/63_2G-1_079.abl; light chain; CDR1-IMGT
320

Gln Pro Ile Ser Ser Trp
1 5

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

<220>
<223>

<400>

1

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

<220>
<223>

<400>

321

9

PRT

Artificial Sequence

2G-H2L1; 10/63_2G-1_079.abl; light chain; CDR3-IMGT
321 '

GIn GIn Ala Asn Ser Phe Pro Tyr Thr
5

322

8

PRT

Artificial Sequence

3D-H2L2; 10/63_3D; heavy chain; CDR1-IMGT
322

Gly Phe Thr Phe Ser ser Tyr Gly
1 5

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

323
8

. PRT

Artificial Sequence
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<223> 3D-H2L2; 10/63_3D; heavy chain; CDR2-IMGT

<400>

323

Ile Ala Tyr Asp g]y Ile Asn Lys
1 v

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

<220>
<223>

<400>.

324
19
PRT

Artificial Sequence

324

"3D-H2L2; 10/63_3D; heavy chain; CDR3-IMGT

Ala Arg Glu Tyr Eys,Ser Ser Thr Thr c%s Ile Asn Ser Phe Leu Thr
1 1

Pro Asp Tyr

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

<220>
<223>

<400>

325
6
PRT

Artificial Sequence

3D-H2L2; 10/63_3D-2_071.abl; light chain; CDR1-IMGT

325

Gln Pro-Ile Ser Ser Trp
1 5

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

<220>
<223>

<400>

326
9
PRT

Artificial Sequence

3D-H2L2; 10/63_3D-2_071.abl; light chain; CDR3-IMGT

326

GIn GIn Ala Asn Ser Phe Pro Tyr Thr
1 ‘ 5

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

<220>
<223>

<400>

327
8
PRT

Artificial sequence

3E~-H1L2; 10/63_3E1_030; heavy chain; CDR1-IMGT

327

Gly phe Thr Phe ser Thr Tyr Trp
1 5
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<210> 328
<211> 8

<212> PRT o
<213> Artificial Sequence

<220> . TR ‘
<223> 3E-H1L2; 10/63_3€E1_030; heavy chain; CDR2-IMGT

<400> 328
{1e,Lys Ala Asp §1y Arg G]n Glu

<210> 329

<211> 17

<212> PRT

<213> Artificial Sequence

<220>
<223> 3E-H1L2; 10/63_3E1_030; heavy chain; CDR3-IMGT

<400> 329

val Arg Asp val Ser Ser Tyr Ser Ile Ile Trp Ser Asp Ala Phe Glu
1 5 10 - 15
Ile

<210> 330
<211> 6

<212> PRT

<213> Artificial Sequence

<220>
<223> 3E-HIL2; 10/63_3E-2_069; 1ight chain; CDR1-IMGT

<400> 330

GIn Gly 1le Arg ?sn Asp
1

<210> 331

<211> 9

<212> PRT -

<213> Artificial Sequence

<220> v o
<223> 3E-H1L2; 10/63_3E-2_069; Tlight chain; CDR3-IMGT

<400> 331 .

val His His Asn Asp Tyr Pro Arg Thr
1 -5

<210> 332
<211> 8

<212> PRT

<213> Artificial Sequence

<220> .

<223> 3F-H1L2; 10/63_3F1_026; heavy chain; CDR1-IMGT
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<400> 332v

Gly Gly Thr phe Ser Thr His Ser
1 5 :

<210> 333

<211> 8

<212> PRT _
<213> Artificial Sequence

<220>
<223> 3F-H1L2; 10/63_3F1_026; heavy chain; CDR2-IMGT

' <400> 333

Asn Ile Pro Ile Phe Gly Lys Ala
1 5

<210> 334

<211> 16

<212> PRT .

<213> Artificial Sequence

<220>
<223> 3F-H1L2; 10/63_3F1_026; heavy chain; CDR3-IMGT

<400> 334 o

Ala Arg Phe Phe val Lys Tyr Ser Gly Ser His Tyr Tyr Phe Asp Ser
1 5 10 15
<210> 335

<211> 6

<212> PRT,

<213> Artificial Sequence

<220> .
<223> 3F-H1L2; 10/63_3F-2_065; Tight chain; CDR1-IMGT

<400> 335

Gln Pro Ile Ser Ser Trp
1 5

<210> 336

<211> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> 3F-H1L2; 10/63_3F-2_065; light chain; CDR3-IMGT

<400> 336
$1n GIn Ala Asn Eer Phe Pro Tyr Thr

<210> 337

<211> 8

<212> PRT

<213> Artificial Sequence
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<220>
<223> 4F-H6L1l; 10/63_4F6_020.abl; heavy chain; CDR1-IMGT

<400> 337
Gly Phe Thr Phe Ser Asn Ala Trp

<210> 338

<211> 10

<212> _PRT ,

<213> Artificial Sequence

<220> .
<223> 4F-H6L1l; 10/63_4F6_020.abl; heavy chain; CDR2-IMGT

<400> 338

ITe Lys Asn Lys Ile Asp Gly Glu Thr Thr
1 5 10

- <210> 339

<211> 14

<212> PRT

<213> Artificial sequence

<220>
<223> 4F-H6L1; 10/63_4F6_020.abl; heavy chain; CDR3-IMGT

<400> 339
_Ihr ITe Tyr Phe Eyr Asp Arg Ser Gly Igr Phe Phe Asp His

<210> 340

<211> 6

<212> PRT

<213> Artificial sequence

<220>
<223> 4F-H6L1; 10/63_4F-1_076; light chain; CDR1-IMGT

<400> 340

GIn. Ser val Ser ger Tyr
1

<210> 341

<211> 8

<212> PRT

<213> Artificial sequence

<220> .
<223> 4F-H6L1; 10/63_4F-1_076; light chain; CDR3-IMGT

<400> 341
Leu GIn Arg Gly %ys Trp Pro Ser
1

<210> 342
<211> 8
<212> PRT
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<213> Artificial Sequence

<220>
<223> 5A-H6L1; 10/63_5A6_045.abl; heavy chain; CDR1-IMGT

<400> 342
Gly Phe Thr Phe ?er Asp Tyr Ala
1

<210> 343

<211> 8

<212> PRT

<213> Artificial Sequence

<220> .
<223> 5A-H6LL1; 10/63_5A6_045.abl; heavy chain; CDR2-IMGT

<400> 343

Leu Sser Glu Ser ?1y His Asn Thr
1 .

<210> 344

<211> 21

<212> PRT

<213> Artificial Sequence

<220> .
<223> 5A-H6L1; 10/63_5A6_045.abl; heavy chain; CDR3-IMGT

<400> 344 ‘ _
ﬁ]a Arg Cys Trpvérg Gly Tyr Asp Pro igu Thr Gly Tyr Tyr Igr Gly

Tyr Tyr Phe égp Tyr

<210> 345
<211> 6 -
<212> PRT
<213> Artificial Sequence

<220> '
<223> 5A-H6L1; 10/63_5A-1_074; Tlight chain; CDR1-IMGT

<400> 345

GIn Asp Ile Ser Asn Tyr
1 5 -

<210> 346

<211> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> 5A-H6LLl; 10/63_5A-1_074; Tight chain; CDR3-IMGT

<400> 346

Gln Lys Tyr Asn Asn Ala Pro val Thr
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347

10

PRT

Artificial Sequence

SB-H1L1l; 10/63_5B1_043; heavy chain; CDR1-IMGT ‘
347

Gly Gly Ser Ile Ser Ser Ile Thr Pro Tyr
1 5 10

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

<220>
<223>

<400>

348

7

PRT

Artificial Sequence

5B-H1L1l; 10/63_5B1_043; heavy chain; CDR2-IMGT
348 ’ V

Leu Ala Tyr Ser g]y Asp Thr
1

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

<220>
<223>

<400>

349

12

PRT

Artificial sequence

5B-H1L1; 10/63_5B1_043; heavy chain; CDR3-IMGT
349 '

" Ala Arg His His Ser Ser Gly Asn Ala igu Asp Tyr
1 5

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

<220>
<223>

<400>

350

6

PRT .

Artificial Sequence

5B-H1L1l; 10/63_5B1_053; light chain; CDR1-IMGT
350

GIn Gly Ile ser ?er Tyr
1

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

<220>
<223>

<400>

351

9

PRT

Artificial Sequence

58-H1L1; 10/63_581_053; light chain; CDR3-IMGT

351
Page 131

SUBSTITUTE SHEET (RULE 26)



PCTISG2012/000477
18 Jan‘ 2013

SequenceListing_ST25

GIn GIn Leu Asn Asn Tyr val Leu Thr
1 5

<210> 352

<211> 8

<212> PRT

<213> Artificial Sequence

<220> o
<223> 5C-H2L1; 10/63_5C2_041; heavy chain; CDR1-IMGT

<400> 352

$1y Gly Thr Phe gsn Asn Tyr-Ala

<210> 353
<211> 8

<212> PRT

<213> Artificial Sequence

<220> ) .
<223> 5C-H2L1; 10/63_5C2_041; heavy chain; CDR2-IMGT

<400> 353

i1e Asn Pro Leu Ehe Arg Thr val.

<210> 354

<211> 18

<212> PRT

<213> Artificial Sequence

<220>
<223> 5C-H2L1; 10/63_5C2_041; heavy chain; CDR3-IMGT

<400> 354
Ala Gly Ala Tyr Cys Ser Ala Thr Ser Cys ser Ser Gly Gln Trp Leu
1 5 10 15

val Tyr

<210>. 355
<211> 12
<212> PRT o .
<213> Artificial Sequence

<220>
<223> 5C-H2L1; 10/63_5C1_049.abl; T1ight chain; CDR1-IMGT

<400> 355

GIn Ser val Phe His Ser Ser Asn Asn L%s Asn Tyr
1 5 1

<210> 356
<211> 11
<212> PRT
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Artificial Sequence

5C-H2L1; 10/63_5C1_049.abl; light chain; CDR3-IMGT
356

GIn Gln Tyr TYr ?er Ser Pro Pro val Pge Thr
1 . :

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

<226>
- <223>

<400>

357

8

PRT

Artificial Sequence

5D-H1L2; 10/63_5D1_037; heavy chain; CDR1-IMGT

357

g1y Gly Thr phe ?er Ser Asp Ser

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

<220>
<223>

<400>

358

8

PRT

Artificial Sequence

5D-H1L2; 10/63_5D1_037; heavy chain; CDR2-IMGT
358

i1e Ile Pro Ile Ehe Ser Arg Ala

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

<220>
<223>

<400>

359

12

PRT

Artificial Sequence

5D-H1L2; 10/63_5D1_037; heavy chain; CDR3-IMGT
359

Ala Arg Thr Pro val Thr Gly Pro Asp Lgu Asp Tyr
1 _ 5 1 -

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

<220>

<223>

<400>

360
6

“PRT

Artificial Sequence

5D-H1L2; 10/63_5D-2_.070.abl; Tight chain; CDR1-IMGT
360

Glu Ser Ile Ser Thr Asn
1 5

<210>

361 .
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<211> 9
<212> PRT
<213> Artificial sequence

<220> -
<223> 5D-H1L2; 10/63_5D-2_070.abl; light chain; CDR3-IMGT

<400> 361

GIn GIn Thr Tyr Asn Thr Pro Arg Thr
1 ‘5 »

<210> 362

<211> 10

<212> PRT

<213> Artificial Sequence

<220> .
<223> 5H-H3L1l; 10/63_5H3_044; heavy chain; CDR1-IMGT

<400> 362
Gly Gly ser Ile Asn Asn Ser Asn Tyr Tyr
1 » 5 10

<210> 363

<211> 7

<212> PRT

<213> Artificial Sequence

<220>
<223> 5H~H3L1; 10/63_5H3_044; heavy chain; CDR2-IMGT

<400> 363
ITe Tyr pPhe Ser Gly Thr Thr’
1 5

<210> 364

<211> 17

<212> PRT .

" <213> Artificial Sequence

<220> ) .
<223> SH-H3L1l; 10/63_5H3_044; heavy chain; CDR3-IMGT

<400> 364
val Arg GIn Met Asn Tyr Tyr His Leu Gly Ser Ser val Gly Phe Asp
1 5 10 15

Pro

<210> 365

<211> 6

<212> PRT |

<213> Artificial Sequence

<220>
<223> 5H-H3L1l; 10/63_5H-1_095; light chain; CDR1-IMGT

<400> 365
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Gln Ser val Ser Ser Asn
1 5

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

<220>
<223>

<400>

36

9~ .

PRT

Artificial Sequence

5H—H3Li; 10/63_5H-1_095; light chain; CDR3-IMGT
366 '

g1n GIn Tyr Asn ésp Trp Leu Trp Thr

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

<220>
<223>

<400>

367

8

PRT

Artificial Sequence

6C-H8L1; 10/63_6C8_036; heavy chain; CDR1-IMGT
367 :

g1y Asp Thr Leu ésn Thr Tyr Thr

<210>

<211>

<212>
<213>

'<220>
<223>

<400>

368

8

PRT

Artificial Sequence

6C-H8L1; 10/63_6C8_036; heavy chain; CDR2-IMGT
368

Ile Ile His Pro Ehe Gly Thr Glu
1

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

<220>
<223>

<400>

1

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

<220>
<223>

369

15

PRT _
Artificial Sequence

6C-H8L1; 10/63_6C8_036; heavy chain; CDR3-IMGT
369 '

Ala Arg His His Arg His Ile Leu Thr Gly Glu Arg Thr Asp Tyr
5 10 15

370

6

PRT

Artificial Sequence

6C-H8L1; 10/63_6C-1_091; Tight chain; CDR1-IMGT
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370

Gln Asp Ile Arg Asn Ser
1 5 -

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

<220>
<223>

<400>

371

10

PRT

Artificial Sequence

6C-H8L1; 10/63_6C-1_091; light chain; CDR3-IMGT
371

GIn His Tyr Asp Asn Leu Pro Leu Phe Thr
1 5

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

<220>
<223>

<400>

372
8

PRT

Artificial Sequence

6E-H6L1; 10/63_6E6_034; heavy chain; CDR1-IMGT
372 ’

Gly Gly Thr Leu Asn Ser Tyr Thr
1 5

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

<220> .

<223>
<400>

1

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

<220>

<223>
<400>

373

8

PRT

Artificial Sequence

6E-H6L1l; 10/63_6E6_034; heavy chain; CDR2-IMGT
373

Ile Asn Pro Ile Ehe Gly Thr Thr

374

15

PRT

Artificial Sequence

6E-H6LL; 10/63_6E6_034; heavy chain; CDR3-IMGT
374

Ala Arg Gly Gly His His Ile Leu Thr Gly Arg Tyr Ile Asp Asp
1 s 10 15

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

375

6

PRT

Artificial Sequence
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6E-H6L1; 10/63_6E1_058; light chain; CDR1-IMGT
375 '

§1n Asp Ile Ser ésn Tyr

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

<220>
<223>

. <400>

376

10

PRT :
Artificial Sequence

6E-H6L1; 10/63_6E1_058; light chain; CDR3-IMGT
376 ’

GIn GIn Tyr Asp Asn Leu Pro Arg His Thr
1 5 10

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

<220>
<223>

<400>

377

8

PRT

Artificial Sequence

7E-H1L1l; 10/63_7E1_061; heavy chain; CDR1-IMGT
377 |

g]y Phe Asn Phe ésn Glu Tyr GIy

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

<220>
<223>

<400>

378

8

PRT

Artificial Sequence

7E-H1L1; 10/63_7E1_061; heavy chain; CDR2-IMGT
378

val Ala Tyr Asp ?1y ITe Asn Lys
l-‘.’ R :

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

<220>
<223>

<400>

379

20

PRT

Artificial Sequence

7E-H1L1l; 10/63_7E1_061; heavy chain; CDR3-IMGT
379 '

§1a Lys Ser Ala g1y Ser Thr Leu Lys Igr val Ile Ser Leu Leu Gln
. 15

Pro Phe Asp Ile
20
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Artificial Sequence
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7E-H1L1; 10/63_7e-1_087; light chain; CDR1-IMGT

380

GIn Ser val Ser Ser Asn
1 5

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

<220>
<223>

<400>

381

10

PRT

Artificial Sequence

7E-H1L1l; 10/63_7E-1_087; Tlight chain; CDR3-IMGT

381

GIn Gln Tyr His Asp Trp Pro Pro Tyr Thr
1 5 10

<210>
<211>

<2123

<213>

<220>
<223>

<400>

382

8

PRT : ‘
Artificial Sequence

7G-H1L1l; 10/63_7G1_055; heavy chain; CDR1-IMGT

382

Gly Phe Thr Phe Ser Asn Ala Trp
1 5

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

<220>
<223>

- <400>

383

10

PRT

Artificial Sequence

7G-H1L1l; 10/63_7G1_055; heavy chain; CDR2-IMGT

383

“Ile Lys Asn Lys Ile Asp Gly Glu Thr Thr
1 5 10

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

'<220>
<223>

<400>

384

14

PRT = -

Artificial Sequence

7G-H1L1l; 10/63_7G1_055; heavy chain; CDR3-IMGT

384

Thr Ile Tyr Phe Tyr Asp Arg Ser Gly Tyr Phe Phe Asp His

Page 138

SUBSTITUTE SHEET (RULE 26)



PCTISG2012/000477
18 Jan 2013

SequenﬁfListing_STZS
1

<210> 385

<211> 6

<212> PRT

<213> Artificial sequence

<220>
<223> 7G-H1Ll1l; 10/63_7G-1_081; light ;hain; CDR1-IMGT

<400> 385

Gln Ser val Ser Ser Tyr
1 5

<210> 386
<211> 8

<212> PRT

<213> Artificial Sequence -

<220>
'<223> 7G-H1L1; 10/63_7G-1_081; light chain; CDR3-IMGT

<400> 386
keu GIn Arg Gly gys Trp Pro Ser

<210> 387

<211> 8

<212> PRT .

<213> Artificial Sequence

<220> ,
<223> 7H-HI1L1l; 10/63_7H-1_060; heavy chain; . CDR1-IMGT

<400> 387
Gly phe Thr Phe ger Asn Ala Trp
1

<210> 388

<211> 10

<212> PRT

<213> Artificial Ssequence

<220> , ,
<223> 7H-H1L1; 10/63_7H-1_060; heavy chain; CDR2-IMGT

<400> 388
ITe Lys Asn Lys Ile Asp Gly Glu Thr Thr
1 5 10

<210> 389

<211> 14

<212> PRT

<213> Artificial Sequence

<220> .
<223> 7H-H1L1l; 10/63_7H-1_060; heavy chain; CDR2-IMGT

<400> 389
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Ihr Ile Tyr Phe Eyr Asp Arg Ser Gly Igr Phe Phe Asp His

<210> 390

<211> 6

<212> PRT

<213> Artificial sequence

<220> :
<223> 7H-H1L1l; 10/63_7H-1_038; light chain; CDR1-IMGT

<400> 390

Gln ser val ser Ser Tyr
1 5

<210> 391

<211> 8

<212> PRT

<213> Artificial Sequence

<220>
<223> 7H-H1L1l; 10/63_7H-1_038; Tight chain; CDR3-IMGT

<400> 391
ieu Gln Arg Gly %ys Trp Pro Ser

<210> 392

<211> 10

<212> PRT

<213> Artificial Sequence

<220> '
<223> 8F-H1Ll; 10/63_8F-1_036; 1ight chain; CDR1-IMGT

<400> - 392
Gly Gly ser Ile Ser Ser Ser Ser Tyr Tyr
1 5 10

<210> 393
<211> 7

<212>  PRT

<213> Artificial Sequence

<220>
<223> 8F-HILl; 10/63_8F-1_036; 1ight chain; CDR2-IMGT

<400> 393

Ile Tyr Tyr Thr §1y Thr Thr
1

<210> 394
<211> 19
<212> PRT
<213> Artificial sequence

<220>

<223> 8F-H1Ll; 10/63_8F-1_036; light chain; CDR3-IMGT
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394

PCT/SG2012/000477
18 Jan 2013

Ala Arg GIn Ala val phe Ala Glu Ala Thr Gly Thr Thr Ile Gly Ala
1 5 10 ) 15

Ile Asp Tyr

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

<220>
<223>

<400>

395

6

PRT

Artificial Sequence

8F-H1L1l; 10/63_8F-1_036; light chain; CDR1-IMGT

395

g1n Ser Phe Asn Asn Trp
: 5

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

<220>
<223>

<400>

396

9

PRT

Artificial Sequence

8F-H1L1l; 10/63_8F-1_036; light chain; CDR3-IMGT

396

GIn GIn Ala ser Eer Phe Pro Trp Thr
1 .

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

<220>
. <223>

<400>

397

8

PRT

Artificial Sequence

11E-H1L1; 10/50_11El; heavy chain; CDR1-IMGT

397

g]y Phe Thr‘Phe ger Thr Tyr Pro

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

<220>

<223> -

<400>

398

8

PRT -
Artificial Sequence

11E-H1L1; 10/50_11E1; heavy chain; CDR2-IMGT

398

Ite Phe Asn Gly g1y ser Ser Thr
1

<210>

399

Page 141

SUBSTITUTE SHEET (RULE 26)



<211>
<212>
<213>

<220>
. <223>

<400>

PCT/SG2012/000477
18 Jan 2013

SequenceListing_ST25
13 v
PRT
Artificial Sequence

11E-H1L1l; 10/50_11€1; heavy chain; CDR3-IMGT
399

?1a Lys Phe Ala Ala Pro Pro Ser Gly Igp Cys Asp Tyr
5 . .

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

<220>
<223>

<400>

400

6

PRT

Artificial Sequence

11E-H1L1; 10/50_11E1; light chain; CDR1-IMGT
400 '

GIn Ser val Ser Asn Trp
1 5

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

<220>
<223>

<400>

401
5
PRT

Artificial Sequence

11E-H1L1; 10/50_11E1; light chain; CDR3-IMGT
401

GIn GIn ser Gly Thr
1 5

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

<220>
<223>

<400>

402

8

PRT

Artificial Sequence

1B-H1L1l; 10/50_18; heavy chain; CDR1-IMGT
402 '

Gly Asp sSer Ile Ehr Asn Tyr Tyr
1 .

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

<220>
<223>

<400>

403

7

PRT

Artificial Sequence

1B-H1L1; 10/50_1B; heavy chain; CDR2-IMGT
403

Leu Tyr Tyr Thr g1y Gly Thr
1 .
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404

16

PRT

Artificial Sequence

- 1B-H1L1; 10/50_18B; heavy chain; CDR3-IMGT

404

Q1a Arg val Thr ger Leu Ser Gly ser igu val Tyr Gly Met égp val

<210>
<211>

<212>

'<213>

<220>
<223>

<400>

405

6

PRT

Artificial Sequence

1B-H1L1l; 10/50_1B1; Tight chain; CDR1-IMGT -
405

GIn Asp Ile Ser Asn Ser
1 5 -

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

<220>
<223>

<400>

406

9

PRT )
Artificial Sequence

1B-H1L1; 10/50_181; Tight chain; CDR3-IMGT
406 '

GIn GIn Tyr Asp Ser Ile Pro Ile Thr
1 5

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

<220>
<223>

<400>

407

8

PRT

Artificial sequence

1D-H8L1; 10/50_1D8; Heavy Chain; CDR1-IMGT
407

§1y Phe Thr Phe §1a Pro Phe Ser

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

<220>
<223>

<400>

408

8

PRT

Artificial Sequence

1D-H8L1; 10/50_1D8; Heavy Chain; CDR2-IMGT
408

ITe Thr Pro Ser Ser Asn Tyr Ile
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<210> 409

<211> 17

<212> PRT

<213> Artificial Sequence

<220> .
<223> 1D-H8L1; 10/50_1D8; Heavy Chain; CDR3-IMGT

<400> 409
§1a Arg Asp Pro ger Gly Thr Tyr Asp Igr Asn Tyr Tyr Ala ﬁgt Asp

val

<210> 410
<211> 7 .

<212> PRT

<213> Artificial Sequence .

<220> .
<223> 1D-H8L1l; 10/50_1D1; Tight chain; CDR1-IMGT

<400> 410
GIn Thr val Gly ger ser Tyr
1 .

<210> 411

<211> 10

<212> PRT

<213> Artificial Sequence

<220> :
<223>  1D-H8L1; 10/50_1p1; Tight chain; CDR3-IMGT

<400> - 411
Gln Gln Tyr Gly Gly Ser Pro Pro Ile Thr
1 5 10

<210> 412
<211> 8

<212> . PRT

<213> Artificial Sequence

<220> .
<223> 2F-H1L3; 10/50_2F1; heavy chain; CDR1-IMGT

<400> 412

Gly Tyr Pro Phe Ser Ser His Gly
1 5

<210> 413

<211> 8

<212> PRT

<213> Artificial Sequence
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<220>
<223> 2F~-H1L3; .10/50_2F1; heavy chain; CDR2-IMGT
<400> 413

Thr Thr Ala Tyr Asn Gly Glu Thr
1 5

<210> 414

<211> 12

<212> PRT

<213> Artificial Sequence

<220> .
<223> 2F-H1L3; 10/50_2F1; heavy chain; CDR3-IMGT

. <400> 414
Iyr.Ser Ser Gly Ero Arg Trp Gly His ;88 Asp Ile

<210> 415

<211> 6

<212> PRT

<213> Artificial Sequence

<220>
- <223> 2F-H1L3;v10/50_2F3; Tlight chain; CDR1-IMGT

<400> 415

Ala Ser Gln Ser ga1 Asp
70> v

<210> 416

<211> 9

<212> PRT

<213> Artificial sequence

1<220> l
<223> 2F-H1L3; 10/50_2F3; Tight chain; CDR3-IMGT

<400> 416

His Gln Tyr Asp Ser Ser Pro Trp Thr
1 5

<210> 417

<211> 8

<212> PRT

<213> Artificial Sequence

<220>
<223> 3H-H1L1l; 10/50_3H1; heavy chain; CDR1-IMGT

<400> 417
g]y Phe Asn Phe g1y Asp Tyr val

<210> 418
<211> 8
<212> PRT
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Artificial Sequence :

3H-H1L1l; 10/50_3H1; heavy chain; CDR2-IMGT
418

Ile Tyr Asn Gly Gly Ser Ser Thr
1 5

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

<220>
<223>

<400>

419

20

PRT

Artificial Sequence

3H-H1L1; 10/50_3H1; heavy chain; CDR3-IMGT

419

Q1a Lys Asp Arg §1n Ser Leu His Asp Pro Gly Ser Gly Ser Tyr val
10 15

Ala Leu Asp His

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

<220>
<223>

<400>

420

6

PRT

Artificial Sequence

3H-H1L1l; 10/50_3H1; 1ight chain; CDR1-IMGT
420

Gln Ser Ile ser Gly Ser
1 , 5

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

<220>
<223>

<400>

421
5 .
PRT
Artificial Sequence

3H-H1L1; 10/50_3H1; light chain; CDR3-IMGT
421

Gln GIn Gly ser Thr
1 5

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

<220>
<223>

<400>

422

10

PRT

Artificial sequence

4B-H2L1; 10/50_4B2; heavy chain; CDR1-IMGT
422 ’

Gly Gly Ser Leu Ser Ser Asp Gly His Ser
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<210> 423
<211> 7
<212> PRT
<213> Artificial Sequence

<220> o
<223> 4B-H2L1; 10/50_4B2; heavy chain; CDR2-IMGT

<400> 423
Ile Tyr Tyr Thr g]y Thr Thr
1

<210> 424

<211> 13

<212> PRT

<213> Artificial sSequence

<220>
<223> 4B-H2L1; 10/50_482; heavy chain; CDR3-IMGT

<400> 424
§1a Ala Trp Asn ?1a Gly Pro Ser Tyr Igr Phe His Tyr

<210> 425

<211> 6

<212> PRT

<213> Artificial Sequence

<220> .
<223> 4B-H2L1; 10/50_481; light chain; CDR1-IMGT

<400> 425

g]n Ser val Ser Asn Asn
5

<210> 426

<211> 8

<212> PRT

<213> Artificial Sequence

<220> o
<223> 4B-H2L1; 10/50_4Bl; Tight chain; CDR3-IMGT

<400> 426
GIn GIn Tyr Glu ger Trp Trp Thr
1

<210> 427
<211> 8

<212> PRT

<213> Artificial sequence

<220> .
<223> 5A-H1L1l; 10/50_5A1l: heavy chain; CDR1-IMGT

<400> 427
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Asp Gly Ser Phe ger Gly Phe Ser
1

<210> 428

<211> 7

<212> PRT

<213> Artificial Sequence

<220>
<223> 5A-H1L1l; 10/50_5Al: heavy chain; CDR2-IMGT

<400> 428

{1e Asn His Ser Gly Ser Thr
5 .

<210> 429

<211> 18

<212> PRT

<213> Artificial Sequence

<220> B
<223> 5A-H1L1; 10/50_5A1: heavy chain; CDR3-IMGT

<400> 429

Ala Leu Ser Leu GIn Thr Leu val Arg Gly Leu val Tyr Ile Asn Phe
1 : 5 10 15
Asp Tyr

<210> 430

<211> 6

<212> PRT .

<213> “~Artificial Sequence

<220>
<223> 5A-H1L1; 10/50_5A1; 1ight chain; CDR1-IMGT

<400> ‘430
Gln Ala Ile Thr Thr Tyr
1 5

<210> 431
<211> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> B5A-H1L1l; 10/50_5A1; Tight chain; CDR3-IMGT

<400> 431

GIn GIn Ser Tyr ésn Leu Pro Arg Thr
1

<210> 432

- <211> 8

<212> PRT
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5C-H6L1; 10/50_5C6; heavy chain; CDR1-IMGT

432

Gly Tyr Thr Phe Ser Ser Tyr Tyr
1 , 5

<210>
<211>
<212>
<213>
<220>
<223>
<400>

433
8
PRT

Artificial sequence

5C-H6L1; 10/50_5C6; heavy chain; CDR2-IMGT

433

{1e Asn Pro Afg §1y Gly ser Ala

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

<220>
<223>

<400>

434
24
PRT

Artificial Sequence

S5C-H6L1; 10/50_5C6; heavy chain; CDR3-IMGT

434

Ala Arg Ala Gly val Ala Leu Phe Tyr Asp Ser Ser Gly Tyr Asp Pro
1 5 10 15

Thr Pro Tyr égp Ala Phe Glu val

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

<220>
<223>

<400>

435
6

PRT

Artificial Sequence

5C-H6L1; 10/50_5C1; 1ight chain; CDR1-IMGT

435

Gln ser val Arg Ser Tyr
1 5

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

<220>
<223>

<400>

His GIn Tyr Asn. His Trp Pro Arg Thr

436
9
PRT

Artificial Sequence

5C-H6L1; 10/50_5Cl; light chain; CDR3-IMGT

436
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437
8
PRT
Artificial sequence

5D-H6L2; 10/50_5D6; heavy chain; CDR1-IMGT
437

g1y Phe Thr Phe ghr,Thr His Ala

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

<220>
<223>

<400>

438

&

PRT

Artificial Ssequence

S5D-H6L2; 10/50_5D6; heavy chain; CDR2-IMGT
438

{1e ser Ala Ser g1y Asp Gly Thr

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

<220> -

<223>
<400>

439
13
PRT
Artificial Sequence

5D-H6L2; 10/50_5D6; heavy chain; CDR3-IMGT
439 '

Ala Thr Ile Asp Erp Ser Asp Lys Gly val Phe Asp Tyr
1 . . 10

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

<220>
<223>

<400>

440

6

PRT

Artificial Sequence

S5D-H6L2; 10/50_5D2; light chain; CDR1-IMGT
440 ’

GIn Ala val Gly ?er Leu
1

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

<220>
<223>

<400>

441

9

PRT

Artificial Sequence

5D-H6L2; 10/50_5D2; light chain; CDR3-IMGT

441 ‘
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GIn Gln Ala Phe Ser Phe Pro Trp Thr
1 ‘ : 5 Co . .

<210> 442

<211> 8

<212> PRT

<213> Artificial Sequence

<220> .
<223> 6B-H1L2; 10/50_6B1; heavy chain; CDR1-IMGT

<400> 442

Gly Tyr Thr Phe Ala Asn Asn Tyr
1 ' 5

<210> 443

<211> 8

<212> PRT

<213> Artificial Sequence

<220> .
<223> 6B-H1L2; 10/50_6B1l; heavy chain; CDR2-IMGT

<400> 443

ITe Asn Pro Arg §1y Gly Ser Ala
1 .

<210> 444

<211> 25

<212> PRT

<213> Artificial Sequence

<220> . .
<223> 6B-H1L2; 10/50_6B1l; heavy chain; CDR3-IMGT

<400> 444

Ala Arg Gly Gly Arg Ala Tyr Tyr Tyr Asp Ser Tyr Thr Thr Pro Arg
1 5 10 : 15
Asp'G1y Glu Ser Trp Trp Phe Asp Pro

20 25

<210> 445

<211> 6

<212> PRT

<213> Artificial Sequence

<220> .
<223> 6B-H1L2; 10/50_6B2; light chain; CDR1-IMGT

<400> 445
g1n Asp Ile Arg kys Tyr

<210> 446
<211> 9
<212> PRT )
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<213> Artificial sequence -

<220> B o
<223> 6B-H1L2; 10/50_6B2; Tight chain; CDR3-IMGT

<400> 446

Gln His Ser Asp Tyr Leu Pro Ile Thr
1 = 5 )

<210> 447

<211> 8

<212> PRT

<213> Artificial sequence

<220> ‘ .
<223> 6D-H3L1l; 10/50_6D3; heavy chain; CDR1-IMGT

<400> 447 -

Gly Tyr Ser Phe Thr Ser Asn Tyr
1 5

<210> 448

<211> 8

<212> PRT .
<213> Artificial Sequence

<220>
<223> 6D-H3L1; 10/50_6D3; heavy chain; CDR2-IMGT -

<400> 448

Ile Asn Pro Arg Gly Gly Ser Thr
1 5

<210> 449

<211> 24

<212> PRT

<213> Artificial sequence

<220>
<223> 6D-H3L1l; 10/50_6D3; heavy chain; CDR3-IMGT

<400> 449

" Ala Arg Ala Gly Pro Ala Leu Tyr Tyr Asp Ser Ser Gly Tyr Asp Pro
1 5 10 : 15
Thr Thr Tyr Asp Ser Phe Glu val
20

<210> 450

<211> 6

<212> PRT

<213> Artificial Sequence

<220> ’ _ '
<223> 6D-H3L1l; 10/50_6D1; Tight chain; CDR1-IMGT

<400> 450

GIn Gly val Arg Ser Tyr
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451

9

PRT :
Artificial sequence

6D-H3L1; 10/50_6D1; light chain; CDR3-IMGT
451

- GIn GIn Tyr Asn His Trp Pro Arg Thr-
1 : 5

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

<220>
<223>

<400>

452

8

PRT

Artificial sequence

6E~-H1L1; 10/50_6E1l; heavy chain; CDR1-IMGT
452

Glu Phe ser Phe Ser Thr Tyr Ala
1 5

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

<220>

<223>
<400>

453

8

PRT
Artificial Sequence

6E-H1L1; 10/50_6E1l; heavy chain; CDR2-IMGT
453

Ile Tyr Thr Gly g]y Gly ser Thr
1

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

<220>
<223>

<400>

454

14

PRT

Artificial Sequence

6E-H1L1l; 10/50_6E1l; heavy chain; CDR3-IMGT
454

Ala Gly Gly Gly §1e val ser Thr Met g]y Ala Phe Gly Phe
1 0

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

<220>
<223>

<400>

455

6

PRT .

Artificial Sequence

6E-H1L1l; 10/50_6E1; Tlight chain; CDR1-IMGT

455
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-g]n Glu Phe ser ?er Tyr

<210> 456

<211> 5

<212> PRT

<213> Artificial Sequence

<220>"

<223> 6E-H1L1l; 10/50_6E1l; Tight chain; CDR3-IMGT

<400> 456
Gln GIn Thr Gly Thr
1 5 :

<210> 457

<211> 8

<212> PRT

<213> Artificial Sequence

<220>

<223> 7A-H1L1l; 10/50_7Al1; heavy chain; CDR1-IMGT

<400> 457
g1y Phe Thr Phe ger ser Tyr Glu

<210> 458

<211> 8

<212> PRT

<213> Artificial Sequence

- <220>

<223> 7A-H1Ll; 10/50_7Al; heavy chain; CDR2-IMGT

<400> 458
i1e Ser Arg Ser §1y Thr Ala Thr

<210> 459
<211> 16 -

<212> PRT

<213> Artificial Sequence

<220>

<223> 7A-H1L1; 10/50?7A1; heavy»chain;>CDR3—IMCT

<400> 459

PCT/SG2012/000477
18 Jan 2013

Q]a Gly Glu Gly ;yr Phe Gly Ser Ala é1a ITe Asn Tyr Phe Ala Phe
' 15

<210> 460
<211> 6

<212> PRT

<213> Artificial Sequence

<220>

<223> 7A-H1L1l; 10/50_7A1; light chain; CDR1-IMGT -
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<400> 460
Gln Thr 1le Gly Ehr Tyr
1

<210> 461

<211> 9 -

<212> PRT

<213> Artificial Sequence

<220> v
<223> 7A-H1L1l; 10/50_7A1; light chain; CDR3-IMGT

<400> 461 .

Leu GIn Thr Tyr ger Ser Leu Tyr Thr
1

<210> 462

<211> 8

<212> PRT

<213> Artificial Sequence

<2205
<223> 7C-H3L1; 10/50_7¢C3; heavy chain; CDR1-IMGT

<400> 462.
§1y Tyr Thr Phe ger Asn Tyr Tyr

<210> 463

<211> 8

<212> PRT

<213> Artificial Sequence

<220> ‘
<223> 7C-H3L1; 10/50_7c3; heavy chain; CDR2-IMGT

<400> 463

{1e Asn Pro Argngy Gly ser Ala

<210> 464
<211> 25
<212> PRT -
<213> Artificial Sequence

<220>
<223> 7C-H3L1; 10/50_7C3; heavy chain; CDR3-IMGT

<400> 464 _
Ala Arg Gly Gly Erp Ala Tyr Tyr Tyr ?Sp Ser Tyr Thr Thr ;ro Arg
1 - ‘ © 15

Asp Gly GIn Ser Trp Trp Phe Asp Pro
20 25

<210> 465
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<211> 6
<212> PRT.
<213> Artificial Sequence

<220>
<223> 7cC-H3L1; 10/50_7cCl;

<400> 465
GIn Asp Ile Arg ésn Phe
1 h : Y

<210> 466
<211> 9
<212> PRT ,
<213> Artificial Ssequence

<220>
<223> 7C-H3L1; 10/50_7cC1;

<400> 466

Sequencelisting_ST25

light chain; CDR1-IMGT

Tight chain; CDR3-IMGT

GIn GlIn Ser Asp an Leu Pro Ile Thr
1

<210> 467

<211> 8

<212> PRT

"<213> Artificial Sequence

<220>
<223>

<400> 467

7E-H1L1l; 10/50_7€l; heavy chain; CDR1-IMGT

Gly Gly Ser Ile ésn Ser Tyr Tyr
1

<210> 468

<211> 7

<212> PRT

Artificial Sequence

<220>
<223>

<400> 468
i1e His Tyr Ser g1y ser Thr

<210> 469

<211> 16

<212> PRT

<213> Artificial Sequence

<220>
<223>

<400> 469

7E-H1L1; 10/50_7E1; heavy chain; CDR2-IMGT

7E-H1L1; 10/50_7El; heavy chain; CDR3-IMGT

PCT/SG2012/000477
18 Jan 2013

Ala Arg His Asp Cys Ser Asp Thr Thr Cys Arg Glu Tyr Phe Gln His
1 5. 10 15
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<210> 470 - '
C<211> 6

<212> PRT

<213> Artificial Sequence

<220> : '
<223> 7e-H1L1l; 10/50_7€el; light chain; CDR1-IMGT

<400> 470 -

g1n Ser Ile Ser ghr Phe

<210> 471

<211> 9 ,

<212> PRT

<213> Artificial Sequence -

<220> :
<223> 7E-H1L1l; 10/50_7€el; light chain; CDR3-IMGT

<400> 471
Gln Glu ser Tyr ger Met Met Tyr Thr
1

<210> 472

<211> 8

<212> PRT

<213> Artificial Sequence

<220> ,
<223> 7H-HI1L1l; 10/50_7H1; heavy chain; CDR1-IMGT

<400> 472
$1y Phe Thr Phe EervArg Tyr Trp

<210> 473

<211> 8

<212> PRT

<213> Artificial sequence

- <220> .
<223> 7H-H1L1; 10/50_7H1; heavy chain; CDR2-IMGT

<400> 473 ‘
{1e Asn GIn Gly g]y Ser Glu Arg

210> 474

<211> 16

<212> PRT

<213> 7H-H1L1l; 10/50_7H1; heavy chain; CDR3-IMGT
<400> 474

?1a Arg Glu Gly get val Glu val Thr Ala Leu Ser Phe Leu ﬁsp Tyr
5
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475 .
6
PRT
Artificial Sequence

7H-H1L1; 10/50_7H1; light chain; CDR1-IMGT
475

Gln Thr 1le Gly Ehr~Phe
1

<210>

<211>...9

<212>
<213>

<220>
<223>

<400>

1

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

<220>
<223>

<400>

476

PRT

Artificial Sequence

7H-H1L1; 10/50_7H1; Tight chain; CDR3-IMGT
476

GIn GIn Thr Tyr Ser Met Ile Tyr Thr
5

477

8

PRT

Artificial Sequence

9B-H1L1l; 10/50_98B1; heavy chain; CDR1-IMGT
477 ' '

Gly Tyr Ile Phe Thr Ser Tyr Trp
1 5

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

<220>
<223>

<400>

478

8

PRT

Artificial Sequence

9B-H1L1l; 10/50_98B1; heavy chain; CDR2-IMGT
478

Ile Tyr Pro Gly Asn Ser Asp Pro
-1 5

<210>

<211>.

<212>
<213>

<220>
<223>

<400>

479

13

PRT

Artificial sequence

98-H1L1; 10/50_98B1; heavy chain; CDR3-IMGT
479

Ser Arg Leu Asp His Tyr Phe Tyr Tyr Gly Met Asp Leu
1 5 10
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480

7

PRT

Artificial Sequence

9B-H1L1l; 10/50_98B1; Tight chain; CDR1-IMGT
480

" GIn Thr Phe ser ?er Ile Tyr
1

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

<220>
<223>

<400>

481

9

PRT

Artificial Sequence

98-H1L1; 10/50_98B1; light chain; CDR3-IMGT
481

§1n His Tyr Asp ?sn Ser Phe Phe Thr

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

'<220>
<223>

<400>

482

8

PRT

Artificial Sequence

9E-H2L2; 10/50_9E2; heavy chain;. CDR1-IMGT
482

Gly Phe Thr Leu érg Ser Tyr Ala
1

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

<220>
<223>

<400>

483

8

PRT :
Artificial Sequenc

9E-H2L2; 10/50_9€2; heavy chain; CDR2-IMGT
483

{1é Ser Asp Ser ésp Asp Ser Thr

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

<220>
<223>

<400>

484

16

PRT .

Artificial Sequence

9E-H2L2; 10/50_9eE2; heavy chain; CDR3-IMGT
484
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<400>

PCT/ISG2012/000477"
18 Jan 2013

@ ) .
Sequencelisting_ST25

Ala Thr Thr Asn Erp.G1y~va1 Ser val igs Pro Gly Thr pPhe Asp Ile
. o ' ’ 15

485
6 .
PRT
Artificial Sequence

9E-H2L2; 10/50_9E2; Tight. chain; CDR1-IMGT
485 '

' §1n Gly Ile ser ger Tyr

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

<220>
<223>

<400>

486
9

PRT. L.
Artificial Sequence

9E-H2L2; 10/50_9€2; light chain; CDR3-IMGT
486 ‘

~GIn Gln Ala Asn ger Phe Pro Trp Thr
1 v
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